


 

 

Supplementary table 1. The clinical parameters of EH patients between discovery section (n=30) and 

verification section (n=30). 

Clinical parameters Discovery section (n=30) Verification section (n=30) P-value 

Age(years) 57.1±9.9 59.9±9.2 0.946a 

Sex(♂/♀) 16/14 14/16 0.606b 

BMI 25.5±3.0 23.7±2.3 0.126a 

Smoker 14/30 12/30 0.602 

Blood pressure of EH 

   

Systolic 150.3±8.3 149.3±7.1 0.618a 

     Diastolic 95.0±11.3 95.0±8.3 1.000a 

Blood pressure of TJT 

   

Systolic 133.1±5.4 132.2±5.1 0.512a 

Diastolic 84.6±9.2 84.9±6.5 0.889a 

 

Data were expressed as Mean±SD; a) P- value between two experiment sections with independent 

samples T-test; b) Chi-square Test, P≤0.05 was considered to be statistically significant. In additional, 

the blood pressures between EH and TJT groups were also statistically analyzed by Spss16.0 with 

Paired-sample T-test, both of the systolic and diastolic blood pressure were significantly different 

before and after TJT treatment (P=0.000).  

*A total of 47 EH individuals were involved in our study. Firstly, 30 patients were selected in the 

discovery section randomly. Secondly, the remaining 17 patients and 13 patients involved in the first 

section were jointly analyzed in verification section. 

*BMI=Weight (Kg)/Height2(m2) 



supplementary table2.A list of identified and quantified proteins by iTRAQ proteomics
Hits Accession Desription Mass Seq Score Cov SameSets Spectrum Unique SpectrumPeptide Unique PeptideA-VS-B@Ratio@set,A1_113-VS-B1_114A-VS-B@Ratio@set,A2_115-VS-B2_116

1 tr|B0YJC6|B0YJC6_HUMAN Vitamin K-dependent protein Z variant 1 OS=Homo sapiens GN=PROZ PE=3 SV=153450 MAGCVPLLQGLVLVLALHRVEPSATSLKERHGLHSDSACTGVQESFLPASKANDVLVRWKRAGSYLLEELFEGNLEKECYEEICVYEEAREVFENEVVTDEFWRRYKGGSPCISQPCLHNGSCQDSIWGYTCTCSPGYEGSNCELAKNECHPERTDGCQHFCLPGQESYTCSCAQGYRLGEDHKQCVPHDQCACGVLTSEKRAPDLQDLPWQVKLTNSEGKDFCGGVIIRENFVLTTAKCSLLHRNITVKTYFNRTSQDPLMIKITHVHVHMRYDADAGENDLSLLELEWPIQCPGAGLPVCTPEKDFAEHLLIPRTRGLLSGWARNGTDLGNSLTTRPVTLVEGEECGQVLNVTVTTRTYCERSSVAAMHWMDGSVVTREHRGSWFLTGVLGSQPVGGQAHMVLVTKVSRYSLWFKQIMN31 2.9 1 1 1 1 1 --- ---

2 tr|Q7Z7Q0|Q7Z7Q0_HUMAN APOB protein OS=Homo sapiens GN=APOB PE=2 SV=1113702 MDPPRPALLALPALLLLLLAGARAEEEMLENVSLVCPKDATRFKHLRKYTYNYEAESSSGVPGTADSRSATRINCKVELEVPQLCSFILKTSQCILKEVYGFNPEGKALLKKTKNSEEFAAAMSRYELKLAIPEGKQVFLYPEKDEPTYILNIKRGIISALLVPPETEEAKQVLFLDTVYGNCSTHFTVKTRKGNVATEISTERDLGQCDRFKPIRTGISPLALIKGMTRPLSTLISSSQSCQYTLDAKRKHVAEAICKEQHLFLPFSYKNKYGMVAQVTQTLKLEDTPKINSRFFGEGTKKMGLAFESTKSTSPPKQAEAVLKTLQELKKLTISEQNIQRANLFNKLVTELRGLSDEAVTSLLPQLIEVSSPITLQALVQCGQPQCSTHILQWLKRVHANPLLIDVVTYLVALIPEPSAQQLREIFNMARDQRSRATLYALSHAVNNYHKTNPTGTQELLDIANYLMEQIQDDCTGDEDYTYLILRVIGNMGQTMEQLTPELKSSILKCVQSTKPSLMIQKAAIQALRKMEPKDKDQEVLLQTFLDDASPGDKRLAAYLMLMRSPSQADINKIVQILPWEQNEQVKNFVASHIANILNSEELDIQDLKKLVKEALKESQLPTVMDFRKFSRNYQLYKSVSLPSLDPASAKIEGNLIFDPNNYLPKESMLKTTLTAFGFASADLIEIGLEGKGFEPTLEALFGKQGFFPDSVNKALYWVNGQVPDGVSKVLVDHFGYTKDDKHEQDMVNGIMLSVEKLIKDLKSKEVPEARAYLRILGEELGFASLHDLQLLGKLLLMDRPDSLTIPAAQARKDACTFFRDGGLP5835 45.5 - 588 1 39 1 --- ---

3 sp|P35908|K22E_HUMAN Keratin, type II cytoskeletal 2 epidermal OS=Homo sapiens GN=KRT2 PE=1 SV=276630 MSCQISCKSRGRGGGGGGFRGFSSGSAVVSGGSRRSTSSFSCLSRHGGGGGGFGGGGFGSRSLVGLGGTKSISISVAGGGGGFGAAGGFGGRGGGFGGGSSFGGGSGFSGGGFGGGGFGGGRFGGFGGPGGVGGLGGPGGFGPGGYPGGIHEVSVNQSLLQPLNVKVDPEIQNVKAQEREQIKTLNNKFASFIDKVRFLEQQNQVLQTKWELLQQMNVGTRPINLEPIFQGYIDSLKRYLDGLTAERTSQNSELNNMQDLVEDYKKKYEDEINKRTAAENDFVTLKKDVDNAYMIKVELQSKVDLLNQEIEFLKVLYDAEISQIHQSVTDTNVILSMDNSRNLDLDSIIAEVKAQYEEIAQRSKEEAEALYHSKYEELQVTVGRHGDSLKEIKIEISELNRVIQRLQGEIAHVKKQCKNVQDAIADAEQRGEHALKDARNKLNDLEEALQQAKEDLARLLRDYQELMNVKLALDVEIATYRKLLEGEECRMSGDLSSNVTVSVTSSTISSNVASKAAFGGSGGRGSSSGGGYSSGSSSYGSGGRQSGSRGGSGGGGSISGGGYGSGGGSGGRYGSGGGSKGGSISGGGYGSGGGKHSSGGGSRGGSSSGGGYGSGGGGSSSVKGSSGEAFGSSVTFSFR275 15.5 - 23 13 10 8 0.608 0.607

4 tr|B4DNG0|B4DNG0_HUMANOlfactomedin-like protein 3 OS=Homo sapiens GN=OLFML3 PE=2 SV=144167 MLPLLEVAEKEREALRTEADTISGRVDRLEREVDYLETQNPALPCVEFDEKVTGGPGTKGKGRRNEKYDMVTDCGYTISQVRSMKILKRFGGPAGLWTKDPLGQTEKIYVLDGTQNDTAFVFPRLRDFTLAMAARKASRVRVPFPWVGTGQLVYGGFLYFARRPPGRPGGGGEMENTLQLIKFHLANRTVVDSSVFPAEGLIPPYGLTADTYIDLAADEEGLWAVYATREDDRHLCLAKLDPQTLDTEQQWDTPCPRENAEAAFVICGTLYVVYNTRPASRARIQCSFDASGTLTPERAALPYFPRRYGAHASLRYNPRERQLYAWDDGYQIVYKLEMRKKEEEV40 5.8 1 4 4 2 2 --- ---

5 sp|P23142|FBLN1_HUMAN Fibulin-1 OS=Homo sapiens GN=FBLN1 PE=1 SV=4 86744 MERAAPSRRVPLPLLLLGGLALLAAGVDADVLLEACCADGHRMATHQKDCSLPYATESKECRMVQEQCCHSQLEELHCATGISLANEQDRCATPHGDNASLEATFVKRCCHCCLLGRAAQAQGQSCEYSLMVGYQCGQVFQACCVKSQETGDLDVGGLQETDKIIEVEEEQEDPYLNDRCRGGGPCKQQCRDTGDEVVCSCFVGYQLLSDGVSCEDVNECITGSHSCRLGESCINTVGSFRCQRDSSCGTGYELTEDNSCKDIDECESGIHNCLPDFICQNTLGSFRCRPKLQCKSGFIQDALGNCIDINECLSISAPCPIGHTCINTEGSYTCQKNVPNCGRGYHLNEEGTRCVDVDECAPPAEPCGKGHRCVNSPGSFRCECKTGYYFDGISRMCVDVNECQRYPGRLCGHKCENTLGSYLCSCSVGFRLSVDGRSCEDINECSSSPCSQECANVYGSYQCYCRRGYQLSDVDGVTCEDIDECALPTGGHICSYRCINIPGSFQCSCPSSGYRLAPNGRNCQDIDECVTGIHNCSINETCFNIQGGFRCLAFECPENYRRSAATLQQEKTDTVRCIKSCRPNDVTCVFDPVHTISHTVISLPTFREFTRPEEIIFLRAITPPHPASQANIIFDITEGNLRDSFDIIKRYMDGMTVGVVRQVRPIVGPFHAVLKLEMNYVVGGVVSHRNVVNVHIFVSEYWF851 28.3 - 87 60 17 8 1.115 1.048

6 tr|L0R4T3|L0R4T3_HUMAN Histone H2B OS=Homo sapiens GN=ABCF2 PE=3 SV=18880 MSIMNSFVNDVFEQLACEAARLAQYSGRTTLTSREVQTAVRLLLPGELAKHAVSEGTKAVTKYTSSK32 13.4 20 4 4 1 1 --- ---

7 tr|C9JF17|C9JF17_HUMAN Apolipoprotein D (Fragment) OS=Homo sapiens GN=APOD PE=4 SV=128800 MFKQLSCISLPSSCDYSSRSLLQPPSPKMVMLLLLLSALAGLFGAAEGQAFHLGKCPNPPVQENFDVNKYLGRWYEIEKIPTTFENGRCIQANYSLMENGKIKVLNQELRADGTVNQIEGEATPVNLTEPAKLEVKFSWFMPSAPYWILATDYENYALVYSCTCIIQLFHVDFAWILARNPNLPPETVDSLKNILTSNNIDVKKMTVTDQVNCPK857 28.8 1 84 84 6 6 0.834 0.781

8 sp|P18428|LBP_HUMAN Lipopolysaccharide-binding protein OS=Homo sapiens GN=LBP PE=1 SV=360518 MGALARALPSILLALLLTSTPEALGANPGLVARITDKGLQYAAQEGLLALQSELLRITLPDFTGDLRIPHVGRGRYEFHSLNIHSCELLHSALRPVPGQGLSLSISDSSIRVQGRWKVRKSFFKLQGSFDVSVKGISISVNLLLGSESSGRPTVTASSCSSDIADVEVDMSGDLGWLLNLFHNQIESKFQKVLESRICEMIQKSVSSDLQPYLQTLPVTTEIDSFADIDYSLVEAPRATAQMLEVMFKGEIFHRNHRSPVTLLAAVMSLPEEHNKMVYFAISDYVFNTASLVYHEEGYLNFSITDDMIPPDSNIRLTTKSFRPFVPRLARLYPNMNLELQGSVPSAPLLNFSPGNLSVDPYMEIDAFVLLPSSSKEPVFRLSVATNVSATLTFNTSKITGFLKPGKVKVELKESKVGLFNAELLEALLNYYILNTFYPKFNDKLAEGFPLPLLKRVQLYDLGLQIHKDFLFLGANVQYMRV2335 20.2 - 145 145 9 9 0.794 0.784

9 tr|B2RMS9|B2RMS9_HUMANInter-alpha (Globulin) inhibitor H4 (Plasma Kallikrein-sensitive glycoprotein) OS=Homo sapiens GN=ITIH4 PE=2 SV=1116303 MKPPRPVRTCSKVLVLLSLLAIHQTTTAEKNGIDIYSLTVDSRVSSRFAHTVVTSRVVNRANTVQEATFQMELPKKAFITNFSMNIDGMTYPGIIKEKAEAQAQYSAAVAKGKSAGLVKATGRNMEQFQVSVSVAPNAKITFELVYEELLKRRLGVYELLLKVRPQQLVKHLQMDIHIFEPQGISFLETESTFMTNQLVDALTTWQNKTKAHIRFKPTLSQQQKSPEQQETVLDGNLIIRYDVDRAISGGSIQIENGYFVHYFAPEGLTTMPKNVVFVIDKSGSMSGRKIQQTREALIKILDDLSPRDQFNLIVFSTEATQWRPSLVPASAENVNKARSFAAGIQALGGTNINDAMLMAVQLLDSSNQEERLPEGSVSLIILLTDGDPTVGETNPRSIQNNVREAVSGRYSLFCLGFGFDVSYAFLEKLALDNGGLARRIHEDSDSALQLQDFYQEVANPLLTAVTFEYPSNAVEEVTQNNFRLLFKGSEMVVAGKLQDRGPDVLTATVSGKLPTQNITFQTESSVAEQEAEFQSPKYIFHNFMERLWAYLTIQQLLEQTVSASDADQQALRNQALNLSLAYSFVTPLTSMVVTKPDDQEQSQVAEKPMEGESRNRNVHSGSTFFKYYLQGAKIPKPEASFSPRRGWNRQAGAAGSRMNFRPGVLSSRQLGLPGPPDVPDHAAYHPFRRLAILPASATPATSNPDPAVSRVMNMKIEETTMTTQTPAPIQAPSAILPLPGQSVERLCVDPRHRQGPVNLLSDPEQGVEVTGQYEREKAGFSWIEVTFKNPLVWVHASPEHVVVTRNRRSSAYKWKETLFSVMPGLKMTMDKTGLLLLSDPDKVTIGLLFWDGRGEGLRLLLRDTDRFSSHVGGTLGQFYQEVLWGSPAASDDGRRTLRVQGNDHSATRERRLDYQEGPPGVEISCWSVEL3903 25.2 1 263 263 21 21 1.114 1.097

10 sp|P03950|ANGI_HUMAN Angiogenin OS=Homo sapiens GN=ANG PE=1 SV=1 >tr|W0UV28|W0UV28_HUMAN Ribonuclease A A1 OS=Homo sapiens GN=RAA1 PE=3 SV=119315 MVMGLGVLLLVFVLGLGLTPPTLAQDNSRYTHFLTQHYDAKPQGRDDRYCESIMRRRGLTSPCKDINTFIHGNKRSIKAICENKNGNPHRENLRISKSSFQVTTCKLHGGSPWPPCQYRATAGFRNVVVACENGLPVHLDQSIFRRP40 26.5 - 9 9 4 4 0.78 0.697

11 tr|Q0PW96|Q0PW96_HUMAN Intersectin 1 short form variant 7 OS=Homo sapiens GN=ITSN1 PE=2 SV=1157455 MAQFPTPFGGSLDIWAITVEERAKHDQQFHSLKPISGFITGDQARNFFFQSGLPQPVLAQIWALADMNNDGRMDQVEFSIAMKLIKLKLQGYQLPSALPPVMKQQPVAISSAPAFGMGGIASMPPLTAVAPVPMGSIPVVGMSPTLVSSVPTAAVPPLANGAPPVIQPLPAFAHPAATLPKSSSFSRSGPGSQLNTKLQKAQSFDVASVPPVAEWAVPQSSRLKYRQLFNSHDKTMSGHLTGPQARTILMQSSLPQAQLASIWNLSDIDQDGKLTAEEFILAMHLIDVAMSGQPLPPVLPPEYIPPSFRRVRSGSGISVISSTSVDQRLPEEPVLEDEQQQLEKKLPVTFEDKKRENFERGNLELEKRRQALLEQQRKEQERLAQLERAEQERKERERQEQERKRQLELEKQLEKQRELERQREEERRKEIERREAAKRELERQRQLEWERNRRQELLNQRNKEQEDIVVLKAKKKTLEFELEALNDKKHQLEGKLQDIRCRLTTQRQEIESTNKSRELRIAEITHLQQQLQESQQMLGRLIPEKQILNDQLKQVQQNSLHRDSLVTLKRALEAKELARQHLRDQLDEVEKETRSKLQEIDIFNNQLKELREIHNKQQLQKQKSMEAERLKQKEQERKIIELEKQKEEAQRRAQERDKQWLEHVQQEDEHQRPRKLHEEEKLKREESVKKKDGEEKGKQEAQDKLGRLFHQHQEPAKPAVQAPWSTAEKGPLTISAQENVKVVYYRALYPFESRSHDEITIQPGDIVMVKGEWVDESQTGEPGWLGGELKGKTGWFPANYAEKIPENEVPAPVKPVTDSTSAPAPKLALRETPAPLAVTSSEPSTTPNNWADFSSTWPTSTNEKPETDNWDAWAAQPSLTVPSAGQLRQRSAFTPATATGSSPSPVLGQGEKVEGLQAQALYPWRAKKDNHLNFNKNDVITVLEQQDMWWFGEVQGQKGWFPKSYVKLISGPIRKSTSMDSGSSESPASLKRVASPAAKPVVSGEEIAQVIASYTATGPEQLTL25 0.7 10 1 1 1 1 --- ---

12 tr|L0R8K6|L0R8K6_HUMAN Alternative protein TRIM25 OS=Homo sapiens GN=TRIM25 PE=4 SV=19186 MWSLEVLFLYYLEEKFFGDSSLLLKMIKSIFIDFLKRKPCLKPINTWETAGLGGVECQR21 13.6 - 3 3 1 1 --- ---

13 tr|B3KRN4|B3KRN4_HUMANcDNA FLJ34625 fis, clone KIDNE2015244, highly similar to Serine protease HTRA1 (EC 3.4.21.-) OS=Homo sapiens PE=2 SV=157113 MGWAARPRALAPAAPEALLHSPRRRSPALALSNTYANLCQQRAGVRLLRGVRRARGRRVRPAGGPVRRGAAVRGALRGASLGHGAAARAGRPLCVRQQLRAASRRSERLHRPPVIVLQRGACGQGQEDPNSLRHKYNFIADVVEKIAPAVVHIELFRKLPFSKREVPVASGSGFIVSEDGLIVTNAHVVTNKHRVKVELKNGATYEAKIKDVDEKADIALIKIDHQGKLPVLLLGRSSELRPGEFVVAIGSPFSLQNTVTTGIVSTTQRGGKELGLRNSDMDYIQTDAIINYGNSGGPLVNLDGEVIGINTLKVTAGISFAIPSDKIKKFLTESHDRQAKGKAITKKKYIGIRMMSLTSSKAKELKDRHRDFPDVISGAYIIEVIPDTPAEAGGLKENDVIISINGQSVVSANDVSDVIKRESTLNMVVRRGNEDIMITVIPEEIDP45 5.6 2 3 3 2 2 0.831 0.903

14 sp|P01608|KV116_HUMAN Ig kappa chain V-I region Roy OS=Homo sapiens PE=1 SV=114018 DIQMTQSPSSLSASVGDRVTITCQASQDISIFLNWYQQKPGKAPKLLIYDASKLEAGVPSRFSGTGSGTDFTFTISSLQPEDIATYYCQQFDNLPLTFGGGTKVDFKR137 24.1 - 11 6 2 1 --- ---

15 tr|B7Z7R8|B7Z7R8_HUMAN cDNA FLJ55622, highly similar to Multimerin-1 OS=Homo sapiens PE=2 SV=1133624 MQHKIVTSLDWRCCPGYSGPKCQLRAQEQQSLIHTNQAESHTAVGRGVAEQQQQQGCGDPEVMQKMTDQVNYQAMKLTLLQKKIDNISLTVNDVRNTYSSLEGKVSEDKSREFQSLLKGLKSKSINVLIRDIVREQFKIFQNDMQETVAQLFKTVSSLSEDLESTRQIIQKVNESVVSIAAQQKFVLVQENRPTLTDIVELRNHIVNVRQEMTLTCEKPIKELEVKQTHLEGALEQEHSRSILYYESLNKTLSKLKEVHEQLLSTEQVSDQKNAPAAESVSNNVTEYMSTLHENIKKQSLMMLQMFEDLHIQESKINNLTVSLEMEKESLRGECEDMLSKCRNDFKFQLKDTEENLHVLNQTLAEVLFPMDNKMDKMSEQLNDLTYDMEILQPLLEQGASLRQTMTYEQPKEAIVIRKKIENLTSAVNSLNFIIKELTKRHNLLRNEVQGRDDALERRINEYALEMEDGLNKTMTIINNAIDFIQDNYALKETLSTIKDNSEIHHKCTSDMETILTFIPQFHRLNDSIQTLVNDNQRYNFVLQVAKTLAGIPRDEKLNQSNFQKMYQMFNETTSQVRKYQQNMSHLEEKLLLTTKISKNFETRLQDIESKVTQTLIPYYISVKKGSVVINERDQALQLQVLNSRFKALEAKSIHLSINFFSLNKTLHEVLTMCHNASTSVSELNATIPKWIKHSLPDIQLLQKGLTEFVEPIIQIKTQAALSNLTCCIDRSLPGSLANVVKSQKQVKSLPKKINALKKPTVNLTTVLIGRTQRNTDNIIYPEEYSSCSRHPCQNGGTCINGRTSFTCACRHPFTGDNCTIKLVEENALAPDFSKGSYRYAPMVAFFASHTYGMTIPGPILFNNLDVNYGASYTPRTGKFRIPYLGVYVFKYTIESFSAHISGFLVVDGIDKLAFESENINSEIHCDRVLTGDALLELNYGQEVWLRLAKGTIPAKFPPVTTFSGYLLYRT301 10.9 2 24 24 10 10 1.033 0.938

16 sp|P00739|HPTR_HUMAN Haptoglobin-related protein OS=Homo sapiens GN=HPR PE=1 SV=248340 MSDLGAVISLLLWGRQLFALYSGNDVTDISDDRFPKPPEIANGYVEHLFRYQCKNYYRLRTEGDGVYTLNDKKQWINKAVGDKLPECEAVCGKPKNPANPVQRILGGHLDAKGSFPWQAKMVSHHNLTTGATLINEQWLLTTAKNLFLNHSENATAKDIAPTLTLYVGKKQLVEIEKVVLHPNYHQVDIGLIKLKQKVLVNERVMPICLPSKNYAEVGRVGYVSGWGQSDNFKLTDHLKYVMLPVADQYDCITHYEGSTCPKWKAPKSPVGVQPILNEHTFCVGMSKYQEDTCYGDAGSAFAVHDLEEDTWYAAGILSFDKSCAVAEYGVYVKVTSIQHWVQKTIAEN677 36.2 - 72 22 11 4 0.676 0.704

17 tr|B4DEB9|B4DEB9_HUMAN cDNA FLJ61099, highly similar to ADP-ribosylation factor 1 OS=Homo sapiens PE=2 SV=123649 MGNIFANLFKGLFGKKKEMRILMVGLDAAGKTTILYKLKLGEIVTTIPTIGFNVETVEYKNISFTVWDVGGQDKIRPLWRHYFQNTQGLIFVVDSNDRERVNEARDELRDAVLLVFANKQDLPNAMNAAGITDKLGLHSLRHRNWYIQATCATSGDGLYEGLDWLSNQLRNQK29 5.8 7 1 1 1 1 --- ---

18 sp|Q13790|APOF_HUMAN Apolipoprotein F OS=Homo sapiens GN=APOF PE=1 SV=239065 MTGLCGYSAPDMRGLRLIMIPVELLLCYLLLHPVDATSYGKQTNVLMHFPLSLESQTPSSDPLSCQFLHPKSLPGFSHMAPLPKFLVSLALRNALEEAGCQADVWALQLQLYRQGGVNATQVLIQHLRGLQKGRSTERNVSVEALASALQLLAREQQSTGRVGRSLPTEDCENEKEQAVHNVVQLLPGVGTFYNLGTALYYATQNCLGKARERGRDGAIDLGYDLLMTMAGMSGGPMGLAISAALKPALRSGVQQLIQYYQDQKDANISQPETTKEGLRAISDVSDLEETTTLASFISEVVSSAPYWGWAIIKSYDLDPGAGSLEI45 8.3 - 3 3 2 2 --- ---

19 tr|Q6IB71|Q6IB71_HUMAN Proteasome subunit alpha type OS=Homo sapiens GN=PSMA3 PE=2 SV=134405 MSSIGTGYDLSASTFSPDGRVFQVEYAMKAVENSSTAIGIRCKDGVVFGVEKLVLSKLYEEGSNKRLFNVDRHVGMAVAGLLADARSLADIAREEASNFRSNFGYNIPLKHLADRVAMYVHAYTLYSAVRPFGCSFMLGSYSVNDGAQLYMIDPSGVSYGYWGCAIGKARQAAKTEIEKLQMKEMTCRDIVKEVAKIIYIVHDEVKDKAFELELSWVGELTNGRHEIVPKDIREEAEKYAKESLKEEDESDDDNI81 5.5 1 2 2 1 1 1.029 1.096

20 tr|Q6ZNX5|Q6ZNX5_HUMANCDNA FLJ26936 fis, clone RCT06808 OS=Homo sapiens PE=2 SV=118632 MAWALLLLTLLTQGTGSWTQSALTQPASLSGSLGQSITISRTGSTVASYDFVSWYQHHPGSAPRLLIYDVLKRPSGVSDRFSGFRSDKTASLTISGLQPEDEAVYFCSSYAGTSPFMIFGGGTTLTVLGESPPPSPSPRFFSFSAVSHFSWLSWVLSPGQWGTGH41 4.8 - 2 2 1 1 --- ---

21 tr|Q5CZ94|Q5CZ94_HUMAN Putative uncharacterized protein DKFZp781M0386 OS=Homo sapiens GN=DKFZp781M0386 PE=2 SV=129340 MAWTPLFLFLLTCCPGSNSQAVVTQEPSLTVSPGGTVTLTCGSTTGPVTSGHYPYWFQQKPGQVPRTLIYDTSAKHSWTPARFSGSLLGDKAVLTLSAAQPEDEADYYCMLSYGGVRVFGTGTQVTVLGQPKANPTVTLFPPSSEELQANKATLVCLISDFYPGAVTVAWKADGSPVKAGVETTKPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS708 30.8 - 75 2 6 1 --- ---

22 tr|A0A087WTX5|A0A087WTX5_HUMANIg kappa chain C region OS=Homo sapiens GN=IGKC PE=4 SV=130209 MDMRVPAQLLGLLLLWFPGSRCDIQMTQSPSSVSASVGDRVTITCRASQGISSWLAWYQQKPGKAPKLLIYAASSLQSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCQQANSFPLTFGGGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC1394 44.1 - 155 1 7 1 --- ---

23 tr|A2MYC8|A2MYC8_HUMANV5-2 protein (Fragment) OS=Homo sapiens GN=V5-2 PE=1 SV=112669 QPVLTQPPSASASLGASVTLTCTLSSGYSNYKVDWYQQRPGKGPRFVMRVGTGGIVGSKGDGIPDRFSVLGSGLNRYLTIKNIQEEDESDYHCGADHGSGSNFV50 28.8 1 6 6 3 3 --- ---

24 tr|G3V2W1|G3V2W1_HUMANProtein Z-dependent protease inhibitor OS=Homo sapiens GN=SERPINA10 PE=3 SV=165592 MSRSTQELLGYHCRLQDKLQEQEGSLAAEGRHSLASAADHMKVVPSLLLSVLLAQVWLVPGLAPSPQSPETPAPQNQTSRVVQAPKEEEEDEQEASEEKASEEEKAWLMASRQQLAKETSNFGFSLLRKISMRHDGNMVFSPFGMSLAMTGLMLGATGPTETQIKRGLHLQALKPTKPGLLPSLFKGLRETLSRNLELGLTQGSFAFIHKDFDVKETFFNLSKRYFDTECVPMNFRNASQAKRLMNHYINKETRGKIPKLFDEINPETKLILVDYILFKGKWLTPFDPVFTEVDTFHLDKYKTIKVPMMYGAGKFASTFDKNFRCHVLKLPYQGNATMLVVLMEKMGDHLALEDYLTTDLVETWLRNMKTRNMEVFFPKFKLDQKYEMHELLRQMGIRRIFSPFADLSELSATGRNLQVSRVLQRTVIEVDERGTEAVAGILSEITAYSMPPVIKVDRPFHFMIYEETSGMLLFLGRVVNPTLL346 15.1 1 33 3 8 1 1.054 0.935

25 sp|P19652|A1AG2_HUMAN Alpha-1-acid glycoprotein 2 OS=Homo sapiens GN=ORM2 PE=1 SV=228132 MALSWVLTVLSLLPLLEAQIPLCANLVPVPITNATLDRITGKWFYIASAFRNEEYNKSVQEIQATFFYFTPNKTEDTIFLREYQTRQNQCFYNSSYLNVQRENGTVSRYEGGREHVAHLLFLRDTKTLMFGSYLDDEKNWGLSFYADKPETTKEQLGEFYEALDCLCIPRSDVMYTDWKKDKCEPLEKQHEKERKQEEGES61 9.5 - 7 7 2 2 0.897 0.763

26 tr|D6RF35|D6RF35_HUMAN Vitamin D-binding protein OS=Homo sapiens GN=GC PE=1 SV=167663 MKRVLVLLLAVAFGHALERGRDYEKNKVCKEFSHLGKEDFTSLSLVLYSRKFPSGTFEQVSQLVKEVVSLTEACCAEGADPDCYDTRTSALSAKSCESNSPFPVHPGTAECCTKEGLERKLCMAALKHQPQEFPTYVEPTNDEICEAFRKDPKEYANQFMWEYSTNYGQAPLSLLVSYTKSYLSMVGSCCTSASPTVCFLKERLQLKHLSLLTTLSNRVCSQYAAYGEKKSRLSNLIKLAQKVPTADLEDVLPLAEDITNILSKCCESASEDCMAKELPEHTVKLCDNLSTKNSKFEDCCQEKTAMDVFVCTYFMPAAQLPELPDVELPTNKDVCDPGNTKVMDKYTFELSRRTHLPEVFLSKVLEPTLKSLGECCDVEDSTTCFNAKGPLLKKELSSFIDKGQELCADYSENTFTEYKKKLAERLKAKLPDATPTELAKLVNKHSDFASNCCSINSPPLYCDSETRVGATQGNDL55 18.5 1 17 17 9 9 1.692 1.092

27 tr|K7ERI9|K7ERI9_HUMAN Truncated apolipoprotein C-I (Fragment) OS=Homo sapiens GN=APOC1 PE=4 SV=111075 MRLFLSLPVLVVVLSIVLEGPAPAQGTPDVSSALDKLKEFGNTLEDKARELISRIKQSELSAKMREWFSETFQKVKE409 32.5 1 51 51 3 3 0.739 0.71

28 sp|O76076|WISP2_HUMAN WNT1-inducible-signaling pathway protein 2 OS=Homo sapiens GN=WISP2 PE=1 SV=129677 MRGTPKTHLLAFSLLCLLSKVRTQLCPTPCTCPWPPPRCPLGVPLVLDGCGCCRVCARRLGEPCDQLHVCDASQGLVCQPGAGPGGRGALCLLAEDDSSCEVNGRLYREGETFQPHCSIRCRCEDGGFTCVPLCSEDVRLPSWDCPHPRRVEVLGKCCPEWVCGQGGGLGTQPLPAQGPQFSGLVSSLPPGVPCPEWSTAWGPCSTTCGLGMATRVSNQNRFCRLETQRRLCLSRPCPPSRGRSPQNSAF35 4 - 2 2 1 1 --- ---

29 tr|Q1L857|Q1L857_HUMAN Ceruloplasmin (Fragment) OS=Homo sapiens PE=4 SV=1136274 MKILILGIFLFLCSTPAWAKEKHYYIGIIETTWDYASDHGEKKLISVDTEHSNIYLQNGPDRIGRLYKKALYLQYTDETFRTTIEKPVWLGFLGPIIKAETGDKVYVHLKNLASRPYTFHSHGITYYKEHEGAIYPDNTTDFQRADDKVYPGEQYTYMLLATEEQSPGEGDGNCVTRIYHSHIDAPKDIASGLIGPLIICKKDSLDKEKEKHIDREFVVMFSVVDENFSWYLEDNIKTYCSEPEKVDKDNEDFQESNRMYSVNGYTFGSLPGLSMCAEDRVKWYLFGMGNEVDVHAAFFHGQALTNKNYRIDTINLFPATLFDAYMVAQNPGEWMLSCQNLNHLKAGLQAFFQVQECNKSSSKDNIRGKHVRHYYIAAEEIIWNYAPSGIDIFTKENLTAPGSDSAVFFEQGTTRIGGSYKKLVYREYTDASFTNRKERGPEEEHLGILGPVIWAEVGDTIRVTFHNKGAYPLSIEPIGVRFNKNNEGTYYSPNYNPQSRSVPPSASHVAPTETFTYEWTVPKEVGPTNADPVCLAKMYYSAVDPTKDIFTGLIGPMKICKKGSLHANGRQKDVDKEFYLFPTVFDENESLLLEDNIRMFTTAPDQVDKEDEDFQESNKMHSMNGFMYGNQPGLTMCKGDSVVWYLFSAGNEADVHGIYFSGNTYLWRGERRDTANLFPQTSLTLHMWPDTEGTFNVECLTTDHYTGGMKQKYTVNQCRRQSEDSTFYLGERTYYIAAVEVEWDYSPQREWEKELHHLQEQNVSNAFLDKGEFYIGSKYKKVVYRQYTDSTFRVPVERKAEEEHLGILGPQLHADVGDKVKIIFKNMATRPYSIHAHGVQTESSTVTPTLPGETLTYVWKIPERSGAGTEDSACIPWAYYSTVDQVKDLYSGLIGPLIVCRRPYLKVFNPRRKLEFALLFLVFDENESWYLDDNIKTYSDHPEKVNKDDEEFIESNKMHAINGRMFGNLQGLTMHVGDEVNWYLMGMGNEIDLHTVHFHGHSFQYK862 16.7 3 82 82 13 13 1.059 1.013

30 tr|Q9UL89|Q9UL89_HUMAN Myosin-reactive immunoglobulin heavy chain variable region (Fragment) OS=Homo sapiens PE=2 SV=114841 VQSGAEVKKPGSSVKVSCKASGGTFSSYAISWVRQAPGQGLEWMGRIIPILGIANYAQKFQGRVTITADKSTSTAYMELSSLRSEDTAVYYCASSNWGPYWYFDLWGRGTLVTVSS62 10.3 1 1 1 1 1 --- ---

31 tr|Q5SRP5|Q5SRP5_HUMAN Apolipoprotein M OS=Homo sapiens GN=APOM PE=1 SV=117751 MAAGSAPMQLHLRATIRMKDGLCVPRKWIYHLTEGSTDLRTEGRPDMKTELFSSSCPGGIMLNETGQGYQRFLLYNRSPHPPEKCVEEFKSLTSCLDSKAFLLTPRNQGKGLKSHKTGLGLTKSSGVTG61 17.8 1 11 11 3 3 0.669 0.73

32 tr|B3KRF9|B3KRF9_HUMAN cDNA FLJ34156 fis, clone FCBBF3013266, highly similar to Tsukushi (Leucine-richrepeat-containing protein 54) OS=Homo sapiens PE=2 SV=135578 MPWPLLLLLAVSGAQTTRPCFPGCQCEVETFGLFDSFSLTRVDCSGLGPHIMPVPIPLDTAHLDLSSNRLEMVNESVLAGPGYTTLAGLDLSHNLLTSSPLSDVNLSHNQLREVSVSAFTTHSQGRALHVDLSHNLIHRLVPHPTRAGLPAPTIQSLNLAWNRLHAVPNLRDLPLRYLSLDGNPLAVIGPGAFAGLGGLTHLSLASLQRLPELAPSGFRELPGLQVLDLSGNPKLNWAGAEVFSGLSSLQELDLSGTNLVPLPEALLLHLPALQSVSVGQDVRCRRLVREGTYPRRPGSSPKVALHCVDTRESAARGPTIL124 7.2 1 8 8 2 2 0.946 0.878

33 tr|H0Y7V6|H0Y7V6_HUMAN Pulmonary surfactant-associated protein B (Fragment) OS=Homo sapiens GN=SFTPB PE=4 SV=146516 XHLLQWLLLLLPTLCGPGTAAWTTSSLACAQGPEFWCQSLEQALQCRALGHCLQEVWGHVGADDLCQECEDIVHILNKMAKEAIFQDTMRKFLEQECNVLPLKLLMPQCNQVLDDYFPLVIDYFQNQTDSNGICMHLGLCKSRQPEPEQEPGMSDPLPKPLRDPLPDPLLDKLVLPVLPGALQARPGPHTQDLSEQQFPIPLPYCWLCRALIKRIQAMIPKGALAVAVAQVCRVVPLVAGGICQCLAERYSVILLDTLLGRMLPQLVCRLVLRCSMDDSAGPREWLPRDSECHLCMSVTTQAGNSSEQAIPQAMLQACVGSWLDREKCKQFVEQHTPQLLTLVPRGWDAHTTCQALGVCGTMSSPLQCIHSPDL24 4.3 5 1 1 1 1 --- ---

34 tr|Q7Z351|Q7Z351_HUMAN Putative uncharacterized protein DKFZp686N02209 OS=Homo sapiens GN=DKFZp686N02209 PE=2 SV=163846 MEFGLTWVFVVALLRGVQCQAQVVESGGSVVQPGRSLRLSCIASGFSFSGSAMHWLRQIPGKGLEWVAVISYDGNHKLYSDSVKGRFTISRDNSKSLLFLHVNSLTSADTAIYYCARDFHSKTTSIFGLIPLYFYYSAMDTWGRGTTVIVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEGLHNHYTQKSLSLSPGK3561 29.9 - 309 2 11 1 --- ---

35 sp|Q15113|PCOC1_HUMAN Procollagen C-endopeptidase enhancer 1 OS=Homo sapiens GN=PCOLCE PE=1 SV=255490 MLPAATASLLGPLLTACALLPFAQGQTPNYTRPVFLCGGDVKGESGYVASEGFPNLYPPNKECIWTITVPEGQTVSLSFRVFDLELHPACRYDALEVFAGSGTSGQRLGRFCGTFRPAPLVAPGNQVTLRMTTDEGTGGRGFLLWYSGRATSGTEHQFCGGRLEKAQGTLTTPNWPESDYPPGISCSWHIIAPPDQVIALTFEKFDLEPDTYCRYDSVSVFNGAVSDDSRRLGKFCGDAVPGSISSEGNELLVQFVSDLSVTADGFSASYKTLPRGTAKEGQGPGPKRGTEPKVKLPPKSQPPEKTEESPSAPDAPTCPKQCRRTGTLQSNFCASSLVVTATVKSMVREPGEGLAVTVSLIGAYKTGGLDLPSPPTGASLKFYVPCKQCPPMKKGVSYLLMGQVEENRGPVLPPESFVVLHRPNQDQILTNLSKRKCPSQPVRAAASQD347 28.1 - 40 40 11 11 1.08 1.092

36 tr|A0A068LKR7|A0A068LKR7_HUMANIg heavy chain variable region (Fragment) OS=Homo sapiens PE=2 SV=115875 QVQLVESGGGLVKPGGSLRLSCAASGFTFSDYYMSWIRQAPGKGLEWVSYITSSSNYTNYADSVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCARHKRPPRADYYYYGMDVWGQGTTVTVSS102 32.8 1 10 3 3 1 1.055 0.94

37 tr|F8VV32|F8VV32_HUMAN Lysozyme C OS=Homo sapiens GN=LYZ PE=1 SV=1 13895 MKALIVLGLVLLSVTVQGKVFERCELARTLKRLGMDGYRGISLANWMCLAKWESGYNTRATNYNAGDRSTDYGIFQINSRYWCNDGKTPGAVNACHLSCSGKTS163 23.1 1 12 12 2 2 1.512 1.505

38 sp|Q6UY14|ATL4_HUMAN ADAMTS-like protein 4 OS=Homo sapiens GN=ADAMTSL4 PE=1 SV=2123181 MENWTGRPWLYLLLLLSLPQLCLDQEVLSGHSLQTPTEEGQGPEGVWGPWVQWASCSQPCGVGVQRRSRTCQLPTVQLHPSLPLPPRPPRHPEALLPRGQGPRPQTSPETLPLYRTQSRGRGGPLRGPASHLGREETQEIRAARRSRLRDPIKPGMFGYGRVPFALPLHRNRRHPRSPPRSELSLISSRGEEAIPSPTPRAEPFSANGSPQTELPPTELSVHTPSPQAEPLSPETAQTEVAPRTRPAPLRHHPRAQASGTEPPSPTHSLGEGGFFRASPQPRRPSSQGWASPQVAGRRPDPFPSVPRGRGQQGQGPWGTGGTPHGPRLEPDPQHPGAWLPLLSNGPHASSLWSLFAPSSPIPRCSGESEQLRACSQAPCPPEQPDPRALQCAAFNSQEFMGQLYQWEPFTEVQGSQRCELNCRPRGFRFYVRHTEKVQDGTLCQPGAPDICVAGRCLSPGCDGILGSGRRPDGCGVCGGDDSTCRLVSGNLTDRGGPLGYQKILWIPAGALRLQIAQLRPSSNYLALRGPGGRSIINGNWAVDPPGSYRAGGTVFRYNRPPREEGKGESLSAEGPTTQPVDVYMIFQEENPGVFYQYVISSPPPILENPTPEPPVPQLQPEILRVEPPLAPAPRPARTPGTLQRQVRIPQMPAPPHPRTPLGSPAAYWKRVGHSACSASCGKGVWRPIFLCISRESGEELDERSCAAGARPPASPEPCHGTPCPPYWEAGEWTSCSRSCGPGTQHRQLQCRQEFGGGGSSVPPERCGHLPRPNITQSCQLRLCGHWEVGSPWSQCSVRCGRGQRSRQVRCVGNNGDEVSEQECASGPPQPPSREACDMGPCTTAWFHSDWSSKCSAECGTGIQRRSVVCLGSGAALGPGQGEAGAGTGQSCPTGSRPPDMRACSLGPCERTWRWYTGPWGECSSECGSGTQRRDIICVSKLGTEFNVTSPSNCSHLPRPPALQPCQGQACQDRWFSTPWSPCSRSCQGGTQTREVQCLSTNQTLSTRCPPQLRPSRKRPCNSQP64 3.8 1 3 3 3 3 0.878 0.978

39 tr|Q8TAN2|Q8TAN2_HUMANFrizzled homolog 9 (Drosophila) OS=Homo sapiens GN=FZD9 PE=2 SV=171986 MAVAPLRGALLLWQLLAAGGAALEIGRFDPERGRGAAPCQAVEIPMCRGIGYNLTRMPNLLGHTSQGEAAAELAEFAPLVQYGCHSHLRFFLCSLYAPMCTDQVSTPIPACRPMCEQARLRCAPIMEQFNFGWPDSLDCARLPTRNDPHALCMEAPENATAGPAEPHKGLGMLPVAPRPARPPGDLGPGAGGSGTCENREKFQYVEKSRSCAPRCGPGVEVFWSRRDKDFALVWMAVWSALCFFSTAFTVLTFLLEPHRFQYPERPIIFLSMCYNVYSLAFLIRAVAGAQSVACDQEAGALYVIQEGLENTGCTLVFLLLYYFGMASSLWWVVLTLTWFLAAGKKWGHEAIEAHGSYFHMAAWGLPALKTIVILTLRKVAGDELTGLCYVASTDAAALTGFVLVPLSGYLVLGSSFLLTGFVALFHIRKIMKTGGTNTEKLEKLMVKVGVFSILYTVPATCVIVCYVYERLNMDFWRLRATEQPCAAAAGPGGRRDCSLPGGSVPTVAVFMLKIFMSLVVGITNGVWVWSSKTFQTWQSLCYRKIAAGRARAKACHAPGSYGRGTHCHYKAPTVVLHMTKTDPSLENPTHL31 1.7 1 9 9 1 1 --- ---

40 sp|P34096|RNAS4_HUMAN Ribonuclease 4 OS=Homo sapiens GN=RNASE4 PE=1 SV=3 >tr|Q53XB4|Q53XB4_HUMAN Full-length cDNA clone CS0DF032YM23 of Fetal brain of Homo sapiens (human) OS=Homo sapiens GN=RAB1 PE=2 SV=119111 MALQRTHSLLLLLLLTLLGLGLVQPSYGQDGMYQRFLRQHVHPEETGGSDRYCNLMMQRRKMTLYHCKRFNTFIHEDIWNIRSICSTTNIQCKNGKMNCHEGVVKVTDCRDTGSSRAPNCRYRAIASTRRVVIACEGNPQVPVHFDG49 18.4 - 5 5 2 2 1.505 0.764

41 tr|B2R984|B2R984_HUMAN cDNA, FLJ94268, highly similar to Homo sapiens histone 1, H1e (HIST1H1E), mRNA OS=Homo sapiens PE=2 SV=141045 MSETAPAAPAAPAPAEKTPVKKKARKSAGAAKRKASGPPVSELITKAVAASKERSGVSLAALKKALAAAGYDVEKNNSRIKLGLKSLVSKGTLVQTKGTGASGSFKLNKKAASGEAKPKAKKAGAAKAKKPAGAAKKPKKVTGAATPKKSAKKTPKKAKKPAAAAGAKKAKSPKKAKAAKPKKAPKSPAKAKAVKPKAAKPKTAKPKAAKPKKAAAKKK48 8.2 5 2 2 2 2 --- ---

42 sp|Q86UD1|OAF_HUMAN Out at first protein homolog OS=Homo sapiens GN=OAF PE=2 SV=135194 MRLPGVPLARPALLLLLPLLAPLLGTGAPAELRVRVRLPDGQVTEESLQADSDADSISLELRKPDGTLVSFTADFKKDVKVFRALILGELEKGQSQFQALCFVTQLQHNEIIPSEAMAKLRQKNPRAVRQAEEVRGLEHLHMDVAVNFSQGALLSPHLHNVCAEAVDAIYTRQEDVRFWLEQGVDSSVFEALPKASEQAELPRCRQVGDHGKPCVCRYGLSLAWYPCMLKYCHSRDRPTPYKCGIRSCQKSYSFDFYVPQRQLCLWDEDPYPG90 3.3 - 11 11 1 1 1.119 1.026

43 sp|P02741|CRP_HUMAN C-reactive protein OS=Homo sapiens GN=CRP PE=1 SV=129757 MEKLLCFLVLTSLSHAFGQTDMSRKAFVFPKESDTSYVSLKAPLTKPLKAFTVCLHFYTELSSTRGYSIFSYATKRQDNEILIFWSKDIGYSFTVGGSEILFEVPEVTVAPVHICTSWESASGIVEFWVDGKPRVRKSLKKGYTVGAEASIILGQEQDSFGGNFEGSQSLVGDIGNVNMWDFVLSPDEINTIYLGGPFSPNVLNWRALKYEVQGEVFTKPQLWP309 23.7 - 59 59 6 6 1.125 1.098

44 sp|P80108|PHLD_HUMAN Phosphatidylinositol-glycan-specific phospholipase D OS=Homo sapiens GN=GPLD1 PE=1 SV=3103248 MSAFRLWPGLLIMLGSLCHRGSPCGLSTHVEIGHRALEFLQLHNGRVNYRELLLEHQDAYQAGIVFPDCFYPSICKGGKFHDVSESTHWTPFLNASVHYIRENYPLPWEKDTEKLVAFLFGITSHMAADVSWHSLGLEQGFLRTMGAIDFHGSYSEAHSAGDFGGDVLSQFEFNFNYLARRWYVPVKDLLGIYEKLYGRKVITENVIVDCSHIQFLEMYGEMLAVSKLYPTYSTKSPFLVEQFQEYFLGGLDDMAFWSTNIYHLTSFMLENGTSDCNLPENPLFIACGGQQNHTQGSKMQKNDFHRNLTTSLTESVDRNINYTERGVFFSVNSWTPDSMSFIYKALERNIRTMFIGGSQLSQKHVSSPLASYFLSFPYARLGWAMTSADLNQDGHGDLVVGAPGYSRPGHIHIGRVYLIYGNDLGLPPVDLDLDKEAHRILEGFQPSGRFGSALAVLDFNVDGVPDLAVGAPSVGSEQLTYKGAVYVYFGSKQGGMSSSPNITISCQDIYCNLGWTLLAADVNGDSEPDLVIGSPFAPGGGKQKGIVAAFYSGPSLSDKEKLNVEAANWTVRGEEDFSWFGYSLHGVTVDNRTLLLVGSPTWKNASRLGHLLHIRDEKKSLGRVYGYFPPNGQSWFTISGDKAMGKLGTSLSSGHVLMNGTLKQVLLVGAPTYDDVSKVAFLTVTLHQGGATRMYALTSDAQPLLLSTFSGDRRFSRFGGVLHLSDLDDDGLDEIIMAAPLRIADVTSGLIGGEDGRVYVYNGKETTLGDMTGKCKSWITPCPEEKAQYVLISPEASSRFGSSLITVRSKAKNQVVIAAGRSSLGARLSGALHVYSLGSD206 11.1 - 18 18 8 8 1.146 1.04

45 tr|A0A075B7C5|A0A075B7C5_HUMANC-C motif chemokine 5 (Fragment) OS=Homo sapiens GN=CCL5 PE=4 SV=119150 XAALAVILIATALCAPASASPYSSDTTPCCFAYIARPLPRAHIKEYFYTSGKCSNPAVVHRSRMPKREGQQVWQDFLYDSRLNKGKLCHPKEPPSVCQPREEMGSGVHQLFGDELGWRVLEPELTQICLFLLALVLAWEASPHYPTPPAP23 5.3 2 2 2 1 1 --- ---

46 tr|F1C4A7|F1C4A7_HUMAN Monocyte differentiation antigen CD14 OS=Homo sapiens GN=CD14 PE=4 SV=143702 MERASCLLLLLLPLVHVSATTPEPCELDDEDFRCVCNFSEPQPDWSEAFQCVSAVEVEIHAGGLNLEPFLKRVDADADPRQYADTVKALRVRRLTVGAAQVPAQLLVGALRVLAYSRLKELTLEDLKITGTMPPLPLEATGLALSSLRLRNVSWATGRSWLAELQQWLKPGLKVLSIAQAHSPAFSCEQVRAFPALTSLDLSDNPGLGERGLMAALCPHKFPAIQNLALRNTGIETPTGVCAALAAAGVQPHSLDLSHNSLRATVNPSAPRCMWSSALNSLNLSFAGLEQVPKGLPAKLRVLDLSCNRLNRAPQPDELPEVDNLTLDGNPFLVPGTALPHEGSMNSGVVPACARSTLSVGVSGTLVLLQGARGFA185 19.2 2 18 18 6 6 0.594 0.483

47 tr|S6C4Q9|S6C4Q9_HUMAN IgG L chain OS=Homo sapiens PE=2 SV=1 26779 MAWALLLLTLLTQDTGSWAQSALTQPASVSGSPGQSITISCTGTSGDVGGDSLVSWYQQHPGKAPKLIIYEDHKRPSGVSSRFFGSKSGNAASLTISGLQAEDEADYYCCSYAISSVRVLFGGGTKVTVLGQPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTPEQWESHRSYSC1176 24 - 134 2 5 1 --- ---

48 tr|A5PLK9|A5PLK9_HUMAN Metalloendopeptidase OS=Homo sapiens GN=BMP1 PE=2 SV=1131159 MPGVARLPLLLGLLLLPRPGRPLDLADYTYDLAEEDDSEPLNYKDPCKAAAFLGDIALDEEDLRAFQVQQAVDLRRHTARKSSIKAAVPGNTSTPSCQSTNGQPQRGACGRWRGRSRSRRAATSRPERVWPDGVIPFVIGGNFTGSQRAVFRQAMRHWEKHTCVTFLERTDEDSYIVFTYRPCGCCSYVGRRGGGPQAISIGKNCDKFGIVVHELGHVVGFWHEHTRPDRDRHVSIVRENIQPGQEYNFLKMEPQEVESLGETYDFDSIMHYARNTFSRGIFLDTIVPKYEVNGVKPPIGQRTRLSKGDIAQARKLYKCPACGETLQDSTGNFSSPEYPNGYSAHMHCVWRISVTPGEKIILNFTSLDLYRSRLCWYDYVEVRDGFWRKAPLRGRFCGSKLPEPIVSTDSRLWVEFRSSSNWVGKGFFAVYEAICGGDVKKDYGHIQSPNYPDDYRPSKVCIWRIQVSEGFHVGLTFQSFEIERHDSCAYDYLEVRDGHSESSTLIGRYCGYEKPDDIKSTSSRLWLKFVSDGSINKAGFAVNFFKEVDECSRPNRGGCEQRCLNTLGSYKCSCDPGYELAPDKRRCEAACGGFLTKLNGSITSPGWPKEYPPNKNCIWQLVAPTQYRISLQFDFFETEGNDVCKYDFVEVRSGLTADSKLHGKFCGSEKPEVITSQYNNMRVEFKSDNTVSKKGFKAHFFSDKDECSKDNGGCQQDCINTFGSYECQCRSGFVLHDNKHDCKEAGCDHKVTSTSGTITSPNWPDKYPSKNECTWAISSTPGHRVKLTFMEMDIESQPECAYDHLEVFDGRDAKAPVLGRFCGSKKPEPVLATGSRMFLRFYSDNSVQRKGFQASHATECGGQVRADVKTKDLYSHAQFGDNNYPGGVDCEWVIVAEEGYGVELVFQTFEVEEETDCGYDYMELFDGYDSTAPRLGRYCGSGPPEEVYSAGDSVLVKFHSDDTITKKGFHLRYTSTKFQDTLHSRK78 1.9 2 4 4 2 2 0.963 1.105

49 tr|B3KRV7|B3KRV7_HUMANcDNA FLJ34967 fis, clone NTONG2004690, highly similar to LIPOPROTEIN LIPASE (EC 3.1.1.34) OS=Homo sapiens PE=2 SV=163225 MESKALLVLTLAAADQRRDFIDIESKFALRTPEDTAEDTCHLIPGVAESVATCHFNHSSKTFMVIHGWTVTGMYESWVPKLVAALYKREPDSNVIVVDWLSRAQEHYPVSAGYTKLVGQDVARFINWMEEEFNYPLDNVHLLGYSLGAHAAGIAGSLTNKKVNRITGLDPAGPNFEYAEAPSRLSPDDADFVDVLHTFTRGSPGRSIGIQKPVGHVDIYPNGGTFQPGCNIGEAIRVIAERGLGDVDQLVKCSHERSIHLFIDSLLNEENPSKAYRCSSKEAFEKGLCLSCRKNRCNNLGYEINKVRAKRSSKMYLKTRSQMPYKVFHYQVKIHFSGTESETHTNQAFEISLYGTVAESENIPFTLPEVSTNKTYSFLIYTEVDIGELLMLKLKWKSDSYFSWSDWWSSPGFAIQKIRVKAGETQKKVIFCSREKVSHLQKGKAPAVFVKCHDKSLNKKSG89 10.8 4 8 8 5 5 1.056 1.014

50 sp|Q14520|HABP2_HUMAN Hyaluronan-binding protein 2 OS=Homo sapiens GN=HABP2 PE=1 SV=176908 MFARMSDLHVLLLMALVGKTACGFSLMSLLESLDPDWTPDQYDYSYEDYNQEENTSSTLTHAENPDWYYTEDQADPCQPNPCEHGGDCLVHGSTFTCSCLAPFSGNKCQKVQNTCKDNPCGRGQCLITQSPPYYRCVCKHPYTGPSCSQVVPVCRPNPCQNGATCSRHKRRSKFTCACPDQFKGKFCEIGSDDCYVGDGYSYRGKMNRTVNQHACLYWNSHLLLQENYNMFMEDAETHGIGEHNFCRNPDADEKPWCFIKVTNDKVKWEYCDVSACSAQDVAYPEESPTEPSTKLPGFDSCGKTEIAERKIKRIYGGFKSTAGKHPWQASLQSSLPLTISMPQGHFCGGALIHPCWVLTAAHCTDIKTRHLKVVLGDQDLKKEEFHEQSFRVEKIFKYSHYNERDEIPHNDIALLKLKPVDGHCALESKYVKTVCLPDGSFPSGSECHISGWGVTETGKGSRQLLDAKVKLIANTLCNSRQLYDHMIDDSMICAGNLQKPGQDTCQGDSGGPLTCEKDGTYYVYGIVSWGLECGKRPGVYTQVTKFLNWIKATIKSESGF160 10.2 - 34 34 6 6 1.19 1.1

51 tr|Q5VY30|Q5VY30_HUMAN Retinol binding protein 4, plasma, isoform CRA_b OS=Homo sapiens GN=RBP4 PE=1 SV=226952 MNYSKIPAQVDLRRQTERDCRVSSFRVKENFDKARFSGTWYAMAKKDPEGLFLQDNIVAEFSVDETGQMSATAKGRVRLLNNWDVCADMVGTFTDTEDPAKFKMKYWGVASFLQKGNDDHWIVDTDYDTYAVQYSCRLLNLDGTCADSYSFVFSRDPNGLPPEAQKIVRQRQEELCLARQYRLIVHNGYCDGRSERNLL63 15.1 1 7 7 3 3 2.028 1.684

52 tr|Q9NSD0|Q9NSD0_HUMAN Protein S OS=Homo sapiens PE=2 SV=1 89278 MSKQQASQVLVRKRRANSLLEETKQGNLERECIEELCNKEEAREVFENDPETDYFYPKYLVCLRSFQTGLFTAARQSTNAYPDLRSCVNAIPDQCSPLPCNEDGYMSCKDGKASFTCTCKPGWQGEKCEFDINECKDPSNINGGCSQICDNTPGSYHCSCKNGFVMLSNKKDCKDVDECSLKPSICGTAVCKNILGDFECECPEGYRYNLKSKSCEDIDECSENMCAQLCVNYPGGHTCYCDGKKGFKLAQDQKSCEVVSVCLPLNLDTKYELLYLAEQFAGVVLYLKFRLPEISRFSAEFDFRTYDSEGVILYAESIYHSAWLLIALRGGKIEVQLKNEHTSKITTGGDVINNGLWNMVSVEELEHSISIKIAKEAVMDINKPGPLFKPENGLLETKVYFAGFPRKVESELIKPINPRLDGCIRSWNLMKQGASGIKEIIQEKQNKHCLVTVEKGSYYPGSGIAQFHIDYNNVSSAEGWHVNVTLNIRPSTGTGVMLALVSGNNTVPFAVSLVDSTSEKSQDILLSVENTVIYRIQALSLCSDQQSHLEFRVNRNNLELSTPLKIETISHEDLQRQLAVLDKAMKAKVATYLGGLPDVPFSATPVNAFYNGCMEVNINGVQLDLDEAISKHNDIRAHSCPSVWKKTKNS489 16.3 2 60 60 12 12 1.181 1.13

53 sp|P20160|CAP7_HUMAN Azurocidin OS=Homo sapiens GN=AZU1 PE=1 SV=3 27933 MTRLTVLALLAGLLASSRAGSSPLLDIVGGRKARPRQFPFLASIQNQGRHFCGGALIHARFVMTAASCFQSQNPGVSTVVLGAYDLRRRERQSRQTFSISSMSENGYDPQQNLNDLMLLQLDREANLTSSVTILPLPLQNATVEAGTRCQVAGWGSQRSGGRLSRFPRFVNVTVTPEDQCRPNNVCTGVLTRRGGICNGDGGTPLVCEGLAHGVASFSLGPCGRGPDFFTRVALFRDWIDGVLNNPGPGPA123 8 - 8 8 2 2 1.254 1.791

54 tr|A0N8J8|A0N8J8_HUMAN V lambda (Fragment) OS=Homo sapiens PE=4 SV=1 13760 MAWTPLFLFLLTCCPGSNSQTVVTQEPSLTVSPGGTVTLTCASSTGAVTSGYYPNWFQQKPGQAPRALIYSTSNKHSWTPARFSGSLLGGKAALTLSGVQPEDEAEYYCLLYYGGA57 21.6 2 11 2 3 1 --- ---

55 tr|Q6PIK1|Q6PIK1_HUMAN IGL@ protein OS=Homo sapiens GN=IGL@ PE=1 SV=129690 MAWALLLLTLLTQGTGSWAQSALTQPPSASGSPGQSVTISCTGTSSDVGGYNYVSWYQQHPGKAPKLMIYEVNKRPSGVPDRFSGSKSGNTASLTVSGLQAEDEADYYCSSYAGSNNYVFGTGTKVTVLGQPKANPTVTLFPPSSEELQANKATLVCLISDFYPGAVTVAWKADGSPVKAGVETTKPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS816 34 - 95 4 7 1 --- ---

56 tr|B4E1T8|B4E1T8_HUMAN cDNA FLJ51452, highly similar to Lysyl oxidase homolog 1 (EC1.4.3.-) OS=Homo sapiens PE=2 SV=151776 MALARTSVSQQRHGGSASSVSASAFASTYRQQPSYPQQFPYPQAPFVSQYENYDPASRTYDQGFVYYRPAGGGVGAGAAAVASAGVIYPYQPRARYEEYGGGEELPEYPPQGFYPAPERPYVPPPPPPPDGLDRRYSHSLYSEGTPGFEQAYPDPGPEAAQAHGGDPRLGWYPPYANPPPEAYGPPRALEPPYLPVRSSDTPPPGGERNGAQQGRLSVGSVYRPNQNGRGLPDLVPDPNYVQASTYVQRAHLYSLRCAAEEKCLASTAYAPEATGYDVRVLLRFPQRVKNQGTADFLPNRPRHTWEWHSCHQHYHSMDEFSHYDLLDAATGKKVAEGHKASFCLEDSTCDFGNLKRYACTSHTQGLSPGCYDTYNADIDCQWIDITDVQPGNYILKVHVNPKYIVLESDFTNNVVRCNIHYTGRYVSATNCKIVQS28 4.6 1 1 1 1 1 --- ---

57 sp|P35579|MYH9_HUMAN Myosin-9 OS=Homo sapiens GN=MYH9 PE=1 SV=4 >tr|A0A024R1N1|A0A024R1N1_HUMAN Myosin, heavy polypeptide 9, non-muscle, isoform CRA_a OS=Homo sapiens GN=MYH9 PE=4 SV=1290921 MAQQAADKYLYVDKNFINNPLAQADWAAKKLVWVPSDKSGFEPASLKEEVGEEAIVELVENGKKVKVNKDDIQKMNPPKFSKVEDMAELTCLNEASVLHNLKERYYSGLIYTYSGLFCVVINPYKNLPIYSEEIVEMYKGKKRHEMPPHIYAITDTAYRSMMQDREDQSILCTGESGAGKTENTKKVIQYLAYVASSHKSKKDQGELERQLLQANPILEAFGNAKTVKNDNSSRFGKFIRINFDVNGYIVGANIETYLLEKSRAIRQAKEERTFHIFYYLLSGAGEHLKTDLLLEPYNKYRFLSNGHVTIPGQQDKDMFQETMEAMRIMGIPEEEQMGLLRVISGVLQLGNIVFKKERNTDQASMPDNTAAQKVSHLLGINVTDFTRGILTPRIKVGRDYVQKAQTKEQADFAIEALAKATYERMFRWLVLRINKALDKTKRQGASFIGILDIAGFEIFDLNSFEQLCINYTNEKLQQLFNHTMFILEQEEYQREGIEWNFIDFGLDLQPCIDLIEKPAGPPGILALLDEECWFPKATDKSFVEKVMQEQGTHPKFQKPKQLKDKADFCIIHYAGKVDYKADEWLMKNMDPLNDNIATLLHQSSDKFVSELWKDVDRIIGLDQVAGMSETALPGAFKTRKGMFRTVGQLYKEQLAKLMATLRNTNPNFVRCIIPNHEKKAGKLDPHLVLDQLRCNGVLEGIRICRQGFPNRVVFQEFRQRYEILTPNSIPKGFMDGKQACVLMIKALELDSNLYRIGQSKVFFRAGVLAHLEEERDLKITDVIIGFQACCRGYLARKAFAKRQQQLTAMKVLQRNCAAYLKLRNWQWWRLFTKVKPLLQVSRQEEEMMAKEEELVKVREKQLAAENRLTEMETLQSQLMAEKLQLQEQLQAETELCAEAEELRARLTAKKQELEEICHDLEARVEEEEERCQHLQAEKKKMQQNIQELEEQLEEEESARQKLQLEKVTTEAKLKKLEEEQIILEDQNCKLAKEKKLLEDRIAEFTTNLTEEEEKSKSLAKLKNK34 1.4 - 4 2 3 2 --- ---

58 sp|P02533|K1C14_HUMAN Keratin, type I cytoskeletal 14 OS=Homo sapiens GN=KRT14 PE=1 SV=459172 MTTCSRQFTSSSSMKGSCGIGGGIGGGSSRISSVLAGGSCRAPSTYGGGLSVSSSRFSSGGACGLGGGYGGGFSSSSSSFGSGFGGGYGGGLGAGLGGGFGGGFAGGDGLLVGSEKVTMQNLNDRLASYLDKVRALEEANADLEVKIRDWYQRQRPAEIKDYSPYFKTIEDLRNKILTATVDNANVLLQIDNARLAADDFRTKYETELNLRMSVEADINGLRRVLDELTLARADLEMQIESLKEELAYLKKNHEEEMNALRGQVGGDVNVEMDAAPGVDLSRILNEMRDQYEKMAEKNRKDAEEWFFTKTEELNREVATNSELVQSGKSEISELRRTMQNLEIELQSQLSMKASLENSLEETKGRYCMQLAQIQEMIGSVEEQLAQLRCEMEQQNQEYKILLDVKTRLEQEIATYRRLLEGEDAHLSSSQFSSGSQSSRDVTSSSRQIRTKVMDVHDGKVVSTHEQVLRTKN50 4.4 1 2 1 2 1 --- ---

59 sp|Q15166|PON3_HUMAN Serum paraoxonase/lactonase 3 OS=Homo sapiens GN=PON3 PE=1 SV=346199 MGKLVALVLLGVGLSLVGEMFLAFRERVNASREVEPVEPENCHLIEELESGSEDIDILPSGLAFISSGLKYPGMPNFAPDEPGKIFLMDLNEQNPRAQALEISGGFDKELFNPHGISIFIDKDNTVYLYVVNHPHMKSTVEIFKFEEQQRSLVYLKTIKHELLKSVNDIVVLGPEQFYATRDHYFTNSLLSFFEMILDLRWTYVLFYSPREVKVVAKGFCSANGITVSADQKYVYVADVAAKNIHIMEKHDNWDLTQLKVIQLGTLVDNLTVDPATGDILAGCHPNPMKLLNYNPEDPPGSEVLRIQNVLSEKPRVSTVYANNGSVLQGTSVASVYHGKILIGTVFHKTLYCEL183 14.7 - 39 39 5 5 1.026 0.971

60 tr|B3KML9|B3KML9_HUMANcDNA FLJ11352 fis, clone HEMBA1000020, highly similar to Tubulin beta-2C chain OS=Homo sapiens PE=2 SV=149175 MRENVHLQAGQCGNQIGAKFWEVISDEHGIDPTGTYHGDSDLQLERINVYYNEATGGKYVPRAVLVDLEPGTMDSVRSGPFGQIFQLTHSLGGGTGSGMGTLLISKIREEYPDRIMNTFSVVPSPKVSDTVVEPYNATLSVHQLVENTDETYCIDNEALYDICFRTLKLTTPTYGDLNHLVSATMGGVTTCLRFPGQLNADLRKLAVNMVPFPRLHFFMPGFAPLTSRGSQQYRALTVPELTQQMFDAKNMMAACDPRHGRYLTVAAVFRGRMSMKEVDEQMLNVQNKNSSYFVEWIPNNVKTAVCDIPPRGLKMSATFIGNSTAIQELFKRISEQFTAMFRRKAFLHWYTGEGMDEMEFTEAESNMNDLVSEYQQYQDATAEEEGEFEEEAEEEVA52 10.1 16 4 4 3 3 --- ---

61 tr|H0Y512|H0Y512_HUMAN Adipocyte plasma membrane-associated protein (Fragment) OS=Homo sapiens GN=APMAP PE=1 SV=150834 XVVTDDDGQAPEAKDGSSFSGRVFRVTFLMLAVSLTVPLLGAMMLLESPIDPQPLSFKEPPLLLGVLHPNTKLRQAERLFENQLVGPESIAHIGDVMFTGTADGRVVKLENGEIETIARFGSGPCKTRDDEPVCGRPLGIRAGPNGTLFVADAYKGLFEVNPWKREVKLLLSSETPIEGKNMSFVNDLTVTQDGRKIYFTDSSSKWQRRDYLLLVMEGTDDGRLLEYDTVTREVKVLLDQLRFPNGVQLSPAEDFVLVAETTMARIRRVYVSGLMKGGADLFVENMPGFPDNIRPSSSGGYWVGMSTIRPNPGFSMLDFLSERPWIKRMIFKGSCAGCDLLFSQETVMKFVPRYSLVLELSDSGAFRRSLHDPDGLVATYISEVHEHDGHLYLGSFRSPFLCRLSLQAV169 8.6 1 14 14 3 3 0.922 0.865

62 tr|U3KPS2|U3KPS2_HUMAN Myeloblastin OS=Homo sapiens GN=PRTN3 PE=1 SV=125269 MASLQMRGNPGSHFCGGTLIHPSFVLTAAHCLRDIPQRLVNVVLGAHNVRTQEPTQQHFSVAQVFLNNYDAENKLNDVLLIQLSSPANLSASVATVQLPQQDQPVPHGTQCLAMGWGRVGAHDPPAQVLQELNVTVVTFFCRPHNICTFVPRRKAGICFGDSGGPLICDGIIQGIDSFVIWGCATRLFPDFFTRVALYVDWIRSTLRRVEAKGRP42 5.6 2 2 2 1 1 --- ---

63 tr|B2RBW9|B2RBW9_HUMANcDNA, FLJ95746, highly similar to Homo sapiens inhibin, beta C (INHBC), mRNA OS=Homo sapiens PE=2 SV=141072 MTSSLLLAFLLLAPTTVATPRAGGQCPACGGPTLELESQRELLLDLAKRSILDKLHLTQRPTLNRPVSRAALRTALQHLHGVPQGALLEDNREQECEIISFAETGLSTINQTRLDFHFSSDRTAGDREVQQASLMFFVQLPSNTTWTLKVRVLVLGPHNTNLTLATQYLLEVDASGWHQLPLGPEAQAACSQGHLTLELVLEGQVAQSSVILGGAAHRPFVAARVRVGGKHQIHRRGIDCQGGSRMCCRQEFFVDFREIGWHDWIIQPEGYAMNFCIGQCPLHIAGMPGTAASFHTAVLNLLKANTAAGTTGGGSCCVPTARRPLSLLYYDRDSNIVKTDIPDMVVEACGCS90 5.1 1 13 13 2 2 0.832 0.786

64 tr|A0A068LL62|A0A068LL62_HUMANIg heavy chain variable region (Fragment) OS=Homo sapiens PE=2 SV=114698 QVQLQQWGAGLLKPSETLSLSCAVYGGSFSGYYWSWIRQPPGKGLEWIGEINHSGSTNYNPSLKSRVTISVDTSKNQFFLKLSSVTAADTAVYFCTRGLTTADGGDYWGQGTLVSVSS40 12.7 - 6 2 2 1 --- ---

65 tr|H0YK48|H0YK48_HUMAN Tropomyosin alpha-1 chain OS=Homo sapiens GN=TPM1 PE=1 SV=136225 MAGSSSLEAVRRKIRSLQEQADAAEERAGTLQRELDHERKLRETAEADVASLNRRIQLVEEELDRAQERLATALQKLEEAEKAADESERGMKVIESRAQKDEEKMEIQEIQLKEAKHIAEDADRKYEEVARKLVIIESDLERAEERAELSEGKCAELEEELKTVTNNLKSLEAQAEKYSQKEDRYEEEIKVLSDKLKEAETRAEFAERSVTKLEKSIDDLEDELYAQKLKYKAISEELDHALNDMTSI52 9.7 5 3 1 2 1 --- ---

66 tr|B7Z4X6|B7Z4X6_HUMAN cDNA FLJ51012, highly similar to Plasminogen activator inhibitor 1 OS=Homo sapiens PE=2 SV=143747 MLQLTTGGETQQQIQAAMGFKIDDKGMAPALRHLYKELMGPWNKDEISTTDAIFVQRDLKLVQGFMPHFFRLFRSTVKQVDFSEVERARFIINDWVKTHTKGMISNLLGKGAVDQLTRLVLVNALYFNGQWKTPFPDSSTHRRLFHKSDGSTVSVPMMAQTNKFNYTEFTTPDGHYYDILELPYHGDTLSMFIAAPYEKEVPLSALTNILSAQLISHWKGNMTRLPRLLVLPKFSLETEVDLRKPLENLGMTDMFRQFQADFTSLSDQEPLHVAQALQKVKIEVNESGTVASSSTAVIVSARMAPEEIIMDIPFLFVVRHNPTGTVLFMGQVMEP40 14.9 2 12 12 5 5 1.167 1.24

67 sp|P01009|A1AT_HUMAN Alpha-1-antitrypsin OS=Homo sapiens GN=SERPINA1 PE=1 SV=3 >tr|E9KL23|E9KL23_HUMAN Epididymis secretory sperm binding protein Li 44a OS=Homo sapiens PE=2 SV=157525 MPSSVSWGILLLAGLCCLVPVSLAEDPQGDAAQKTDTSHHDQDHPTFNKITPNLAEFAFSLYRQLAHQSNSTNIFFSPVSIATAFAMLSLGTKADTHDEILEGLNFNLTEIPEAQIHEGFQELLRTLNQPDSQLQLTTGNGLFLSEGLKLVDKFLEDVKKLYHSEAFTVNFGDTEEAKKQINDYVEKGTQGKIVDLVKELDRDTVFALVNYIFFKGKWERPFEVKDTEEEDFHVDQVTTVKVPMMKRLGMFNIQHCKKLSSWVLLMKYLGNATAIFFLPDEGKLQHLENELTHDIITKFLENEDRRSASLHLPKLSITGTYDLKSVLGQLGITKVFSNGADLSGVTEEAPLKLSKAVHKAVLTIDEKGTEAAGAMFLEAIPMSIPPEVKFNKPFVFLMIEQNTKSPLFMGKVVNPTQK610 29.2 - 47 47 11 11 0.877 0.901

68 sp|P08294|SODE_HUMAN Extracellular superoxide dismutase [Cu-Zn] OS=Homo sapiens GN=SOD3 PE=1 SV=228116 MLALLCSCLLLAAGASDAWTGEDSAEPNSDSAEWIRDMYAKVTEIWQEVMQRRDDDGALHAACQVQPSATLDAAQPRVTGVVLFRQLAPRAKLDAFFALEGFPTEPNSSSRAIHVHQFGDLSQGCESTGPHYNPLAVPHPQHPGDFGNFAVRDGSLWRYRAGLAASLAGPHSIVGRAVVVHAGEDDLGRGGNQASVENGNAGRRLACCVVGVCGPGLWERQAREHSERKKRRRESECKAA390 25.8 - 19 19 4 4 1.044 1.053

69 tr|Q6U2E7|Q6U2E7_HUMAN C4B1 (Fragment) OS=Homo sapiens GN=C4B PE=4 SV=16651 VSAGSPHPAIARLTVAAPPSGGPGFLSIERPDSRPPRVGDTLNLNLRAVGSGATFSHYYYM291 80.3 - 45 1 3 1 --- ---

70 tr|A2RRB2|A2RRB2_HUMAN ZNF608 protein OS=Homo sapiens GN=ZNF608 PE=2 SV=157576 MSVNISTAGKGVDPNTVDTYDSGDDWEIGVGNLIIDLDADLEKDRQKFEMNNSTTTTSSSNSKDCGGPASSGAGATAALADGLKFASVQASAPQGNSHKETSKSKVKRSKTSKDANKSLPSAALYGIPEISSTGKRQEVQGRPGEATGMNSALGQSVSSGGSGNPNSNSTSTSTSAATAGAGSCGKSKEEKPGKSQSSRGAKRDKDAGKSRKDKHDLLQGHQNGSGSQAPSGGHLYGFGAKSNGGGASPFHCGGTGSGSVAAAGEVSKSAPDSGLMGNSMLVKKEEEEEESHRRIKKLKTEKVDPLFTVPAPPPPISSSLTPQILPSYFSPSSSNIAAPVEQLLVRTRSVGVNTCEVGVVTEPECLGPCEPGTSVNLEGIVWHETEEGVLVVNVTWRNKTYVGTLLDCTKHDWAPPRTQIQEHGIIMYTSPNIWISKSQKNLIERRN25 2 3 2 2 1 1 --- ---

71 sp|P04180|LCAT_HUMAN Phosphatidylcholine-sterol acyltransferase OS=Homo sapiens GN=LCAT PE=1 SV=153843 MGPPGSPWQWVTLLLGLLLPPAAPFWLLNVLFPPHTTPKAELSNHTRPVILVPGCLGNQLEAKLDKPDVVNWMCYRKTEDFFTIWLDLNMFLPLGVDCWIDNTRVVYNRSSGLVSNAPGVQIRVPGFGKTYSVEYLDSSKLAGYLHTLVQNLVNNGYVRDETVRAAPYDWRLEPGQQEEYYRKLAGLVEEMHAAYGKPVFLIGHSLGCLHLLYFLLRQPQAWKDRFIDGFISLGAPWGGSIKPMLVLASGDNQGIPIMSSIKLKEEQRITTTSPWMFPSRMAWPEDHVFISTPSFNYTGRDFQRFFADLHFEEGWYMWLQSRDLLAGLPAPGVEVYCLYGVGLPTPRTYIYDHGFPYTDPVGVLYEDGDDTVATRSTELCGLWQGRQPQPVHLLPLHGIQHLNMVFSNLTLEHINAILLGAYRQGPPASPTASPEPPPPE341 14.8 - 35 35 6 6 0.988 1.027

72 tr|J3KRP0|J3KRP0_HUMAN Beta-Ala-His dipeptidase OS=Homo sapiens GN=CNDP1 PE=4 SV=259295 MDPKLGRMTLKEWVAIESDSVQPVPRFRQELFRMMAVAADTLQRLGARVASVDMGPQQLPDGQSLPIPPVILAELGSDPTKGTVCFYGHLDVQPADRGDGWLTDPYVLTEVDGKLYGRGATDNKGPVLAWINAVSAFRALEQDLPVNIKFIIEGMEEAGSVALEELVEKEKDRFFSGVDYIVISDNLWISQRKPAITYGTRGNSYFMVEVKCRDQDFHSGTFGGILHEPMADLVALLGSLVDSSGHILVPGIYDEVVPLTEEEINTYKAIHLDLEEYRNSSRVEKFLFDTKEEILMHLWRYPSLSIHGIEGAFDEPGTKTVIPGRVIGKFSIRLVPHMNVSAVEKQVTRHLEDVFSKRNSSNKMVVSMTLGLHPWIANIDDTQYLAAKRAIRTVFGTEPDMIRDGSTIPIAKMFQEIVHKSVVLIPLGAVDDGEHSQNEKINRWNYIEGTKLFAAFFLEMAQLH122 15.5 2 12 12 8 8 1.078 1.127

73 tr|J3KQ66|J3KQ66_HUMAN Reelin OS=Homo sapiens GN=RELN PE=4 SV=1 428795 MERSGWARQTFLLALLLGATLRARAAAGYYPRFSPFFFLCTHHGELEGDGEQGEVLISLHIAGNPTYYVPGQEYHVTISTSTFFDGLLVTGLYTSTSVQASQSIGGSSAFGFGIMSDHQFGNQFMCSVVASHVSHLPTTNLSFIWIAPPAGTGCVNFMATATHRGQVIFKDALAQQLCEQGAPTDVTVHPHLAEIHSDSIILRDDFDSYHQLQLNPNIWVECNNCETGEQCGAIMHGNAVTFCEPYGPRELITTGLNTTTASVLQFSIGSGSCRFSYSDPSIIVLYAKNNSADWIQLEKIRAPSNVSTIIHILYLPEDAKGENVQFQWKQENLRVGEVYEACWALDNILIINSAHRQVVLEDSLDPVDTGNWLFFPGATVKHSCQSDGNSIYFHGNEGSEFNFATTRDVDLSTEDIQEQWSEEFESQPTGWDVLGAVIGTECGTIESGLSMVFLKDGERKLCTPSMDTTGYGNLRFYFVMGGICDPGNSHENDIILYAKIEGRKEHITLDTLSYSSYKVPSLVSVVINPELQTPATKFCLRQKNHQGHNRNVWAVDFFHVLPVLPSTMSHMIQFSINLGCGTHQPGNSVSLEFSTNHGRSWSLLHTECLPEICAGPHLPHSTVYSSENYSGWNRITIPLPNAALTRNTRIRWRQTGPILGNMWAIDNVYIGPSCLKFCSGRGQCTRHGCKCDPGFSGPACEMASQTFPMFISESFGSSRLSSYHNFYSIRGAEVSFGCGVLASGKALVFNKDGRRQLITSFLDSSQSRFLQFTLRLGSKSVLSTCRAPDQPGEGVLLHYSYDNGITWKLLEHYSYLSYHEPRIISVELPGDAKQFGIQFRWWQPYHSSQREDVWAIDEIIMTSVLFNSISLDFTNLVEVTQSLGFYLGNVQPYCGHDWTLCFTGDSKLASSMRYVETQSMQIGASYMIQFSLVMGCGQKYTPHMDNQVKLEYSTNHGLTWHLVQEECLPSMPSCQEFTSASIYHASEFTQWRRVIVLLPQKTWSSATRFRWSQSYYTAQDEWAL39 0.7 1 4 4 3 3 --- ---

74 tr|Q9HCC1|Q9HCC1_HUMANSingle chain Fv (Fragment) OS=Homo sapiens PE=1 SV=113566 EVQLVESGGGVVRPGGSLRISCAASGFTFDDYGMSWVRQAPGKGLEWVSGINWNGGSTGYADSVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCARRRYALDYWGQGTLV64 36.6 - 9 2 3 1 --- ---

75 tr|B7Z1F8|B7Z1F8_HUMAN cDNA FLJ53025, highly similar to Complement C4-B OS=Homo sapiens PE=2 SV=136015 MCPEDSLQVPLKDAKSCGLHQLLRGPEVQLVAHSPWLKDSLSRTTNIQGINLLFSSRRGHVFLQTDQPIYNPGQRVRYRVFALDQKMRPSTDTITVMVENSHGLRVRKKEVYMPSSIFQDDFVIPDISEPGTWKISARFSDGLESNSSTQFEVKKYVLPNFEVKITPGKPYILTVPGHLDEMQLDIQARYIYGKPVQEVAYVRFGLLDEDGKKTFFRGLESQTKLVNGQSHISLSKAEFQDALEKLNMGITDLQGLRLYVAAAIIESPGG8244 56.7 - 678 64 14 2 1.052 1.046

76 sp|P20851|C4BPB_HUMAN C4b-binding protein beta chain OS=Homo sapiens GN=C4BPB PE=1 SV=135088 MFFWCACCLMVAWRVSASDAEHCPELPPVDNSIFVAKEVEGQILGTYVCIKGYHLVGKKTLFCNASKEWDNTTTECRLGHCPDPVLVNGEFSSSGPVNVSDKITFMCNDHYILKGSNRSQCLEDHTWAPPFPICKSRDCDPPGNPVHGYFEGNNFTLGSTISYYCEDRYYLVGVQEQQCVDGEWSSALPVCKLIQEAPKPECEKALLAFQESKNLCEAMENFMQQLKESGMTMEELKYSLELKKAELKAKLL477 21.8 - 43 43 5 5 0.841 0.783

77 tr|Q9UL70|Q9UL70_HUMAN Myosin-reactive immunoglobulin light chain variable region (Fragment) OS=Homo sapiens PE=1 SV=113869 DIQMTQSPSSLSASVGDRVTITCRASQGISNYLAWYQQKPGKVPKSLIYAASTLQSGVPSRFSGSGSGTDFTLTISSLQPEDVATYYCQKYNSAPRTFGPGTKLEIKR123 23.1 - 6 1 2 1 --- ---

78 sp|Q02985|FHR3_HUMAN Complement factor H-related protein 3 OS=Homo sapiens GN=CFHR3 PE=1 SV=244580 MLLLINVILTLWVSCANGQVKPCDFPDIKHGGLFHENMRRPYFPVAVGKYYSYYCDEHFETPSGSYWDYIHCTQNGWSPAVPCLRKCYFPYLENGYNQNYGRKFVQGNSTEVACHPGYGLPKAQTTVTCTEKGWSPTPRCIRVRTCSKSDIEIENGFISESSSIYILNKEIQYKCKPGYATADGNSSGSITCLQNGWSAQPICINSSEKCGPPPPISNGDTTSFLLKVYVPQSRVEYQCQPYYELQGSNYVTCSNGEWSEPPRCIHPCIITEENMNKNNIKLKGRSDRKYYAKTGDTIEFMCKLGYNANTSILSFQAVCREGIVEYPRCE81 14.5 - 11 10 5 4 1.233 1.352

79 tr|A8K6C1|A8K6C1_HUMAN cDNA FLJ76868, highly similar to Homo sapiens cholesteryl ester transfer protein, plasma (CETP), mRNA OS=Homo sapiens PE=2 SV=163358 MLAATVLTLALLGNAHACSKGTSHEAGIVCRITKPALLVLNHETAKVIQTAFQRASYPDITGEKAMMLLGQVKYGLHNIQISHLSIASSQVELVEAKSIDVSIQNVSVVFKGTLKYGYTTAWWLGIDQSIDFEIDSAIDLQINTQLTCDSGRVRTDAPDCYLSFHKLLLHLQGEREPGWIKQLFTNFISFTLKLVLKGQICKEINVISNIMADFVQTRAASILSDGDIGVDISLTGDPVITAPYLESHHKGHFIYKNVSEDLPLPTFSPTLLGDSRMLYFWFSERVFHSLAKVAFQDGRLMLSLMGDEFKAVLETWGFNTNQEIFQEVVGGFPSQAQVTVHCLKMPKISCQNKGVVVNSSVMVKFLFPRPDQQHSVAYTFEEDIVTTVQASYSKKKLFLSLLDFQITPKTVSNLTESSSESIQSFLQSMITAVGIPEVMSRLEVVFTALMNSKGVSLFDIINPEIITRDGFLLLQMDFGFPEHLLVDFLQSLS447 10.8 1 41 41 6 6 0.721 0.829

80 tr|B3KS79|B3KS79_HUMAN cDNA FLJ35730 fis, clone TESTI2003131, highly similar to ALPHA-1-ANTICHYMOTRYPSIN OS=Homo sapiens PE=2 SV=159285 MKIHYSRQTALESTSYIQLPEAELRMERMLPLLTLGLLAAGFCPAVLCHPNSPLDEENLTQENQDRGTHVDLGLASANVDFAFSLYKQLVLKAPDKNVIFSPLSISTALAFLSLGAHNTTLTEILKGLKFNLTETSEAEIHQSFQHLLRTLNQSSDELQLSMGNAMFVKEQLSLLDRFTEDAKRLYGSEAFATDFQDSAAAKKLINDYVKNGTRGKITDLIKDLDSQTMMVLVNYIFFKAKWEMPFDPQDTHQSRFYLSKKKWVMVPMMSLHHLTIPYFRDEELSCTVVELKYTGNASALFILPDQDKMEEVEAMLLPETLKRWRDSLEFREIGELYLPKFSISRDYNLNDILLQLGIEEAFTSKADLSGITGARNLAVSQVVHKAVLDVFEEGTEASAATAVKITLLSALVETRTIVRFNRPFLMIIVPTDTQNIFFMSKVTNPKQA136 9.8 1 11 11 4 4 1.034 0.889

81 sp|P01137|TGFB1_HUMAN Transforming growth factor beta-1 OS=Homo sapiens GN=TGFB1 PE=1 SV=2 >tr|A0A024R0P8|A0A024R0P8_HUMAN Transforming growth factor, beta 1 (Camurati-Engelmann disease), isoform CRA_a OS=Homo sapiens GN=TGFB1 PE=3 SV=150777 MPPSGLRLLLLLLPLLWLLVLTPGRPAAGLSTCKTIDMELVKRKRIEAIRGQILSKLRLASPPSQGEVPPGPLPEAVLALYNSTRDRVAGESAEPEPEPEADYYAKEVTRVLMVETHNEIYDKFKQSTHSIYMFFNTSELREAVPEPVLLSRAELRLLRLKLKVEQHVELYQKYSNNSWRYLSNRLLAPSDSPEWLSFDVTGVVRQWLSRGGEIEGFRLSAHCSCDSRDNTLQVDINGFTTGRRGDLATIHGMNRPFLLLMATPLERAQHLQSSRHRRALDTNYCFSSTEKNCCVRQLYIDFRKDLGWKWIHEPKGYHANFCLGPCPYIWSLDTQYSKVLALYNQHNPGASAAPCCVPQALEPLPIVYYVGRKPKVEQLSNMIVRSCKCS52 8.7 - 7 7 4 4 0.822 0.9

82 tr|B5MCZ9|B5MCZ9_HUMANGlutaminyl-peptide cyclotransferase (Fragment) OS=Homo sapiens GN=QPCT PE=4 SV=135244 MAGGRHRRVVGTLHLLLLVAALPWASRGVSPSASAWPEEKHIMQRIQRLQADWVLEIDTFLSQTPYGYRSFSNIISTLNPTAKRHLVLACHYDSKYFSHWNNRVFVGATDSAVPCAMMLELARALDKKLLSLKTVSDSKPDLSLQLIFFDGEEAFLHWSPQDSLYGSRHLAAKMASTPHPPGARGTSQLHGMDLLVLLDLIGAPNPTFPNFFPNSARWFERLQAIEHELHELGLLKDHSLEGRYFQNYSYGGVIQDDHIPFLRRGVPVLHLIPSPFPEVWHTMD31 4.9 1 2 2 1 1 --- ---

83 tr|D6REX5|D6REX5_HUMAN Selenoprotein P (Fragment) OS=Homo sapiens GN=SEPP1 PE=4 SV=142698 MWRSLGLALALCLLPSGGTESQDQSSLCKQPPAWSIRDQDPMLNSNGSVTVVALLQASCYLCILQASKLEDLRVKLKKEGYSNISYIVVNHQGISSRLKYTHLKNKVSEHIPVYQQEENQTDVWTLLNGSKDDFLIYDRCGRLVYHLGLPFSFLTFPYVEEAIKIAYCEKKCGNCSLTTLKDEDFCKRVSLATVDKTVETPSPHYHHEHHHNHGHQHLGSSELSENQQPGAPNAPTHPAPPGLHHHHKHKGQHRQGHPENRDMPASEDLQDLQKKLCRKRCINQLLCKLPTDSELAPRSCCCHCRHLIFE165 12.6 1 9 9 4 4 0.731 0.894

84 tr|B2R7Z6|B2R7Z6_HUMAN cDNA, FLJ93674 OS=Homo sapiens PE=2 SV=1 62079 MAGPWTFTLLCGLLAATLIQATLSPTAVLILGPKVIKEKLRQELKDHNATSILQQLPLLSAMREKPAGGIPVLGSLVNTVLKHIIWLKVITANILQLQVKPSANDQELLVKIPLDMVAGFNTPLVKTIVEFHMTTEAQATIRMDTSASGPTRLVLSDCATSHGSLRIQLLHKLSFLVNALAKQVMNLLVPSLPNLVKNQLCPVIEASFNGMYADLLQLVKVPISLSIDRLEFDLLYPAIKGDTIQLYLGAKLLDSQGKVTKWFNNSAASLTMPTLDNIPFSLIVSQDVVKAAVAAVLSPEEFMVLLDSVLPESAHRLKSSIGLINEKAADKLGSTQIVKILTQDTPEFFIDQGHAKVAQLIVLEVFPSSEALRPLFTLGIEASSEAQFYTKGDQLILNLNNISSDRIQLMNSGIGWFQPDVLKNIITEIIHSILLPNQNGKLRSGVPVSLVKALGFEAAESSLTKDALVLTPASLWKPTSPVSQ99 10.7 1 7 7 5 5 0.703 0.649

85 tr|B2R6W1|B2R6W1_HUMANcDNA, FLJ93143, highly similar to Homo sapiens complement component 7 (C7), mRNA OS=Homo sapiens PE=2 SV=1111585 MKVISLFILVGFIGEFQSFSSASSPVNCQWDFYAPWSECNGCTKTQTRRRSVAVYGQYGGQPCVGNAFETQSCEPTRGCPTEEGCGERFRCFSGQCISKSLVCNGDSDCDEDSADEDRCEDSERRPSCDIDKPPPNIELTGNGYNELTGQFRNRVINTKSFGGQCRKVFSGDGKDFYRLSGNVLSYTFQVKINNDFNYEFYNSTWSYVKHTSTEHTSSSRKRSFFRSSSSSSRSYTSHTNEIHKGKSYQLLVVENTVEVAQFINNNPEFLQLAEPFWKELSHLPSLYDYSAYRRLIDQYGTHYLQSGSLGGEYRVLFYVDSEKLKQNDFNSLEEKKCKSSGWHFVVKFSSHGCKELENALKAASGTQNNVLRGEPFIRGGGAGFISGLTYLELDNPAGNKRRYSAWAESVTNLPQVIKQKLTPLYELVKEVPCASVKKLYLKWALEEYLDEFDPCHCRPCQNGGLATVEGTHCLCHCKPYTFGAACEQGVLVGNQAGGVDGGWSCWSSWSPCVQGKKTRSRECNNPPPSGGGRSCVGETTESTQCEDEELEHLRLLEPHCFPLSLVPTEFCPSPPALKDGFVQDEGTMFPVGKNVVYTCNEGYSLIGNPVARCGEDLRWLVGEMHCQKIACVLPVLMDGIQSHPQKPFYTVGEKVTVSCSGGMSLEGPSAFLCGSSLKWSPEMKNARCVQKENPLTQAVPKCQRWEKLQNSRCVCKMPYECGPSLDVCAQDERSKRILPLTVCKMHVLHCQGRNYTLTGRDSCTLPASAEKACGACPLWGKCDAESSKCVCREASECEEEGFSICVEVNGKEQTMSECEAGALRCRGQSISVTSIRPCAAETQ635 25.9 - 91 4 19 2 1.218 1.098

86 tr|A8K061|A8K061_HUMAN cDNA FLJ77880, highly similar to Homo sapiens angiopoietin-like 3, mRNA OS=Homo sapiens PE=2 SV=165697 MFTIKLLLFIVPLVISSRIDQDNSSFDSLSPEPKSRFAMLDDVKILANGLLQLGHGLKDFVHKTKGQINDIFQKLNIFDQSFYDLSLQTSEIKEEEKELRRTTYKLQVKNEEVKNMSLELNSKLESLLEEKILLQQKVKYLEEQLTNLIQNQPETPEHPEVTSLKTFVEKQDNSIKDLLQTVEDQYKQLNQQHSQIKEIENQLRRTSIQEPTEISLSSKPRAPRTTPFLQLNEIRNVKHDGIPAECTTIYNRGEHTSGMYAIRPSNSQVFHVYCDVISGSPWTLIQHRIDGSQNFNETWENYKYGFGRLDGEFWLGLEKIYSIVKQSNYVLRIELEDWKDNKHYIEYSFYLGNHETNYTLHLVAITGNVPNAIPENKDLVFSTWDHKAKGHFNCPEGYSGGWWWHDECGEDNLNGKYNKPRAKSKPERRRGLSWKSQNGRLYSIKSTKMLIHPTDSESFE39 8.7 1 4 4 4 4 --- ---

87 tr|B2RA39|B2RA39_HUMAN cDNA, FLJ94686, highly similar to Homo sapiens complement factor H-related 5 (CFHL5), mRNA OS=Homo sapiens PE=2 SV=177962 MLLLFSVILISWVSTVGGEGTLCDFPKIHHGFLYDEEDYNPFSQVPTGEVFYYSCEYNFVSPSKSFWTRITCTEEGWSPTPKCLRMCSFPFVKNGHSESSGLIHLEGDTVQIICNTGYSLQNNEKNISCVERGWSTPPICSFTKGECHVPILEANVDAQPKKESYKVGDVLKFSCRKNLIRVGSDSVQCYQFGWSPNFPTCKGQVRSCGPPPQLSNGEVKEIRKEEYGHNEVVEYDCNPNFIINGPKKIQCVDGEWTTLPTCVEQVKTCGYIPELEYGYVQPSVPPYQHGVSVEVNCRNEYAMIGNNMITCINGIWTELPMCVATHQLKRCKIAGVNIKTLLKLSGKEFNHNSRIRYRCSDIFRYRHSVCINGKWNPEVDCTEKREQFCPPPPQIPNAQNMTTTVNYQDGEKVAVLCKENYLLPEAKEIVCKDGRWQSLPRCAESTAYCGPPPSINNGDTTSFPLSVYPPGSTVTYRCQSFYKLQGSVTVTCRNKQWSEPPRCLDPCVVSEENMNKNNIQLKWRNDGKLYAKTGDAVEFQCKFPHKAMISSPPFRAICQEGKFEYPICE324 30.4 1 63 56 15 14 1.117 1.128

88 sp|P01707|LV204_HUMAN Ig lambda chain V-II region TRO OS=Homo sapiens PE=1 SV=113550 QSALTQPRSVSGSPGQSVTISCTGTSSDVGAYNSVSWYQQHPGKAPKLMIFDVTKRPSGVPDRLSGSKSGDTASLTISGLRADDEADYYCCSYAGRYSVIFGGGTKLTVLG34 14.4 - 3 2 2 1 --- ---

89 tr|Q9UL82|Q9UL82_HUMAN Myosin-reactive immunoglobulin light chain variable region (Fragment) OS=Homo sapiens PE=2 SV=113377 SYELTQPSSVSVSPGQTARITCSGDLLAKKYARWFQQKPGQAPILVIFKDTERPSGIPERFSGSSSGTTVTLTISGAQVEDEADYYCYSASDNNGRVFGGGTKLTVL31 16.8 - 7 7 2 2 --- ---

90 tr|A8K008|A8K008_HUMAN cDNA FLJ78387 OS=Homo sapiens PE=1 SV=1 63504 MEFGLSWIFLAAILKGVQCEVQLVESGGGLVKPGGSLRLSCAASGFTFSNAWMSWVRQAPGKGLEWVGRIKSKTDGGTTDYAAPVKGRFTISRDDSKNTLYLQMNSLKTEDTAVYYCTTNPPDYYYYGMDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK3565 31.8 - 310 1 12 1 --- ---

91 sp|P48061|SDF1_HUMAN Stromal cell-derived factor 1 OS=Homo sapiens GN=CXCL12 PE=1 SV=114290 MNAKVVVVLVLVLTALCLSDGKPVSLSYRCPCRFFESHVARANVKHLKILNTPNCALQIVARLKNNNRQVCIDPKLKWIQEYLEKALNKRFKM23 17.2 - 2 2 2 2 --- ---

92 sp|P27918|PROP_HUMAN Properdin OS=Homo sapiens GN=CFP PE=1 SV=2 59531 MITEGAQAPRLLLPPLLLLLTLPATGSDPVLCFTQYEESSGKCKGLLGGGVSVEDCCLNTAFAYQKRSGGLCQPCRSPRWSLWSTWAPCSVTCSEGSQLRYRRCVGWNGQCSGKVAPGTLEWQLQACEDQQCCPEMGGWSGWGPWEPCSVTCSKGTRTRRRACNHPAPKCGGHCPGQAQESEACDTQQVCPTHGAWATWGPWTPCSASCHGGPHEPKETRSRKCSAPEPSQKPPGKPCPGLAYEQRRCTGLPPCPVAGGWGPWGPVSPCPVTCGLGQTMEQRTCNHPVPQHGGPFCAGDATRTHICNTAVPCPVDGEWDSWGEWSPCIRRNMKSISCQEIPGQQSRGRTCRGRKFDGHRCAGQQQDIRHCYSIQHCPLKGSWSEWSTWGLCMPPCGPNPTRARQRLCTPLLPKYPPTVSMVEGQGEKNVTFWGRPLPRCEELQGQKLVVEEKRPCLHVPACKDPEEEEL207 14.7 - 29 29 6 6 1.065 1.004

93 tr|B4DF70|B4DF70_HUMAN cDNA FLJ60461, highly similar to Peroxiredoxin-2 (EC 1.11.1.15) OS=Homo sapiens PE=2 SV=123555 MASGNARIGKPAPDFKATAVVDGAFKEVKLSDYKGKYVVLFFYPLDFTFVCPTEIIAFSNRAEDFRKLGCEVLGVSVDSQFTHLAWINTPRKEGGLGPLNIPLLADVTRRLSEDYGVLKTDEGIAYRGLFIIDGKGVLRQITVNDLPVGRSVDEALRLAVTRLSPTWMTARNISPNTIRLANG47 9.8 1 2 2 2 2 --- ---

94 sp|P05160|F13B_HUMAN Coagulation factor XIII B chain OS=Homo sapiens GN=F13B PE=1 SV=391735 MRLKNLTFIIILIISGELYAEEKPCGFPHVENGRIAQYYYTFKSFYFPMSIDKKLSFFCLAGYTTESGRQEEQTTCTTEGWSPEPRCFKKCTKPDLSNGYISDVKLLYKIQENMRYGCASGYKTTGGKDEEVVQCLSDGWSSQPTCRKEHETCLAPELYNGNYSTTQKTFKVKDKVQYECATGYYTAGGKKTEEVECLTYGWSLTPKCTKLKCSSLRLIENGYFHPVKQTYEEGDVVQFFCHENYYLSGSDLIQCYNFGWYPESPVCEGRRNRCPPPPLPINSKIQTHSTTYRHGEIVHIECELNFEIHGSAEIRCEDGKWTEPPKCIEGQEKVACEEPPFIENGAANLHSKIYYNGDKVTYACKSGYLLHGSNEITCNRGKWTLPPECVENNENCKHPPVVMNGAVADGILASYATGSSVEYRCNEYYLLRGSKISRCEQGKWSSPPVCLEPCTVNVDYMNRNNIEMKWKYEGKVLHGDLIDFVCKQGYDLSPLTPLSELSVQCNRGEVKYPLCTRKESKGMCTSPPLIKHGVIISSTVDTYENGSSVEYRCFDHHFLEGSREAYCLDGMWTTPPLCLEPCTLSFTEMEKNNLLLKWDFDNRPHILHGEYIEFICRGDTYPAELYITGSILRMQCDRGQLKYPRCIPRQSTLSYQEPLRT41 4.7 - 4 4 3 3 --- ---

95 tr|A2NH53|A2NH53_HUMAN Immunogobulin kappa, VJ region (Fragment) OS=Homo sapiens PE=4 SV=113215 THGEIVMTQSPVNLSMSAGERVTLSCRASQSVGSNIAWYQQKPGQAPRLFIYDASKTATGISARFSGSGSGTDFTLTITSLQSEDFAVYYCQQYHNPNTLLARGPNWISNVR34 18.8 2 1 1 1 1 --- ---

96 tr|A2NKM6|A2NKM6_HUMANNANUC-1 heavy chain (Fragment) OS=Homo sapiens PE=2 SV=116555 LEQSGGGVVQPGKSLRLSCAASGFTFRNYGMHWVRQAPGKGLEWVAGISSDGRKKKYVDSVKGRFTISRDKSKNTLYLQMNSLRAEDTAVYYCAKLSRAGGFDIWGQGTMVTVSSASTKGP99 23.1 - 9 1 3 1 --- ---

97 sp|P02776|PLF4_HUMAN Platelet factor 4 OS=Homo sapiens GN=PF4 PE=1 SV=213861 MSSAAGFCASRPGLLFLGLLLLPLVVAFASAEAEEDGDLQCLCVKTTSQVRPRHITSLEVIKAGPHCPTAQLIATLKNGRKICLDLQAPLYKKIIKKLLES776 35.6 - 107 62 4 2 0.947 1.005

98 tr|B0YIW1|B0YIW1_HUMAN Apolipoprotein A-V variant 3 OS=Homo sapiens GN=APOA5 PE=2 SV=145822 MAAVLTWALALLSAFSATQARKGFWDYFSQTSGDKGRVEQIHQQKMAREPATLKDSLEQDLNNMNKFLEKLRPLSGSEAPRLPQDPVGMRRQLQEELEEVKARLQPYMAEAHELVGWNLEGLRQQLKPYTMDLMEQVALRVQELQEQLRVVGEDTKAQLLGGVDEAWALLQGLQSRVVHHTGRFKELFHPYAESLVSGIGRHVQELHRSVAPHAPASPARLSRCVQVLSRKLTLKAKALHARIQQNLDQLREELSRAFAGTGTEEGAGPDPQMLSEEVRQRLQAFRQDTYLQIAAFTRAIDQETEEVQQQLAPPPPGHSAFAPEFQQTDSGKVLSKLQARLDDLWEDITHSLHDQGHSHLGDP228 19.8 2 22 22 7 7 1.378 1.211

99 tr|E7EUJ1|E7EUJ1_HUMAN Hepatic triacylglycerol lipase OS=Homo sapiens GN=LIPC PE=3 SV=163567 MDTSPLCFSILLVLCIFIQSSALGQSLKPEPFGRRAQAVETNKTLHEMKTRFLLFGETNQGCQIRINHPDTLQECGFNSSLPLVMIIHGWSVDGVLENWIWQMVAALKSQPAQPVNVGLVDWITLAHDHYTIAVRNTRLVGKEVAALLRWLEESVQLSRSHVHLIGYSLGAHVSGFAGSSIGGTHKIGRITGLDAAGPLFEGSAPSNRLSPDDANFVDAIHTFTREHMGLSVGIKQPIGHYDFYPNGGSFQPGCHFLELYRHIAQHGFNAITQTIKCSHERSVHLFIDSLLHAGTQSMAYPCGDMNSFSQGLCLSCKKGRCNTLGYHVRQEPRSKSKRLFLVTRAQSPFKVYHYQFKIQFINQTETPIQTTFTMSLLGTKEKMQKIPITLGKGIASNKTYSFLITLDVDIGELIMIKFKWENSAVWANVWDTVQTIIPWSTGPRHSGLVLKTIRVKAGETQQRSPNRINLGRLNCSLLFCTELFSHDSLAHWSSAASEL44 3.4 3 1 1 1 1 --- ---

100 sp|P06727|APOA4_HUMAN Apolipoprotein A-IV OS=Homo sapiens GN=APOA4 PE=1 SV=354193 MFLKAVVLTLALVAVAGARAEVSADQVATVMWDYFSQLSNNAKEAVEHLQKSELTQQLNALFQDKLGEVNTYAGDLQKKLVPFATELHERLAKDSEKLKEEIGKELEELRARLLPHANEVSQKIGDNLRELQQRLEPYADQLRTQVNTQAEQLRRQLTPYAQRMERVLRENADSLQASLRPHADELKAKIDQNVEELKGRLTPYADEFKVKIDQTVEELRRSLAPYAQDTQEKLNHQLEGLTFQMKKNAEELKARISASAEELRQRLAPLAEDVRGNLRGNTEGLQKSLAELGGHLDQQVEEFRRRVEPYGENFNKALVQQMEQLRQKLGPHAGDVEGHLSFLEKDLRDKVNSFFSTFKEKESQDKTLSLPELEQQQEQQQEQQQEQVQMLAPLES3978 58.1 - 422 422 24 24 1.157 1.174

101 tr|Q5UGI6|Q5UGI6_HUMAN Serine/cysteine proteinase inhibitor clade G member 1 splice variant 2 (Fragment) OS=Homo sapiens GN=SERPING1 PE=2 SV=144679 GLQADPADPPAAAAGWGAGENTKTNLESILSYPKDFTCVHQALKGFTTKGVTSVSQIFHSPDLAIRDTFVNASRTLYSSSPRVLSNNSDANLELINTWVAKNTNNKISRLLDSLPSDTRLVLLNAIYLSAKWKTTFDPKKTRMEPFHFKNSVIKVPMMNSKKYPVAHFIDQTLKAKVGQLQLSHNLSLVILVPQNLKHRLEDMEQALSPSVFKAIMEKLEMSKFQPTLLTLPRIKVTTSQDMLSIMEKLEFFDFSYDLNLCGLTEDPDLQVSAMLHQTVLELTETGVEAAAASAISVARTLLVFEVQQPFLFVLWDQQHKFPVFMGRVYDPRA122 14.4 2 8 8 4 4 0.963 0.848

102 tr|H0UI83|H0UI83_HUMAN Proteasome subunit alpha type OS=Homo sapiens GN=hCG_41772 PE=3 SV=121075 MSYDRAITVFSPDGHLFQVEYAQEAVKKGSTAVGVRGRDIVVLGVEKKSVAKLQDERTVRKICALDDNVCMAFAGLTADARIVINRARVECQSHRLTVEDPVTVEYITRYIASLKQVGACPLACSPLAAGQSRLRHGGSCHVTSALYAEQWAQAVWHLCPHRGFRL36 5.4 2 1 1 1 1 --- ---

103 sp|P07237|PDIA1_HUMAN Protein disulfide-isomerase OS=Homo sapiens GN=P4HB PE=1 SV=3 >tr|A0A024R8S5|A0A024R8S5_HUMAN Protein disulfide-isomerase OS=Homo sapiens GN=P4HB PE=3 SV=172082 MLRRALLCLAVAALVRADAPEEEDHVLVLRKSNFAEALAAHKYLLVEFYAPWCGHCKALAPEYAKAAGKLKAEGSEIRLAKVDATEESDLAQQYGVRGYPTIKFFRNGDTASPKEYTAGREADDIVNWLKKRTGPAATTLPDGAAAESLVESSEVAVIGFFKDVESDSAKQFLQAAEAIDDIPFGITSNSDVFSKYQLDKDGVVLFKKFDEGRNNFEGEVTKENLLDFIKHNQLPLVIEFTEQTAPKIFGGEIKTHILLFLPKSVSDYDGKLSNFKTAAESFKGKILFIFIDSDHTDNQRILEFFGLKKEECPAVRLITLEEEMTKYKPESEELTAERITEFCHRFLEGKIKPHLMSQELPEDWDKQPVKVLVGKNFEDVAFDEKKNVFVEFYAPWCGHCKQLAPIWDKLGETYKDHENIVIAKMDSTANEVEAVKVHSFPTLKFFPASADRTVIDYNGERTLDGFKKFLESGGQDGAGDDDDLEDLEEAEEPDMEEDDDQKAVKDEL161 18.3 - 18 18 9 9 1.068 1.014

104 tr|H0YJV4|H0YJV4_HUMAN Solute carrier family 35 member F4 (Fragment) OS=Homo sapiens GN=SLC35F4 PE=4 SV=17109 XYLLALKKLTATDVSALFCCNKAFVFLLSWIVLKDRFMGVRIAGKP23 15.2 - 1 1 1 1 --- ---

105 tr|H6VRF8|H6VRF8_HUMAN Keratin 1 OS=Homo sapiens GN=KRT1 PE=3 SV=1 75006 MSRQFTSRSGYRSGGGFSSGSAGIINYQRRTTSSSTRRSGGGGGRFSSCGGGGGSFGAGGGFGSRSLVNLGGSKSISISVARGGGRGSGFGGGYGGGGFGGGGFGGGGFGGGGIGGGGFGGFGSGGGGFGGGGFGGGGYGGGYGPVCPPGGIQEVTINQSLLQPLNVEIDPEIQKVKSREREQIKSLNNQFASFIDKVRFLEQQNQVLQTKWELLQQVDTSTRTHNLEPYFESFINNLRRRVDQLKSDQSRLDSELKNMQDMVEDYRNKYEDEINKRTNAENEFVTIKKDVDGAYMTKVDLQAKLDNLQQEIDFLTALYQAELSQMQTQISETNVILSMDNNRSLDLDSIIAEVKAQYEDIAQKSKAEAESLYQSKYEELQITAGRHGDSVRNSKIEISELNRVIQRLRSEIDNVKKQISNLQQSISDAEQRGENALKDAKNKLNDLEDALQQAKEDLARLLRDYQELMNTKLALDLEIATYRTLLEGEESRMSGECAPNVSVSVSTSHTTISGGGSRGGGGGGYGSGGSSYGSGGGSYGSGGGGGGGRGSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYRGGSGGGGGGSSGGRGSGGGSSGGSIGGRGSSSGGVKSSGGSSSVKFVSTTYSGVTR670 24.8 4 46 36 13 11 0.504 0.562



106 sp|P02671|FIBA_HUMAN Fibrinogen alpha chain OS=Homo sapiens GN=FGA PE=1 SV=2109041 MFSMRIVCLVLSVVGTAWTADSGEGDFLAEGGGVRGPRVVERHQSACKDSDWPFCSDEDWNYKCPSGCRMKGLIDEVNQDFTNRINKLKNSLFEYQKNNKDSHSLTTNIMEILRGDFSSANNRDNTYNRVSEDLRSRIEVLKRKVIEKVQHIQLLQKNVRAQLVDMKRLEVDIDIKIRSCRGSCSRALAREVDLKDYEDQQKQLEQVIAKDLLPSRDRQHLPLIKMKPVPDLVPGNFKSQLQKVPPEWKALTDMPQMRMELERPGGNEITRGGSTSYGTGSETESPRNPSSAGSWNSGSSGPGSTGNRNPGSSGTGGTATWKPGSSGPGSTGSWNSGSSGTGSTGNQNPGSPRPGSTGTWNPGSSERGSAGHWTSESSVSGSTGQWHSESGSFRPDSPGSGNARPNNPDWGTFEEVSGNVSPGTRREYHTEKLVTSKGDKELRTGKEKVTSGSTTTTRRSCSKTVTKTVIGPDGHKEVTKEVVTSEDGSDCPEAMDLGTLSGIGTLDGFRHRHPDEAAFFDTASTGKTFPGFFSPMLGEFVSETESRGSESGIFTNTKESSSHHPGIAEFPSRGKSSSYSKQFTSSTSYNRGDSTFESKSYKMADEAGSEADHEGTHSTKRGHAKSRPVRDCDDVLQTHPSGTQSGIFNIKLPGSSKIFSVYCDQETSLGGWLLIQQRMDGSLNFNRTWQDYKRGFGSLNDEGEGEFWLGNDYLHLLTQRGSVLRVELEDWAGNEAYAEYHFRVGSEAEGYALQVSSYEGTAGDALIEGSVEEGAEYTSHNNMQFSTFDRDADQWEENCAEVYGGGWWYNNCQAANLNGIYYPGGSYDPRNNSPYEIENGVVWVSFRGADYSLRAVRMKIRPLVTQ373 16.9 - 42 42 13 13 1.008 1.028

107 tr|B7Z565|B7Z565_HUMAN cDNA FLJ54739, highly similar to Alpha-actinin-1 OS=Homo sapiens PE=2 SV=1111056 MLLLEVISGERLAKPERGKMRVHKISNVNKALDFIASKGVKLVSIGAEEIVDGNVKMTLGMIWTIILRFAIQDISVEETSAKEGLLLWCQRKTAPYKNGNIQNFHISWKDGLGFCALIHRHRPELIDYGKLRKDDPLTNLNTAFDVAEKYLDIPKMLDAEDIVGTARPDEKAIMTYVSSFYHAFSGAQKAETAANRICKVLAVNQENEQLMEDYEKLASDLLEWIRRTIPWLENRVPENTMHAMQQKLEDFRDYRRLHKPPKVQEKCQLEINFNTLQTKLRLSNRPAFMPSEGRMVSDINNAWGCLEQVEKGYEEWLLNEIRRLERLDHLAEKFRQKASIHEAWTDGKEAMLRQKDYETATLSEIKALLKKHEAFESDLAAHQDRVEQIAAIAQELNELDYYDSPSVNARCQKICDQWDNLGALTQKRREALERTEKLLETIDQLYLEYAKRAAPFNNWMEGAMEDLQDTFIVHTIEEIQGLTTAHEQFKATLPDADKERLAILGIHNEVSKIVQTYHVNMAGTNPYTTITPQEINGKWDHVRQLVPRRDQALTEEHARQQHNERLRKQFGAQANVIGPWIQTKMEEIGRISIEMHGTLEDQLSHLRQYEKSIVNYKPKIDQLEGDHQLIQEALIFDNKHTNYTMEHIRVGWEQLLTTIARTINEVENQILTRDAKGISQEQMNEFRASFNHFDRKKTGMMDTDDFRACLISMGYNMGEAEFARIMSIVDPNRLGVVTFQAFIDFMSRETADTDTADQVMASFKILAGDKNYITMDELRRELPPDQAEYCIARMAPYTGPDSVPGALDYMSFSTALYGESDL38 2.4 2 4 4 2 2 --- ---

108 tr|A0A024RDT5|A0A024RDT5_HUMANPeriostin, osteoblast specific factor, isoform CRA_a OS=Homo sapiens GN=POSTN PE=4 SV=1106758 MIPFLPMFSLLLLLIVNPINANNHYDKILAHSRIRGRDQGPNVCALQQILGTKKKYFSTCKNWYKKSICGQKTTVLYECCPGYMRMEGMKGCPAVLPIDHVYGTLGIVGATTTQRYSDASKLREEIEGKGSFTYFAPSNEAWDNLDSDIRRGLESNVNVELLNALHSHMINKRMLTKDLKNGMIIPSMYNNLGLFINHYPNGVVTVNCARIIHGNQIATNGVVHVIDRVLTQIGTSIQDFIEAEDDLSSFRAAAITSDILEALGRDGHFTLFAPTNEAFEKLPRGVLERIMGDKVASEALMKYHILNTLQCSESIMGGAVFETLEGNTIEIGCDGDSITVNGIKMVNKKDIVTNNGVIHLIDQVLIPDSAKQVIELAGKQQTTFTDLVAQLGLASALRPDGEYTLLAPVNNAFSDDTLSMDQRLLKLILQNHILKVKVGLNELYNGQILETIGGKQLRVFVYRTAVCIENSCMEKGSKQGRNGAIHIFREIIKPAEKSLHEKLKQDKRFSTFLSLLEAADLKELLTQPGDWTLFVPTNDAFKGMTSEEKEILIRDKNALQNIILYHLTPGVFIGKGFEPGVTNILKTTQGSKIFLKEVNDTLLVNELKSKESDIMTTNGVIHVVDKLLYPADTPVGNDQLLEILNKLIKYIQIKFVRGSTFKEIPVTVYKPIIKKYTKIIDGVPVEITEKETREERIITGPEIKYTRISTGGGETEETLKKLLQEEVTKVTKFIEGGDGHLFEDEEIKRLLQGDTPVRKLQANKKVQGSRRRLREGRSQ55 2.1 3 1 1 1 1 --- ---

109 tr|A0A024R755|A0A024R755_HUMANCalumenin, isoform CRA_a OS=Homo sapiens GN=CALU PE=4 SV=145743 MDLRQFLMCLSLCTAFALSKPTEKKDRVHHEPQLSDKVHNDAQSFDYDHDAFLGAEEAKTFDQLTPEESKERLGMIVDKIDADKDGFVTEGELKSWIKHAQKKYIYDNVENQWQEFDMNQDGLISWDEYRNVTYGTYLDDPDPDDGFNYKQMMVRDERRFKMADKDGDLIATKEEFTAFLHPEEYDYMKDIVVQETMEDIDKNADGFIDLEEYIGDMYSHDGNTDEPEWVKTEREQFVEFRDKNRDGKMDKEETKDWILPSDYDHAEAEARHLVYESDQNKDGKLTKEEIVDKYDLFVGSQATDFGEALVRHDEF47 5.7 3 3 3 2 2 --- ---

110 sp|P10909|CLUS_HUMAN Clusterin OS=Homo sapiens GN=CLU PE=1 SV=1 62157 MMKTLLLFVGLLLTWESGQVLGDQTVSDNELQEMSNQGSKYVNKEIQNAVNGVKQIKTLIEKTNEERKTLLSNLEEAKKKKEDALNETRESETKLKELPGVCNETMMALWEECKPCLKQTCMKFYARVCRSGSGLVGRQLEEFLNQSSPFYFWMNGDRIDSLLENDRQQTHMLDVMQDHFSRASSIIDELFQDRFFTREPQDTYHYLPFSLPHRRPHFFFPKSRIVRSLMPFSPYEPLNFHAMFQPFLEMIHEAQQAMDIHFHSPAFQHPPTEFIREGDDDRTVCREIRHNSTGCLRMKDQCDKCREILSVDCSTNNPSQAKLRRELDESLQVAERLTRKYNELLKSYQWKMLNTSSLLEQLNEQFNWVSRLANLTQGEDQYYLRVTTVASHTSDSDVPSGVTEVVVKLFDSDPITVTVPVEVSRKNPKFMETVAEKALQEYRKKHREE3979 33.9 - 340 340 15 15 0.957 1

111 tr|A2J1N0|A2J1N0_HUMAN Rheumatoid factor RF-IP14 (Fragment) OS=Homo sapiens PE=2 SV=111519 QLVESGGGLVQPGGSLRLSCAASGFTISSYWMHWVRQAPGKGLVWVSRMNSDGSITNYADSVTGRFTISRDNAKNTLYLQMNSLRAEDTAVYYCAR99 30.2 - 15 4 3 1 --- ---

112 sp|P10645|CMGA_HUMAN Chromogranin-A OS=Homo sapiens GN=CHGA PE=1 SV=760563 MRSAAVLALLLCAGQVTALPVNSPMNKGDTEVMKCIVEVISDTLSKPSPMPVSQECFETLRGDERILSILRHQNLLKELQDLALQGAKERAHQQKKHSGFEDELSEVLENQSSQAELKEAVEEPSSKDVMEKREDSKEAEKSGEATDGARPQALPEPMQESKAEGNNQAPGEEEEEEEEATNTHPPASLPSQKYPGPQAEGDSEGLSQGLVDREKGLSAEPGWQAKREEEEEEEEEAEAGEEAVPEEEGPTVVLNPHPSLGYKEIRKGESRSEALAVDGAGKPGAEEAQDPEGKGEQEHSQQKEEEEEMAVVPQGLFRGGKSGELEQEEERLSKEWEDSKRWSKMDQLAKELTAEKRLEGQEEEEDNRDSSMKLSFRARAYGFRGPGPQLRRGWRPSSREDSLEAGLPLQVRGYPEEKKEEEGSANRRPEDQELESLSAIEAELEKVAHQLQALRRG118 6.1 - 7 7 3 3 1.061 1.172

113 tr|Q9NPP6|Q9NPP6_HUMAN Immunoglobulin heavy chain variant (Fragment) OS=Homo sapiens PE=2 SV=150481 PGKGLEWVSRISSSGDTVDYADSVKGRFTVSRDTAKNSLSLQMSSLRVEDTAVYYCARTYYGMDVWGQGTTVTVSSASPTSPKVFPLSLDSTPQDGNVVVACLVQGFFPQEPLSVTWSESGQNVTARNFPPSQDASGDLYTTSSQLTLPATQCPDGKSVTCHVKHYTNPSQDVTVPCPVPPPPPCCHPRLSLHRPALEDLLLGSEANLTCTLTGLRDASGATFTWTPSSGKSAVQGPPERDLCGCYSVSSVLPGCAQPWNHGETFTCTAAHPELKTPLTANITKSGNTFRPEVHLLPPPSEELALNELVTLTCLARGFSPKDVLVRWLQGSQELPREKYLTWASRQEPSQGTTTFAVTSILRVAAEDWKKGDTFSCMVGHEALPLAFTQKTIDRLAGKPTHVNVSVVMAEVDGTCY578 22.1 - 72 2 8 1 --- ---

114 sp|P22692|IBP4_HUMAN Insulin-like growth factor-binding protein 4 OS=Homo sapiens GN=IGFBP4 PE=1 SV=2 >tr|A0A024R1U8|A0A024R1U8_HUMAN Insulin-like growth factor binding protein 4, isoform CRA_a OS=Homo sapiens GN=IGFBP4 PE=4 SV=133068 MLPLCLVAALLLAAGPGPSLGDEAIHCPPCSEEKLARCRPPVGCEELVREPGCGCCATCALGLGMPCGVYTPRCGSGLRCYPPRGVEKPLHTLMHGQGVCMELAEIEAIQESLQPSDKDEGDHPNNSFSPCSAHDRRCLQKHFAKIRDRSTSGGKMKVNGAPREDARPVPQGSCQSELHRALERLAASQSRTHEDLYIIPIPNCDRNGNFHPKQCHPALDGQRGKCWCVDRKTGVKLPGGLEPKGELDCHQLADSFRE34 5.4 - 3 3 1 1 1.051 0.927

115 sp|P01619|KV301_HUMAN Ig kappa chain V-III region B6 OS=Homo sapiens PE=1 SV=112959 ZIVLTZSPGTLSLSPGZRAALSCRASQSLSGNYLAWYQQKPGQAPRLLMYGVSSRATGIPDRFSGSGSGADFTLTISRLZPEDFAVYYCQQYGSSPFTFGQGSKLEIK179 16.7 - 8 8 3 3 1.039 0.874

116 sp|Q16610|ECM1_HUMAN Extracellular matrix protein 1 OS=Homo sapiens GN=ECM1 PE=1 SV=267099 MGTTARAALVLTYLAVASAASEGGFTATGQRQLRPEHFQEVGYAAPPSPPLSRSLPMDHPDSSQHGPPFEGQSQVQPPPSQEATPLQQEKLLPAQLPAEKEVGPPLPQEAVPLQKELPSLQHPNEQKEGTPAPFGDQSHPEPESWNAAQHCQQDRSQGGWGHRLDGFPPGRPSPDNLNQICLPNRQHVVYGPWNLPQSSYSHLTRQGETLNFLEIGYSRCCHCRSHTNRLECAKLVWEEAMSRFCEAEFSVKTRPHWCCTRQGEARFSCFQEEAPQPHYQLRACPSHQPDISSGLELPFPPGVPTLDNIKNICHLRRFRSVPRNLPATDPLQRELLALIQLEREFQRCCRQGNNHTCTWKAWEDTLDKYCDREYAVKTHHHLCCRHPPSPTRDECFARRAPYPNYDRDILTIDIGRVTPNLMGHLCGNQRVLTKHKHIPGLIHNMTARCCDLPFPEQACCAEEEKLTFINDLCGPRRNIWRDPALCCYLSPGDEQVNCFNINYLRNVALVSGDTENAKGQGEQGSTGGTNISSTSEPKEE464 27 - 54 54 13 13 0.93 0.848

117 sp|P06331|HV209_HUMAN Ig heavy chain V-II region ARH-77 OS=Homo sapiens PE=4 SV=118519 MKHLWFLLLWCQLPDVGVLSQVQLQQWGAGLVKPSETLSLTCAVFGGSFSGYYWSWIRQPPGRGLEWIGEINHSGSTNYKTSLKSRVTISLDTSKNLFSLKLSSVTAADTAVYYCARGLLRGGWNDVDYYYGMDVWGQGTTVTVSS58 17.1 - 6 4 2 1 1.099 1.024

118 sp|P14543|NID1_HUMAN Nidogen-1 OS=Homo sapiens GN=NID1 PE=1 SV=3 148268 MLASSSRIRAAWTRALLLPLLLAGPVGCLSRQELFPFGPGQGDLELEDGDDFVSPALELSGALRFYDRSDIDAVYVTTNGIIATSEPPAKESHPGLFPPTFGAVAPFLADLDTTDGLGKVYYREDLSPSITQRAAECVHRGFPEISFQPSSAVVVTWESVAPYQGPSRDPDQKGKRNTFQAVLASSDSSSYAIFLYPEDGLQFHTTFSKKENNQVPAVVAFSQGSVGFLWKSNGAYNIFANDRESVENLAKSSNSGQQGVWVFEIGSPATTNGVVPADVILGTEDGAEYDDEDEDYDLATTRLGLEDVGTTPFSYKALRRGGADTYSVPSVLSPRRAATERPLGPPTERTRSFQLAVETFHQQHPQVIDVDEVEETGVVFSYNTDSRQTCANNRHQCSVHAECRDYATGFCCSCVAGYTGNGRQCVAEGSPQRVNGKVKGRIFVGSSQVPIVFENTDLHSYVVMNHGRSYTAISTIPETVGYSLLPLAPVGGIIGWMFAVEQDGFKNGFSITGGEFTRQAEVTFVGHPGNLVIKQRFSGIDEHGHLTIDTELEGRVPQIPFGSSVHIEPYTELYHYSTSVITSSSTREYTVTEPERDGASPSRIYTYQWRQTITFQECVHDDSRPALPSTQQLSVDSVFVLYNQEEKILRYALSNSIGPVREGSPDALQNPCYIGTHGCDTNAACRPGPRTQFTCECSIGFRGDGRTCYDIDECSEQPSVCGSHTICNNHPGTFRCECVEGYQFSDEGTCVAVVDQRPINYCETGLHNCDIPQRAQCIYTGGSSYTCSCLPGFSGDGQACQDVDECQPSRCHPDAFCYNTPGSFTCQCKPGYQGDGFRCVPGEVEKTRCQHEREHILGAAGATDPQRPIPPGLFVPECDAHGHYAPTQCHGSTGYCWCVDRDGREVEGTRTRPGMTPPCLSTVAPPIHQGPAVPTAVIPLPPGTHLLFAQTGKIERLPLEGNTMRKTEAKAFLHVPAKVIIGLAFDCVDKMVYWTDITEPSIGRASLHGGEPTTIIRQDLGSPE80 5.4 - 10 10 6 6 1.16 0.906

119 sp|Q96PD5|PGRP2_HUMAN N-acetylmuramoyl-L-alanine amidase OS=Homo sapiens GN=PGLYRP2 PE=1 SV=166703 MAQGVLWILLGLLLWSDPGTASLPLLMDSVIQALAELEQKVPAAKTRHTASAWLMSAPNSGPHNRLYHFLLGAWSLNATELDPCPLSPELLGLTKEVARHDVREGKEYGVVLAPDGSTVAVEPLLAGLEAGLQGRRVINLPLDSMAAPWETGDTFPDVVAIAPDVRATSSPGLRDGSPDVTTADIGANTPDATKGCPDVQASLPDAKAKSPPTMVDSLLAVTLAGNLGLTFLRGSQTQSHPDLGTEGCWDQLSAPRTFTLLDPKASLLTMAFLNGALDGVILGDYLSRTPEPRPSLSHLLSQYYGAGVARDPGFRSNFRRQNGAALTSASILAQQVWGTLVLLQRLEPVHLQLQCMSQEQLAQVAANATKEFTEAFLGCPAIHPRCRWGAAPYRGRPKLLQLPLGFLYVHHTYVPAPPCTDFTRCAANMRSMQRYHQDTQGWGDIGYSFVVGSDGYVYEGRGWHWVGAHTLGHNSRGFGVAIVGNYTAALPTEAALRTVRDTLPSCAVRAGLLRPDYALLGHRQLVRTDCPGDALFDLLRTWPHFTATVKPRPARSVSKRSRREPPPRTLPATDLQ186 8.7 - 13 13 4 4 0.813 0.694

120 tr|Q6FGL0|Q6FGL0_HUMAN Galectin (Fragment) OS=Homo sapiens GN=LGALS3 PE=2 SV=128940 MADNFSLHDALSGSGNPNPQGWPGAWGNQPAGAGGYPGASYPGAYPGQAPPGAYPGQAPPGAYPGAPGAYPGAPAPGVYPGPPSGPGAYPSSGQPSAPGAYPATGPYGAPAGPLIVPYNLPLPGGVVPRMLITILGTVKPNANRIALDFQRGNDVAFHFNPRFNENNRRVIVCNTKLDNNWGREERQSVFPFESGKPFKIQVLVEPDHFKVAVNDAHLLQYNHRVKKLNEISKLGISGDIDLTSASYNMI38 4.4 3 1 1 1 1 --- ---

121 tr|Q1HP67|Q1HP67_HUMAN Lipoprotein, Lp(A) OS=Homo sapiens GN=LPA PE=1 SV=1240494 MEHKEVVLLLLLFLKSAAPEQSHVVQDCYHGDGQSYRGTYSTTVTGRTCQAWSSMTPHQHNRTTENYPNAGLIMNYCRNPDAVAAPYCYTRDPGVRWEYCNLTQCSDAEGTAVAPPTVTPVPSLEAPSEQAPTEQRPGVQECYHGNGQSYRGTYSTTVTGRTCQAWSSMTPHSHSRTPEYYPNAGLIMNYCRNPDAVAAPYCYTRDPGVRWEYCNLTQCSDAEGTAVAPPTVTPVPSLEAPSEQAPTEQRPGVQECYHGNGQSYRGTYSTTVTGRTCQAWSSMTPHSHSRTPEYYPNAGLIMNYCRNPDAVAAPYCYTRDPGVRWEYCNLTQCSDAEGTAVAPPTVTPVPSLEAPSEQAPTEQRPGVQECYHGNGQSYRGTYSTTVTGRTCQAWSSMTPHSHSRTPEYYPNAGLIMNYCRNPDAVAAPYCYTRDPGVRWEYCNLTQCSDAEGTAVAPPTVTPVPSLEAPSEQAPTEQRPGVQECYHGNGQSYRGTYSTTVTGRTCQAWSSMTPHSHSRTPEYYPNAGLIMNYCRNPDAVAAPYCYTRDPGVRWEYCNLTQCSDAEGTAVAPPTVTPVPSLEAPSEQAPTEQRPGVQECYHGNGQSYRGTYSTTVTGRTCQAWSSMTPHSHSRTPEYYPNAGLIMNYCRNPDAVAAPYCYTRDPGVRWEYCNLTQCSDAEGTAVAPPTVTPVPSLEAPSEQAPTEQRPGVQECYHGNGQSYRGTYSTTVTGRTCQAWSSMTPHSHSRTPEYYPNAGLIMNYCRNPDAVAAPYCYTRDPGVRWEYCNLTQCSDAEGTAVAPPTVTPVPSLEAPSEQAPTEQRPGVQECYHGNGQSYRGTYSTTVTGRTCQAWSSMTPHSHSRTPEYYPNAGLIMNYCRNPDPVAAPYCYTRDPSVRWEYCNLTQCSDAEGTAVAPPTITPIPSLEAPSEQAPTEQRPGVQECYHGNGQSYQGTYFITVTGRTCQAWSSMTPHSHSRTPAYYPNAGLIKNYCRNPDPVAAPWCYTTDPSVRWEYCNLTRCSDAEWTA211 6.1 1 17 17 10 10 0.451 0.452

122 tr|B4DI57|B4DI57_HUMAN cDNA FLJ54111, highly similar to Serotransferrin OS=Homo sapiens PE=2 SV=180545 MNQLRGKKSCHTGLGRSAGWNIPIGLLYCDLPEPRKPLEKAVANFFSGSCAPCADGTDFPQLCQLCPGCGCSTLNQYFGYSGAFKCLKDGAGDVAFVKHSTIFENLANKADRDQYELLCLDNTRKPVDEYKDCHLAQVPSHTVVARSMGSKEDLIWELLNQAQEHFGKDKSKEFQLFSSPHGKDLLFKDSAHGFLKVPPRMDAKMYLGYEYVTAIRNLREGTCPEAPTDECKPVKWCALSHHERLKCDEWSVNSVGKIECVSAETTEDCIAKIMNGEADAMSLDGGFVYIAGKCGLVPVLAENYNKSDNCEDTPEAGYFAVAVVKKSASDLTWDNLKGKKSCHTAVGRTAGWNIPMGLLYNKINHCRFDEFFSEGCAPGSKKDSSLCKLCMGSGLNLCEPNNKEGYYGYTGAFRCLVEKGDVAFVKHQTVPQNTGGKNPDPWAKNLNEKDYELLCLDGTRKPVEEYANCHLARAPNHAVVTRKDKEACVHKILRQQQHLFGSNVTDCSGNFCLFRSETKDLLFRDDTVCLAKLHDRNTYEKYLGEEYVKAVGNLRKCSTSSLLEACTFRRP134 10.2 4 11 11 6 6 1.114 0.93

123 tr|C9JC84|C9JC84_HUMAN Fibrinogen gamma chain OS=Homo sapiens GN=FGG PE=1 SV=163883 MSWSLHPRNLILYFYALLFLSSTCVAYVATRDNCCILDERFGSYCPTTCGIADFLSTYQTKVDKDLQSLEDILHQVENKTSEVKQLIKAIQLTYNPDESSKPNMIDAATLKSRKMLEEIMKYEASILTHDSSIRYLQEIYNSNNQKIVNLKEKVAQLEAQCQEPCKDTVQIHDITGKVKVDSPSLDCQDIANKGAKQSGLYFIKPLKANQQFLVYCEIDGSGNGWTVFQKRLDGSVDFKKNWIQYKEGFGHLSPTGTTEFWLGNEKIHLISTQSAIPYALRVELEDWNGRTSTADYAMFKVGPEADKYRLTYAYFAGGDAGDAFDGFDFGDDPSDKFFTSHNGMQFSTWDNDNDKFEGNCAEQDGSGWWMNKCHAGHLNGVYYQGGTYSKASTPNGYDNGIIWATWKTRWYSMKKTTMKIIPFNRLTIGEGQQHHLGGAKQVRPEHPAETEYDSLYPEDDL299 25.8 2 32 32 11 11 0.977 1.13

124 sp|P40197|GPV_HUMAN Platelet glycoprotein V OS=Homo sapiens GN=GP5 PE=1 SV=165693 MLRGTLLCAVLGLLRAQPFPCPPACKCVFRDAAQCSGGDVARISALGLPTNLTHILLFGMGRGVLQSQSFSGMTVLQRLMISDSHISAVAPGTFSDLIKLKTLRLSRNKITHLPGALLDKMVLLEQLFLDHNALRGIDQNMFQKLVNLQELALNQNQLDFLPASLFTNLENLKLLDLSGNNLTHLPKGLLGAQAKLERLLLHSNRLVSLDSGLLNSLGALTELQFHRNHIRSIAPGAFDRLPNLSSLTLSRNHLAFLPSALFLHSHNLTLLTLFENPLAELPGVLFGEMGGLQELWLNRTQLRTLPAAAFRNLSRLRYLGVTLSPRLSALPQGAFQGLGELQVLALHSNGLTALPDGLLRGLGKLRQVSLRRNRLRALPRALFRNLSSLESVQLDHNQLETLPGDVFGALPRLTEVLLGHNSWRCDCGLGPFLGWLRQHLGLVGGEEPPRCAGPGAHAGLPLWALPGGDAECPGPRGPPPRPAADSSSEAPVHPALAPNSSEPWVWAQPVTTGKGQDHSPFWGFYFLLLAVQAMITVIIVFAMIKIGQLFRKLIRERALG67 13.2 - 10 10 6 6 0.68 0.474

125 tr|B2R773|B2R773_HUMAN cDNA, FLJ93312, highly similar to Homo sapiens adipose most abundant gene transcript 1 (APM1), mRNA OS=Homo sapiens PE=2 SV=130174 MLLLGAVLLLLALPGHDQETTTQGPGVLLPLPKGACTGWMAGIPGHPGHNGAPGRDGRDGTPGEKGEKGDPGLIGPKGDIGETGVPGAEGPRGFPGIQGRKGEPGEGAYVYRSAFSVGLETYVTIPNMPIRFTKIFYNQQNHYDGSTGKFHCNIPGLYYFAYHITVYMKDVKVSPFRKDKAMLFTYDQYQENNVDQASGSVLLHLEVGDQVWLQVYGEGERNGLYADNDNDSTFTGFLLYHDTN151 16 1 12 12 3 3 1.067 1.1

126 tr|B4DUV1|B4DUV1_HUMANFibulin-1 OS=Homo sapiens PE=2 SV=1 79879 MATHQKDCSLPYATESKECRMVQEQCCHSQLEELHCATGISLANEQDRCATPHGDNASLEATFVKRCCHCCLLGRAAQAQGQSCEYSLMVGYQCGQVFRACCVKSQETGDLDVGGLQETDKIIEVEEEQEDPYLNDRCRGGGPCKQQCRDTGDEVVCSCFVGYQLLSDGVSCEDVNECITGSHSCRLGESCINTVGSFRCQRDSSCGTGYELTEDNSCKDIDECESGIHNCLPDFICQNTLGSFRCRPKLQCKSGFIQDALGNCIDINECLSISAPCPIGHTCINTEGSYTCQKNVPNCGRGYHLNEEGTRCVDVDECAPPAEPCGKGHRCVNSPGSFRCECKTGYYFDGISRMCVDVNECQRYPGRLCGHKCENTLGSYLCSCSVGFRLSVDGRSCEDINECSSSPCSQECANVYGSYQCYCRRGYQLSDVDGVTCEDIDECALPTGGHICSYRCINIPGSFQCSCPSSGYRLAPNGRNCQDIDECVTGIHNCSINETCFNIQGGFRCLAFECPENYRRSAATRCERLPCHENRECSKLPLRITYYHLSFPTNIQAPAVVFRMGPSSAVPGDSMQLAITGGNEEGFFTTRKVSPHSGVVALTKPVPEPRDLLLTVKMDLSRHGTVSSFVAKLFIFVSAEL284 25.9 - 42 15 13 4 --- ---

127 tr|E7EV88|E7EV88_HUMAN A disintegrin and metalloproteinase with thrombospondin motifs 13 OS=Homo sapiens GN=ADAMTS13 PE=4 SV=252259 MASDGAAPRAGLAWSPCSRRQLLSLLSAGRARCVWDPPRPQPGSAGHPPDAQPGLYYSANEQCRVAFGPKAVACTFAREHLDMCQALSCHTDPLDQSSCSRLLVPLLDGTECGVEKWCSKGRCRSLVELTPIAAVHGRWSSWGPRSPCSRSCGGGVVTRRRQCNNPRPAFGGRACVGADLQAEMCNTQACEKTQLEFMSQQCARTDGQPLRSSPGGASFYHWGAAVPHSQGDALCRHMCRAIGESFIMKRGDSFLDGTRCMPSGPREDGTLSLCVSGSCRTFGCDGRMDSQQVWDRCQVCGGDNSTCSPRKGSFTAGRAREYVTFLTVTPNLTSVYIANHRPLFTHLAVRIGGRYVVAGKMSISPNTTYPSLLEDGRVEYRVALTEDRLPRLEEIRIWGPLQEDADIQVGGVRAQLMHISWWSRPGLGERDLCARGRWPGGSSD75 8.8 1 6 6 4 4 1.187 0.911

128 sp|P08697|A2AP_HUMAN Alpha-2-antiplasmin OS=Homo sapiens GN=SERPINF2 PE=1 SV=360957 MALLWGLLVLSWSCLQGPCSVFSPVSAMEPLGRQLTSGPNQEQVSPLTLLKLGNQEPGGQTALKSPPGVCSRDPTPEQTHRLARAMMAFTADLFSLVAQTSTCPNLILSPLSVALALSHLALGAQNHTLQRLQQVLHAGSGPCLPHLLSRLCQDLGPGAFRLAARMYLQKGFPIKEDFLEQSEQLFGAKPVSLTGKQEDDLANINQWVKEATEGKIQEFLSGLPEDTVLLLLNAIHFQGFWRNKFDPSLTQRDSFHLDEQFTVPVEMMQARTYPLRWFLLEQPEIQVAHFPFKNNMSFVVLVPTHFEWNVSQVLANLSWDTLHPPLVWERPTKVRLPKLYLKHQMDLVATLSQLGLQELFQAPDLRGISEQSLVVSGVQHQSTLELSEVGVEAAAATSIAMSRMSLSSFSVNRPFLFFIFEDTTGLPLFVGSVRNPNPSAPRELKEQQDSPGNKDFLQSLKGFPRGDKLFGPDLKLVPPMEEDYPQFGSPK421 17.7 - 62 62 8 8 0.94 0.815

129 tr|Q6MZM7|Q6MZM7_HUMANPutative uncharacterized protein DKFZp686O12165 (Fragment) OS=Homo sapiens GN=DKFZp686O12165 PE=1 SV=1262413 ARAGCAAQGEEREPQARAGRGDLQPQLLWSSASLLSLHPSPSPPSGPQPPPYGHCVTDSGVVYSVGMQWLKTQGNKQMLCTCLGNGVSCQETAVTQTYGGNSNGEPCVLPFTYNGRTFYSCTTEGRQDGHLWCSTTSNYEQDQKYSFCTDHTVLVQTRGGNSNGALCHFPFLYNNHNYTDCTSEGRRDNMKWCGTTQNYDADQKFGFCPMAAHEEICTTNEGVMYRIGDQWDKQHDMGHMMRCTCVGNGRGEWTCIAYSQLRDQCIVDDITYNVNDTFHKRHEEGHMLNCTCFGQGRGRWKCDPVDQCQDSETGTFYQIGDSWEKYVHGVRYQCYCYGRGIGEWHCQPLQTYPSSSGPVEVFITETPSQPNSHPIQWNAPQPSHISKYILRWRPKNSVGRWKEATIPGHLNSYTIKGLKPGVVYEGQLISIQQYGHQEVTRFDFTTTSTSTPVTSNTVTGETTPFSPLVATSESVTEITASSFVVSWVSASDTVSGFRVEYELSEEGDEPQYLDLPSTATSVNIPDLLPGRKYIVNVYQISEDGEQSLILSTSQTTAPDAPPDPTVDQVDDTSIVVRWSRPQAPITGYRIVYSPSVEGSSTELNLPETANSVTLSDLQPGVQYNITIYAVEENQESTPVVIQQETTGTPRSDTVPSPRDLQFVEVTDVKVTIMWTPPESAVTGYRVDVIPVNLPGEHGQRLPISRNTFAEVTGLSPGVTYYFKVFAVSHGRESKPLTAQQTTKLDAPTNLQFVNETDSTVLVRWTPPRAQITGYRLTVGLTRRGQPRQYNVGPSVSKYPLRNLQPASEYTVSLVAIKGNQESPKATGVFTTLQPGSSIPPYNTEVTETTIVITWTPAPRIGFKLGVRPSQGGEAPREVTSDSGSIVVSGLTPGVEYVYTIQVLRDGQERDAPIVNKVVTPLSPPTNLHLEANPDTGVLTVSWERSTTPDITGYRITTTPTNGQQGNSLEEVVHADQSSCTFDNLSPGLEYNVSVYTVKDDKESVPISDTIIPEVPQLTDLSFVD9056 32.7 - 750 1 54 1 --- ---

130 tr|K7ER74|K7ER74_HUMAN Protein APOC4-APOC2 OS=Homo sapiens GN=APOC4-APOC2 PE=4 SV=123306 MSLLRNRLQALPALCLCVLVLACIGACQPEAQEGTLSPPPKLKMSRWSLVRGRMKELLETVVNRTRDGWQWFWSLDTMGTRLLPALFLVLLVLGFEVQGTQQPQQDEMPSPTFLTQVKESLSSYWESAKTAAQNLYEKTYLPAVDEKLRDLYSKSTAAMSTYTGIFTDQVLSVLKGEE455 28.1 1 66 66 4 4 0.977 0.997

131 tr|A2J1N5|A2J1N5_HUMAN Rheumatoid factor RF-ET6 (Fragment) OS=Homo sapiens PE=2 SV=112382 VESGGGVVQPGRSLRLSCAASGFTFSNYGLHLVRQAPGKGLEWVTLIWYDGSKKYYADSVKGRFTISRDNSKNTLYLQMDSLRAEDTAVYYCAR49 23.4 - 6 1 2 1 --- ---

132 tr|A0A0A0MT96|A0A0A0MT96_HUMANProtein IGKJ3 (Fragment) OS=Homo sapiens GN=IGKJ3 PE=4 SV=12332 XFTFGPGTKVDIK 28 69.2 - 1 1 1 1 --- ---

133 tr|S6AWD3|S6AWD3_HUMANIgG L chain OS=Homo sapiens PE=2 SV=1 22895 MRLPAQLLGLLLLWLPGMRCDIQMTQSPSSLSASVGDRVTITCRASQGNSNAVAWYQQKAGKAPKLLLYGASRLERGVPSRFSGSGSGTDYSLTISSLQPEDFATYYCQQYSSIPYTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESV907 23.5 - 130 1 4 1 --- ---

134 sp|P07357|CO8A_HUMAN Complement component C8 alpha chain OS=Homo sapiens GN=C8A PE=1 SV=276870 MFAVVFFILSLMTCQPGVTAQEKVNQRVRRAATPAAVTCQLSNWSEWTDCFPCQDKKYRHRSLLQPNKFGGTICSGDIWDQASCSSSTTCVRQAQCGQDFQCKETGRCLKRHLVCNGDQDCLDGSDEDDCEDVRAIDEDCSQYEPIPGSQKAALGYNILTQEDAQSVYDASYYGGQCETVYNGEWRELRYDSTCERLYYGDDEKYFRKPYNFLKYHFEALADTGISSEFYDNANDLLSKVKKDKSDSFGVTIGIGPAGSPLLVGVGVSHSQDTSFLNELNKYNEKKFIFTRIFTKVQTAHFKMRKDDIMLDEGMLQSLMELPDQYNYGMYAKFINDYGTHYITSGSMGGIYEYILVIDKAKMESLGITSRDITTCFGGSLGIQYEDKINVGGGLSGDHCKKFGGGKTERARKAMAVEDIISRVRGGSSGWSGGLAQNRSTITYRSWGRSLKYNPVVIDFEMQPIHEVLRHTSLGPLEAKRQNLRRALDQYLMEFNACRCGPCFNNGVPILEGTSCRCQCRLGSLGAACEQTQTEGAKADGSWSCWSSWSVCRAGIQERRRECDNPAPQNGGASCPGRKVQTQAC244 15.2 - 28 28 8 8 1.216 1.033

135 tr|D3DQX7|D3DQX7_HUMANSerum amyloid A protein OS=Homo sapiens GN=SAA1 PE=3 SV=115436 MKLLTGLVFCSLVLSVSSRSFFSFLGEAFDGARDMWRAYSDMREANYIGSDKYFHARGNYDAAKRGPGGAWAAEVISDARENIQRFFGHGAEDSLADQAANEWGRSGKDPNHFRPAGLPEKY105 20.5 - 10 9 3 2 1.459 1.048

136 tr|B2R6M6|B2R6M6_HUMAN cDNA, FLJ93024, highly similar to Homo sapiens EGF-containing fibulin-like extracellular matrix protein 1 (EFEMP1), transcript variant 1, mRNA OS=Homo sapiens PE=2 SV=160522 MLKALFLTMLTLALVKSQDTEETITYTQCTDGYEWDPVRQQCKDIDECDIVPDACKGGMKCVNHYGGYLCLPKTAQIIVNNEQPQQETQPAEGTSGATTGVVAASSMATSGVLPGGGFVASAAAVAGPEMQTGRNNFVIRRNPADPQRIPSNPSHRIQCAAGYEQSEHNVCQDIDECTAGTHNCRADQVCINLRGSFACQCPPGYQKRGEQCVDIDECTIPPYCHQRCVNTPGSFYCQCSPGFQLAANNYTCVDINECDASNQCAQQCYNILGSFICQCNQGYELSSDRLNCEDIDECRTSSYLCQYQCVNEPGKFSCMCPQGYQVVRSRTCQDINECETTNECREDEMCWNYHGGFRCYPRNPCQDPYILTPENRCVCPVSNAMCRELPQSIVYKYMSIRSDRSVPSDIFQIQATTVYANTINTFRIKSGNENGEFYLRQTSPVSAMLVLVKSLSGPREHIVDLEMLTVSSIGTFRTSSVLRLTIIVGPFSF224 9.7 6 22 22 4 4 1.206 1.336

137 tr|Q96K68|Q96K68_HUMAN cDNA FLJ14473 fis, clone MAMMA1001080, highly similar to Homo sapiens SNC73 protein (SNC73) mRNA OS=Homo sapiens PE=2 SV=159670 MELGLRWVFLVAFLEGVQCEVQLVESGGGLVKPGGSLRLSCAASGLSFSTYAMNWVRQAPGKGLEWVSSISSRSDYIYYRDSVKGRFTISRDNAKNSLYLQMNSLRVDDTAVYYCARDSCNGAICYGFSPWGQGTLVTVSSASPTSPKVFPLSLCSTQPDGNVVIACLVQGFFPQEPLSVTWSESGQGVTARNFPPSQDASGDLYTTSSQLTLPATQCLAGKSVTCHVKHYTNPSQDVTVPCPVPSTPPTPSPSTPPTPSPSCCHPRLSLHRPALEDLLLGSEANLTCTLTGLRDASGVTFTWTPSSGKSAVQGPPERDLCGCYSVSSVLPGCAEPWNHGKTFTCTAAYPESKTPLTATLSKSGNTFRPEVHLLPPPSEELALNELVTLTCLARGFSPKDVLVRWLQGSQELPREKYLTWASRQEPSQGTTTFAVTSILRVAAEDWKKGDTFSCMVGHEALPLAFTQKTIDRLAGKPTHVNVSVVMAEVDGTCY1125 28.3 - 121 58 11 4 1.124 1.135

138 tr|Q6ZRG8|Q6ZRG8_HUMAN cDNA FLJ46365 fis, clone TESTI4051054 OS=Homo sapiens PE=2 SV=123673 MGPGIVLVSSHGKMLDLTMTRAAKIGLYLSEPIESSTSTTRGFYCLSQLQQHNMRQGPRTAELCTVFRRGCELLLCRVGRCFRALQAPCRPLLTVHGLHLPYLLSCPISCSWLWFPEGSRLHRLPCVLTLWWVCKWQSPGKETGEHGHGSSGGHGGFRLPPRSTCFISSGHQDCITRTMTTLRALLQLKT30 3.2 1 5 5 1 1 --- ---

139 sp|P67936|TPM4_HUMAN Tropomyosin alpha-4 chain OS=Homo sapiens GN=TPM4 PE=1 SV=3 >tr|V9HW56|V9HW56_HUMAN Epididymis secretory protein Li 108 OS=Homo sapiens GN=HEL-S-108 PE=2 SV=136528 MAGLNSLEAVKRKIQALQQQADEAEDRAQGLQRELDGERERREKAEGDVAALNRRIQLVEEELDRAQERLATALQKLEEAEKAADESERGMKVIENRAMKDEEKMEIQEMQLKEAKHIAEEADRKYEEVARKLVILEGELERAEERAEVSELKCGDLEEELKNVTNNLKSLEAASEKYSEKEDKYEEEIKLLSDKLKEAETRAEFAERTVAKLEKTIDDLEEKLAQAKEENVGLHQTLDQTLNELNCI106 21.8 - 11 6 5 3 1.325 1.22

140 tr|A6YID2|A6YID2_HUMAN Fibronectin splice variant A (Fragment) OS=Homo sapiens GN=FN1 PE=2 SV=174428 SQMQVTDVQDNSISVKWLPSSSPVTGYRVTTTPKNGPGPTKTKTAGPDQTEMTIEGLQPTVEYVVSVYAQNPSGESQPLVQTAVTNIDRPKGLAFTDVDVDSIKIAWESPQGQVSRYRVTYSSPEDGIHELFPAPDGEEDTAELQGLRPGSEYTVSVVALHDDMESQPLIGTQSTAIPAPTDLKFTQVTPTSLSAQWTPPNVQLTGYRVRVTPKEKTGPMKEINLAPDSSSVVVSGLMVATKYEVSVYALKDTLTSRPAQGVVTTLENVSPPRRARVTDATETTITISWRTKTETITGFQVDAVPANGQTPIQRTIKPDVRSYTITGLQPGTDYKIYLYTLNDNARSSPVVIDASTAIDAPSNLRFLATTPNSLLVSWQPPRARITGYIIKYEKPGSPPREVVPRPRPGVTEATITGLEPGTEYTIYVIALKNNQKSEPLIGRKKTDELPQLVTLPHPNLHGPEILDVPSTVQKTPFVTHPGYDTGNGIQLPGTSGQQPSVGQQMIFEEHGFRRTTPPTTATPIRHRPRPYPPNVGQEALSQTTISWAPFQDTSEYIISCHPVGTDEEPLQFRVPGTSTSATLTGLTRGATYNVIVEALKDQQRHKVREEVVT2728 39.2 3 214 1 16 1 --- ---

141 sp|P27169|PON1_HUMAN Serum paraoxonase/arylesterase 1 OS=Homo sapiens GN=PON1 PE=1 SV=346266 MAKLIALTLLGMGLALFRNHQSSYQTRLNALREVQPVELPNCNLVKGIETGSEDLEILPNGLAFISSGLKYPGIKSFNPNSPGKILLMDLNEEDPTVLELGITGSKFDVSSFNPHGISTFTDEDNAMYLLVVNHPDAKSTVELFKFQEEEKSLLHLKTIRHKLLPNLNDIVAVGPEHFYGTNDHYFLDPYLQSWEMYLGLAWSYVVYYSPSEVRVVAEGFDFANGINISPDGKYVYIAELLAHKIHVYEKHANWTLTPLKSLDFNTLVDNISVDPETGDLWVGCHPNGMKIFFYDSENPPASEVLRIQNILTEEPKVTQVYAENGTVLQGSTVASVYKGKLLIGTVFHKALYCEL613 23.1 - 81 81 8 8 1.039 0.917

142 tr|A0A024RCD0|A0A024RCD0_HUMANProprotein convertase subtilisin/kexin type 6, isoform CRA_g OS=Homo sapiens GN=PCSK6 PE=3 SV=1109973 MDPQVKWLQQQEVKRRVKRQVRSDPQALYFNDPIWSNMWYLHCGDKNSRCRSEMNVQAAWKRGYTGKNVVVTILDDGIERNHPDLAPNYDSYASYDVNGNDYDPSPRYDASNENKHGTRCAGEVAASANNSYCIVGIAYNAKIGGIRMLDGDVTDVVEAKSLGIRPNYIDIYSASWGPDDDGKTVDGPGRLAKQAFEYGIKKGRQGLGSIFVWASGNGGREGDYCSCDGYTNSIYTISVSSATENGYKPWYLEECASTLATTYSSGAFYERKIVTTDLRQRCTDGHTGTSVSAPMVAGIIALALEANSQLTWRDVQHLLVKTSRPAHLKASDWKVNGAGHKVSHFYGFGLVDAEALVVEAKKWTAVPSQHMCVAASDKRPRSIPLVQVLRTTALTSACAEHSDQRVVYLEHVVVRTSISHPRRGDLQIYLVSPSGTKSQLLAKRLLDLSNEGFTNWEFMTVHCWGEKAEGQWTLEIQDLPSQVRNPEKQGKLKEWSLILYGTAEHPYHTFSAHQSRSRMLELSAPELEPPKAALSPSQVEVPEDEEDYTAQSTPGSANILQTSVCHPECGDKGCDGPNADQCLNCVHFSLGSVKTSRKCVSVCPLGYFGDTAARRCRRCHKGCETCSSRAATQCLSCRRGFYHHQEMNTCVTLCPAGFYADESQKNCLKCHPSCKKCVDEPEKCTVCKEGFSLARGSCIPDCEPGTYFDSELIRCGECHHTCGTCVGPGREECIHCAKNFHFHDWKCVPACGEGFYPEEMPGLPHKVCRRCDENCLSCAGSSRNCSRCKTGFTQLGTSCITNHTCSNADETFCEMVKSNRLCERKLFIQFCCRTCLLAG25 2.1 7 2 2 2 2 --- ---

143 tr|B4DN21|B4DN21_HUMAN cDNA FLJ53365, highly similar to Homo sapiens fibronectin 1 (FN1), transcript variant 4, mRNA OS=Homo sapiens PE=2 SV=138489 MIFEEHGFRRTTPPTTATPIRHRPRPYPPNVGQEALSQTTISWAPFQDTSEYIISCHPVGTDEEPLQFRVPGTSTSATLTGLTRGATYNIIVEALKDQQRHKVREEVVTVGNSVNEGLNQPTDDSCFDPYTVSHYAVGDEWERMSESGFKLLCQCLGFGSGHFRCDSSRWCHDNGVNYKIGEKWDRQGENGQMMSCTCLGNGKGEFKCDPHEATCYDDGKTYHVGEQWQKEYLGAICSCTCFGGQRGWRCDNCRRPGGEPSPEGTTGQSYNQYSQRYHQRTNTNVNCPIECFMPLDVQADREDSRE2830 43.1 1 173 4 11 1 0.911 0.845

144 sp|P02763|A1AG1_HUMAN Alpha-1-acid glycoprotein 1 OS=Homo sapiens GN=ORM1 PE=1 SV=1 >tr|V9HWF6|V9HWF6_HUMAN Alpha-1-acid glycoprotein OS=Homo sapiens GN=HEL-S-153w PE=2 SV=128288 MALSWVLTVLSLLPLLEAQIPLCANLVPVPITNATLDQITGKWFYIASAFRNEEYNKSVQEIQATFFYFTPNKTEDTIFLREYQTRQDQCIYNTTYLNVQRENGTISRYVGGQEHFAHLLILRDTKTYMLAFDVNDEKNWGLSVYADKPETTKEQLGEFYEALDCLRIPKSDVVYTDWKKDKCEPLEKQHEKERKQEEGES54 7.5 - 5 5 1 1 0.797 0.895

145 tr|E1U340|E1U340_HUMAN ZNF511/PRAP1 fusion protein OS=Homo sapiens PE=2 SV=141096 MQVADVPEKPRVPAFACQVAGCCQVFDALDDYEHHYHTLHGNVCSFCKRAFPSGHLLDAHILEWHDSLFQILSERQDMYQCLVEGCTEKFKTSRDRKDHMVRMHLYPADFRFDKPKKSRSPASAEAPGDSGERSEGEAMEICSEPVAASPAPAGERRIYRHRLLLVTSLVVVLLWEAGAVPAPKVPIKMQVKHWPSEQDPEKAWGARVVEPPEKDDQLVVLFPVQKPKLLTTEEKPRGQGRGPILPGTKAWMETEDTLGRVLSPEPDHDSLYHPPPEEDQGEERPRLWVMPNHQVLLGPEEDQDHIYHPQ30 5.5 2 4 4 2 2 --- ---

146 tr|D6RAR4|D6RAR4_HUMANHepatocyte growth factor activator OS=Homo sapiens GN=HGFAC PE=3 SV=178528 MGRWAWVPSPWPPPGLGPFLLLLLLLLLLPRGFQPQPGGNRTESPEPNATATPAIPTILVTSVTSETPATSAPEAEGPQSGGLPPPPRAVPSSSSPQAQALTEDGRPCRFPFRYGGRMLHACTSEGSAHRKWCATTHNYDRDRAWGYCVEATPPPGGPAALDPCASGPCLNGGSCSNTQDPQSYHCSCPRAFTGKDCGTEKCFDETRYEYLEGGDRWARVRQGHVEQCECFGGRTWCEGTRHTACLSSPCLNGGTCHLIVATGTTVCACPPGFAGRLCNIEPDERCFLGNGTGYRGVASTSASGLSCLAWNSDLLYQELHVDSVGAAALLGLGPHAYCRNPDNDERPWCYVVKDSALSWEYCRLEACDLETEGRESLTRVQLSPDLLATLPEPASPGRQACGRRHKKRTFLRPRIIGGSSSLPGSHPWLAAIYIGDSFCAGSLVHTCWVVSAAHCFSHSPPRDSVSVVLGQHFFNRTTDVTQTFGIEKYIPYTLYSVFNPSDHDLVLIRLKKKGDRCATRSQFVQPICLPEPGSTFPAGHKCQIAGWGHLDENVSGYSSSLREALVPLVADHKCSSPEVYGADISPNMLCAGYFDCKSDACQGDSGGPLACEKNGVAYLYGIISWGDGCGRLHKPGVYTRVANYVDWINDRIRPPRRLVAPS45 1.7 1 4 4 1 1 --- ---

147 tr|A0A087WYJ9|A0A087WYJ9_HUMANIg mu chain C region OS=Homo sapiens GN=IGHM PE=1 SV=174671 MSVSFLIFLPVLGLPWGVLSQVQLQQSGPGLVKPSQTLSLTCAISGDSVSSNSAAWNWIRQSPSRGLEWLGRTYYRSKWYNDYAVSVKSRITINPDTSKNQFSLQLNSVTPEDTAVYYCAREYYYGSGSDNWFDPWGQGTLVTVSSGSASAPTLFPLVSCENSPSDTSSVAVGCLAQDFLPDSITFSWKYKNNSDISSTRGFPSVLRGGKYAATSQVLLPSKDVMQGTDEHVVCKVQHPNGNKEKNVPLPVIAELPPKVSVFVPPRDGFFGNPRKSKLICQATGFSPRQIQVSWLREGKQVGSGVTTDQVQAEAKESGPTTYKVTSTLTIKESDWLGQSMFTCRVDHRGLTFQQNASSMCVPDQDTAIRVFAIPPSFASIFLTKSTKLTCLVTDLTTYDSVTISWTRQNGEAVKTHTNISESHPNATFSAVGEASICEDDWNSGERFTCTVTHTDLPSPLKQTISRPKGVALHRPDVYLLPPAREQLNLRESATITCLVTGFSPADVFVQWMQRGQPLSPEKYVTSAPMPEPQAPGRYFAHSILTVSEEEWNTGETYTCVVAHEALPNRVTERTVDKSTGKPTLYNVSLVMSDTAGTCY7728 35.4 - 611 4 21 2 --- ---

148 tr|B2RBZ5|B2RBZ5_HUMAN cDNA, FLJ95778, highly similar to Homo sapiens serpin peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 10 (SERPINA10), mRNA OS=Homo sapiens PE=2 SV=160491 MKVVPSLLLSVLLAQVWLVPGLAPSPQSPETPAPQNQTSRVVQAPREEEEDEQEASEEKAGEEEKAWLMASRQQLAKETSNFGFSLLRKISMRHDGNMVFSPFGMSLAMTGLMLGATGPTETQIKRGLHLQALKPTKPGLLPSLFKGLRETLSRNLELGLSQGSFAFIHKDFDVKETFFNLSKRYFDTECVPMNFRNASQAKRLMNHYINKETRGKIPKLFDEINPETKLILVVYILFKGKWLTPFDPVFTEVDTFHLDKYKTIKVPMMYGAGKFASTFDKNFRCHVLKLPYQGNATMLVVLMEKMGDHLALEDYLTTDLVETWLRNMKTRNMEVFFPKFKLDQKYEMHELLRQMGIRRIFSPFADLSELSATGRNLQVSRVLQRTVIEVDERGTEAVAGILSEITAYSMPPVIKVDRPFHFMIYEETSGMLLFLGRVVNPTLL328 16.4 - 31 1 8 1 --- ---

149 tr|D3DQH5|D3DQH5_HUMANCoiled-coil domain containing 69, isoform CRA_a OS=Homo sapiens GN=CCDC69 PE=4 SV=141482 MGCRHSRLSSCKPPKKRQEPEPEQPPRPEPHELGPLNGDTAITVQLCASEEAERHQKDITRILQQHEEEKKKWAQQVEKERELELRDRLDEQQRVLEGKNEEALQVLRASYEQEKEALTHSFREASSTQQETIDRLTSQLEAFQAKMKRVEESILSRNYKKHIQDYGSPSQFWEQELESLHFVIEMKNERIHELDKRLILMETVKEKNLILEEKITTLQQENEDLHVRSRNQVVLSRQLSEDLLLTREALEKEVQLRRQLQQEKEELLYRVLGANASPAFPLAPVTPTEVSFLAT29 4.7 - 2 2 2 2 --- ---

150 tr|B7Z549|B7Z549_HUMAN cDNA FLJ56821, highly similar to Inter-alpha-trypsin inhibitor heavy chain H1 OS=Homo sapiens PE=2 SV=187971 MDGAMGPRGLLLCMYLVSLLILQAMPALGSATGRSKSSEKRQAVDTAVDGVFIRSLKVNCKVTSRFAHYVVTSQVVNTANEAREVAFDLEIPKTAFISDFAVTADGNAFIGDIKDKVTAWKQYRKAAISGENAGLVRASGRTMEQFTIHLTVNPQSKVTFQLTYEEVLKRNHMQYEIVIKVKPKQLVHHFEIDVDIFEPQGISKLDAQASFLPKELAAQTIKKSFSGKKGHVLFRPTVSQQQSCPTCSTSLLNGHFKVTYDVSRDKICDLLVANNHFAHFFAPQNLTNMNKNVVFVIDISGSMRGQKVKQTKEALLKILGDMQPGDYFDLVLFGTRVQSWKGSLVQASEANLQAAQDFVRGFSLDEATNLNGGLLRGIEILNQVQESLPELSNHASILIMLTDGDPTEGVTDRSQILKNVRNAIRGRFPLYNLGFGHNVDFNFLEVMSMENNGRAQRIYEDHDATQQLQGFYSQVAKPLLVDVDLQYPQDAVLALTQNHHKQYYEGSEIVVAGRIADNKQSSFKADVQAHGEGQEFSITCLVDEEEMKKLLRERGHMLENHVERLWAYLTIQELLAKRMKVDREERANLSSQALQMSLDYGFVTPLTSMSIRGMADQDGLKPTIDKPSEDSPPLEMLGPRRTFVLSALQPSPTHSSSNTQRLPDRVTGVDTDPHAFH1649 28.1 1 119 119 15 15 1.098 1.03

151 tr|F5H0G0|F5H0G0_HUMAN ATP-binding cassette sub-family B member 9 OS=Homo sapiens GN=ABCB9 PE=4 SV=133165 MRLWKAVVVTLAFMSVDICVTTAIYVFSHLDRSLLEDIRHFNIFDSVLDLWAACLYRSCLLLGATIGVAKNSALGPRRLRASWLVITLVCLFVGIYAMVKLLLFSEVRRPIRDPWFWALFVWTYISLGASFLLWWLLSTVRPGTQALEPGAATEAEGFPGSGRPPPEQASGATLQKLLSYTKPDVAFLVAASFFLIVAALGETFLPYYTGRAIDGIVIQKSMDQFSTAVVIVCLLAIGRYSGRHFYPHICQTEHSPSKLSLPLTGVPGDKLL33 2.6 3 5 5 1 1 --- ---

152 tr|A2IPI4|A2IPI4_HUMAN HRV Fab 025-VL (Fragment) OS=Homo sapiens PE=2 SV=114086 MAELQMTQSPSSLSASVGDRVTITCRASQSISSYLNWYQQKPGKAPKLLIYAASSLQSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCQQANRFPLTFGGGTKVEIKRTVA67 8.8 - 2 2 1 1 --- ---

153 sp|P00734|THRB_HUMAN Prothrombin OS=Homo sapiens GN=F2 PE=1 SV=2 80601 MAHVRGLQLPGCLALAALCSLVHSQHVFLAPQQARSLLQRVRRANTFLEEVRKGNLERECVEETCSYEEAFEALESSTATDVFWAKYTACETARTPRDKLAACLEGNCAEGLGTNYRGHVNITRSGIECQLWRSRYPHKPEINSTTHPGADLQENFCRNPDSSTTGPWCYTTDPTVRRQECSIPVCGQDQVTVAMTPRSEGSSVNLSPPLEQCVPDRGQQYQGRLAVTTHGLPCLAWASAQAKALSKHQDFNSAVQLVENFCRNPDGDEEGVWCYVAGKPGDFGYCDLNYCEEAVEEETGDGLDEDSDRAIEGRTATSEYQTFFNPRTFGSGEADCGLRPLFEKKSLEDKTERELLESYIDGRIVEGSDAEIGMSPWQVMLFRKSPQELLCGASLISDRWVLTAAHCLLYPPWDKNFTENDLLVRIGKHSRTRYERNIEKISMLEKIYIHPRYNWRENLDRDIALMKLKKPVAFSDYIHPVCLPDRETAASLLQAGYKGRVTGWGNLKETWTANVGKGQPSVLQVVNLPIVERPVCKDSTRIRITDNMFCAGYKPDEGKRGDACEGDSGGPFVMKSPFNNRWYQMGIVSWGEGCDRDGKYGFYTHVFRLKKWIQKVIDQFGE5988 58.5 - 555 555 31 31 1.043 1.089

154 sp|Q92954|PRG4_HUMAN Proteoglycan 4 OS=Homo sapiens GN=PRG4 PE=1 SV=2 >tr|A0A024R930|A0A024R930_HUMAN Proteoglycan 4, isoform CRA_a OS=Homo sapiens GN=PRG4 PE=4 SV=1202736 MAWKTLPIYLLLLLSVFVIQQVSSQDLSSCAGRCGEGYSRDATCNCDYNCQHYMECCPDFKRVCTAELSCKGRCFESFERGRECDCDAQCKKYDKCCPDYESFCAEVHNPTSPPSSKKAPPPSGASQTIKSTTKRSPKPPNKKKTKKVIESEEITEEHSVSENQESSSSSSSSSSSSTIRKIKSSKNSAANRELQKKLKVKDNKKNRTKKKPTPKPPVVDEAGSGLDNGDFKVTTPDTSTTQHNKVSTSPKITTAKPINPRPSLPPNSDTSKETSLTVNKETTVETKETTTTNKQTSTDGKEKTTSAKETQSIEKTSAKDLAPTSKVLAKPTPKAETTTKGPALTTPKEPTPTTPKEPASTTPKEPTPTTIKSAPTTPKEPAPTTTKSAPTTPKEPAPTTTKEPAPTTPKEPAPTTTKEPAPTTTKSAPTTPKEPAPTTPKKPAPTTPKEPAPTTPKEPTPTTPKEPAPTTKEPAPTTPKEPAPTAPKKPAPTTPKEPAPTTPKEPAPTTTKEPSPTTPKEPAPTTTKSAPTTTKEPAPTTTKSAPTTPKEPSPTTTKEPAPTTPKEPAPTTPKKPAPTTPKEPAPTTPKEPAPTTTKKPAPTTPKEPAPTTPKETAPTTPKKLTPTTPEKLAPTTPEKPAPTTPEELAPTTPEEPTPTTPEEPAPTTPKAAAPNTPKEPAPTTPKEPAPTTPKEPAPTTPKETAPTTPKGTAPTTLKEPAPTTPKKPAPKELAPTTTKEPTSTTCDKPAPTTPKGTAPTTPKEPAPTTPKEPAPTTPKGTAPTTLKEPAPTTPKKPAPKELAPTTTKGPTSTTSDKPAPTTPKETAPTTPKEPAPTTPKKPAPTTPETPPPTTSEVSTPTTTKEPTTIHKSPDESTPELSAEPTPKALENSPKEPGVPTTKTPAATKPEMTTTAKDKTTERDLRTTPETTTAAPKMTKETATTTEKTTESKITATTTQVTSTTTQDTTPFKITTLKTTTLAPKVTTTKKTITTTEIMNKPEETAKPKDRATNSKATTPKPQKP94 4.5 - 12 12 7 7 0.695 0.696

155 sp|P01861|IGHG4_HUMAN Ig gamma-4 chain C region OS=Homo sapiens GN=IGHG4 PE=1 SV=144036 ASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTKTYTCNVDHKPSNTKVDKRVESKYGPPCPSCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQFNWYVDGVEVHNAKTKPREEQFNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVYTLPPSQEEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVFSCSVMHEALHNHYTQKSLSLSLGK603 25.1 - 38 3 6 2 --- ---

156 tr|Q8TCZ8|Q8TCZ8_HUMAN Apolipoprotein E (Fragment) OS=Homo sapiens GN=APOE PE=4 SV=17933 RLGADMEDVRGRLVQYRGEVQAMLGQSTEELRVRLASHLRKLRKRLLRDADDLQKCL953 54.4 - 49 1 3 1 --- ---

157 sp|P01708|LV205_HUMAN Ig lambda chain V-II region BUR OS=Homo sapiens PE=1 SV=113495 QSALTQPRSVSGSPGHSVTISCIGTSSNVGDYKYVSWYQQHPGKAPKLIIYEVSSRPSGVPDRFSGSKSGNTASLTISGLQAEDEADYYCCSYIGSYVFGTGTKVIVLG36 10.1 - 1 1 1 1 --- ---

158 sp|P07996|TSP1_HUMAN Thrombospondin-1 OS=Homo sapiens GN=THBS1 PE=1 SV=2150327 MGLAWGLGVLFLMHVCGTNRIPESGGDNSVFDIFELTGAARKGSGRRLVKGPDPSSPAFRIEDANLIPPVPDDKFQDLVDAVRAEKGFLLLASLRQMKKTRGTLLALERKDHSGQVFSVVSNGKAGTLDLSLTVQGKQHVVSVEEALLATGQWKSITLFVQEDRAQLYIDCEKMENAELDVPIQSVFTRDLASIARLRIAKGGVNDNFQGVLQNVRFVFGTTPEDILRNKGCSSSTSVLLTLDNNVVNGSSPAIRTNYIGHKTKDLQAICGISCDELSSMVLELRGLRTIVTTLQDSIRKVTEENKELANELRRPPLCYHNGVQYRNNEEWTVDSCTECHCQNSVTICKKVSCPIMPCSNATVPDGECCPRCWPSDSADDGWSPWSEWTSCSTSCGNGIQQRGRSCDSLNNRCEGSSVQTRTCHIQECDKRFKQDGGWSHWSPWSSCSVTCGDGVITRIRLCNSPSPQMNGKPCEGEARETKACKKDACPINGGWGPWSPWDICSVTCGGGVQKRSRLCNNPTPQFGGKDCVGDVTENQICNKQDCPIDGCLSNPCFAGVKCTSYPDGSWKCGACPPGYSGNGIQCTDVDECKEVPDACFNHNGEHRCENTDPGYNCLPCPPRFTGSQPFGQGVEHATANKQVCKPRNPCTDGTHDCNKNAKCNYLGHYSDPMYRCECKPGYAGNGIICGEDTDLDGWPNENLVCVANATYHCKKDNCPNLPNSGQEDYDKDGIGDACDDDDDNDKIPDDRDNCPFHYNPAQYDYDRDDVGDRCDNCPYNHNPDQADTDNNGEGDACAADIDGDGILNERDNCQYVYNVDQRDTDMDGVGDQCDNCPLEHNPDQLDSDSDRIGDTCDNNQDIDEDGHQNNLDNCPYVPNANQADHDKDGKGDACDHDDDNDGIPDDKDNCRLVPNPDQKDSDGDGRGDACKDDFDHDSVPDIDDICPENVDISETDFRRFQMIPLDPKGTSQNDPNWVVRHQGKELVQTVNCDPGLAVGYDEFNAVDFSGTFFINTERDDDYAG1599 25.5 - 210 4 27 1 1.534 0.833

159 sp|Q4G0X9|CCD40_HUMAN Coiled-coil domain-containing protein 40 OS=Homo sapiens GN=CCDC40 PE=2 SV=2155929 MAEPGGAAGRSHPEDGSASEGEKEGNNESHMVSPPEKDDGQKGEEAVGSTEHPEEVTTQAEAAIEEGEVETEGEAAVEGEEEAVSYGDAESEEEYYYTETSSPEGQISAADTTYPYFSPPQELPGEEAYDSVSGEAGLQGFQQEATGPPESRERRVTSPEPSHGVLGPSEQMGQVTSGPAVGRLTGSTEEPQGQVLPMGVQHRFRLSHGSDIESSDLEEFVSQEPVIPPGVPDAHPREGDLPVFQDQIQQPSTEEGAMAERVESEGSDEEAEDEGSQLVVLDPDHPLMVRFQAALKNYLNRQIEKLKLDLQELVVATKQSRAQRQELGVNLYEVQQHLVHLQKLLEKSHDRHAMASSERRQKEEELQAARALYTKTCAAANEERKKLAALQTEMENLALHLFYMQNIDQDMRDDIRVMTQVVKKAETERIRAEIEKKKQDLYVDQLTTRAQQLEEDIALFEAQYLAQAEDTRILRKAVSEACTEIDAISVEKRRIMQQWASSLVGMKHRDEAHRAVLEALRGCQHQAKSTDGEIEAYKKSIMKEEEKNEKLASILNRTETEATLLQKLTTQCLTKQVALQSQFNTYRLTLQDTEDALSQDQLEQMILTEELQAIRQAIQGELELRRKTDAAIREKLQEHMTSNKTTKYFNQLILRLQKEKTNMMTHLSKINGDIAQTTLDITHTSSRLDAHQKTLVELDQDVKKVNELITNSQSEISRRTILIERKQGLINFLNKQLERMVSELGGEEVGPLELEIKRLSKLIDEHDGKAVQAQVTWLRLQQEMVKVTQEQEEQLASLDASKKELHIMEQKKLRVESKIEQEKKEQKEIEHHMKDLDNDLKKLNMLMNKNRCSSEELEQNNRVTENEFVRSLKASERETIKMQDKLNQLSEEKATLLNQLVEAEHQIMLWEKKIQLAKEMRSSVDSEIGQTEIRAMKGEIHRMKVRLGQLLKQQEKMIRAMELAVARRETVTTQAEGQRKMDRKALTRTDFHHKQLELRRKIRDVRKATDECTKTVLELEETQR21 0.7 - 4 4 1 1 --- ---

160 sp|O00187|MASP2_HUMAN Mannan-binding lectin serine protease 2 OS=Homo sapiens GN=MASP2 PE=1 SV=486928 MRLLTLLGLLCGSVATPLGPKWPEPVFGRLASPGFPGEYANDQERRWTLTAPPGYRLRLYFTHFDLELSHLCEYDFVKLSSGAKVLATLCGQESTDTERAPGKDTFYSLGSSLDITFRSDYSNEKPFTGFEAFYAAEDIDECQVAPGEAPTCDHHCHNHLGGFYCSCRAGYVLHRNKRTCSALCSGQVFTQRSGELSSPEYPRPYPKLSSCTYSISLEEGFSVILDFVESFDVETHPETLCPYDFLKIQTDREEHGPFCGKTLPHRIETKSNTVTITFVTDESGDHTGWKIHYTSTAQPCPYPMAPPNGHVSPVQAKYILKDSFSIFCETGYELLQGHLPLKSFTAVCQKDGSWDRPMPACSIVDCGPPDDLPSGRVEYITGPGVTTYKAVIQYSCEETFYTMKVNDGKYVCEADGFWTSSKGEKSLPVCEPVCGLSARTTGGRIYGGQKAKPGDFPWQVLILGGTTAAGALLYDNWVLTAAHAVYEQKHDASALDIRMGTLKRLSPHYTQAWSEAVFIHEGYTHDAGFDNDIALIKLNNKVVINSNITPICLPRKEAESFMRTDDIGTASGWGLTQRGFLARNLMYVDIPIVDHQKCTAAYEKPPYPRGSVTANMLCAGLESGGKDSCRGDSGGALVFLDSETERWFVGGIVSWGSMNCGEAGQYGVYTKVINYIPWIENIISDF241 12.5 - 30 30 9 9 1.078 1.235

161 tr|B1AH77|B1AH77_HUMAN Ras-related C3 botulinum toxin substrate 2 OS=Homo sapiens GN=RAC2 PE=1 SV=121005 MVDSKPVNLGLWDTAGQEDYDRLRPLSYPQTDVFLICFSLVSPASYENVRAKWFPEVRHHCPSTPIILVGTKLDLRDDKDTIEKLKEKKLAPITYPQGLALAKEIDSVKYLECSALTQRGLKTVFDEAIRAVLCPQPTRQQKRACSLL35 9.5 3 1 1 1 1 --- ---

162 tr|B4E1D8|B4E1D8_HUMAN cDNA FLJ51597, highly similar to C4b-binding protein alpha chain OS=Homo sapiens PE=2 SV=171792 MDITLTETRFKTGTTLKYTCLPGYVRSHSTQTLTCNSDGEWVYNTFCIYKRCRHPGELRNGQVEIKTDLSFGSQIEFSCSEGFFLIGSTTSRCEVQDRGVGWSHPLPQCEIVKCKPPPDIRNGRHSGEENFYAYGFSVTYSCDPRFSLLGHASISCTVENETIGVWRPSPPTCEKITCRKPDVSHGEMVSGFGPIYNYKDTIVFKCQKGFVLRGSSVIHCDADSKWNPSPPACEPNSCTNLPDIPHASWETYPRPTKEDVYVVGTVLRYRCHPGYKPTTDEPTTVICQKNLRWTPYQGCEALCCPEPKLNNGEITQHRKSRPANHCVYFYGDEISFSCHETSRFSAICQGDGTWSPRTPSCGDICNFPPKIAHGHYKQSSSYSFFKEEIIYECDKGYILVGQAKLSCSYSHWSAPAPQCKALCRKPELVNGRLSVDKDQYVEPENVTIQCDSGYGVVGPQSITCSGNRTWYPEVPKCEWETPEGCEQVLTGKRLMQCLPNPEDVKMALEVYKLSLEIEQLELQRDSARQSTLDKEL1578 33.4 2 226 226 16 16 1.059 1.036

163 tr|Q4LE64|Q4LE64_HUMAN NUMA1 variant protein (Fragment) OS=Homo sapiens GN=NUMA1 variant protein PE=2 SV=1286341 LSGITKMTLHATRGAALLSWVNSLHVADPVEAVLQLQDCSIFIKIIDRIHGTEEGQQILKQPVSERLDFVCSFLQKNRKHPSSPECLVSAQKVLEGSELELAKMTMLLLYHSTMSSKSPRDWEQFEYKIQAELAVILKFVLDHEDGLNLNEDLENFLQKAPVPSTCSSTFPEELSPPSHQAKREIRFLELQKVASSSSGNNFLSGSPASPMGDILQTPQFQMRRLKKQLADERSNRDELELELAENRKLLTEKDAQIAMMQQRIDRLALLNEKQAASPLEPKELEELRDKNESLTMRLHETLKQCQDLKTEKSQMDRKINQLSEENGDLSFKLREFASHLQQLQDALNELTEEHSKATQEWLEKQAQLEKELSAALQDKKCLEEKNEILQGKLSQLEEHLSQLQDNPPQEKGEVLGDVLQLETLKQEAATLAANNTQLQARVEMLETERGQQEAKLLAERGHFEEEKQQLSSLITDLQSSISNLSQAKEELEQASQAHGARLTAQVASLTSELTTLNATIQQQDQELAGLKQQAKEKQAQLAQTLQQQEQASQGLRHQVEQLSSSLKQKEQQLKEVAEKQEATRQDHAQQLATAAEEREASLRERDAALKQLEALEKEKAAKLEILQQQLQVANEARDSAQTSVTQAQREKAELSRKVEELQACVETARQEQHEAQAQVAELELQLRSEQQKATEKERVAQEKDQLQEQLQALKESLKVTKGSLEEEKRRAADALEEQQRCISELKAETRSLVEQHKRERKELEEERAGRKGLEARLQQLGEAHQAETEVLRRELAEAMAAQHTAESECEQLVKEVAAWRERYEDSQQEEAQYGAMFQEQLMTLKEECEKARQELQEAKEKVAGIESHSELQISRQQNELAELHANLARALQQVQEKEVRAQKLADDLSTLQEKMAATSKEVARLETLVRKAGEQQETASRELVKEPARAGDRQPEWLEEQQGRQFCSTQAALQAMEREAEQMGNELERLRAALMESQGQQQEERGQQEREVARLTQERGRAQA24 0.3 1 1 1 1 1 --- ---

164 sp|Q86U17|SPA11_HUMAN Serpin A11 OS=Homo sapiens GN=SERPINA11 PE=2 SV=253519 MGPAWLWLLGTGILASVHCQPLLAHGDKSLQGPQPPRHQLSEPAPAYHRITPTITNFALRLYKELAADAPGNIFFSPVSISTTLALLSLGAQANTSALILEGLGFNLTETPEADIHQGFRSLLHTLALPSPKLELKVGNSLFLDKRLKPRQHYLDSIKELYGAFAFSANFTDSVTTGRQINDYLRRQTYGQVVDCLPEFSQDTFMVLANYIFFKAKWKHPFSRYQTQKQESFFVDERTSLQVPMMHQKEMHRFLYDQDLACTVLQIEYRGNALALLVLPDPGKMKQVEAALQPQTLRKWGQLLLPSLLDLHLPRFSISGTYNLEDILPQIGLTNILNLEADFSGVTGQLNKTISKVSHKAMVDMSEKGTEAGAASGLLSQPPSLNTMSDPHAHFNRPFLLLLWEVTTQSLLFLGKVVNPVAG42 3.3 - 1 1 1 1 --- ---

165 tr|B7ZLY3|B7ZLY3_HUMAN LTBP1 protein OS=Homo sapiens GN=LTBP1 PE=2 SV=1175722 MDTKLMCLLFFFSLPPLLVSNHTGRIKVVFTPSICKVTCTKGSCQNSCEKGNTTTLISENGHAADTLTATNFRVVICHLPCMNGGQCSSRDKCQCPPNFTGKLCQIPVHGASVPKLYQHSQQPGKALGTHVIHSTHTLPLTVTSQQGVKVKFPPNIVNIHVKHPPEASVQIHQVSRIDGPTGQKTKEAQPGQSQVSYQGLPVQKTQTIHSTYSHQQVIPHVYPVAAKTQLGRCFQETIGSQCGKALPGLSKQEDCCGTVGTSWGFNKCQKCPKKPSYHGYNQMMECLPGYKRVNNTFCQDINECQLQGVCPNGECLNTMGSYRCTCKIGFGPDPTFSSCVPDPPVISEEKGPCYRLVSSGRQCMHPLSVHLTKQLCCCSVGKAWGPHCEKCPLPGTAAFKEICPGGMGYTVSGVHRRRPIHHHVGKGPVFVKPKNTQPVAKSTHPPPLPAKEEPVEALTFSREHGPGVAEPEVATAPPEKEIPSLDQEKTKLEPGQPQLSPDISTIHLHPQFPVVIEKTSPPVPVEVAPEASTSSASQVIAPTQVTEINECTVNPDICGAGHCINLPVRYTCICYEGYRFSEQQRKCVDIDECTQVQHLCSQGRCENTEGSFLCICPAGFMASEEGTNCIDVDECLRPDVCGEGHCVNTVGAFRCEYCDSGYRMTQRGRCEDIDECLNPSTCPDEQCVNSPGSYQCVPCTEGFRGWNGQCLDVDECLEPNVCANGDCSNLEGSYMCSCHKGYTRTPDHKHCRDIDECQQGNLCVNGQCKNTEGSFRCTCGQGYQLSAAKDQCEDIDECQHRHLCAHGQCRNTEGSFQCVCDQGYRASGLGDHCEDINECLEDKSVCQRGDCINTAGSYDCTCPDGFQLDDNKTCQDINECEHPGLCGPQGECLNTEGSFHCVCQQGFSISADGRTCEDVNECELLSGVCGEAFCENVEGSFLCVCADENQEYSPMTGQCRSRTSTDLDVDVDQPKEEKKECYYNLNDASLCDNVLAPNVTKQECCCTSGAGWGDNCEIFPCPVL66 3 3 6 6 3 3 0.923 0.852

166 tr|B4DDF8|B4DDF8_HUMAN cDNA FLJ51786, highly similar to Retinal dehydrogenase 1 (EC 1.2.1.36) OS=Homo sapiens PE=2 SV=156272 MDASERGRLLYKLADLIERDRLLLATMESMNGGKLYSNAYLNDLAGCIKTLRYCAGWADKIQGRTIPIDGNFFTYTRHEPIGVCGQIIPWNFPLVMLIWKIGPALSCGNTVVVKPAEQTPLTALHVASLIKEAGFPPGVVNIVPGYGPTAGAAISSHMDIDKVAFTGSTEVGKLIKEAAGKSNLKRVTLELGGKSPCIVLADADLDNAVEFAHHGVFYHQGQCCIAASRIFVEESIYDEFVRRSVERAKKYILGNPLTPGVTQGPQIDKEQYDKILDLIESGKKEGAKLECGGGPWGNKGYFVQPTVFSNVTDEMRIAKEEIFGPVQQIMKFKSLDDVIKRANNTFYGLSAGVFTKDIDKAITISSALQAGTVWVNCYGVVSAQCPFGGFKMSGNGRELGEYGFHEYTEVKTVTVKISQKNS24 2.1 3 1 1 1 1 --- ---

167 tr|G3XAM2|G3XAM2_HUMANComplement factor I light chain OS=Homo sapiens GN=CFI PE=3 SV=180796 MKLLHVFLLFLCFHLRFCKVTYTSQEDLVEKKCLAKKYTHLSCDKVFCQPWQRCIEGTCVCKLPYQCPKNGTAVCATNRRSFPTYCQQKSLECLHPGTKFLNNGTCTAEGKFSVSLKHGNTDSEGIVEVKLVDQDKTMFICKSSWSMREANVACLDLGFQQGADTQRRFKLSDLSINSTECLHVHCRGLETSLAECTFTKRRTMGYQDFADVVCYTQKADSPMDDFFQCVNGKYISQMKACDGINDCGDQSDELCCKACQGKGFHCKSGVCIPSQYQCNGEVDCITGEDEVGCAEETEILTADMDAERRRIKSLLPKLSCGVKNRMHIRRKRIVGGKRAQLGDLPWQVAIKDASGITCGGIYIGGCWILTAAHCLRASKTHRYQIWTTVVDWIHPDLKRIVIEYVDRIIFHENYNAGTYQNDIALIEMKKDGNKKDCELPRSIPACVPWSPYLFQPNDTCIVSGWGREKDNERVFSLQWGEVKLISNCSKFYGNRFYEKEMECAGTYDGSIDACKGDSGGPLVCMDANNVTYVWGVVSWGENCGKPEFPGVYTKVANYFDWISYHVGRPFISQYNV64 5.7 4 5 5 3 3 1.123 1.084

168 sp|P01024|CO3_HUMAN Complement C3 OS=Homo sapiens GN=C3 PE=1 SV=2 >tr|V9HWA9|V9HWA9_HUMAN Epididymis secretory sperm binding protein Li 62p OS=Homo sapiens GN=HEL-S-62p PE=2 SV=1223249 MGPTSGPSLLLLLLTHLPLALGSPMYSIITPNILRLESEETMVLEAHDAQGDVPVTVTVHDFPGKKLVLSSEKTVLTPATNHMGNVTFTIPANREFKSEKGRNKFVTVQATFGTQVVEKVVLVSLQSGYLFIQTDKTIYTPGSTVLYRIFTVNHKLLPVGRTVMVNIENPEGIPVKQDSLSSQNQLGVLPLSWDIPELVNMGQWKIRAYYENSPQQVFSTEFEVKEYVLPSFEVIVEPTEKFYYIYNEKGLEVTITARFLYGKKVEGTAFVIFGIQDGEQRISLPESLKRIPIEDGSGEVVLSRKVLLDGVQNPRAEDLVGKSLYVSATVILHSGSDMVQAERSGIPIVTSPYQIHFTKTPKYFKPGMPFDLMVFVTNPDGSPAYRVPVAVQGEDTVQSLTQGDGVAKLSINTHPSQKPLSITVRTKKQELSEAEQATRTMQALPYSTVGNSNNYLHLSVLRTELRPGETLNVNFLLRMDRAHEAKIRYYTYLIMNKGRLLKAGRQVREPGQDLVVLPLSITTDFIPSFRLVAYYTLIGASGQREVVADSVWVDVKDSCVGSLVVKSGQSEDRQPVPGQQMTLKIEGDHGARVVLVAVDKGVFVLNKKNKLTQSKIWDVVEKADIGCTPGSGKDYAGVFSDAGLTFTSSSGQQTAQRAELQCPQPAARRRRSVQLTEKRMDKVGKYPKELRKCCEDGMRENPMRFSCQRRTRFISLGEACKKVFLDCCNYITELRRQHARASHLGLARSNLDEDIIAEENIVSRSEFPESWLWNVEDLKEPPKNGISTKLMNIFLKDSITTWEILAVSMSDKKGICVADPFEVTVMQDFFIDLRLPYSVVRNEQVEIRAVLYNYRQNQELKVRVELLHNPAFCSLATTKRRHQQTVTIPPKSSLSVPYVIVPLKTGLQEVEVKAAVYHHFISDGVRKSLKVVPEGIRMNKTVAVRTLDPERLGREGVQKEDIPPADLSDQVPDTESETRILLQGTPVAQMTEDAVDAERLKHLIVTPSGCGEQNMIGMTPTVIA14077 52.2 - 1426 1426 79 79 0.879 0.874

169 tr|B0YIW2|B0YIW2_HUMAN Apolipoprotein C-III OS=Homo sapiens GN=APOC3 PE=1 SV=114994 MGTWGAPHRTLPCRNRGAMQPRVLLVVALLALLASARASEAEDASLLSFMQGYMKHATKTAKDALSSVQESQVAQQARGWVTDGFSSLKDYWSTVKDKFSEFWDLDPEVRPTSAVAA1654 29.1 1 130 130 3 3 0.871 0.87

170 tr|A0A075B6J9|A0A075B6J9_HUMANHCG1782423 (Fragment) OS=Homo sapiens GN=IGLV2-18 PE=4 SV=113724 MAWALLLLTLLTQGTGSWAQSALTQPPSVSGSPGQSVTISCTGTSSDVGSYNRVSWYQQPPGTAPKLMIYEVSNRPSGVPDRFSGSKSGNTASLTISGLQAEDEADYYCSLYTSSSTFHR43 10.8 1 1 1 1 1 --- ---

171 sp|P0DJI9|SAA2_HUMAN Serum amyloid A-2 protein OS=Homo sapiens GN=SAA2 PE=1 SV=115401 MKLLTGLVFCSLVLSVSSRSFFSFLGEAFDGARDMWRAYSDMREANYIGSDKYFHARGNYDAAKRGPGGAWAAEVISNARENIQRLTGRGAEDSLADQAANKWGRSGRDPNHFRPAGLPEKY29 20.5 - 2 1 2 1 --- ---

172 sp|P01031|CO5_HUMAN Complement C5 OS=Homo sapiens GN=C5 PE=1 SV=4226401 MGLLGILCFLIFLGKTWGQEQTYVISAPKIFRVGASENIVIQVYGYTEAFDATISIKSYPDKKFSYSSGHVHLSSENKFQNSAILTIQPKQLPGGQNPVSYVYLEVVSKHFSKSKRMPITYDNGFLFIHTDKPVYTPDQSVKVRVYSLNDDLKPAKRETVLTFIDPEGSEVDMVEEIDHIGIISFPDFKIPSNPRYGMWTIKAKYKEDFSTTGTAYFEVKEYVLPHFSVSIEPEYNFIGYKNFKNFEITIKARYFYNKVVTEADVYITFGIREDLKDDQKEMMQTAMQNTMLINGIAQVTFDSETAVKELSYYSLEDLNNKYLYIAVTVIESTGGFSEEAEIPGIKYVLSPYKLNLVATPLFLKPGIPYPIKVQVKDSLDQLVGGVPVTLNAQTIDVNQETSDLDPSKSVTRVDDGVASFVLNLPSGVTVLEFNVKTDAPDLPEENQAREGYRAIAYSSLSQSYLYIDWTDNHKALLVGEHLNIIVTPKSPYIDKITHYNYLILSKGKIIHFGTREKFSDASYQSINIPVTQNMVPSSRLLVYYIVTGEQTAELVSDSVWLNIEEKCGNQLQVHLSPDADAYSPGQTVSLNMATGMDSWVALAAVDSAVYGVQRGAKKPLERVFQFLEKSDLGCGAGGGLNNANVFHLAGLTFLTNANADDSQENDEPCKEILRPRRTLQKKIEEIAAKYKHSVVKKCCYDGACVNNDETCEQRAARISLGPRCIKAFTECCVVASQLRANISHKDMQLGRLHMKTLLPVSKPEIRSYFPESWLWEVHLVPRRKQLQFALPDSLTTWEIQGVGISNTGICVADTVKAKVFKDVFLEMNIPYSVVRGEQIQLKGTVYNYRTSGMQFCVKMSAVEGICTSESPVIDHQGTKSSKCVRQKVEGSSSHLVTFTVLPLEIGLHNINFSLETWFGKEILVKTLRVVPEGVKRESYSGVTLDPRGIYGTISRRKEFPYRIPLDLVPKTEIKRILSVKGLLVGEILSAVLSQEGINILTHLPKGSAEAELMSVVPVFYVFHY1032 21.8 - 167 167 36 36 1.115 1.104

173 tr|C1K3N3|C1K3N3_HUMAN Insulin-like growth factor binding protein 1 (Fragment) OS=Homo sapiens GN=IGFBP1 PE=2 SV=131823 SEVPVARVWLVLLLLTVQVGVTAGAPWQCAPCSAEKLALCPPVSASCSEVTRSAGCGCCPMCALPLGAACGVATARCARGLSCRALPGEQQPLHALTRGQGACVQESDASAPHAAEAGSPESPESTEITEEELLDNFHLMAPSEEDHSILWDAISTYDGSKALHVTNIKKWKEPCRIELYRVVESLAKAQETSGEEISKFYLPNCNKNGFYHSRQCETSMDGEAGLCWCVYPWNGKRIPGSPEIRGDPNCQIYFNVQN94 11.2 3 9 9 3 3 0.994 0.859

174 tr|A0A068LRW6|A0A068LRW6_HUMANIg heavy chain variable region (Fragment) OS=Homo sapiens PE=2 SV=116657 QVTLRESGPALVKPTQTLTLTCTFSGFSLSTSGMCVSWIRQPPGKALEWLARIDWDDDKYYSTSLKTRLTISKDTSKNQVVLTMTNMDPVDTATYYCARIKRCNYAAFPGGDGMDVWGQGTTVTVSS25 5.5 2 1 1 1 1 --- ---

175 tr|A0A024RD39|A0A024RD39_HUMANPhospholipase A2, group VII (Platelet-activating factor acetylhydrolase, plasma), isoform CRA_a OS=Homo sapiens GN=PLA2G7 PE=4 SV=159600 MVPPKLHVLFCLCGCLAVVYPFDWQYINPVAHMKSSAWVNKIQVLMAAASFGQTKIPRGNGPYSVGCTDLMFDHTNKGTFLRLYYPSQDNDRLDTLWIPNKEYFWGLSKFLGTHWLMGNILRLLFGSMTTPANWNSPLRPGEKYPLVVFSHGLGAFRTLYSAIGIDLASHGFIVAAVEHRDRSASATYYFKDQSAAEIGDKSWLYLRTLKQEEETHIRNEQVRQRAKECSQALSLILDIDHGKPVKNALDLKFDMEQLKDSIDREKIAVIGHSFGGATVIQTLSEDQRFRCGIALDAWMFPLGDEVYSRIPQPLFFINSEYFQYPANIIKMKKCYSPDKERKMITIRGSVHQNFADFTFATGKIIGHMLKLKGDIDSNAAIDLSNKASLAFLQKHLGLHKDFDQWDCLIEGDDENLIPGTNINTTNQHIMLQNSSGIEKYN38 1.8 2 2 2 1 1 --- ---

176 tr|A0A087X1J7|A0A087X1J7_HUMANGlutathione peroxidase OS=Homo sapiens GN=GPX3 PE=3 SV=130481 MARLLQASCLLSLLLAGFVSQSRGQEKSKMDCHGGISGTIYEYGALTIDGEEYIPFKQYAGKYVLFVNVASYGLTGQYIELNALQEELAPFGLVILGFPCNQFGKQEPGENSEILPTLKYVRPGGGFVPNFQLFEKGDVNGEKEQKFYTFLKNSCPPTSELLGTSDRLFWEPMKVHDIRWNFEKFLVGPDGIPIMRWHHRTTVSNVKMDILSYMRRQAALGVKRK713 34.7 1 101 101 7 7 1.097 1.038

177 sp|P48740|MASP1_HUMAN Mannan-binding lectin serine protease 1 OS=Homo sapiens GN=MASP1 PE=1 SV=392409 MRWLLLYYALCFSLSKASAHTVELNNMFGQIQSPGYPDSYPSDSEVTWNITVPDGFRIKLYFMHFNLESSYLCEYDYVKVETEDQVLATFCGRETTDTEQTPGQEVVLSPGSFMSITFRSDFSNEERFTGFDAHYMAVDVDECKEREDEELSCDHYCHNYIGGYYCSCRFGYILHTDNRTCRVECSDNLFTQRTGVITSPDFPNPYPKSSECLYTIELEEGFMVNLQFEDIFDIEDHPEVPCPYDYIKIKVGPKVLGPFCGEKAPEPISTQSHSVLILFHSDNSGENRGWRLSYRAAGNECPELQPPVHGKIEPSQAKYFFKDQVLVSCDTGYKVLKDNVEMDTFQIECLKDGTWSNKIPTCKIVDCRAPGELEHGLITFSTRNNLTTYKSEIKYSCQEPYYKMLNNNTGIYTCSAQGVWMNKVLGRSLPTCLPVCGLPKFSRKLMARIFNGRPAQKGTTPWIAMLSHLNGQPFCGGSLLGSSWIVTAAHCLHQSLDPEDPTLRDSDLLSPSDFKIILGKHWRLRSDENEQHLGVKHTTLHPQYDPNTFENDVALVELLESPVLNAFVMPICLPEGPQQEGAMVIVSGWGKQFLQRFPETLMEIEIPIVDHSTCQKAYAPLKKKVTRDMICAGEKEGGKDACAGDSGGPMVTLNRERGQWYLVGTVSWGDDCGKKDRYGVYSYIHHNKDWIQRVTGVRN566 26 - 59 15 14 6 1.306 1.34

178 sp|P04220|MUCB_HUMAN Ig mu heavy chain disease protein OS=Homo sapiens PE=1 SV=149019 DSPLEQSGHEVGILKETEAEDRIIKEEEARLSGRDMQVTSQPVIAELPPKVSVFVPPRDGFFGNPRKSKLICQATGFSPRQIEVSWLREGKQVGSGVTTDEVEAEAKESGPTTYKVTSTLTIKESDWLGQSMFTCRVDHRGLTFQQNASSMCGPDQDTAIRVFAIPPSFASIFLTKSTKLTCLVTDLTTYDSVTISWTRQDGEAVKTHTNISESHPNATFSAVGEASICEDDWDSGERFTCTVTHTDLPSPLKQTISRPKGVALHRPDVYLLPPAREQLNLRESATITCLVTGFSPADVFVQWMQRGQPLSPEKYVTSAPMPEPQAPGRYFAHSILTVSEEEWNTGETYTCVVAHEALPNRVTERTVDKSTGKPTLYNVSLVMSDTAGTCY2388 33.8 - 286 3 12 1 --- ---

179 tr|J3KPY9|J3KPY9_HUMAN Anthrax toxin receptor 2 OS=Homo sapiens GN=ANTXR2 PE=1 SV=154148 MRLSFIVFSSQATIILPLTGDRGKISKGLEDLKRVSPVGETYIHEGLKLANEQIQKAGGLKTSSIIIALTDGKLDGLVPSYAEKEAKISRSLGASVYCVGVLDFEQAQLERIADSKEQVFPVKGGFQALKGIINSILAQSCTEILELQPSSVCVGEEFQIVLSGRGFMLGSRNGSVLCTYTVNETYTTSVKPVSVQLNSMLCPAPILNKAGETLDVSVSFNGGKSVISGSLIVTATECSNGIAAIIVILVLLLLLGIGLMWWFWPLCCKVVIKDPPPPPAPAPKEEEEEPLPTKKWPTVDASYYGGRGVGGIKRMEVRWGDKGSTEEGARLEKAKNAVVKIPEETEEPIRPRPPRPKPTHQPPQTKWYTPIKGRLDALWALLRRQYDRVSLMRPQEGDEGRCINFSRVPSQ65 16.3 1 8 7 6 5 0.535 0.454

180 sp|P02760|AMBP_HUMAN Protein AMBP OS=Homo sapiens GN=AMBP PE=1 SV=145666 MRSLGALLLLLSACLAVSAGPVPTPPDNIQVQENFNISRIYGKWYNLAIGSTCPWLKKIMDRMTVSTLVLGEGATEAEISMTSTRWRKGVCEETSGAYEKTDTDGKFLYHKSKWNITMESYVVHTNYDEYAIFLTKKFSRHHGPTITAKLYGRAPQLRETLLQDFRVVAQGVGIPEDSIFTMADRGECVPGEQEPEPILIPRVRRAVLPQEEEGSGGGQLVTEVTKKEDSCQLGYSAGPCMGMTSRYFYNGTSMACETFQYGGCMGNGNNFVTEKECLQTCRTVAACNLPIVRGPCRAFIQLWAFDAVKGKCVLFPYGGCQGNGNKFYSEKECREYCGVPGDGDEELLRFSN138 16.5 - 11 11 4 4 1.126 1.171

181 sp|P58166|INHBE_HUMAN Inhibin beta E chain OS=Homo sapiens GN=INHBE PE=1 SV=141712 MRLPDVQLWLVLLWALVRAQGTGSVCPSCGGSKLAPQAERALVLELAKQQILDGLHLTSRPRITHPPPQAALTRALRRLQPGSVAPGNGEEVISFATVTDSTSAYSSLLTFHLSTPRSHHLYHARLWLHVLPTLPGTLCLRIFRWGPRRRRQGSRTLLAEHHITNLGWHTLTLPSSGLRGEKSGVLKLQLDCRPLEGNSTVTGQPRRLLDTAGHQQPFLELKIRANEPGAGRARRRTPTCEPATPLCCRRDHYVDFQELGWRDWILQPEGYQLNYCSGQCPPHLAGSPGIAASFHSAVFSLLKANNPWPASTSCCVPTARRPLSLLYLDHNGNVVKTDVPDMVVEACGCS64 2.3 - 5 5 1 1 0.859 0.921

182 sp|Q07960|RHG01_HUMAN Rho GTPase-activating protein 1 OS=Homo sapiens GN=ARHGAP1 PE=1 SV=159892 MDPLSELQDDLTLDDTSEALNQLKLASIDEKNWPSDEMPDFPKSDDSKSSSPELVTHLKWDDPYYDIARHQIVEVAGDDKYGRKIIVFSACRMPPSHQLDHSKLLGYLKHTLDQYVESDYTLLYLHHGLTSDNKPSLSWLRDAYREFDRKYKKNIKALYIVHPTMFIKTLLILFKPLISFKFGQKIFYVNYLSELSEHVKLEQLGIPRQVLKYDDFLKSTQKSPATAPKPMPPRPPLPNQQFGVSLQHLQEKNPEQEPIPIVLRETVAYLQAHALTTEGIFRRSANTQVVREVQQKYNMGLPVDFDQYNELHLPAVILKTFLRELPEPLLTFDLYPHVVGFLNIDESQRVPATLQVLQTLPEENYQVLRFLTAFLVQISAHSDQNKMTNTNLAVVFGPNLLWAKDAAITLKAINPINTFTKFLLDHQGELFPSPDPSGL31 2.3 - 1 1 1 1 --- ---

183 tr|H0YJ31|H0YJ31_HUMAN Fibulin-5 (Fragment) OS=Homo sapiens GN=FBLN5 PE=4 SV=119441 XFETGSCSAAQAGVAYLAYVANVKYLGECSNVLKTRDLSRCMCPAENPGCRDQPFTILYRDMDVVSGRSVPADIFQMQATTRYPGAYYIFQIKSGNEGREFYMRQTGPISATLVMTRPIKGPREIQLDLEMITVNTVINFRGSSVIRLRIYVSQYPF44 10.2 4 1 1 1 1 --- ---

184 tr|B4E0A4|B4E0A4_HUMAN cDNA FLJ57023, highly similar to Homo sapiens collagen, type VI, alpha 3 (COL6A3), transcript variant 3, mRNA OS=Homo sapiens PE=2 SV=1149266 MRKHRHLPLVAVFCLFLSGFPTTHAQQQQAVIEVNKRDIVFLVDGSSALGLANFNAIRDFIAKVIQRLEIGQDLIQVAVAQYADTVRPEFYFNTHPTKREVITAVRKMKPLDGSALYTGSALDFVRNNLFTSSAGYRAAEGIPKLLVLITGGKSLDEISQPAQELKRSSIMAFAIGNKGADQAELEEIAFDSSLVFIPAEFRAAPLQGMLPGLLAPLRTLSGTPEESKRDILFLFDGSANLVGQFPVVRDFLYKIIDELNLKPEGTRIAVAQYSDDVKVESRFDEHQSKPEILNLVKRMKIKTGKALNLGYALDYAQRYIFVKSAGSRIEDGVLQFLVLLVAGRSSDRVDGPASNLKQSGVVPFIFQAKNADPAELEQIVLSPAFILAAESLPKIGDLHPQIVNLLKSVHNGAPAPVSGEKDVVFLLDGSEGVRSGFPLLKEFVQRVVESLDVGQDRVRVAVVQYSDRTRPEFYLNSYMNKQDVVNAVRQLTLLGGPTPNTGAALEFVLRNILVSSAGSRITEGVPQLLIVLTADRSGDDVRNPSVVVKRGGAVPIGIGIGNADITEMQTISFIPDFAVAIPTFRQLGTVQQVISERVTQLTREELSRLQPVLQPLPSPGVGGKRDVVFLIDGSQSAGPEFQYVRTLIERLVDYLDVGFDTTRVAVIQFSDDPKVEFLLNAHSSKDEVQNAVQRLRPKGGRQINVGNALEYVSGNIFKRPLGSRIEEGVPQFLVLISSGKSDDEVDDPAVELKQFGVAPFTIARNADQEELVKISLSPEYVFSVSTFRELPSLEQKLLTPITTLTSEQIQKLLASTRYPPPAVESDAADIVFLIDSSEGVRPDGFAHIRDFVSRIVRRLNIGPSKVRVGVVQFSNDVFPEFYLKTYRSQAPVLDAIRRLRLRGGSPLNTGKALEFVARNLFVKSAGSRIEDGVPQHLVLVLGGKSQDDVSRFAQVVRSSGIVSLGVGDRNIDRTELQTITNDPRLVFTVREFRELPNIEERIMNSFGPSAATPAPPGVDTPPPS124 4.3 4 12 12 5 5 0.562 0.549

185 sp|P06312|KV401_HUMAN Ig kappa chain V-IV region (Fragment) OS=Homo sapiens GN=IGKV4-1 PE=4 SV=115007 MVLQTQVFISLLLWISGAYGDIVMTQSPDSLAVSLGERATINCKSSQSVLYSSNNKNYLAWYQQKPGQPPKLLIYWASTRESGVPDRFSGSGSGTDFTLTISSLQAEDVAVYYCQQYYSTP177 17.4 1 19 2 2 1 --- ---

186 sp|P01591|IGJ_HUMAN Immunoglobulin J chain OS=Homo sapiens GN=IGJ PE=1 SV=421585 MKNHLLFWGVLAVFIKAVHVKAQEDERIVLVDNKCKCARITSRIIRSSEDPNEDIVERNIRIIVPLNNRENISDPTSPLRTRFVYHLSDLCKKCDPTEVELDNQIVTATQSNICDEDSATETCYTYDRNKCYTAVVPLVYGGETKMVETALTPDACYPD69 35.2 - 23 23 5 5 1.166 1.094

187 tr|A0A087WZW8|A0A087WZW8_HUMANProtein IGKV3-11 OS=Homo sapiens GN=IGKV3-11 PE=4 SV=129520 MEAPAQLLFLLLLWLPDTTGEIVLTQSPATLSLSPGERATLSCRASQSVSSYLAWYQQKPGQAPRLLIYDASNRATGIPARFSGSGSGTDFTLTISSLEPEDFAVYYCQQRSNWWTFGQGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC1412 49.8 - 164 2 8 1 --- ---

188 tr|A0A0A0MRJ7|A0A0A0MRJ7_HUMANCoagulation factor V OS=Homo sapiens GN=F5 PE=4 SV=1292156 MFPGCPRLWVLVVLGTSWVGWGSQGTEAAQLRQFYVAAQGISWSYRPEPTNSSLNLSVTSFKKIVYREYEPYFKKEKPQSTISGLLGPTLYAEVGDIIKVHFKNKADKPLSIHPQGIRYSKLSEGASYLDHTFPAEKMDDAVAPGREYTYEWSISEDSGPTHDDPPCLTHIYYSHENLIEDFNSGLIGPLLICKKGTLTEGGTQKTFDKQIVLLFAVFDESKSWSQSSSLMYTVNGYVNGTMPDITVCAHDHISWHLLGMSSGPELFSIHFNGQVLEQNHHKVSAITLVSATSTTANMTVGPEGKWIISSLTPKHLQAGMQAYIDIKNCPKKTRNLKKITREQRRHMKRWEYFIAAEEVIWDYAPVIPANMDKKYRSQHLDNFSNQIGKHYKKVMYTQYEDESFTKHTVNPNMKEDGILGPIIRAQVRDTLKIVFKNMASRPYSIYPHGVTFSPYEDEVNSSFTSGRNNTMIRAVQPGETYTYKWNILEFDEPTENDAQCLTRPYYSDVDIMRDIASGLIGLLLICKSRSLDRRGIQRAADIEQQAVFAVFDENKSWYLEDNINKFCENPDEVKRDDPKFYESNIMSNFTLSAINGYVPESITTLGFCFDDTVQWHFCSVGTQNEILTIHFTGHSFIYGKRHEDTLTLFPMRGESVTVTMDNVGTWMLTSMNSSPRSKKLRLKFRDVKCIPDDDEDSYEIFEPPESTVMATRKMHDRLEPEDEESDADYDYQNRLAAALGIRSFRNSSLNQEEEEFNLTALALENGTEFVSSNTDIIVGSNYSSPSNISKFTVNNLAEPQKAPSHQQATTAGSPLRHLIGKNSVLNSSTAEHSSPYSEDPIEDPLQPDVTGIRLLSLGAGEFKSQEHAKHKGPKVERDQAAKHRFSWMKLLAHKVGRHLSQDTGSPSGMRPWEDLPSQDTGSPSRMRPWKDPPSDLLLLKQSNSSKILVGRWHLASEKGSYEIIQDTDEDTAVNNWLISPQNASRAWGESTPLANKPGKQSGHPKFPRVRHKSLQVRQDGGKSR1409 16.3 1 166 164 33 32 0.961 0.975

189 tr|B4DPQ0|B4DPQ0_HUMAN Complement C1r subcomponent OS=Homo sapiens GN=C1R PE=2 SV=194632 MSVRFRVGREENAQWWLLYLLVPALFCRAGGSIPIPQKLFGEVTSPLFPKPYPNNFETTTVITVPTGYRVKLVFQQFDLEPSEGCFYDYVKISADKKSLGRFCGQLGSPLGNPPGKKEFMSQGNKMLLTFHTDFSNEENGTIMFYKGFLAYYQAVDLDECASRSKSGEEDPQPQCQHLCHNYVGGYFCSCRPGYELQEDRHSCQAECSSELYTEASGYISSLEYPRSYPPDLRCNYSIRVERGLTLHLKFLEPFDIDDHQQVHCPYDQLQIYANGKNIGEFCGKQRPPDLDTSSNAVDLLFFTDESGDSRGWKLRYTTEIIKCPQPKTLDEFTIIQNLQPQYQFRDYFIATCKQGYQLIEGNQVLHSFTAVCQDDGTWHRAMPRCKIKDCGQPRNLPNGDFRYTTTMGVNTYKARIQYYCHEPYYKMQTRAGSRESEQGVYTCTAQGIWKNEQKGEKIPRCLPVCGKPVNPVEQRQRIIGGQKAKMGNFPWQVFTNIHGRGGGALLGDRWILTAAHTLYPKEHEAQSNASLDVFLGHTNVEELMKLGNHPIRRVSVHPDYRQDESYNFEGDIALLELENSVTLGPNLLPICLPDNDTFYDLGLMGYVSGFGVMEEKIAHDLRFVRLPVANPQACENWLRGKNRMDVFSQNMFCAGHPSLKQDACQGDSGGVFAVRDPNTDRWVATGIVSWGIGCSRGYGFYTKVLNYVDWIKKEMEEED429 26.6 4 48 48 16 16 1.163 1.031

190 sp|P0C0S8|H2A1_HUMAN Histone H2A type 1 OS=Homo sapiens GN=HIST1H2AG PE=1 SV=2 >tr|A4FTV9|A4FTV9_HUMAN Histone H2A OS=Homo sapiens GN=HIST1H2AK PE=2 SV=118646 MSGRGKQGGKARAKAKTRSSRAGLQFPVGRVHRLLRKGNYAERVGAGAPVYLAAVLEYLTAEILELAGNAARDNKKTRIIPRHLQLAIRNDEELNKLLGKVTIAQGGVLPNIQAVLLPKKTESHHKAKGK46 14.6 12 2 2 1 1 1.529 1.57

191 sp|P05164|PERM_HUMAN Myeloperoxidase OS=Homo sapiens GN=MPO PE=1 SV=191781 MGVPFFSSLRCMVDLGPCWAGGLTAEMKLLLALAGLLAILATPQPSEGAAPAVLGEVDTSLVLSSMEEAKQLVDKAYKERRESIKQRLRSGSASPMELLSYFKQPVAATRTAVRAADYLHVALDLLERKLRSLWRRPFNVTDVLTPAQLNVLSKSSGCAYQDVGVTCPEQDKYRTITGMCNNRRSPTLGASNRAFVRWLPAEYEDGFSLPYGWTPGVKRNGFPVALARAVSNEIVRFPTDQLTPDQERSLMFMQWGQLLDHDLDFTPEPAARASFVTGVNCETSCVQQPPCFPLKIPPNDPRIKNQADCIPFFRSCPACPGSNITIRNQINALTSFVDASMVYGSEEPLARNLRNMSNQLGLLAVNQRFQDNGRALLPFDNLHDDPCLLTNRSARIPCFLAGDTRSSEMPELTSMHTLLLREHNRLATELKSLNPRWDGERLYQEARKIVGAMVQIITYRDYLPLVLGPTAMRKYLPTYRSYNDSVDPRIANVFTNAFRYGHTLIQPFMFRLDNRYQPMEPNPRVPLSRVFFASWRVVLEGGIDPILRGLMATPAKLNRQNQIAVDEIRERLFEQVMRIGLDLPALNMQRSRDHGLPGYNAWRRFCGLPQPETVGQLGTVLRNLKLARKLMEQYGTPNNIDIWMGGVSEPLKRKGRVGPLLACIIGTQFRKLRDGDRFWWENEGVFSMQQRQALAQISLPRIICDNTGITTVSKNNIFMSNSYPRDFVNCSTLPALNLASWREAS129 8.5 - 15 8 6 4 1.748 1.988

192 tr|L8E853|L8E853_HUMAN von Willebrand factor OS=Homo sapiens GN=VWF PE=4 SV=1341812 MIPARFAGVLLALALILPGTLCAEGTRGRSSTARCSLFGSDFVNTFDGSMYSFAGYCSYLLAGGCQKRSFSIIGDFQNGKRVSLSVYLGEFFDIHLFVNGTVTQGDQRVSMPYASKGLYLETEAGYYKLSGEAYGFVARIDGSGNFQVLLSDRYFNKTCGLCGNFNIFAEDDFMTQEGTLTSDPYDFANSWALSSGEQWCERASPPSSSCNISSGEMQKGLWEQCQLLKSTSVFARCHPLVDPEPFVALCEKTLCECAGGLECACPALLEYARTCAQEGMVLYGWTDHSACSPVCPAGMEYRQCVSPCARTCQSLHINEMCQERCVDGCSCPEGQLLDEGLCVESTECPCVHSGKRYPPGTSLSRDCNTCICRNSQWICSNEECPGECLVTGQSHFKSFDNRYFTFSGICQYLLARDCQDHSFSIVIETVQCADDRDAVCTRSVTVRLPGLHNSLVKLKHGAGVAMDGQDVQLPLLKGDLRIQRTVTASVRLSYGEDLQMDWDGRGRLLVKLSPVYAGKTCGLCGNYNGNQGDDFLTPSGLAEPRVEDFGNAWKLHGDCQDLQKQHSDPCALNPRMTRFSEEACAVLTSPTFEACHRAVSPLPYLRNCRYDVCSCSDGRECLCGALASYAAACAGRGVRVAWREPGRCELNCPKGQVYLQCGTPCNLTCRSLSYPDEECNEACLEGCFCPPGLYMDERGDCVPKAQCPCYYDGEIFQPEDIFSDHHTMCYCEDGFMHCTMSGVPGSLLPDAVLSSPLSHRSKRSLSCRPPMVKLVCPADNLRAEGLECTKTCQNYDLECMSMGCVSGCLCPPGMVRHENRCVALERCPCFHQGKEYAPGETVKIGCNTCVCRDQKWNCTDHVCDATCSTIGMAHYLTFDGLKYLFPGECQYVLVQDYCGSNPGTFRILVGNKGCSHPSVKCKKRVTILVEGGEIELFDGEVNVKRPMKDETHFEVVESGRYIILLLGKALSVVWDRHLSISVVLKQTYQEKVCGLCGNFDGIQNNDLTSSNLQVEEDPVDFGNS627 7.5 - 65 65 19 19 0.813 0.665

193 tr|A0A024R035|A0A024R035_HUMANComplement component 9, isoform CRA_a OS=Homo sapiens GN=C9 PE=4 SV=176205 MSACWSFAVAICILEISILTAQYTTSYDPELTESSGSASHIDCRMSPWSEWSQCDPCLRQMFRSRSIEVFGQFNGKRCTDAVGDRRQCVPTEPCEDAEDDCGNDFQCSTGRCIKMRLRCNGDNDCGDFSDEDDCESEPRPPCRDRVVEESELARTAGYGINILGMDPLSTPFDNEFYNGLCNRDRDGNTLTYYRRPWNVASLIYETKGEKNFRTEHYEEQIEAFKSIIQEKTSNFNAAISLKFTPTETNKAEQCCEETASSISLHGKGSFRFSYSKNETYQLFLSYSSKKEKMFLHVKGEIHLGRFVMRNRDVVLTTTFVDDIKALPTTYEKGEYFAFLETYGTHYSSSGSLGGLYELIYVLDKASMKRKGVELKDIKRCLGYHLDVSLAFSEISVGAEFNKDDCVKRGEGRAVNITSENLIDDVVSLIRGGTRKYAFELKEKLLRGTVIDVTDFVNWASSINDAPVLISQKLSPIYNLVPVKMKNAHLKKQNLERAIEDYINEFSVRKCHTCQNGGTVILMDGKCLCACPFKFEGIACEISKQKISEGLPALEFPNEK1009 28.3 1 111 111 18 18 1.023 1.05

194 tr|A0A087WTK4|A0A087WTK4_HUMANProtein IGKV1-16 OS=Homo sapiens GN=IGKV1-16 PE=4 SV=112029 DIQMTQSPSSLSASVGDRVTITCRASQGISNYLAWFQQKPGKAPKSLIYAASSLQSGVPSKFSGSGSGTDFTLTISSLQPEDFATYYCQQYNSYPPT143 35.1 - 7 2 2 1 0.939 0.974

195 sp|P08311|CATG_HUMAN Cathepsin G OS=Homo sapiens GN=CTSG PE=1 SV=230682 MQPLLLLLAFLLPTGAEAGEIIGGRESRPHSRPYMAYLQIQSPAGQSRCGGFLVREDFVLTAAHCWGSNINVTLGAHNIQRRENTQQHITARRAIRHPQYNQRTIQNDIMLLQLSRRVRRNRNVNPVALPRAQEGLRPGTLCTVAGWGRVSMRRGTDTLREVQLRVQRDRQCLRIFGSYDPRRQICVGDRRERKAAFKGDSGGPLLCNNVAHGIVSYGKSSGVPPEVFTRVSSFLPWIRTTMRSFKLLDQMETPL27 3.1 - 1 1 1 1 --- ---

196 sp|Q9H6X2|ANTR1_HUMAN Anthrax toxin receptor 1 OS=Homo sapiens GN=ANTXR1 PE=1 SV=272255 MATAERRALGIGFQWLSLATLVLICAGQGGRREDGGPACYGGFDLYFILDKSGSVLHHWNEIYYFVEQLAHKFISPQLRMSFIVFSTRGTTLMKLTEDREQIRQGLEELQKVLPGGDTYMHEGFERASEQIYYENRQGYRTASVIIALTDGELHEDLFFYSEREANRSRDLGAIVYCVGVKDFNETQLARIADSKDHVFPVNDGFQALQGIIHSILKKSCIEILAAEPSTICAGESFQVVVRGNGFRHARNVDRVLCSFKINDSVTLNEKPFSVEDTYLLCPAPILKEVGMKAALQVSMNDGLSFISSSVIITTTHCSDGSILAIALLILFLLLALALLWWFWPLCCTVIIKEVPPPPAEESEEEDDDGLPKKKWPTVDASYYGGRGVGGIKRMEVRWGEKGSTEEGAKLEKAKNARVKMPEQEYEFPEPRNLNNNMRRPSSPRKWYSPIKGKLDALWVLLRKGYDRVSVMRPQPGDTGRCINFTRVKNNQPAKYPLNNAYHTSSPPPAPIYTPPPPAPHCPPPPPSAPTPPIPSPPSTLPPPPQAPPPNRAPPPSRPPPRPSV34 5 - 2 1 2 1 --- ---

197 sp|P43652|AFAM_HUMAN Afamin OS=Homo sapiens GN=AFM PE=1 SV=1 86781 MKLLKLTGFIFFLFFLTESLTLPTQPRDIENFNSTQKFIEDNIEYITIIAFAQYVQEATFEEMEKLVKDMVEYKDRCMADKTLPECSKLPNNVLQEKICAMEGLPQKHNFSHCCSKVDAQRRLCFFYNKKSDVGFLPPFPTLDPEEKCQAYESNRESLLNHFLYEVARRNPFVFAPTLLTVAVHFEEVAKSCCEEQNKVNCLQTRAIPVTQYLKAFSSYQKHVCGALLKFGTKVVHFIYIAILSQKFPKIEFKELISLVEDVSSNYDGCCEGDVVQCIRDTSKVMNHICSKQDSISSKIKECCEKKIPERGQCIINSNKDDRPKDLSLREGKFTDSENVCQERDADPDTFFAKFTFEYSRRHPDLSIPELLRIVQIYKDLLRNCCNTENPPGCYRYAEDKFNETTEKSLKMVQQECKHFQNLGKDGLKYHYLIRLTKIAPQLSTEELVSLGEKMVTAFTTCCTLSEEFACVDNLADLVFGELCGVNENRTINPAVDHCCKTNFAFRRPCFESLKADKTYVPPPFSQDLFTFHADMCQSQNEELQRKTDRFLVNLVKLKHELTDEELQSLFTNFANVVDKCCKAESPEVCFNEESPKIGN210 14.5 - 33 33 9 9 1.168 1.038

198 sp|P04004|VTNC_HUMAN Vitronectin OS=Homo sapiens GN=VTN PE=1 SV=1 >tr|D9ZGG2|D9ZGG2_HUMAN Vitronectin OS=Homo sapiens GN=VTN PE=4 SV=161458 MAPLRPLLILALLAWVALADQESCKGRCTEGFNVDKKCQCDELCSYYQSCCTDYTAECKPQVTRGDVFTMPEDEYTVYDDGEEKNNATVHEQVGGPSLTSDLQAQSKGNPEQTPVLKPEEEAPAPEVGASKPEGIDSRPETLHPGRPQPPAEEELCSGKPFDAFTDLKNGSLFAFRGQYCYELDEKAVRPGYPKLIRDVWGIEGPIDAAFTRINCQGKTYLFKGSQYWRFEDGVLDPDYPRNISDGFDGIPDNVDAALALPAHSYSGRERVYFFKGKQYWEYQFQHQPSQEECEGSSLSAVFEHFAMMQRDSWEDIFELLFWGRTSAGTRQPQFISRDWHGVPGQVDAAMAGRIYISGMAPRPSLAKKQRFRHRNRKGYRSQRGHSRGRNQNSRRPSRATWLSLFSSEESNLGANNYDDYRMDWLVPATCEPIQSVFFFSGDKYYRVNLRTRRVDTVDPPYPRSIAQYWLGCPAPGHL8430 29.7 - 729 725 13 11 1.096 1.11

199 sp|P00738|HPT_HUMAN Haptoglobin OS=Homo sapiens GN=HP PE=1 SV=1 56812 MSALGAVIALLLWGQLFAVDSGNDVTDIADDGCPKPPEIAHGYVEHSVRYQCKNYYKLRTEGDGVYTLNDKKQWINKAVGDKLPECEADDGCPKPPEIAHGYVEHSVRYQCKNYYKLRTEGDGVYTLNNEKQWINKAVGDKLPECEAVCGKPKNPANPVQRILGGHLDAKGSFPWQAKMVSHHNLTTGATLINEQWLLTTAKNLFLNHSENATAKDIAPTLTLYVGKKQLVEIEKVVLHPNYSQVDIGLIKLKQKVSVNERVMPICLPSKDYAEVGRVGYVSGWGRNANFKFTDHLKYVMLPVADQDQCIRHYEGSTVPEKKTPKSPVGVQPILNEHTFCAGMSKYQEDTCYGDAGSAFAVHDLEEDTWYATGILSFDKSCAVAEYGVYVKVTSIQDWVQKTIAEN497 27.6 - 58 8 10 3 1.048 0.926

200 sp|Q9Y490|TLN1_HUMAN Talin-1 OS=Homo sapiens GN=TLN1 PE=1 SV=3 321351 MVALSLKISIGNVVKTMQFEPSTMVYDACRIIRERIPEAPAGPPSDFGLFLSDDDPKKGIWLEAGKALDYYMLRNGDTMEYRKKQRPLKIRMLDGTVKTIMVDDSKTVTDMLMTICARIGITNHDEYSLVRELMEEKKEEITGTLRKDKTLLRDEKKMEKLKQKLHTDDELNWLDHGRTLREQGVEEHETLLLRRKFFYSDQNVDSRDPVQLNLLYVQARDDILNGSHPVSFDKACEFAGFQCQIQFGPHNEQKHKAGFLDLKDFLPKEYVKQKGERKIFQAHKNCGQMSEIEAKVRYVKLARSLKTYGVSFFLVKEKMKGKNKLVPRLLGITKECVMRVDEKTKEVIQEWNLTNIKRWAASPKSFTLDFGDYQDGYYSVQTTEGEQIAQLIAGYIDIILKKKKSKDHFGLEGDEESTMLEDSVSPKKSTVLQQQYNRVGKVEHGSVALPAIMRSGASGPENFQVGSMPPAQQQITSGQMHRGHMPPLTSAQQALTGTINSSMQAVQAAQATLDDFDTLPPLGQDAASKAWRKNKMDESKHEIHSQVDAITAGTASVVNLTAGDPAETDYTAVGCAVTTISSNLTEMSRGVKLLAALLEDEGGSGRPLLQAAKGLAGAVSELLRSAQPASAEPRQNLLQAAGNVGQASGELLQQIGESDTDPHFQDALMQLAKAVASAAAALVLKAKSVAQRTEDSGLQTQVIAAATQCALSTSQLVACTKVVAPTISSPVCQEQLVEAGRLVAKAVEGCVSASQAATEDGQLLRGVGAAATAVTQALNELLQHVKAHATGAGPAGRYDQATDTILTVTENIFSSMGDAGEMVRQARILAQATSDLVNAIKADAEGESDLENSRKLLSAAKILADATAKMVEAAKGAAAHPDSEEQQQRLREAAEGLRMATNAAAQNAIKKKLVQRLEHAAKQAAASATQTIAAAQHAASTPKASAGPQPLLVQSCKAVAEQIPLLVQGVRGSQAQPDSPSAQLALIAASQSFLQPGGKMVAAAKASVPTIQDQASAMQLSQCA66 2.3 - 4 4 4 4 1.259 0.849

201 tr|A2NB43|A2NB43_HUMAN Cold agglutinin FS-1 H-chain (Fragment) OS=Homo sapiens GN=IGH@ PE=2 SV=114984 QVQLQQWGAGLLKPSETLSLTCAVYGGSFSDYYWRWIRQPPGKGLEWIAEINHSGSTNYSPSLKSRVTIAVDTSKNQFSLNMNSVTATDTALYYCARGQRVRGVIIDRVLLISGAKGH21 7.6 - 1 1 1 1 --- ---

202 tr|Q75N88|Q75N88_HUMAN Fibrillin 1 OS=Homo sapiens GN=FBN1 PE=4 SV=1 173316 MRRGRLLEIALGFTVLLASYTSHGADANLEAGNVKETRASRAKRRGGGGHDALKGPNVCGSRYNAYCCPGWKTLPGGNQCIVPICRHSCGDGFCSRPNMCTCPSGQIAPSCGSRSIQHCNIRCMNGGSCSDDHCLCQKGYIGTHCGQPVCESGCLNGGRCVAPNRCACTYGFTGPQCERDYRTGPCFTVISNQMCQGQLSGIVCTKTLCCATVGRAWGHPCEMCPAQPHPCRRGFIPNIRTGACQDVDECQAIPGLCQGGNCINTVGSFECKCPAGHKLNEVSQKCEDIDECSTIPGICEGGECTNTVSSYFCKCPPGFYTSPDGTRCIDVRPGYCYTALTNGRCSNQLPQSITKMQCCCDAGRCWSPGVTVAPEMCPIRATEDFNKLCSVPMVIPGRPEYPPPPLGPIPPVLPVPPGFPPGPQIPVPRPPVEYLYPSREPPRVLPVNVTDYCQLVRYLCQNGRCIPTPGSCRCECNKGFQLDLRGECIDVDECEKNPCAGGECINNQGSYTCQCRAGYQSTLTRTECRDIDECLQNGRICNNGRCINTDGSFHCVCNAGFHVTRDGKNCEDMDECSIRNMCLNGMCINEDGSFKCICKPGFQLASDGRYCKDINECETPGICMNGRCVNTDGSYRCECFPGLAVGLDGRVCVDTHMRSTCYGGYKRGQCIKPLFGAVTKSECCCASTEYAFGEPCQPCPAQNSAEYQALCSSGPGMTSAGSDINECALDPDICPNGICENLRGTYKCICNSGYEVDSTGKNCVDINECVLNSLLCDNGQCRNTPGSFVCTCPKGFIYKPDLKTCEDIDECESSPCINGVCKNSPGSFICECSSESTLDPTKTICIETIKGTCWQTVIDGRCEININGATLKSQCCSSLGAAWGSPCTLCQVDPICGKGYSRIKGTQCEDIDECEVFPGVCKNGLCVNTRGSFKCQCPSGMTLDATGRICLDIRLETCFLRYEDEECTLPIAGRHRMDACCCSVGAAWGTEECEECPMRNTPEYEELCPRGPGFATKEITNGKP30 1.3 1 2 1 2 1 --- ---

203 sp|P01833|PIGR_HUMAN Polymeric immunoglobulin receptor OS=Homo sapiens GN=PIGR PE=1 SV=497510 MLLFVLTCLLAVFPAISTKSPIFGPEEVNSVEGNSVSITCYYPPTSVNRHTRKYWCRQGARGGCITLISSEGYVSSKYAGRANLTNFPENGTFVVNIAQLSQDDSGRYKCGLGINSRGLSFDVSLEVSQGPGLLNDTKVYTVDLGRTVTINCPFKTENAQKRKSLYKQIGLYPVLVIDSSGYVNPNYTGRIRLDIQGTGQLLFSVVINQLRLSDAGQYLCQAGDDSNSNKKNADLQVLKPEPELVYEDLRGSVTFHCALGPEVANVAKFLCRQSSGENCDVVVNTLGKRAPAFEGRILLNPQDKDGSFSVVITGLRKEDAGRYLCGAHSDGQLQEGSPIQAWQLFVNEESTIPRSPTVVKGVAGGSVAVLCPYNRKESKSIKYWCLWEGAQNGRCPLLVDSEGWVKAQYEGRLSLLEEPGNGTFTVILNQLTSRDAGFYWCLTNGDTLWRTTVEIKIIEGEPNLKVPGNVTAVLGETLKVPCHFPCKFSSYEKYWCKWNNTGCQALPSQDEGPSKAFVNCDENSRLVSLTLNLVTRADEGWYWCGVKQGHFYGETAAVYVAVEERKAAGSRDVSLAKADAAPDEKVLDSGFREIENKAIQDPRLFAEEKAVADTRDQADGSRASVDSGSSEEQGGSSRALVSTLVPLGLVLAVGAVAVGVARARHRKNVDRVSIRSYRTDISMSDFENSREFGANDNMGASSITQETSLGGKEEFVATTESTTETKEPKKAKRSSKEEAEMAYKDFLLQSSTVAAEAQDGPQEA37 6.2 - 7 7 5 5 --- ---

204 sp|P30043|BLVRB_HUMAN Flavin reductase (NADPH) OS=Homo sapiens GN=BLVRB PE=1 SV=3 >tr|V9HWI1|V9HWI1_HUMAN Epididymis secretory protein Li 10 OS=Homo sapiens GN=HEL-S-10 PE=2 SV=125262 MAVKKIAIFGATGQTGLTTLAQAVQAGYEVTVLVRDSSRLPSEGPRPAHVVVGDVLQAADVDKTVAGQDAVIVLLGTRNDLSPTTVMSEGARNIVAAMKAHGVDKVVACTSAFLLWDPTKVPPRLQAVTDDHIRMHKVLRESGLKYVAVMPPHIGDQPLTGAYTVTLDGRGPSRVISKHDLGHFMLRCLTTDEYDGHSTYPSHQYQ33 4.9 - 1 1 1 1 --- ---

205 tr|Q9UMV1|Q9UMV1_HUMANComplement C4B1a (Fragment) OS=Homo sapiens GN=C4B PE=4 SV=15960 AAIIESPGGEMEEAELTSWYFVSSPFSLDLSKTKRHLVPGAPFLLQ102 23.9 1 14 14 1 1 2.168 1.75

206 tr|A0A075B6K3|A0A075B6K3_HUMANProtein IGLV2-11 (Fragment) OS=Homo sapiens GN=IGLV2-11 PE=4 SV=114328 MAWALLLLSLLTQGTGSWAQSALTQPRSVSGSPGQSVTISCTGTSSDVGGYNYVSWYQQHPGKAPKLMIYDVSKRPSGVPDRFSGSKSGNTASLTISGLQAEDEADYYCCSYAGSYTFH93 13.4 1 14 13 2 1 --- ---

207 tr|A8K2T4|A8K2T4_HUMAN cDNA FLJ78207, highly similar to Human complement protein component C7 mRNA OS=Homo sapiens PE=2 SV=1111446 MKVISLFILVGFIGEFQGFSSASSPVNCQWDFYAPWSECNGCTKTQTRRRSVAVYGQYGGQPCVGNAFETQSCEPTRGCPTEEGCGERFRCFSGQCISKSLVCNGDSDCDEDSADEDRCEDSGRRPSCDIDKPPPNIELTGNGYNELTGQFRNRVINTKSFGGQCRKVFSGDGKDFYRLSGNVLSYTFQVKINNDFNYEFYNSTWSYVKHTPTEHTSSSRKHSFFRSSSSSSRSYTSHTNEIHKGKSYQLLVVENTVEVAQFINNNPEFLQLAEPFWKELSHLPSLYDYSAYRRLIDQYGTHYLQSGSLGGEYRVLFYVDSEKLKQNDFNSVEEKKCKSSGWHFVVKFSSHGCKELENALKAASGTQNNVLRGEPFIRGGGAGFISGLSYLELDNPAGNKRRYSAWAESVTNLPQVIKQKLTPLYELVKEVPCASVKKLYLKWALEEYLDEFDPCHCRPCQNGGLATVEGTHCLCHCKPYTFGAACEQGVLVGNQAGGVDGGWSCWSSWSPCVQGKKTRSRECNNPPPSGGGRSCVGETTESTQCEDEELEHLRLLEPHCFPLSLVPTEFCPSPPALKDGFVQDEGTMFPVGKNVVYTCNEGYSLIGNPVARCGEDLRWLVGEMHCQKIACVLPVLMDGIQSHPQKPFYTVGEKVTVSCSGGMSLEGPSAFLCGSSLKWSPEMKNARCVQKENPLTQAVPKCQRWEKLQNSRCVCKMPYECGPSLDVCAQDERSKRILPLTVCKMHVLHCQGRNYTLTGRDSCTLPASAEKACGACPLWGKCDAESSKCVCREASECEEEGFSICVEVNGKEQTMSECEAGALRCRGQSISVTSIRPCAAETQ608 25.9 1 88 1 18 1 --- ---

208 tr|A0A024R7F1|A0A024R7F1_HUMANProtein kinase C substrate 80K-H, isoform CRA_a OS=Homo sapiens GN=PRKCSH PE=4 SV=170571 MLLPLLLLLPMCWAVEVKRPRGVSLTNHHFYDESKPFTCLDGSATIPFDQVNDDYCDCKDGSDEPGTAACPNGSFHCTNTGYKPLYIPSNRVNDGVCDCCDGTDEYNSGVICENTCKEKGRKERESLQQMAEVTREGFRLKKILIEDWKKAREEKQKKLIELQAGKKSLEDQVEMLRTVKEEAEKPEREAKEQHQKLWEEQLAAAKAQQEQELAADAFKELDDDMDGTVSVTELQTHPELDTDGDGALSEAEAQALLSGDTQTDATSFYDRVWAAIRDKYRSEALPTDLPAPSAPDLTEPKEEQPPVPSSPTEEEEEEEEEEEEAEEEEEEEDSEEAPPPLSPPQPASPAEEDKMPPYDEQTQAFIDAAQEARNKFEEAERSLKDMEESIRNLEQEISFDFGPNGEFAYLYSQCYELTTNEYVYRLCPFKLVSQKPKLGGSPTSLGTWGSWIGPDHDKFSAMKYEQGTGCWQGPNRSTTVRLLCGKETMVTSTTEPSRCEYLMELMTPAACPEPPPEAPTEDDHDEL36 1.3 5 3 3 1 1 --- ---

209 sp|Q15485|FCN2_HUMAN Ficolin-2 OS=Homo sapiens GN=FCN2 PE=1 SV=2 39607 MELDRAVGVLGAATLLLSFLGMAWALQAADTCPEVKMVGLEGSDKLTILRGCPGLPGAPGPKGEAGTNGKRGERGPPGPPGKAGPPGPNGAPGEPQPCLTGPRTCKDLLDRGHFLSGWHTIYLPDCRPLTVLCDMDTDGGGWTVFQRRVDGSVDFYRDWATYKQGFGSRLGEFWLGNDNIHALTAQGTSELRVDLVDFEDNYQFAKYRSFKVADEAEKYNLVLGAFVEGSAGDSLTFHNNQSFSTKDQDNDLNTGNCAVMFQGAWWYKNCHVSNLNGRYLRGTHGSFANGINWKSGKGYNYSYKVSEMKVRPA308 14.7 - 38 38 5 5 2.859 2.981

210 sp|P03951|FA11_HUMAN Coagulation factor XI OS=Homo sapiens GN=F11 PE=1 SV=184893 MIFLYQVVHFILFTSVSGECVTQLLKDTCFEGGDITTVFTPSAKYCQVVCTYHPRCLLFTFTAESPSEDPTRWFTCVLKDSVTETLPRVNRTAAISGYSFKQCSHQISACNKDIYVDLDMKGINYNSSVAKSAQECQERCTDDVHCHFFTYATRQFPSLEHRNICLLKHTQTGTPTRITKLDKVVSGFSLKSCALSNLACIRDIFPNTVFADSNIDSVMAPDAFVCGRICTHHPGCLFFTFFSQEWPKESQRNLCLLKTSESGLPSTRIKKSKALSGFSLQSCRHSIPVFCHSSFYHDTDFLGEELDIVAAKSHEACQKLCTNAVRCQFFTYTPAQASCNEGKGKCYLKLSSNGSPTKILHGRGGISGYTLRLCKMDNECTTKIKPRIVGGTASVRGEWPWQVTLHTTSPTQRHLCGGSIIGNQWILTAAHCFYGVESPKILRVYSGILNQSEIKEDTSFFGVQEIIIHDQYKMAESGYDIALLKLETTVNYTDSQRPICLPSKGDRNVIYTDCWVTGWGYRKLRDKIQNTLQKAKIPLVTNEECQKRYRGHKITHKMICAGYREGGKDACKGDSGGPLSCKHNEVWHLVGITSWGEGCAQRERPGVYTNVVEYVDWILEKTQAV40 3.2 - 3 3 2 2 --- ---

211 tr|Q6UXM4|Q6UXM4_HUMANFicolin (Collagen/fibrinogen domain containing) 3 (Hakata antigen), isoform CRA_b OS=Homo sapiens GN=FCN3 PE=2 SV=134547 MDLLWILPSLWLLLLGGPACLKTQEHPSCPGPRELEASKVVLLPSCPGAPGSPGEKGAPGPQGPPGPPGKMGPKGEPGPRNCRELLSQGATLSGWYHLCLPEGRALPVFCDMDTEGGGWLVFQRRQDGSVDFFRSWSSYRAGFGNQESEFWLGNENLHQLTLQGNWELRVELEDFNGNRTFAHYATFRLLGEVDHYQLALGKFSEGTAGDSLSLHSGRPFTTYDADHDSSNSNCAVIVHGAWWYASCYRSNLNGRYAVSEAAAHKYGIDWASGRGVGHPYRRVRMMLR731 26.4 1 80 80 8 8 1.18 1.258

212 tr|B0I1S0|B0I1S0_HUMAN DYNC2H1 variant protein OS=Homo sapiens PE=2 SV=1588296 MANGTADVRKLFIFTTTQNYFGLMSELWDQPLLCNCLEINNFLDDGNQMLLRVQRSDAGISFSNTIEFGDTKDKVLVFFKLRPEVITDENLHDNILVSSMLESPISSLYQAVRQVFAPMLLKDQEWSRNFDPKLQNLLSELEAGLGIVLRRSDTNLTKLKFKEDDTRGILTPSDEFQFWIEQAHRGNKQISKERANYFKELFETIAREFYNLDSLSLLEVVDLVETTQDVVDDVWRQTEHDHYPESRMLHLLDIIGGSFGRFVQKKLGTLNLWEDPYYLVKESLKAGISICEQWVIVCNHLTGQVWQRYVPHPWKNEKYFPETLDKLGKRLEEVLAIRTIHEKFLYFLPASEEKIICLTRVFEPFTGLNPVQYNPYTEPLWKAAVSQYEKIIAPAEQKIAGKLKNYISEIQDSPQQLLQAFLKYKELVKRPTISKELMLERETLLARLVDSIKDFRLDFENRCRGIPGDASGPLSGKNLSEVVNSIVWVRQLELKVDDTIKIAEALLSDLPGFRCFHQSAKDLLDQLKLYEQEQFDDWSRDIQSGLSDSRSGLCIEASSRIMELDSNDGLLKVHYSDRLVILLREVRQLSALGFVIPAKIQQVANIAQKFCKQAIILKQVAHFYNSIDQQMIQSQRPMMLQSALAFEQIIKNSKAGSGGKSQITWDNPKELEGYIQKLQNAAERLATENRKLRKWHTTFCEKVVVLMNIDLLRQQQRWKDGLQELRTGLATVEAQGFQASDMHAWKQHWNHQLYKALEHQYQMGLEALNENLPEINIDLTYKQGRLQFRPPFEEIRAKYYREMKRFIGIPNQFKGVGEAGDESIFSIMIDRNASGFLTIFSKAEDLFRRLSAVLHQHKEWIVIGQVDMEALVEKHLFTVHDWEKNFKALKIKGKEVERLPSAVKVDCLNINCNPVKTVIDDLIQKLFDLLVLSLKKSIQAHLHEIDTFVTEAMEVLTIMPQSVEEIGDANLQYSKLQERKPEILPLFQEAEDKNRLLRTVAGGGLETISNLKAKWDKFELMMES28 0.2 1 7 7 1 1 --- ---

213 tr|D6RD58|D6RD58_HUMAN Leukocyte cell-derived chemotaxin-2 OS=Homo sapiens GN=LECT2 PE=4 SV=212319 MIVGQEKPYQNKNAINNGVRISGRGFCVKMFYIKPIKYKGPIKKGEKLGTLLPLQKVYPGIQSHVHIENCDSSDPTAYL33 11.4 1 3 3 1 1 --- ---

214 sp|P02647|APOA1_HUMAN Apolipoprotein A-I OS=Homo sapiens GN=APOA1 PE=1 SV=1 >tr|A0A024R3E3|A0A024R3E3_HUMAN Apolipoprotein A-I, isoform CRA_a OS=Homo sapiens GN=APOA1 PE=4 SV=137756 MKAAVLTLAVLFLTGSQARHFWQQDEPPQSPWDRVKDLATVYVDVLKDSGRDYVSQFEGSALGKQLNLKLLDNWDSVTSTFSKLREQLGPVTQEFWDNLEKETEGLRQEMSKDLEEVKAKVQPYLDDFQKKWQEEMELYRQKVEPLRAELQEGARQKLHELQEKLSPLGEEMRDRARAHVDALRTHLAPYSDELRQRLAARLEALKENGGARLAEYHAKATEHLSTLSEKAKPALEDLRQGLLPVLESFKVSFLSALEEYTKKLNTQ9312 77.5 - 956 956 26 26 1.023 1.057



215 tr|Q96JD0|Q96JD0_HUMAN Amyloid lambda 6 light chain variable region SAR (Fragment) OS=Homo sapiens PE=1 SV=113922 NFMLTQPHSVSESPGKTVTISCTGSSGSIATNYVQWYQLRPGSAPTTVIYEDNQRPSGVPDRFSGSIDSSSNSASLTISGLKTEDEADYYCQSYDSSIGNVIFGGGTKLTVLGQPK149 20.7 - 39 1 2 1 --- ---

216 tr|G3XAK1|G3XAK1_HUMANHepatocyte growth factor-like protein alpha chain OS=Homo sapiens GN=MST1 PE=3 SV=191508 MGLWWVTVQPPARRMGWLPLLLLLTQCLGVPGQRSPLNDFQVLRGTELQHLLHAVVPGPWQEDVADAEECAGRCGPLMDCRAFHYNVSSHGCQLLPWTQHSPHTRLRRSGRCDLFQKKDYVRTCIMNNGVGYRGTMATTVGGLPCQAWSHKFPNDHKYTPTLRNGLEENFCRNPDGDPGGPWCYTTDPAVRFQSCGIKSCREAACVWCNGEEYRGAVDRTESGRECQRWDLQHPHQHPFEPGKFLDQGLDDNYCRNPDGSERPWCYTTDPQIEREFCDLPRCGSEAQPRQEATTVSCFRGKGEGYRGTANTTTAGVPCQRWDAQIPHQHRFTPEKYACKDLRENFCRNPDGSEAPWCFTLRPGMRAAFCYQIRRCTDDVRPQDCYHGAGEQYRGTVSKTRKGVQCQRWSAETPHKPQFTFTSEPHAQLEENFCRNPDGDSHGPWCYTMDPRTPFDYCALRRCADDQPPSILDPPDQVQFEKCGKRVDRLDQRRSKLRVVGGHPGNSPWTVSLRNRQGQHFCGGSLVKEQWILTARQCFSSCHMPLTGYEVWLGTLFQNPQHGEPSLQRVPVAKMVCGPSGSQLVLLKLERSVTLNQRVALICLPPEWYVVPPGTKCEIAGWGETKGTGNDTVLNVALLNVISNQECNIKHRGRVRESEMCTEGLLAPVGACEGDYGGPLACFTHNCWVLEGIIIPNRVCARSRWPAVFTRVSVFVDWIHKVMRLG56 4.1 2 3 3 2 2 --- ---

217 tr|E7EUT5|E7EUT5_HUMAN Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=134412 MEEMRDPSKIKWGDAGAEYVVESTGVFTTMEKAGAHLQGGAKRVIISAPSADAPMFVMGVNHEKYDNSLKIISNASCTTNCLAPLAKVIHDNFGIVEGLMTTVHAITATQKTVDGPSGKLWRDGRGALQNIIPASTGAAKAVGKVIPELNGKLTGMAFRVPTANVSVVDLTCRLEKPAKYDDIKKVVKQASEGPLKGILGYTEHQVVSSDFNSDTHSSTFDAGAGIALNDHFVKLISWYDNEFGYSNRVVDLMAHMASKE175 18.5 1 11 11 3 3 1.515 1.089

218 tr|A0A087X079|A0A087X079_HUMANIg gamma-1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=162850 MEFGLSWVFLVAILKGVQCEVQLVESGGGVVRPGGSLRLSFAASGFTFDDYGMSWVRQAPGKGLEWVSGINWNGGSTDYVDSVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCARDTVRGSQYYYYYMDVWGKGTTVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK3604 35.1 - 315 1 13 1 --- ---

219 tr|A0A087WW89|A0A087WW89_HUMANProtein IGHV3-72 OS=Homo sapiens GN=IGHV3-72 PE=4 SV=113100 EVQLVESGGGLVQPGGSLRLSCAASGFTFSDHYMDWVRQAPGKGLEWVGRTRNKANSYTTEYAASVKGRFTISRDDSKNSLYLQMNSLKTEDTAVYYCARD387 49.5 - 12 1 4 1 --- ---

220 tr|Q6NUL6|Q6NUL6_HUMANPITPNA protein (Fragment) OS=Homo sapiens GN=PITPNA PE=2 SV=144984 PQRRPAPARRCGTGAPGGVGSGARGDEARAAGAGAATAARAAGTEQSTTKTHSRVILPVSVDEYQVGQLYSVAEASKNETGGGEGVEVLVNEPYEKDGEKGQYTHKIYHLQSKVPTFVRMLAPEGALNIHEKSWNAYPYCRTVITNEYMKEDFLIKIETWHKPDLGTQENVHKLEPEAWKHVEAVYIDIADRSQVLSKDYKAEEDPAKFKSIKTGRGPLGPNWKQELVNQKDCPYMCAYKLVTVKFKWWGLQNKVENFIHKQERRLFTNFHRQLFCWLDKWVDLTMDDIRRMEEETKRQLGEMRQKDPVKGMTADD25 5.1 - 1 1 1 1 --- ---

221 sp|P01008|ANT3_HUMAN Antithrombin-III OS=Homo sapiens GN=SERPINC1 PE=1 SV=1 >tr|A0A024R944|A0A024R944_HUMAN Serpin peptidase inhibitor, clade C (Antithrombin), member 1, isoform CRA_a OS=Homo sapiens GN=SERPINC1 PE=3 SV=164585 MYSNVIGTVTSGKRKVYLLSLLLIGFWDCVTCHGSPVDICTAKPRDIPMNPMCIYRSPEKKATEDEGSEQKIPEATNRRVWELSKANSRFATTFYQHLADSKNDNDNIFLSPLSISTAFAMTKLGACNDTLQQLMEVFKFDTISEKTSDQIHFFFAKLNCRLYRKANKSSKLVSANRLFGDKSLTFNETYQDISELVYGAKLQPLDFKENAEQSRAAINKWVSNKTEGRITDVIPSEAINELTVLVLVNTIYFKGLWKSKFSPENTRKELFYKADGESCSASMMYQEGKFRYRRVAEGTQVLELPFKGDDITMVLILPKPEKSLAKVEKELTPEVLQEWLDELEEMMLVVHMPRFRIEDGFSLKEQLQDMGLVDLFSPEKSKLPGIVAEGRDDLYVSDAFHKAFLEVNEEGSEAAASTAVVIAGRSLNPNRVTFKANRPFLVFIREVPLNTIIFMGRVANPCVK7673 52.8 - 676 676 25 25 0.925 0.996

222 tr|A0A024R9Q1|A0A024R9Q1_HUMANThrombospondin 1, isoform CRA_a OS=Homo sapiens GN=THBS1 PE=4 SV=1150297 MGLAWGLGVLFLMHVCGTNRIPESGGDNSVFDIFELTGAARKGSGRRLVKGPDPSSPAFRIEDANLIPPVPDDKFQDLVDAVRAEKGFLLLASLRQMKKTRGTLLALERKDHSGQVFSVVSNGKAGTLDLSLTVQGKQHVVSVEEALLATGQWKSITLFVQEDRAQLYIDCEKMENAELDVPIQSVFTRDLASIARLRIAKGGVNDNFQGVLQNVRFVFGTTPEDILRNKGCSSSTSVLLTLDNNVVNGSSPAIRTNYIGHKTKDLQAICGISCDELSSMVLELRGLRTIVTTLQDSIRKVTEENKELANELRRPPLCYHNGVQYRNNEEWTVDSCTECHCQNSVTICKKVSCPIMPCSNATVPDGECCPRCWPSDSADDGWSPWSEWTSCSTSCGNGIQQRGRSCDSLNNRCEGSSVQTRTCHIQECDKRFKQDGGWSHWSPWSSCSVTCGDGVITRIRLCNSPSPQMNGKPCEGEARETKACKKDACPINGGWGPWSPWDICSVTCGGGVQKRSRLCNNPAPQFGGKDCVGDVTENQICNKQDCPIDGCLSNPCFAGVKCTSYPDGSWKCGACPPGYSGNGIQCTDVDECKEVPDACFNHNGEHRCENTDPGYNCLPCPPRFTGSQPFGQGVEHATANKQVCKPRNPCTDGTHDCNKNAKCNYLGHYSDPMYRCECKPGYAGNGIICGEDTDLDGWPNENLVCVANATYHCKKDNCPNLPNSGQEDYDKDGIGDACDDDDDNDKIPDDRDNCPFHYNPAQYDYDRDDVGDRCDNCPYNHNPDQADTDNNGEGDACAADIDGDGILNERDNCQYVYNVDQRDTDMDGVGDQCDNCPLEHNPDQLDSDSDRIGDTCDNNQDIDEDGHQNNLDNCPYVPNANQADHDKDGKGDACDHDDDNDGIPDDKDNCRLVPNPDQKDSDGDGRGDACKDDFDHDSVPDIDDICPENVDISETDFRRFQMIPLDPKGTSQNDPNWVVRHQGKELVQTVNCDPGLAVGYDEFNAVDFSGTFFINTERDDDYAG1658 25.5 - 214 8 27 1 1.307 0.968

223 tr|Q6PIQ7|Q6PIQ7_HUMAN IGL@ protein OS=Homo sapiens GN=IGL@ PE=2 SV=129910 MAWALLLLSLLTQGTGSWAQSALTQPRSVSGSPGQSVTIPCTGTSSDVGNYNYVSWYRQHPGKAPKLMIYDVNKRPSGVPDRFSGSKSGNTASLTISGLQAEDEADYYCCSYAGTYTFGVFGGGTKLTVLGQPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTPEQWKSHKSYSCQVTHEGSTVEKTVAPTECS1404 38.1 - 186 8 8 1 --- ---

224 tr|A0A087WU43|A0A087WU43_HUMANCadherin-1 OS=Homo sapiens GN=CDH1 PE=1 SV=1 79244 MGPWSRSLSALLLLLQVSSWLCQEPEPCHPGFDAESYTFTVPRRHLERGRVLGRVNFEDCTGRQRTAYFSLDTRFKVGTDGVITVKRPLRFHNPQIHFLVYAWDSTYRKFSTKVTLNTVGHHHRPPPHQASVSGIQAELLTFPNSSPGLRRQKRDWVIPPISCPENEKGPFPKNLVQIKSNKDKEGKVFYSITGQGADTPPVGVFIIERETGWLKVTEPLDRERIATYTLFSHAVSSNGNAVEDPMEILITVTDQNDNKPEFTQEVFKGSVMEGALPGTSVMEVTATDADDDVNTYNAAIAYTILSQDPELPDKNMFTINRNTGVISVVTTGLDRESFPTYTLVVQAADLQGEGLSTTATAVITVTDTNDNPPIFNPTTYKGQVPENEANVVITTLKVTDADAPNTPAWEAVYTILNDDGGQFVVTTNPVNNDGILKTAKGLDFEAKQQYILHVAVTNVVPFEVSLTTSTATVTVDVLDVNEAPIFVPPEKRVEVSEDFGVGQEITSYTAQEPDTFMEQKITYRIWRDTANWLEINPDTGAISTRAELDREDFEHVKNSTYTALIIATDNGSPVATGTGTLLLILSDVNDNAPIPEPRTIFFCERNPKPQVAGLLEPSDPPILASQSIGITDMSHCTCPAPQLPAIF34 2.9 10 2 2 2 2 --- ---

225 tr|A0A075B6H6|A0A075B6H6_HUMANIg kappa chain C region (Fragment) OS=Homo sapiens GN=IGKC PE=4 SV=114622 XTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC1005 80.4 - 74 45 6 2 0.791 1.012

226 tr|A0A024R972|A0A024R972_HUMANLaminin, gamma 1 (Formerly LAMB2), isoform CRA_a OS=Homo sapiens GN=LAMC1 PE=4 SV=1204490 MDECTDEGGRPQRCMPEFVNAAFNVTVVATNTCGTPPEEYCVQTGVTGVTKSCHLCDAGQPHLQHGAAFLTDYNNQADTTWWQSQTMLAGVQYPSSINLTLHLGKAFDITYVRLKFHTSRPESFAIYKRTREDGPWIPYQYYSGSCENTYSKANRGFIRTGGDEQQALCTDEFSDISPLTGGNVAFSTLEGRPSAYNFDNSPVLQEWVTATDIRVTLNRLNTFGDEVFNDPKVLKSYYYAISDFAVGGRCKCNGHASECMKNEFDKLVCNCKHNTYGVDCEKCLPFFNDRPWRRATAESASECLPCDCNGRSQECYFDPELYRSTGHGGHCTNCQDNTDGAHCERCRENFFRLGNNEACSSCHCSPVGSLSTQCDSYGRCSCKPGVMGDKCDRCQPGFHSLTEAGCRPCSCDPSGSIDECNIETGRCVCKDNVEGFNCERCKPGFFNLESSNPRGCTPCFCFGHSSVCTNAVGYSVYSISSTFQIDEDGWRAEQRDGSEASLEWSSERQDIAVISDSYFPRYFIAPAKFLGKQVLSYGQNLSFSFRVDRRDTRLSAEDLVLEGAGLRVSVPLIAQGNSYPSETTVKYVFRLHEATDYPWRPALTPFEFQKLLNNLTSIKIRGTYSERSAGYLDDVTLASARPGPGVPATWVESCTCPVGYGGQFCEMCLSGYRRETPNLGPYSPCVLCACNGHSETCDPETGVCNCRDNTAGPHCEKCSDGYYGDSTAGTSSDCQPCPCPGGSSCAVVPKTKEVVCTNCPTGTTGKRCELCDDGYFGDPLGRNGPVRLCRLCQCSDNIDPNAVGNCNRLTGECLKCIYNTAGFYCDRCKDGFFGNPLAPNPADKCKACNCNLYGTMKQQSSCNPVTGQCECLPHVTGQDCGACDPGFYNLQSGQGCERCDCHALGSTNGQCDIRTGQCECQPGITGQHCERCEVNHFGFGPEGCKPCDCHPEGSLSLQCKDDGRCECREGFVGNRCDQCEENYFYNRSWPGCQECPACYRLVKDKVADHRVKLQELESLIANLG53 1 1 1 1 1 1 --- ---

227 tr|S6BGE0|S6BGE0_HUMAN IgG H chain OS=Homo sapiens PE=2 SV=1 37846 MEFGLSWVLLVAILKSVHCEVQLLESGGGLAQPGGSLRLSCAASGFSFSTQAMAWVRQAPGKGLEWVSAIGGRDEGSYYAESLKGRLTISRDNSKNTVYLQMDRLRADDTAIYFCTKIDWSIRGTFDNWGRGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKRVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWY1429 22.7 - 130 2 5 1 --- ---

228 sp|P35527|K1C9_HUMAN Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=370468 MSCRQFSSSYLSRSGGGGGGGLGSGGSIRSSYSRFSSSGGGGGGGRFSSSSGYGGGSSRVCGRGGGGSFGYSYGGGSGGGFSASSLGGGFGGGSRGFGGASGGGYSSSGGFGGGFGGGSGGGFGGGYGSGFGGFGGFGGGAGGGDGGILTANEKSTMQELNSRLASYLDKVQALEEANNDLENKIQDWYDKKGPAAIQKNYSPYYNTIDDLKDQIVDLTVGNNKTLLDIDNTRMTLDDFRIKFEMEQNLRQGVDADINGLRQVLDNLTMEKSDLEMQYETLQEELMALKKNHKEEMSQLTGQNSGDVNVEINVAPGKDLTKTLNDMRQEYEQLIAKNRKDIENQYETQITQIEHEVSSSGQEVQSSAKEVTQLRHGVQELEIELQSQLSKKAALEKSLEDTKNRYCGQLQMIQEQISNLEAQITDVRQEIECQNQEYSLLLSIKMRLEKEIETYHNLLEGGQEDFESSGAGKIGLGGRGGSGGSYGRGSRGGSGGSYGGGGSGGGYGGGSGSRGGSGGSYGGGSGSGGGSGGGYGGGSGGGHSGGSGGGHSGGSGGNYGGGSGSGGGSGGGYGGGSGSRGGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGKSSHS62 10.4 - 7 7 5 5 0.63 0.618

229 tr|B3KQ18|B3KQ18_HUMAN cDNA FLJ32632 fis, clone SYNOV1000190, highly similar to Alpha-1,3-mannosyl-glycoprotein2-beta-N- acetylglucosaminyltransferase (EC 2.4.1.101) OS=Homo sapiens PE=2 SV=156595 MLKKQSAGLVLWGAILFVAWNALLLLFFWTRPAPGRPPSVSALDGDPASLTREVIRLAQDAEMELERQRGLLQQIGDALSSQRGRVPTAAPPAQPRVPVTPAPAVIPILVIACDRSTVRRCLDKLLHYRPSAELFPIIVSQDCGHEETAQAIASYGSAVTHIRQPDLSSIAVPPDHRKFQGYYKIARHYRWALGQVFRQFRFPAAVVVEDDLEVAPDFFEYFQATYPLLKADPSLWCVSAWNDNGKEQMVDASRPELLYRTDFFPGLGWLLLAELWAELEPKWPKAFWDDWMRRPEQRQGRACIRPEISRTMTFGRKGVSHGQFFDQHLKFIKLNQQFVHFTQLDLSYLQREAYDRDFLARVYGAPQLQVEKVRTNDRKELGEVRVQYTGRDSFKAFAKALGVMDDLKSGVPRAGYRGIVTFQFRGRRVHLAPPPTWEGYDPSWN53 2 4 2 2 1 1 --- ---

230 sp|P02747|C1QC_HUMAN Complement C1q subcomponent subunit C OS=Homo sapiens GN=C1QC PE=1 SV=3 >tr|A0A024RAA7|A0A024RAA7_HUMAN Complement component 1, q subcomponent, C chain, isoform CRA_a OS=Homo sapiens GN=C1QC PE=4 SV=129940 MDVGPSSLPHLGLKLLLLLLLLPLRGQANTGCYGIPGMPGLPGAPGKDGYDGLPGPKGEPGIPAIPGIRGPKGQKGEPGLPGHPGKNGPMGPPGMPGVPGPMGIPGEPGEEGRYKQKFQSVFTVTRQTHQPPAPNSLIRFNAVLTNPQGDYDTSTGKFTCKVPGLYYFVYHASHTANLCVLLYRSGVKVVTFCGHTSKTNQVNSGGVLLRLQVGEEVWLAVNDYYDMVGIQGSDSVFSGFLLFPD716 21.2 - 50 50 4 4 1.129 0.934

231 sp|P15169|CBPN_HUMAN Carboxypeptidase N catalytic chain OS=Homo sapiens GN=CPN1 PE=1 SV=158014 MSDLLSVFLHLLLLFKLVAPVTFRHHRYDDLVRTLYKVQNECPGITRVYSIGRSVEGRHLYVLEFSDHPGIHEPLEPEVKYVGNMHGNEALGRELMLQLSEFLCEEFRNRNQRIVQLIQDTRIHILPSMNPDGYEVAAAQGPNKPGYLVGRNNANGVDLNRNFPDLNTYIYYNEKYGGPNHHLPLPDNWKSQVEPETRAVIRWMHSFNFVLSANLHGGAVVANYPYDKSFEHRVRGVRRTASTPTPDDKLFQKLAKVYSYAHGWMFQGWNCGDYFPDGITNGASWYSLSKGMQDFNYLHTNCFEITLELSCDKFPPEEELQREWLGNREALIQFLEQVHQGIKGMVLDENYNNLANAVISVSGINHDVTSGDHGDYFRLLLPGIYTVSATAPGYDPETVTVTVGPAEPTLVNFHLKRSIPQVSPVRRAPSRRHGVRAKVQPQARKKEMEMRQLQRGPA37 2 - 4 4 1 1 --- ---

232 tr|A0A068LKQ0|A0A068LKQ0_HUMANIg heavy chain variable region (Fragment) OS=Homo sapiens PE=4 SV=115284 EVQLVQSGAEVKKPGQSLKISCKAFGYNFTNYWITWVRQMSGEGLEWMGRIDPSDSYINYNPSFQGHVTISLDKSITTAYLQWSSLNASDTAIYYCARVGPQFGEPADPWGRGTLVTVSS181 10 - 8 8 1 1 0.98 1.073

233 sp|P23560|BDNF_HUMAN Brain-derived neurotrophic factor OS=Homo sapiens GN=BDNF PE=1 SV=133675 MTILFLTMVISYFGCMKAAPMKEANIRGQGGLAYPGVRTHGTLESVNGPKAGSRGLTSLADTFEHVIEELLDEDQKVRPNEENNKDADLYTSRVMLSSQVPLEPPLLFLLEEYKNYLDAANMSMRVRRHSDPARRGELSVCDSISEWVTAADKKTAVDMSGGTVTVLEKVPVSKGQLKQYFYETKCNPMGYTKEGCRGIDKRHWNSQCRTTQSYVRALTMDSKKRIGWRFIRIDTSCVCTLTIKRGR48 6.1 - 1 1 1 1 --- ---

234 tr|B2R7N9|B2R7N9_HUMAN cDNA, FLJ93532, highly similar to Homo sapiens osteomodulin (OMD), mRNA OS=Homo sapiens PE=2 SV=157509 MGFLSPIYVIFFFFGVKVHCQYETYQWDEDYDQEPDDDYQTGFPFRQNVDYGVPFHQYTLGCVSECFCPTNFPSSMYCDNRKLKTIPNIPMHIQQLYLQFNEIEAVTANSFINATHLKEINLSHNKIKSQKIDYGVFAKLPNLLQLHLEHNNLEEFPFPLPKSLERLLLGYNEISKLQTNAMDGLVNLTMLDLCYNYLHDSLLKDKIFAKMEKLMQLNLCSNRLESMPPGLPSSLMYLSLENNSISSIPEKYFDKLPKLHTLRMSHNKLQDIPYNIFNLPNIVELSVGHNKLKQAFYIPRNLEHLYLQNNEIEKMNLTVMCPSIDPLHYHHLTYIRVDQNKLKEPISSYIFFCFPHIHTIYYGEQRSTNGQTIQLKTQVFSRFPDDDDESEDHDDPDNAHESPEQEGAEGHFDLHYYENQE41 2.4 1 1 1 1 1 --- ---

235 sp|P13645|K1C10_HUMAN Keratin, type I cytoskeletal 10 OS=Homo sapiens GN=KRT10 PE=1 SV=666321 MSVRYSSSKHYSSSRSGGGGGGGGCGGGGGVSSLRISSSKGSLGGGFSSGGFSGGSFSRGSSGGGCFGGSSGGYGGLGGFGGGSFRGSYGSSSFGGSYGGIFGGGSFGGGSFGGGSFGGGGFGGGGFGGGFGGGFGGDGGLLSGNEKVTMQNLNDRLASYLDKVRALEESNYELEGKIKEWYEKHGNSHQGEPRDYSKYYKTIDDLKNQILNLTTDNANILLQIDNARLAADDFRLKYENEVALRQSVEADINGLRRVLDELTLTKADLEMQIESLTEELAYLKKNHEEEMKDLRNVSTGDVNVEMNAAPGVDLTQLLNNMRSQYEQLAEQNRKDAEAWFNEKSKELTTEIDNNIEQISSYKSEITELRRNVQALEIELQSQLALKQSLEASLAETEGRYCVQLSQIQAQISALEEQLQQIRAETECQNTEYQQLLDIKIRLENEIQTYRSLLEGEGSSGGGGRGGGSFGGGYGGGSSGGGSSGGGHGGGHGGSSGGGYGGGSSGGGSSGGGYGGGSSSGGHGGSSSGGYGGGSSGGGGGGYGGGSSGGGSSSGGGYGGGSSSGGHKSSSSGSVGESSSKGPRY504 13.5 - 23 22 7 6 0.468 0.442

236 tr|B2RDL6|B2RDL6_HUMAN cDNA, FLJ96669, highly similar to Homo sapiens secreted protein, acidic, cysteine-rich (osteonectin)(SPARC), mRNA OS=Homo sapiens PE=2 SV=141811 MRAWIFFLLCLTGRALAAPQQEALPDETEVVEETVAEVTEVSVGANPVQVEVGEFDDGAEETEEEVVAENPCQNHHCKHGKVCELDENNTPMCVCQDPTSCPAPIGEFEKVCSNDNKTFDSSCHFFATKCTLEGTKKGHKLHLDYIGPCKYIPPCLDSGLTEFPLRMRDWLKNVLVTLYERDEDNNLLTEKQKLRVKKIHENEKRLEAGDHPVELLARDFEKNYNMYIFPVHWQFGQLDQHPIDGYLSHTELAPLRAPLIPMEHCTTRFFETCDLDNDKYIALDEWAGCFGIKQKDIDKDLVI160 7.9 4 15 15 3 3 1.205 1.163

237 sp|P0C0L4|CO4A_HUMAN Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=2217989 MRLLWGLIWASSFFTLSLQKPRLLLFSPSVVHLGVPLSVGVQLQDVPRGQVVKGSVFLRNPSRNNVPCSPKVDFTLSSERDFALLSLQVPLKDAKSCGLHQLLRGPEVQLVAHSPWLKDSLSRTTNIQGINLLFSSRRGHLFLQTDQPIYNPGQRVRYRVFALDQKMRPSTDTITVMVENSHGLRVRKKEVYMPSSIFQDDFVIPDISEPGTWKISARFSDGLESNSSTQFEVKKYVLPNFEVKITPGKPYILTVPGHLDEMQLDIQARYIYGKPVQGVAYVRFGLLDEDGKKTFFRGLESQTKLVNGQSHISLSKAEFQDALEKLNMGITDLQGLRLYVAAAIIESPGGEMEEAELTSWYFVSSPFSLDLSKTKRHLVPGAPFLLQALVREMSGSPASGIPVKVSATVSSPGSVPEVQDIQQNTDGSGQVSIPIIIPQTISELQLSVSAGSPHPAIARLTVAAPPSGGPGFLSIERPDSRPPRVGDTLNLNLRAVGSGATFSHYYYMILSRGQIVFMNREPKRTLTSVSVFVDHHLAPSFYFVAFYYHGDHPVANSLRVDVQAGACEGKLELSVDGAKQYRNGESVKLHLETDSLALVALGALDTALYAAGSKSHKPLNMGKVFEAMNSYDLGCGPGGGDSALQVFQAAGLAFSDGDQWTLSRKRLSCPKEKTTRKKRNVNFQKAINEKLGQYASPTAKRCCQDGVTRLPMMRSCEQRAARVQQPDCREPFLSCCQFAESLRKKSRDKGQAGLQRALEILQEEDLIDEDDIPVRSFFPENWLWRVETVDRFQILTLWLPDSLTTWEIHGLSLSKTKGLCVATPVQLRVFREFHLHLRLPMSVRRFEQLELRPVLYNYLDKNLTVSVHVSPVEGLCLAGGGGLAQQVLVPAGSARPVAFSVVPTAAAAVSLKVVARGSFEFPVGDAVSKVLQIEKEGAIHREELVYELNPLDHRGRTLEIPGNSDPNMIPDGDFNSYVRVTASDPLDTLGSEGALSPGGVASLLRLPRGCGEQTMIYLAPTLAA18599 42 - 1660 16 65 2 0.79 0.622

238 tr|E7EQB2|E7EQB2_HUMAN Lactotransferrin (Fragment) OS=Homo sapiens GN=LTF PE=1 SV=192148 MGLCLAGRRRSVQWCAVSQPEATKCFQWQRNMRKVRGPPVSCIKRDSPIQCIQAIAENRADAVTLDGGFIYEAGLAPYKLRPVAAEVYGTERQPRTHYYAVAVVKKGGSFQLNELQGLKSCHTGLRRTAGWNVPIGTLRPFLNWTGPPEPIEAAVARFFSASCVPGADKGQFPNLCRLCAGTGENKCAFSSQEPYFSYSGAFKCLRDGAGDVAFIRESTVFEDLSDEAERDEYELLCPDNTRKPVDKFKDCHLARVPSHAVVARSVNGKEDAIWNLLRQAQEKFGKDKSPKFQLFGSPSGQKDLLFKDSAIGFSRVPPRIDSGLYLGSGYFTAIQNLRKSEEEVAARRARVVWCAVGEQELRKCNQWSGLSEGSVTCSSASTTEDCIALVLKGEADAMSLDGGYVYTAGKCGLVPVLAENYKSQQSSDPDPNCVDRPVEGYLAVAVVRRSDTSLTWNSVKGKKSCHTAVDRTAGWNIPMGLLFNQTGSCKFDEYFSQSCAPGSDPRSNLCALCIGDEQGENKCVPNSNERYYGYTGAFRCLAENAGDVAFVKDVTVLQNTDGNNNEAWAKDLKLADFALLCLDGKRKPVTEARSCHLAMAPNHAVVSRMDKVERLKQVLLHQQAKFGRNGSDCPDKFCLFQSETKNLLFNDNTECLARLHGKTTYEKYLGPQYVAGITNLKKCSTSPLLEACEFLR602 30.2 2 52 52 18 18 2.479 2.434

239 sp|P07360|CO8G_HUMAN Complement component C8 gamma chain OS=Homo sapiens GN=C8G PE=1 SV=324260 MLPPGTATLLTLLLAAGSLGQKPQRPRRPASPISTIQPKANFDAQQFAGTWLLVAVGSACRFLQEQGHRAEATTLHVAPQGTAMAVSTFRKLDGICWQVRQLYGDTGVLGRFLLQARDARGAVHVVVAETDYQSFAVLYLERAGQLSVKLYARSLPVSDSVLSGFEQRVQEAHLTEDQIFYFPKYGFCEAADQFHVLDEVRR327 55 - 28 28 9 9 1.086 0.94

240 tr|S6BAR0|S6BAR0_HUMAN IgG L chain OS=Homo sapiens PE=2 SV=1 27347 MAWTPLFLSLLTQGTGSWAQSALTQPRSVSGSPGQSVTISCTGSSRDFGDYDHVSWYQQEPGKAPKLIIYDVTKRPSGVPDRFSASKSVNTASLTISGLQAEDEADYYCCSYAGSYIWVFGGGTKVSVLGQPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTPEQWKSHRSYSC1409 34.7 - 168 29 7 2 0.988 0.958

241 tr|V9GYE7|V9GYE7_HUMANComplement factor H-related protein 2 OS=Homo sapiens GN=CFHR2 PE=4 SV=134920 MWLLVSVILISRISSVGGEAMFCDFPKINHGILYDEEKYKPFSQVPTGEVFYYSCEYNFVSPSKSFWTRITCAEEGWSPTPKCLRQTHLEGDTVQIICNTGYRLQNNENNISCVERGWSTPPKCRSTISAEKCGPPPPIDNGDITSFLLSVYAPGSSVEYQCQNLYQLEGNNQITCRNGQWSEPPKCLDPCVISQEIMEKYNIKLKWTNQQKLYSRTGDIVEFVCKSGYHPTKSHSFRAMCQNGKLVYPSCEEK444 24.8 1 37 7 6 2 1.319 1.074

242 tr|B2R7D2|B2R7D2_HUMAN cDNA, FLJ93389, highly similar to Homo sapiens multiple inositol polyphosphate histidine phosphatase, 1 (MINPP1), mRNA OS=Homo sapiens PE=2 SV=164534 MLRAPGCLLRTSVAPAAALAAALLSSLARCSLLEPRDPVASSLSPYFGTKTRYEDVNPVLLSGPEAPWRDPELLEGTCTPVQLVALIRHGTRYPTVKQIRKLRQLHGLLQARGSRDGGASRTGSRDLGAALADWPLWYADWMDGQLVEKGRQDMRQLALRLASLFPALFSRENYGRLRLITSSKHRCMDSSAAFLQGLWQHYHPGLPPPDVADMEFGPPTVNDKLMRFFDHCEKFLTEVEKNATALYHVEAFKTGPEMQNILKKVAATLQVPVNDLNADLIQVAFFTCSFDLAIKGVKSPWCDVFDIDDAKVLEYLNDLKQYWKRGYGYTINSRSSCTLFQDIFQHLDKAVEQKQRSQPISSPVILQFGHAETLLPLLSLMGYFKDKEPLTAYNYKKQMHRKFRSGLIVPYASNLIFVLYHCENAKTPKEQFRVQMLLNEKVLPLAYSQETVSFYEDLKNHYKDILQSCQTSEECELARANSTSDEL36 2.1 2 2 2 1 1 --- ---

243 tr|C9J8S2|C9J8S2_HUMAN Retinoic acid receptor responder protein 2 (Fragment) OS=Homo sapiens GN=RARRES2 PE=4 SV=121794 MRRLLIPLALWLGAVGVGVAELTEAQRRGLQVALEEFHKHPPVQWAFQETSVESAVDTPFPAGIFVRLEFKLQQTSCRKRDWKKPECKVRPNGRKRKCLACIKLGSEDKVLGRLVHCPIETQVLRRCVVPPGPLRVVTSGRPQPPGRGTRSIPSHDNKA118 14.5 1 7 7 2 2 1.025 0.994

244 tr|B4E1Z4|B4E1Z4_HUMAN Uncharacterized protein OS=Homo sapiens PE=2 SV=1168440 MGPLMVLFCLLFLYPGLADSAPSCPQNVNISGGTFTLSHGWAPGSLLTYSCPQGLYPSPASRLCKSSGQWQTPGATRSLSKAVCKPGHCPNPGISLGAVRTGFRFGHGDKVRYRCSSNLVLTGSSERECQGNGVWSGTEPICRQPYSYDFPEDVAPALGTSFSHMLGATNPTQKTKDHENGTGTNTYAALNSVYLMMNNQMRLLGMETMAWQEIRHAIILLTDGKSNMGGSPKTAVDHIREILNINQKRNDYLDIYAIGVGKLDVDWRELNELGSKKDGERHAFILQDTKALHQVFEHMLDVSKLTDTICGVGNMSANASDQERTPWHVTIKPKSQETCRGALISDQWVLTAAHCFRDGNDHSLWRVNVGDPKSQWGKEFLIEKAVISPGFDVFAKKNQGILEFYGDDIALLKLAQKVKMSTHARPICLPCTMEANLALRRPQGSTCRDHENELLNKQSVPAHFVALNGSKLNINLKMGVEWTSCAEVVSQEKTMFPNLTDVREVVTDQFLCSGTQEDESPCKGVTTTPWSLARPQGSCSLEGVEIKGGSFRLLQEGQALEYVCPSGFYPYPVQTRTCRSTGSWSTLKTQDQKTVRKAECRAIHCPRPHDFENGEYWPRSPYYNVSDEISFHCYDGYTLRGSANRTCQVNGRWSGQTAICDNGAGYCSNPGIPIGTRKVGSQYRLEDSVTYHCSRGLTLRGSQRRTCQEGGSWSGTEPSCQDSFMYDTPQEVAEAFLSSLTETIEGVDAEDGHGPGEQQKRKIVLDPSGSMNIYLVLDGSDSIGASNFTGAKKCLVNLIEKVASYGVKPRYGLVTYATYPKIWVKVSEADSSNADWVTKQLNEINYEDHKLKSGTNTKKALQAVYSMMSWPDDVPPEGWNRTRHVIILMTDGLHNMGGDPITVIDEIRDLLYIGKDRKNPREDYLDVYVFGVGPLVNQVNINALASKKDNEQHVFKVKDMENLEDVFYQMIDESQSLSLCGMVWEHRKGTDYHKQPWQAKISVIRPSKGHESCMGAVVSEYFVL349 10.3 1 40 40 13 13 0.965 0.971

245 sp|P0DJI8|SAA1_HUMAN Serum amyloid A-1 protein OS=Homo sapiens GN=SAA1 PE=1 SV=115406 MKLLTGLVFCSLVLGVSSRSFFSFLGEAFDGARDMWRAYSDMREANYIGSDKYFHARGNYDAAKRGPGGVWAAEAISDARENIQRFFGHGAEDSLADQAANEWGRSGKDPNHFRPAGLPEKY125 20.5 - 8 7 2 1 1.061 0.906

246 tr|Q5J875|Q5J875_HUMAN GUGU gamma form OS=Homo sapiens GN=GUGU PE=2 SV=141888 MGLFLPLALCILVLCCGAMSPPQLALNPSALLSRGCNDSDVLAVAGFALRDINKDRKDGYVLRLNRVNDAQEYRRAISKKKIYMTCPDCPSSIPTDSSNHQVLEAATESLAKYNNENTSKQYSLFKVTRASSQWVVGPSYFVEYLIKESPCTKSQASSCSLQSSDSVPVGLCKGSLTRTHWEKFVSVTCDFFESQAPATGSENSAVNQKPTNLPKVEESQQKNTPPTDSPSKAGPRGSVQYLPDLDDKNSQEKGPQEAFPVHLDLTTNPQGETLDISFLFLEPMEEKLVVLPFPKEKARTAECPGPAQNASPLVLPP47 8.5 3 7 7 3 3 0.264 0.215

247 sp|P0C0L5|CO4B_HUMAN Complement C4-B OS=Homo sapiens GN=C4B PE=1 SV=2217898 MRLLWGLIWASSFFTLSLQKPRLLLFSPSVVHLGVPLSVGVQLQDVPRGQVVKGSVFLRNPSRNNVPCSPKVDFTLSSERDFALLSLQVPLKDAKSCGLHQLLRGPEVQLVAHSPWLKDSLSRTTNIQGINLLFSSRRGHLFLQTDQPIYNPGQRVRYRVFALDQKMRPSTDTITVMVENSHGLRVRKKEVYMPSSIFQDDFVIPDISEPGTWKISARFSDGLESNSSTQFEVKKYVLPNFEVKITPGKPYILTVPGHLDEMQLDIQARYIYGKPVQGVAYVRFGLLDEDGKKTFFRGLESQTKLVNGQSHISLSKAEFQDALEKLNMGITDLQGLRLYVAAAIIESPGGEMEEAELTSWYFVSSPFSLDLSKTKRHLVPGAPFLLQALVREMSGSPASGIPVKVSATVSSPGSVPEVQDIQQNTDGSGQVSIPIIIPQTISELQLSVSAGSPHPAIARLTVAAPPSGGPGFLSIERPDSRPPRVGDTLNLNLRAVGSGATFSHYYYMILSRGQIVFMNREPKRTLTSVSVFVDHHLAPSFYFVAFYYHGDHPVANSLRVDVQAGACEGKLELSVDGAKQYRNGESVKLHLETDSLALVALGALDTALYAAGSKSHKPLNMGKVFEAMNSYDLGCGPGGGDSALQVFQAAGLAFSDGDQWTLSRKRLSCPKEKTTRKKRNVNFQKAINEKLGQYASPTAKRCCQDGVTRLPMMRSCEQRAARVQQPDCREPFLSCCQFAESLRKKSRDKGQAGLQRALEILQEEDLIDEDDIPVRSFFPENWLWRVETVDRFQILTLWLPDSLTTWEIHGLSLSKTKGLCVATPVQLRVFREFHLHLRLPMSVRRFEQLELRPVLYNYLDKNLTVSVHVSPVEGLCLAGGGGLAQQVLVPAGSARPVAFSVVPTAATAVSLKVVARGSFEFPVGDAVSKVLQIEKEGAIHREELVYELNPLDHRGRTLEIPGNSDPNMIPDGDFNSYVRVTASDPLDTLGSEGALSPGGVASLLRLPRGCGEQTMIYLAPTLAA19149 42 - 1692 38 65 2 0.844 0.653

248 tr|A0A087X232|A0A087X232_HUMANComplement C1s subcomponent OS=Homo sapiens GN=C1S PE=3 SV=189564 MYGEILSPNYPQAYPSEVEKSWDIEVPEGYGIHLYFTHLDIELSENCAYDSVQIISGDTEEGRLCGQRSSNNPHSPIVEEFQVPYNKLQVIFKSDFSNEERFTGFAAYYVATDKDECSGRAQLWNHMSDVPCSHFCNNFIGGYFCSCPPEYFLHDDMKNCGVNCSGDVFTALIGEIASPNYPKPYPENSRCEYQIRLEKGFQVHLSLLLKLECSGAITAHCSLDLLGSIAGDRQFGPYCGHGFPGPLNIETKSNALDIIFQTDLTGQKKGWKLRYHGDPMPCPKEDTPNSVWEPAKAKYVFRDVVQITCLDGFEVVEGRVGATSFYSTCQSNGKWSNSKLKCQPVDCGIPESIENGKVEDPESTLFGSVIRYTCEEPYYYMENGGGGEERERGEYHCAGNGSWVNEVLGPELPKCVPVCGVPREPFEEKQRIIGGSDADIKNFPWQVFFDNPWAGGALINEYWVLTAAHVVEGNREPTMYVGSTSVQTSRLAKSKMLTPEHVFIHPGWKLLEVPEGRTNFDNDIALVRLKDPVKMGPTVSPICLPGTSSDYNLMDGDLGLISGWGRTEKRDRAVRLKAARLPVAPLRKCKEVKVEKPTADAEAYVFTPNMICAGGEKGMDSCKGDSGGAFAVQDPNDKTKFYAAGLVSWGPQCGTYGLYTRVKNYVDWIMKTMQENSTPRED364 16.1 3 53 53 11 11 1.125 1.08

249 sp|P02743|SAMP_HUMAN Serum amyloid P-component OS=Homo sapiens GN=APCS PE=1 SV=2 >tr|V9HWP0|V9HWP0_HUMAN Amyloid P component, serum OS=Homo sapiens GN=HEL-S-92n PE=2 SV=129440 MNKPLLWISVLTSLLEAFAHTDLSGKVFVFPRESVTDHVNLITPLEKPLQNFTLCFRAYSDLSRAYSLFSYNTQGRDNELLVYKERVGEYSLYIGRHKVTSKVIEKFPAPVHICVSWESSSGIAEFWINGTPLVKKGLRQGYFVEAQPKIVLGQEQDSYGGKFDRSQSFVGEIGDLYMWDSVLPPENILSAYQGTPLPANILDWQALNYEIRGYVIIKPLVWV926 34.1 - 102 102 9 9 1.086 1.111

250 tr|C8C504|C8C504_HUMAN Beta-globin OS=Homo sapiens GN=HBB PE=3 SV=1 20056 MVHLTPEEKSAVTALWGKVNVDEVGGEALGRLLVVYPWTQRFFKSFGDLSTPDAVMGNPKVKAHGKKVLGAFSDGLAHLDNLKGTFATLSELHCDKLHVDPENFRLLGNVLVCVLAHHFGKEFTPPVQAAYQKVVAGVANALAHKYH157 35.4 1 14 14 5 5 1.11 0.965

251 sp|O00391|QSOX1_HUMAN Sulfhydryl oxidase 1 OS=Homo sapiens GN=QSOX1 PE=1 SV=393667 MRRCNSGSGPPPSLLLLLLWLLAVPGANAAPRSALYSPSDPLTLLQADTVRGAVLGSRSAWAVEFFASWCGHCIAFAPTWKALAEDVKAWRPALYLAALDCAEETNSAVCRDFNIPGFPTVRFFKAFTKNGSGAVFPVAGADVQTLRERLIDALESHHDTWPPACPPLEPAKLEEIDGFFARNNEEYLALIFEKGGSYLGREVALDLSQHKGVAVRRVLNTEANVVRKFGVTDFPSCYLLFRNGSVSRVPVLMESRSFYTAYLQRLSGLTREAAQTTVAPTTANKIAPTVWKLADRSKIYMADLESALHYILRIEVGRFPVLEGQRLVALKKFVAVLAKYFPGRPLVQNFLHSVNEWLKRQKRNKIPYSFFKTALDDRKEGAVLAKKVNWIGCQGSEPHFRGFPCSLWVLFHFLTVQAARQNVDHSQEAAKAKEVLPAIRGYVHYFFGCRDCASHFEQMAAASMHRVGSPNAAVLWLWSSHNRVNARLAGAPSEDPQFPKVQWPPRELCSACHNERLDVPVWDVEATLNFLKAHFSPSNIILDFPAAGSAARRDVQNVAAAPELAMGALELESRNSTLDPGKPEMMKSPTNTTPHVPAEGPEASRPPKLHPGLRAAPGQEPPEHMAELQRNEQEQPLGQWHLSKRDTGAALLAESRAEKNRLWGPLEVRRVGRSSKQLVDIPEGQLEARAGRGRGQWLQVLGGGFSYLDISLCVGLYSLSFMGLLAMYTYFQAKIRALKGHAGHPAA373 21.3 - 61 61 16 16 0.816 0.801

252 sp|P22792|CPN2_HUMAN Carboxypeptidase N subunit 2 OS=Homo sapiens GN=CPN2 PE=1 SV=365328 MLPGAWLLWTSLLLLARPAQPCPMGCDCFVQEVFCSDEELATVPLDIPPYTKNIIFVETSFTTLETRAFGSNPNLTKVVFLNTQLCQFRPDAFGGLPRLEDLEVTGSSFLNLSTNIFSNLTSLGKLTLNFNMLEALPEGLFQHLAALESLHLQGNQLQALPRRLFQPLTHLKTLNLAQNLLAQLPEELFHPLTSLQTLKLSNNALSGLPQGVFGKLGSLQELFLDSNNISELPPQVFSQLFCLERLWLQRNAITHLPLSIFASLGNLTFLSLQWNMLRVLPAGLFAHTPCLVGLSLTHNQLETVAEGTFAHLSNLRSLMLSYNAITHLPAGIFRDLEELVKLYLGSNNLTALHPALFQNLSKLELLSLSKNQLTTLPEGIFDTNYNLFNLALHGNPWQCDCHLAYLFNWLQQYTDRLLNIQTYCAGPAYLKGQVVPALNEKQLVCPVTRDHLGFQVTWPDESKAGGSWDLAVQERAARSQCTYSNPEGTVVLACDQAQCRWLNVQLSPQQGSLGLQYNASQEWDLRSSCGSLRLTVSIEARAAGP167 15.2 - 26 26 8 8 1.162 1.118

253 tr|H3BN62|H3BN62_HUMAN Breast cancer anti-estrogen resistance protein 1 (Fragment) OS=Homo sapiens GN=BCAR1 PE=4 SV=128074 XPQFQSPPAKQTSTFSKQTPHHPFPSPATDLYQVPPGPGGPAQDIYQVPPSAGMGHDIYQVPPSMDTRSWEGTKPPAKVVVPTRVGQGYVYEAAQPEQDEYDIPRHLLAPGPQDIYDVPPVRGLLPSQYGQEVYDVPPSVSKDVPDGPLLREETYDVPPAFAKAKPFDPARTPLVLAAPPPDSPPAEDVYDVPPPAPDLYDVPPGLRRPGPGTLYDVPRERVLPPEVADGGVVDSGVY30 7.1 - 1 1 1 1 --- ---

254 tr|Q5NV90|Q5NV90_HUMAN V2-17 protein (Fragment) OS=Homo sapiens GN=V2-17 PE=1 SV=111730 SYELTQPPSVSVSPGQTARITCSGDALPKQYAYWYQQKPGQAPVLVIYKDSERPSGIPERFSGSSSGTTVTLTISGVQAEDEADYYCQSADSSGTYP145 41.2 - 16 2 3 1 --- ---

255 sp|P02790|HEMO_HUMAN Hemopexin OS=Homo sapiens GN=HPX PE=1 SV=2 59077 MARVLGAPVALGLWSLCWSLAIATPLPPTSAHGNVAEGETKPDPDVTERCSDGWSFDATTLDDNGTMLFFKGEFVWKSHKWDRELISERWKNFPSPVDAAFRQGHNSVFLIKGDKVWVYPPEKKEKGYPKLLQDEFPGIPSPLDAAVECHRGECQAEGVLFFQGDREWFWDLATGTMKERSWPAVGNCSSALRWLGRYYCFQGNQFLRFDPVRGEVPPRYPRDVRDYFMPCPGRGHGHRNGTGHGNSTHHGPEYMRCSPHLVLSALTSDNHGATYAFSGTHYWRLDTSRDGWHSWPIAHQWPQGPSAVDAAFSWEEKLYLVQGTQVYVFLTKGGYTLVSGYPKRLEKEVGTPHGIILDSVDAAFICPGSSRLHIMAGRRLWWLDLKSGAQATWTELPWPHEKVDGALCMEKSLGPNSCSANGPGLYLIHGPNLYCYSDVEKLNAAKALPQPQNVTSLLGCTH33 6.5 - 3 3 3 3 --- ---

256 sp|P01768|HV307_HUMAN Ig heavy chain V-III region CAM OS=Homo sapiens PE=1 SV=115294 QVELVESGGGVVZPGRSLRLSCAASGFTFSNYAMHWVRQPPGKGLEWVAVISYBGBBKYYABSVKGRFTISRDBSKBTLYLQMNSLRAEBTAVYYCARDRPLYGBYRAFNYWGQGTLVTVSS87 21.3 - 12 12 3 3 1.168 1.32

257 sp|Q5SNT2|TM201_HUMAN Transmembrane protein 201 OS=Homo sapiens GN=TMEM201 PE=1 SV=179528 MEGVSALLARCPTAGLAGGLGVTACAAAGVLLYRIARRMKPTHTMVNCWFCNQDTLVPYGNRNCWDCPHCEQYNGFQENGDYNKPIPAQYLEHLNHVVSSAPSLRDPSQPQQWVSSQVLLCKRCNHHQTTKIKQLAAFAPREEGRYDEEVEVYRHHLEQMYKLCRPCQAAVEYYIKHQNRQLRALLLSHQFKRREADQTHAQNFSSAVKSPVQVILLRALAFLACAFLLTTALYGASGHFAPGTTVPLALPPGGNGSATPDNGTTPGAEGWRQLLGLLPEHMAEKLCEAWAFGQSHQTGVVALGLLTCLLAMLLAGRIRLRRIDAFCTCLWALLLGLHLAEQHLQAASPSWLDTLKFSTTSLCCLVGFTAAVATRKATGPRRFRPRRFFPGDSAGLFPTSPSLAIPHPSVGGSPASLFIPSPPSFLPLANQQLFRSPRRTSPSSLPGRLSRALSLGTIPSLTRADSGYLFSGSRPPSQVSRSGEFPVSDYFSLLSGSCPSSPLPSPAPSVAGSVASSSGSLRHRRPLISPARLNLKGQKLLLFPSPPGEAPTTPSSSDEHSPHNGSLFTMEPPHVPRKPPLQDVKHALDLRSKLERGSACSNRSIKKEDDSSQSSTCVVDTTTRGCSEEAATWRGRFGPSLVRGLLAVSLAANALFTSVFLYQSLR29 1.5 - 2 2 1 1 --- ---

258 sp|P68366|TBA4A_HUMAN Tubulin alpha-4A chain OS=Homo sapiens GN=TUBA4A PE=1 SV=156718 MRECISVHVGQAGVQMGNACWELYCLEHGIQPDGQMPSDKTIGGGDDSFTTFFCETGAGKHVPRAVFVDLEPTVIDEIRNGPYRQLFHPEQLITGKEDAANNYARGHYTIGKEIIDPVLDRIRKLSDQCTGLQGFLVFHSFGGGTGSGFTSLLMERLSVDYGKKSKLEFSIYPAPQVSTAVVEPYNSILTTHTTLEHSDCAFMVDNEAIYDICRRNLDIERPTYTNLNRLISQIVSSITASLRFDGALNVDLTEFQTNLVPYPRIHFPLATYAPVISAEKAYHEQLSVAEITNACFEPANQMVKCDPRHGKYMACCLLYRGDVVPKDVNAAIAAIKTKRSIQFVDWCPTGFKVGINYQPPTVVPGGDLAKVQRAVCMLSNTTAIAEAWARLDHKFDLMYAKRAFVHWYVGEGMEEGEFSEAREDMAALEKDYEEVGIDSYEDEDEGEE81 9.8 - 5 1 3 1 --- ---

259 tr|A2NYU7|A2NYU7_HUMANHeavy chain Fab (Fragment) OS=Homo sapiens PE=2 SV=116036 QVKLLESGPGLVKPSETLSLNCTVSGRSITNGGYYWAWFRQPPGKGLEWIGSIHHTGPTYENPPLKSRVTMSIDTSKNQVSLRLRSVTAADAAVYYCARHLGHCRGVSCYRNWLDPWGQGTLVIVSS26 7.1 - 1 1 1 1 --- ---

260 sp|P43251|BTD_HUMAN Biotinidase OS=Homo sapiens GN=BTD PE=1 SV=2 68090 MAHAHIQGGRRAKSRFVVCIMSGARSKLALFLCGCYVVALGAHTGEESVADHHEAEYYVAAVYEHPSILSLNPLALISRQEALELMNQNLDIYEQQVMTAAQKDVQIIVFPEDGIHGFNFTRTSIYPFLDFMPSPQVVRWNPCLEPHRFNDTEVLQRLSCMAIRGDMFLVANLGTKEPCHSSDPRCPKDGRYQFNTNVVFSNNGTLVDRYRKHNLYFEAAFDVPLKVDLITFDTPFAGRFGIFTCFDILFFDPAIRVLRDYKVKHVVYPTAWMNQLPLLAAIEIQKAFAVAFGINVLAANVHHPVLGMTGSGIHTPLESFWYHDMENPKSHLIIAQVAKNPVGLIGAENATGETDPSHSKFLKILSGDPYCEKDAQEVHCDEATKWNVNAPPTFHSEMMYDNFTLVPVWGKEGYLHVCSNGLCCYLLYERPTLSKELYALGVFDGLHTVHGTYYIQVCALVRCGGLGFDTCGQEITEATGIFEFHLWGNFSTSYIFPLFLTSGMTLEVPDQLGWENDHYFLRKSRLSSGLVTAALYGRLYERD145 5.7 - 12 12 3 3 0.999 0.919

261 tr|A0A096LPE2|A0A096LPE2_HUMANProtein SAA2-SAA4 OS=Homo sapiens GN=SAA2-SAA4 PE=4 SV=126856 MKLLTGLVFCSLVLSVSSRSFFSFLGEAFDGARDMWRAYSDMREANYIGSDKYFHARGNYDAAKRGPGGAWAAEVISTMRLFTGIVFCSLVMGVTSESWRSFFKEALQGVGDMGRAYWDIMISNHQNSNRYLYARGNYDAAQRGPGGVWAAKLISRSRVYLQGLIDCYLFGNSSTVLEDSKSNEKAEEWGRSGKDPDRFRPDGLPKKY304 21.2 - 60 59 4 3 0.759 0.724

262 tr|A0A024R498|A0A024R498_HUMANSerpin peptidase inhibitor, clade E (Nexin, plasminogen activator inhibitor type 1), member 2, isoform CRA_b OS=Homo sapiens GN=SERPINE2 PE=3 SV=153326 MNWHLPLFLLASVTLPSICSHFNPLSLEELGSNTGIQVFNQIVKSRPHDNIVISPHGIASVLGMLQLGADGRTKKQLAMVMRYGVNGVGKILKKINKAIVSKKNKDIVTVANAVFVKNASEIEVPFVTRNKDVFQCEVRNVNFEDPASACDSINAWVKNETRDMIDNLLSPDLIDGVLTRLVLVNAVYFKGLWKSRFQPENTKKRTFVAADGKSYQVPMLAQLSVFRCGSTSAPNDLWYNFIELPYHGESISMLIALPTESSTPLSAIIPHISTKTIDSWMSIMVPKRVQVILPKFTAVAQTDLKEPLKVLGITDMFDSSKANFAKITRSENLHVSHILQKAKIEVSEDGTKASAATTAILIARSSPPWFIVDRPFLFFIRHNPTGAVLFMGQINKP36 9.1 2 3 3 3 3 1.064 1.187

263 tr|B7Z8Q2|B7Z8Q2_HUMAN cDNA FLJ55606, highly similar to Alpha-2-HS-glycoprotein OS=Homo sapiens PE=2 SV=153042 MFAGCFFFLLNQSRNHPVSLCNSSGRLQQINKAHHPPWVYLSQQSTWVGPEASNHLHACQGLSGAAMKSLVLLLCLAQLWGCHSAPHGPGLIYRQPNCDDPETEEAALVAIDYINQNLPWGYKHTLNQIDEVKVWPQQPSGELFEIEIDTLETTCHVLDPTPVARCSVRQLKEHAVEGDCDFQLLKLDGKFSVVYAKCDSSPDSAEDVRKVCQDCPLLAPLNDTRVVHAAKAALAAFNAQNNGSNFQLEEISRAQLVPLPPSTYVEFTVSGTDCVAKEATEAAKCNLLAEKQYGFCKATLSEKLGGAEVAVTCMVFQTQPVSSQPQPEGANEAVPTPVVDPDAPPSPPLGAPGLPPAGSPPDSHVLLAAPPGHQLYRAHYDLRHTFMGVVSLGSPSGEVSHPRKTRTVVQPSVGAAAGPVVPPCPGRIRHFKV264 13.4 2 24 24 5 5 0.99 1.033

264 tr|B2R815|B2R815_HUMAN cDNA, FLJ93695, highly similar to Homo sapiens serpin peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 4 (SERPINA4), mRNA OS=Homo sapiens PE=2 SV=157184 MHLIDYLLLLLVGLLALSHGQLHVEHDGESCSNSSHQQILETGEGSPSLKIAPANADFAFRFYYLIASETPGKNIFFSPLSISAAYAMLSLGACSHSRSQILEGLGFNPTELSESDVHRGFQHLLHTLNLPGHGLETRVGSALFLSHNLKFLAKFLNDTMAVYEAKLFHTNFYDTVGTIQLINDHVKKETRGKIVDLVSELKKDVLMVLVNYIYFKALWEKPFISSRTTPKDFYVDENTTVRVPMMLQDQEHHWYLHDRYLPCSVLRMDYKGDATVFFILPNQGKMREIEEVLTPEMLMRWNNLLRKRNFYKKLELHLPKFSISGSYVLDQILPRLGFTDLFSKWADLSGITKQQKLEASKSFHKATLDVDEAGTEAAAATSFAIKFFSAQTNRHILRFNRPFLVVIFSTSTQSVLFLGKVVDPTKP167 17.1 1 25 25 7 7 0.774 0.751

265 sp|P13671|CO6_HUMAN Complement component C6 OS=Homo sapiens GN=C6 PE=1 SV=3128749 MARRSVLYFILLNALINKGQACFCDHYAWTQWTSCSKTCNSGTQSRHRQIVVDKYYQENFCEQICSKQETRECNWQRCPINCLLGDFGPWSDCDPCIEKQSKVRSVLRPSQFGGQPCTAPLVAFQPCIPSKLCKIEEADCKNKFRCDSGRCIARKLECNGENDCGDNSDERDCGRTKAVCTRKYNPIPSVQLMGNGFHFLAGEPRGEVLDNSFTGGICKTVKSSRTSNPYRVPANLENVGFEVQTAEDDLKTDFYKDLTSLGHNENQQGSFSSQGGSSFSVPIFYSSKRSENINHNSAFKQAIQASHKKDSSFIRIHKVMKVLNFTTKAKDLHLSDVFLKALNHLPLEYNSALYSRIFDDFGTHYFTSGSLGGVYDLLYQFSSEELKNSGLTEEEAKHCVRIETKKRVLFAKKTKVEHRCTTNKLSEKHEGSFIQGAEKSISLIRGGRSEYGAALAWEKGSSGLEEKTFSEWLESVKENPAVIDFELAPIVDLVRNIPCAVTKRNNLRKALQEYAAKFDPCQCAPCPNNGRPTLSGTECLCVCQSGTYGENCEKQSPDYKSNAVDGQWGCWSSWSTCDATYKRSRTRECNNPAPQRGGKRCEGEKRQEEDCTFSIMENNGQPCINDDEEMKEVDLPEIEADSGCPQPVPPENGFIRNEKQLYLVGEDVEISCLTGFETVGYQYFRCLPDGTWRQGDVECQRTECIKPVVQEVLTITPFQRLYRIGESIELTCPKGFVVAGPSRYTCQGNSWTPPISNSLTCEKDTLTKLKGHCQLGQKQSGSECICMSPEEDCSHHSEDLCVFDTDSNDYFTSPACKFLAEKCLNNQQLHFLHIGSCQDGRQLEWGLERTRLSSNSTKKESCGYDTCYDWEKCSASTSKCVCLLPPQCFKGGNQLYCVKMGSSTSEKTLNICEVGTIRCANRKMEILHPGKCLA809 19.5 - 77 77 18 18 1.06 1.011

266 sp|Q4L235|ACSF4_HUMAN Acyl-CoA synthetase family member 4 OS=Homo sapiens GN=AASDH PE=1 SV=3147330 MTLQELVHKAASCYMDRVAVCFDECNNQLPVYYTYKTVVNAASELSNFLLLHCDFQGIREIGLYCQPGIDLPSWILGILQVPAAYVPIEPDSPPSLSTHFMKKCNLKYILVEKKQINKFKSFHETLLNYDTFTVEHNDLVLFRLHWKNTEVNLMLNDGKEKYEKEKIKSISSEHVNEEKAEEHMDLRLKHCLAYVLHTSGTTGIPKIVRVPHKCIVPNIQHFRVLFDITQEDVLFLASPLTFDPSVVEIFLALSSGASLLIVPTSVKLLPSKLASVLFSHHRVTVLQATPTLLRRFGSQLIKSTVLSATTSLRVLALGGEAFPSLTVLRSWRGEGNKTQIFNVYGITEVSSWATIYRIPEKTLNSTLKCELPVQLGFPLLGTVVEVRDTNGFTIQEGSGQVFLGGRNRVCFLDDEVTVPLGTMRATGDFVTVKDGEIFFLGRKDSQIKRHGKRLNIELVQQVAEELQQVESCAVTWYNQEKLILFMVSKDASVKEYIFKELQKYLPSHAVPDELVLIDSLPFTSHGKIDVSELNKIYLNYINLKSENKLSGKEDLWEKLQYLWKSTLNLPEDLLRVPDESLFLNSGGDSLKSIRLLSEIEKLVGTSVPGLLEIILSSSILEIYNHILQTVVPDEDVTFRKSCATKRKLSDINQEEASGTSLHQKAIMTFTCHNEINAFVVLSRGSQILSLNSTRFLTKLGHCSSACPSDSVSQTNIQNLKGLNSPVLIGKSKDPSCVAKVSEEGKPAIGTQKMELHVRWRSDTGKCVDASPLVVIPTFDKSSTTVYIGSHSHRMKAVDFYSGKVKWEQILGDRIESSACVSKCGNFIVVGCYNGLVYVLKSNSGEKYWMFTTEDAVKSSATMDPTTGLIYIGSHDQHAYALDIYRKKCVWKSKCGGTVFSSPCLNLIPHHLYFATLGGLLLAVNPATGNVIWKHSCGKPLFSSPQCCSQYICIGCVDGNLLCFTHFGEQVWQFSTSGPIFSSPCTSPSEQKIFFGSHDCFIYCCNMKGHLQWKFETTSRVYATP32 0.7 4 6 6 1 1 --- ---

267 tr|B3KPS3|B3KPS3_HUMAN cDNA FLJ32131 fis, clone PEBLM2000267, highly similar to Tubulin alpha-ubiquitous chain OS=Homo sapiens PE=2 SV=152809 MPSDKTIGGGDDSFNTFFSETGAGKHVPRAVFVDLEPTVIDEVRTGTYRQLFHPEQLITGKEDAANNYARGHYTIGKEIIDLVLDRIRKLADQCTGLQGFLVFHSFGGGTGSGFTSLLMERLSVDYGKKSKLEFSIYPAPQVSTAVVEPYNSILTTHTTLEHSDCAFMVDNEAIYDICRRNLDIERPTYTNLNRLISQIVSSITASLRFDGALNVDLTEFQTNLVPYPRIHFPLATYAPVISAEKAYHEQLSVAEITNACFEPANQMVKCDPRHGKYMACCLLYRGDVVPKDVNAAIATIKTKRSIQFVDWCPTGFKVGINYQPPTVVPGGDLAKVQRAVCMLSNTTAIAEAWARLDHKFDLMYAKRAFVHWYVGEGMEEGEFSEAREDMAALEKDYEEVGVDSVEGEGGEEGEEY100 15.4 8 7 3 4 2 1.209 1.279

268 tr|Q4ZFW8|Q4ZFW8_HUMANPutative uncharacterized protein IHH OS=Homo sapiens GN=IHH PE=4 SV=134275 MNQWPGVKLRVTEGWDEDGHHSEESLHYEGRAVDITTSDRDRNKYGLLARLAVEAGFDWVYYESKAHVHCSVKSEHSAAAKTGGCFPAGAQVRLESGARVALSAVRPGDRVLAMGEDGSPTFSDVLIFLDREPHRLRAFQVIETQDPPRRLALTPAHLLFTADNHTEPAARFRATFASHVQPGQYVLVAGVPGLQPARVAAVSTHVALGAYAPLTKHGTLVVEDVVASCFAAVADHHLAQLAFWPLRLFHSLAWGSWTPGEGVHWYPQLLYRLGRLLLEEGSFHPLGMSGAGS29 4.1 1 1 1 1 1 --- ---

269 sp|P00742|FA10_HUMAN Coagulation factor X OS=Homo sapiens GN=F10 PE=1 SV=2 >tr|Q5JVE7|Q5JVE7_HUMAN Coagulation factor X OS=Homo sapiens GN=F10 PE=2 SV=166408 MGRPLHLVLLSASLAGLLLLGESLFIRREQANNILARVTRANSFLEEMKKGHLERECMEETCSYEEAREVFEDSDKTNEFWNKYKDGDQCETSPCQNQGKCKDGLGEYTCTCLEGFEGKNCELFTRKLCSLDNGDCDQFCHEEQNSVVCSCARGYTLADNGKACIPTGPYPCGKQTLERRKRSVAQATSSSGEAPDSITWKPYDAADLDPTENPFDLLDFNQTQPERGDNNLTRIVGGQECKDGECPWQALLINEENEGFCGGTILSEFYILTAAHCLYQAKRFKVRVGDRNTEQEEGGEAVHEVEVVIKHNRFTKETYDFDIAVLRLKTPITFRMNVAPACLPERDWAESTLMTQKTGIVSGFGRTHEKGRQSTRLKMLEVPYVDRNSCKLSSSFIITQNMFCAGYDTKQEDACQGDSGGPHVTRFKDTYFVTGIVSWGEGCARKGKYGIYTKVTAFLKWIDRSMKTRGLPKAKSHAPEVITSSPLK37 11.7 - 6 5 6 5 --- ---

270 sp|P01023|A2MG_HUMAN Alpha-2-macroglobulin OS=Homo sapiens GN=A2M PE=1 SV=3191992 MGKNKLLHPSLVLLLLVLLPTDASVSGKPQYMVLVPSLLHTETTEKGCVLLSYLNETVTVSASLESVRGNRSLFTDLEAENDVLHCVAFAVPKSSSNEEVMFLTVQVKGPTQEFKKRTTVMVKNEDSLVFVQTDKSIYKPGQTVKFRVVSMDENFHPLNELIPLVYIQDPKGNRIAQWQSFQLEGGLKQFSFPLSSEPFQGSYKVVVQKKSGGRTEHPFTVEEFVLPKFEVQVTVPKIITILEEEMNVSVCGLYTYGKPVPGHVTVSICRKYSDASDCHGEDSQAFCEKFSGQLNSHGCFYQQVKTKVFQLKRKEYEMKLHTEAQIQEEGTVVELTGRQSSEITRTITKLSFVKVDSHFRQGIPFFGQVRLVDGKGVPIPNKVIFIRGNEANYYSNATTDEHGLVQFSINTTNVMGTSLTVRVNYKDRSPCYGYQWVSEEHEEAHHTAYLVFSPSKSFVHLEPMSHELPCGHTQTVQAHYILNGGTLLGLKKLSFYYLIMAKGGIVRTGTHGLLVKQEDMKGHFSISIPVKSDIAPVARLLIYAVLPTGDVIGDSAKYDVENCLANKVDLSFSPSQSLPASHAHLRVTAAPQSVCALRAVDQSVLLMKPDAELSASSVYNLLPEKDLTGFPGPLNDQDNEDCINRHNVYINGITYTPVSSTNEKDMYSFLEDMGLKAFTNSKIRKPKMCPQLQQYEMHGPEGLRVGFYESDVMGRGHARLVHVEEPHTETVRKYFPETWIWDLVVVNSAGVAEVGVTVPDTITEWKAGAFCLSEDAGLGISSTASLRAFQPFFVELTMPYSVIRGEAFTLKATVLNYLPKCIRVSVQLEASPAFLAVPVEKEQAPHCICANGRQTVSWAVTPKSLGNVNFTVSAEALESQELCGTEVPSVPEHGRKDTVIKPLLVEPEGLEKETTFNSLLCPSGGEVSEELSLKLPPNVVEESARASVSVLGDILGSAMQNTQNLLQMPYGCGEQNMVLFAPNIYVLDYLNETQQLTPEIKSKAIGYLNTGYQRQLNYKHYDGS479 10.3 - 41 31 14 11 1.113 1.116

271 tr|A8K7Q1|A8K7Q1_HUMAN cDNA FLJ77770, highly similar to Homo sapiens nucleobindin 1 (NUCB1), mRNA OS=Homo sapiens PE=2 SV=162976 MPPSGPRGTLLLLPLLLLLLLRAVLAVPLERGAPNKEETPATESPDTGLYYHRYLQEVIDVLETDGHFREKLQAANAEDIKSGKLSRELDFVSHHVRTKLDELKRQEVSRLRMLLKAKMDAEQDPNVQVDHLNLLKQFEHLDPQNQHTFEARDLELLIQTATRDLAQYDAAHHEEFKRYEMLKEHERRRYLESLGEEQRKEAERKLEEQQRRHREHPKVNVPGSQAQLKEVWEELDGLDPNRFNPKTFFILHDINSDGVLDEQELEALFTKELEKVHDPKNEEDDMREMEEERLRMWEHVMKNVDTNQDRLVTLEEFLASTQRKEFGDTGEGWETVEMHPAYTEEELRRFEEELAAREAELNAKAQRLSQETEALGRSQGRLEAQKRELQQAVLHMEQRKQQQQQQQGHKAPAAHPEGQLKFHPDTDDVPVPAPAGDQKEVDTSEKKLLERLPEVEVPQHL55 10.2 2 5 5 4 4 1.074 0.921

272 tr|Q53GU8|Q53GU8_HUMAN Transforming growth factor, beta-induced, 68kDa variant (Fragment) OS=Homo sapiens PE=2 SV=185574 MALFVRLLALALALALGPAATLAGPAKSPYQLVLQHSRLRGRQHGPNVCAVQKVIGTNRKYFTNCKQWYQRKICGKSTVISYECCPGYEKVPGEKGCPAALPLSNLYETLGVVGSTTTQLYTDRTEKLRPEMEGPGSFTIFAPSNEAWASLPAEVLDSLVSNVNIELLNALRYHMVGRRVLTDELKHGMTLTSMYQNSNIQIHHYPNGIVTVNCARLLKADHHATNGVVHLIDKVISTITNNIQQIIEIEDTFETLRAAVAASGLNTMLEGNGQYTLLAPTNEAFEKIPSETLNRILGDPEALRDLLNNHILKSAMCAEAIVAGLSVETLEGTTLEVGCSGDMLTINGKAIISNKDILATNGVIHYIDELLIPDSAKTLFELAAESDVSTAIDLFRQAGLGNHLSGGERLTLLAPLNSVFKDGTPPIDAHTRNLLRNHIIKDQLASKYLYHGQTLETLGGKKLRVFVYRNSLCIENSCIAAHDKRGRYGTLFTMDRVLTPPMGTVMDVLKGDNRFSMLVAAIQSAGLTETLNREGVYTVFAPTNEAFRALPPRERSRLLGDAKELANILKYHIGDEILVSGGIGALVRLKSLQGDKLEVSLKNNVVSVNKEPVAEPDIMATNGVVHVITNVLQPPANRPQERGDELADSALEIFKQASAFSRASQRSVRLAPVYQKLLERMKH69 9.2 1 6 6 6 6 1.021 0.876

273 sp|Q03591|FHR1_HUMAN Complement factor H-related protein 1 OS=Homo sapiens GN=CFHR1 PE=1 SV=243938 MWLLVSVILISRISSVGGEATFCDFPKINHGILYDEEKYKPFSQVPTGEVFYYSCEYNFVSPSKSFWTRITCTEEGWSPTPKCLRLCFFPFVENGHSESSGQTHLEGDTVQIICNTGYRLQNNENNISCVERGWSTPPKCRSTDTSCVNPPTVQNAHILSRQMSKYPSGERVRYECRSPYEMFGDEEVMCLNGNWTEPPQCKDSTGKCGPPPPIDNGDITSFPLSVYAPASSVEYQCQNLYQLEGNKRITCRNGQWSEPPKCLHPCVISREIMENYNIALRWTAKQKLYLRTGESAEFVCKRGYRLSSRSHTLRTTCWDGKLEYPTCAKR957 33 - 97 20 10 2 1.343 1.296

274 tr|A2RTY6|A2RTY6_HUMAN Inter-alpha (Globulin) inhibitor H2 OS=Homo sapiens GN=ITIH2 PE=2 SV=1126903 MKRLTCFFICFFLSEVSGFEIPINGLSEFVDYEDLVELAPGKFQLVAENRRYQRSLPGESEEMMEEVDQVTLYSYKVQSTITSRMATTMIQSKVVNNSPQPQNVVFDVQIPKGAFISNFSMTVDGKTFRSSIKEKTVGRALYAQARAKGKTAGLVRSSALDMENFRTEVNVLPGAKVQFELHYQEVKWRKLGSYEHRIYLQPGRLAKHLEVDVWVIEPQGLRFLHVPDTFEGHFDGVPVISKGQQKAHVSFKPTVAQQRICPSCRETAVDGELVVLYDVKREEKAGELEVFNGYFVHFFAPDNLDPIPKNILFVIDVSGSMWGVKMKQTVEAMKTILDDLRAEDHFSVIDFNQNIRTWRNDLISATKTQVADAKRYIEKIQPSGGTNINEALLRAIFILNEANNLGLLDPNSVSLIILVSDGDPTVGELKLSKIQKNVKENIQDNISLFSLGMGFDVDYDFLKRLSNENHGIAQRIYGNQDTSSQLKKFYNQVSTPLLRNVQFNYPHTSVTDVTQNNFHNYFGGSEIVVAGKFDPAKLDQIESVITATSANTQLVLETLAQMDDLQDFLSKDKHADPDFTRKLWAYLTINQLLAERSLAPTAAAKRRITRSILQMSLDHHIVTPLTSLVIENEAGDERMLADAPPQDPSCCSGALYYGSKVVPDSTPSWANPSPTPVISMLAQGSQVLESTPPPHVMRVENDPHFIIYLPKSQKNICFNIDSEPGKILNLVSDPESGIVVNGQLVGAKKPNNGKLSTYFGKLGFYFQSEDIKIEISTETITLSHGSSTFSLSWSDTAQVTNQRVQISVKKEKVVTITLDKEMSFSVLLHRVWKKHPVNVDFLGIYIPPTNKFSPKAHGLIGQFMQEPKIHIFNERPGKDPEKPEASMEVKGQKLIITRGLQKDYRTDLVFGTDVTCWFVHNSGKGFIDGHYKDYFVPQLYSFLKRP1439 27.7 3 145 145 24 24 1.103 1.127

275 sp|P00451|FA8_HUMAN Coagulation factor VIII OS=Homo sapiens GN=F8 PE=1 SV=1316692 MQIELSTCFFLCLLRFCFSATRRYYLGAVELSWDYMQSDLGELPVDARFPPRVPKSFPFNTSVVYKKTLFVEFTDHLFNIAKPRPPWMGLLGPTIQAEVYDTVVITLKNMASHPVSLHAVGVSYWKASEGAEYDDQTSQREKEDDKVFPGGSHTYVWQVLKENGPMASDPLCLTYSYLSHVDLVKDLNSGLIGALLVCREGSLAKEKTQTLHKFILLFAVFDEGKSWHSETKNSLMQDRDAASARAWPKMHTVNGYVNRSLPGLIGCHRKSVYWHVIGMGTTPEVHSIFLEGHTFLVRNHRQASLEISPITFLTAQTLLMDLGQFLLFCHISSHQHDGMEAYVKVDSCPEEPQLRMKNNEEAEDYDDDLTDSEMDVVRFDDDNSPSFIQIRSVAKKHPKTWVHYIAAEEEDWDYAPLVLAPDDRSYKSQYLNNGPQRIGRKYKKVRFMAYTDETFKTREAIQHESGILGPLLYGEVGDTLLIIFKNQASRPYNIYPHGITDVRPLYSRRLPKGVKHLKDFPILPGEIFKYKWTVTVEDGPTKSDPRCLTRYYSSFVNMERDLASGLIGPLLICYKESVDQRGNQIMSDKRNVILFSVFDENRSWYLTENIQRFLPNPAGVQLEDPEFQASNIMHSINGYVFDSLQLSVCLHEVAYWYILSIGAQTDFLSVFFSGYTFKHKMVYEDTLTLFPFSGETVFMSMENPGLWILGCHNSDFRNRGMTALLKVSSCDKNTGDYYEDSYEDISAYLLSKNNAIEPRSFSQNSRHPSTRQKQFNATTIPENDIEKTDPWFAHRTPMPKIQNVSSSDLLMLLRQSPTPHGLSLSDLQEAKYETFSDDPSPGAIDSNNSLSEMTHFRPQLHHSGDMVFTPESGLQLRLNEKLGTTAATELKKLDFKVSSTSNNLISTIPSDNLAAGTDNTSSLGPPSMPVHYDSQLDTTLFGKKSSPLTESGGPLSLSEENNDSKLLESGLMNSQESSWGKNVSSTESGRLFKGKRAHGPALLTKDNALFKVSISLLKTNKTSN129 3.1 - 10 10 7 7 1.019 0.918

276 tr|Q6U2L6|Q6U2L6_HUMAN C4B (Fragment) OS=Homo sapiens GN=C4B PE=4 SV=111768 RSMQGGLVGNDETVALTAFVTIALHHGLAVFQDEGAEPLKQRVEASISKAXSFLGEKASAGLLGAHAAAITAYALTLTKAPADLRGVAHNNLMAMAQETG306 15 - 53 52 4 3 0.744 0.707

277 tr|B7Z3Y2|B7Z3Y2_HUMAN cDNA FLJ51879, highly similar to Prenylcysteine oxidase (EC 1.8.3.5) OS=Homo sapiens PE=2 SV=156786 MVQGQEYEAGGSVIHPLNLHMKRFVKDLGLSAVQASGGLLGIYNGETLVFEESNWFIINVIKLVWRYGFQSLRMHMWVEDVLDKFMRIYRYQSHDYAFSSVEKLLHALGGDDFLGMLNRTLLETLQKAGFSEKFLNEMIAPVMRVNYGQSTDINAFVGAVSLSCSDSGLWAVEGGNKLVCSGLLQASKSNLISGSVMYIEEKTKTKYTGNPTKMYEVVYQIGTETRSDFYDIVLVATPLNRKMSNITFLNFDPPIEEFHQYYQHIVTTLVKGELNTSIFSSRPIDKFGLNTVLTTDNSDLFINSIGIVPSVREKEDPEPSTDGTYVWKIFSQETLTKAQILKLFLSYDYAVKKPWLAYPHYKPPEKCPSIILHDRLYYLNGIECAASAMEMSAIAAHNAALLAYHRWNGHTDMIDQDGLYEKLKTEL40 5.2 5 2 2 2 2 --- ---

278 tr|A0A024R1G8|A0A024R1G8_HUMANApolipoprotein L, 1, isoform CRA_b OS=Homo sapiens GN=APOL1 PE=4 SV=154476 MRFKSHTVELRRPCSDMEGAALLRVSVLCIWMSALFLGVGVRAEEAGARVQQNVPSGTDTGDPQSKPLGDWAAGTMDPESSIFIEDAIKYFKEKVSTQNLLLLLTDNEAWNGFVAAAELPRNEADELRKALDNLARQMIMKDKNWHDKGQQYRNWFLKEFPRLKSELEDNIRRLRALADGVQKVHKGTTIANVVSGSLSISSGILTLVGMGLAPFTEGGSLVLLEPGMELGITAALTGITSSTIDYGKKWWTQAQAHDLVIKSLDKLKEVKEFLGENISNFLSLAGNTYQLTRGIGKDIRALRRARANLQSVPHASASRPRVTEPISAESGEQVERVNEPSILEMSRGVKLTDVAPVSFFLVLDVVYLVYESKHLHEGAKSETAEELKKVAQELEEKLNILNNNYKILQADQEL561 20 11 63 63 9 9 0.359 0.325

279 tr|A0A024RDB8|A0A024RDB8_HUMANHeparanase, isoform CRA_a OS=Homo sapiens GN=HPSE PE=4 SV=173287 MLLRSKPALPPPLMLLLLGPLGPLSPGALPRPAQAQDVVDLDFFTQEPLHLVSPSFLSVTIDANLATDPRFLILLGSPKLRTLARGLSPAYLRFGGTKTDFLIFDPKKESTFEERSYWQSQVNQDICKYGSIPPDVEEKLRLEWPYQEQLLLREHYQKKFKNSTYSRSSVDVLYTFANCSGLDLIFGLNALLRTADLQWNSSNAQLLLDYCSSKGYNISWELGNEPNSFLKKADIFINGSQLGEDFIQLHKLLRKSTFKNAKLYGPDVGQPRRKTAKMLKSFLKAGGEVIDSVTWHHYYLNGRTATREDFLNPDVLDIFISSVQKVFQVVESTRPGKKVWLGETSSAYGGGAPLLSDTFAAGFMWLDKLGLSARMGIEVVMRQVFFGAGNYHLVDENFDPLPDYWLSLLFKKLVGTKVLMASVQGSKRRKLRVYLHCTNTDNPRYKEGDLTLYAINLHNVTKYLRLPYPFSNKQVDKYLLRPLGPHGLLSKSVQLNGLTLKMVDDQTLPPLMEKPLRPGSSLGLPAFSYSFFVIRNAKVAACI105 6.6 2 14 14 4 4 1.427 1.471

280 tr|A0A087WSY6|A0A087WSY6_HUMANProtein IGKV3D-15 (Fragment) OS=Homo sapiens GN=IGKV3D-15 PE=4 SV=113346 MEAPAQLLFLLLLWLPDTTGEIVMTQSPATLSVSPGERATLSCRASQSVSSNLAWYQQKPGQAPRLLIYGASIRATGIPARFSGSGSGTEFTLTISILQSEDFAVYYCQQYNNWPP49 25.9 - 3 1 2 1 --- ---

281 tr|A0A024R3W6|A0A024R3W6_HUMANNeuropilin 2, isoform CRA_h OS=Homo sapiens GN=NRP2 PE=4 SV=1115991 MDMFPLTWVFLALYFSRHQVRGQPDPPCGGRLNSKDAGYITSPGYPQDYPSHQNCEWIVYAPEPNQKIVLNFNPHFEIEKHDCKYDFIEIRDGDSESADLLGKHCGNIAPPTIISSGSMLYIKFTSDYARQGAGFSLRYEIFKTGSEDCSKNFTSPNGTIESPGFPEKYPHNLDCTFTILAKPKMEIILQFLIFDLEHDPLQVGEGDCKYDWLDIWDGIPHVGPLIGKYCGTKTPSELRSSTGILSLTFHTDMAVAKDGFSARYYLVHQEPLENFQCNVPLGMESGRIANEQISASSTYSDGRWTPQQSRLHGDDNGWTPNLDSNKEYLQVDLRFLTMLTAIATQGAISRETQNGYYVKSYKLEVSTNGEDWMVYRHGKNHKVFQANNDATEVVLNKLHAPLLTRFVRIRPQTWHSGIALRLELFGCRVTDAPCSNMLGMLSGLIADSQISASSTQEYLWSPSAARLVSSRSGWFPRIPQAQPGEEWLQVDLGTPKTVKGVIIQGARGGDSITAVEARAFVRKFKVSYSLNGKDWEYIQDPRTQQPKLFEGNMHYDTPDIRRFDPIPAQYVRVYPERWSPAGIGMRLEVLGCDWTDSKPTVETLGPTVKSEETTTPYPTEEEATECGENCSFEDDKDLQLPSGFNCNFDFLEEPCGWMYDHAKWLRTTWASSSSPNDRTFPDDRNFLRLQSDSQREGQYARLISPPVHLPRSPVCMEFQYQATGGRGVALQVVREASQESKLLWVIREDQGGEWKHGRIILPSYDMEYQIVFEGVIGKGRSGEIAIDDIRISTDVPLENCMEPISAFADEYEVDWSNSSSATSGSGAPSTDKEKSWLYTLDPILITIIAMSSLGVLLGATCAGLLLYCTCSYSGLSSRSCTTLENYNFELYDGLKHKVKMNHQKCCSEA59 1.1 7 2 2 1 1 0.88 0.865

282 sp|Q07954|LRP1_HUMAN Prolow-density lipoprotein receptor-related protein 1 OS=Homo sapiens GN=LRP1 PE=1 SV=2576082 MLTPPLLLLLPLLSALVAAAIDAPKTCSPKQFACRDQITCISKGWRCDGERDCPDGSDEAPEICPQSKAQRCQPNEHNCLGTELCVPMSRLCNGVQDCMDGSDEGPHCRELQGNCSRLGCQHHCVPTLDGPTCYCNSSFQLQADGKTCKDFDECSVYGTCSQLCTNTDGSFICGCVEGYLLQPDNRSCKAKNEPVDRPPVLLIANSQNILATYLSGAQVSTITPTSTRQTTAMDFSYANETVCWVHVGDSAAQTQLKCARMPGLKGFVDEHTINISLSLHHVEQMAIDWLTGNFYFVDDIDDRIFVCNRNGDTCVTLLDLELYNPKGIALDPAMGKVFFTDYGQIPKVERCDMDGQNRTKLVDSKIVFPHGITLDLVSRLVYWADAYLDYIEVVDYEGKGRQTIIQGILIEHLYGLTVFENYLYATNSDNANAQQKTSVIRVNRFNSTEYQVVTRVDKGGALHIYHQRRQPRVRSHACENDQYGKPGGCSDICLLANSHKARTCRCRSGFSLGSDGKSCKKPEHELFLVYGKGRPGIIRGMDMGAKVPDEHMIPIENLMNPRALDFHAETGFIYFADTTSYLIGRQKIDGTERETILKDGIHNVEGVAVDWMGDNLYWTDDGPKKTISVARLEKAAQTRKTLIEGKMTHPRAIVVDPLNGWMYWTDWEEDPKDSRRGRLERAWMDGSHRDIFVTSKTVLWPNGLSLDIPAGRLYWVDAFYDRIETILLNGTDRKIVYEGPELNHAFGLCHHGNYLFWTEYRSGSVYRLERGVGGAPPTVTLLRSERPPIFEIRMYDAQQQQVGTNKCRVNNGGCSSLCLATPGSRQCACAEDQVLDADGVTCLANPSYVPPPQCQPGEFACANSRCIQERWKCDGDNDCLDNSDEAPALCHQHTCPSDRFKCENNRCIPNRWLCDGDNDCGNSEDESNATCSARTCPPNQFSCASGRCIPISWTCDLDDDCGDRSDESASCAYPTCFPLTQFTCNNGRCININWRCDNDNDCGDNSDEAGCSHSCSSTQFKCNS243 3.5 - 29 29 14 14 1.193 1.208

283 tr|A0A024R592|A0A024R592_HUMANGlucosidase, alpha neutral AB, isoform CRA_b OS=Homo sapiens GN=GANAB PE=3 SV=1104019 MTRFRIDELEPRRPRYRVPDVLVADPPIARLSVSGRDENSVELTMAEGPYKIILTARPFRLDLLEDRSLLLSVNARGLLEFEHQRAPRVSQGSKDPAEGDGAQPEETPRDGDKAKETQGKAEKDEPGAWEETFKTHSDSKPYGPMSVGLDFSLPGMEHVYGIPEHADNLRLKVTEGGEPYRLYNLDVFQYELYNPMALYGSVPVLLAHNPHRDLGIFWLNAAETWVDISSNTAGKTLFGKMMDYLQGSGETPQTDVRWMSETGIIDVFLLLGPSISDVFRQYASLTGTQALPPLFSLGYHQSRWNYRDEADVLEVDQGFDDHNLPCDVIWLDIEHADGKRYFTWDPSRFPQPRTMLERLASKRRKLVAIVDPHIKVDSGYRVHEELRNLGLYVKTRDGSDYEGWCWPGSAGYPDFTNPTMRAWWANMFSYDNYEGSAPNLFVWNDMNEPSVFNGPEVTMLKDAQHYGGWEHRDVHNIYGLYVHMATADGLRQRSGGMERPFVLARAFFAGSQRFGAVWTGDNTAEWDHLKISIPMCLSLGLVGLSFCGADVGGFFKNPEPELLVRWYQMGAYQPFFRAHAHLDTGRREPWLLPSQHNDIIRDALGQRYSLLPFWYTLLYQAHREGIPVMRPLWVQYPQDVTTFNIDDQYLLGDALLVHPVSDSGAHGVQVYLPGQGEVWYDIQSYQKHHGPQTLYLPVTLSSIPVFQRGGTIVPRWMRVRRSSECMKDDPITLFVALSPQGTAQGELFLDDGHTFNYQTRQEFLLRRFSFSGNTLVSSSADPEGHFETPIWIERVVIIGAGKPAAVVLQTKGSPESRLSFQHDPETSVLVLRKPGINVASDWSIHLR52 3.1 7 6 6 3 3 --- ---

284 tr|A2J1N7|A2J1N7_HUMAN Rheumatoid factor RF-ET10 (Fragment) OS=Homo sapiens PE=2 SV=113037 VESGGGLVKPGGSLRLSCATSGFTFSKAWMSWVRQAPGRGLEWVARIKSKTNGGTTDYAAPVKGRFTISRDDSKDTLYLQMNSLKTEDTAVYYCTY24 7.3 - 4 4 1 1 --- ---

285 tr|A0A024R462|A0A024R462_HUMANFibronectin 1, isoform CRA_n OS=Homo sapiens GN=FN1 PE=4 SV=1286673 MLRGPGPGLLLLAVLCLGTAVPSTGASKSKRQAQQMVQPQSPVAVSQSKPGCYDNGKHYQINQQWERTYLGNALVCTCYGGSRGFNCESKPEAEETCFDKYTGNTYRVGDTYERPKDSMIWDCTCIGAGRGRISCTIANRCHEGGQSYKIGDTWRRPHETGGYMLECVCLGNGKGEWTCKPIAEKCFDHAAGTSYVVGETWEKPYQGWMMVDCTCLGEGSGRITCTSRNRCNDQDTRTSYRIGDTWSKKDNRGNLLQCICTGNGRGEWKCERHTSVQTTSSGSGPFTDVRAAVYQPQPHPQPPPYGHCVTDSGVVYSVGMQWLKTQGNKQMLCTCLGNGVSCQETAVTQTYGGNSNGEPCVLPFTYNGRTFYSCTTEGRQDGHLWCSTTSNYEQDQKYSFCTDHTVLVQTRGGNSNGALCHFPFLYNNHNYTDCTSEGRRDNMKWCGTTQNYDADQKFGFCPMAAHEEICTTNEGVMYRIGDQWDKQHDMGHMMRCTCVGNGRGEWTCIAYSQLRDQCIVDDITYNVNDTFHKRHEEGHMLNCTCFGQGRGRWKCDPVDQCQDSETGTFYQIGDSWEKYVHGVRYQCYCYGRGIGEWHCQPLQTYPSSSGPVEVFITETPSQPNSHPIQWNAPQPSHISKYILRWRPKNSVGRWKEATIPGHLNSYTIKGLKPGVVYEGQLISIQQYGHQEVTRFDFTTTSTSTPVTSNTVTGETTPFSPLVATSESVTEITASSFVVSWVSASDTVSGFRVEYELSEEGDEPQYLDLPSTATSVNIPDLLPGRKYIVNVYQISEDGEQSLILSTSQTTAPDAPPDPTVDQVDDTSIVVRWSRPQAPITGYRIVYSPSVEGSSTELNLPETANSVTLSDLQPGVQYNITIYAVEENQESTPVVIQQETTGTPRSDTVPSPRDLQFVEVTDVKVTIMWTPPESAVTGYRVDVIPVNLPGEHGQRLPISRNTFAEVTGLSPGVTYYFKVFAVSHGRESKPLTAQQTTKLDAPTNLQFVNETDSTVLVRWTPPRAQI10599 36.3 - 863 66 64 9 1.11 0.968

286 tr|A0A075B6I1|A0A075B6I1_HUMANProtein IGLV4-60 (Fragment) OS=Homo sapiens GN=IGLV4-60 PE=4 SV=114671 MAWTPLLLLFPLLLHCTGSLSQPVLTQSSSASASLGSSVKLTCTLSSGHSSYIIAWHQQQPGKAPRYLMKLEGSGSYNKGSGVPDRFSGSSSGADRYLTISNLQFEDEADYYCETWDSNT19 7.5 1 1 1 1 1 --- ---

287 tr|Q5T9B7|Q5T9B7_HUMAN Adenylate kinase isoenzyme 1 OS=Homo sapiens GN=AK1 PE=1 SV=129708 MGCCSSSDPRREDDLRAREKLKKTKIIFVVGGPGSGKGTQCEKIVQKYGYTHLSTGDLLRSEVSSGSARGKKLSEIMEKGQLVPLETVLDMLRDAMVAKVNTSKGFLIDGYPREVQQGEEFERRIGQPTLLLYVDAGPETMTQRLLKRGETSGRVDDNEETIKKRLETYYKATEPVIAFYEKRGIVRKVNAEGSVDSVFSQVCTHLDALK40 5.7 2 1 1 1 1 --- ---

288 tr|Q53FV4|Q53FV4_HUMAN Lumican variant (Fragment) OS=Homo sapiens PE=2 SV=146640 MSLSAFTLFLALIGGTSGQYYDYDFPLSIYGQSSPNCAPECNCPESYPSAMYCDELKLKSVPMVPPGIKYLYLRNNQIDHIDEKAFENVTDLQWLILDHNLLENSKIKGRVFSKLKQLKKLHINHNNLTESVGPLPKSLEDLQLTHNKITKLGSFEGLVNLTFIHLQHNRLKEDAVSAAFKGLKSLEYLDLSFNQIARLPSGPPVSLLTLYLDNNKISNIPDEYFKRFNALQYLRLSHNELADSGIPGNSFNVSSLVELDLSYNKLKNIPTVNENLENYYLEVNQLEKFDIKSFCKILGPLSYSKIKHLRLDGNRISETSLPPDMYECLRVANEVTLN253 17.5 1 35 35 7 7 1.047 1.043

289 tr|B2R892|B2R892_HUMAN cDNA, FLJ93793, highly similar to Homo sapiens creatine kinase, muscle (CKM), mRNA OS=Homo sapiens PE=2 SV=154181 MPFGNTHNKFKLNYKPGEEYPDLSKHNNHMAKVLTLELYKKLRDKETPSGFTVDDVIQTGVDNPGHPFIMTVGCVAGDEESYEVFKELFDPIISDRHGGYKPTDKHKTDLNHENLKGGDDLDPNYVLSSRVRTGRSIKGYTLPPHCSRGERRAVEKLSVEALNSLTGEFKGKYYPLKSMTEKEQQQLIDDHFLFDKPVSPLLLASGMARDWPDARGIWHNDNKSFLVWVNEEDHLRVISMEKGGNMKEVFRRFCVGLQKIEEIFKKAGHPFMWNQHLGYVLTCPSNLGTGLRGGVHVKLAHLSKHPKFEEILTRLRLQKRGTGGVDTAAVGSVFDVSNADRLGSSEVEQVQLVVDGVKLMVEMEKKLEKGQSIDDMIPAQK256 8.1 2 12 12 2 2 0.976 0.94

290 tr|Q6N093|Q6N093_HUMAN Putative uncharacterized protein DKFZp686I04196 (Fragment) OS=Homo sapiens GN=DKFZp686I04196 PE=1 SV=155234 FFNYAMHWVRQAPGKGLEWVAVIAYDGSTQYYADSVRGRFTVSRDNSANTLFLEMNSLRPEDTAVYYCAKAHSGTSKFDPWGQGTLVTVSSASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSNFGTQTYTCNVDHKPSNTKVDKTVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQFNSTFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPIEKTISKTKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK1173 28.1 - 132 1 9 1 --- ---

291 tr|Q86TT1|Q86TT1_HUMAN Full-length cDNA clone CS0DD006YL02 of Neuroblastoma of Homo sapiens (human) OS=Homo sapiens PE=2 SV=147597 MQGTDEHVVCKVQHPNGNKEKNVPLPVIAELPPKVSVFVPPRDGFFGNPRKSKLICQATGFSPRQIQVSWLREGKQVGSGVTTDQVQAEAKESGPTTYKVTSTLTIKESDWLSQSMFTCRVDHRGLTFQQNASSMCGPDQDTAIRVFAIPPSFASIFLTKSTKLTCLVTDLTTYDSVTISWTRQNGEAVKTHTNISESHPNATFSAVGEASICEDDWNSGERFTCTVTHTDLPSPLKQTISRPKGVALHRPDVYLLPPAREQLNLRESATITCLVTGFSPADVFVQWMQRGQPLSPEKYVTSAPMPEPQAPGRYFAHSILTVSEEEWNTGETYTCVVAHEALPNRVTERTVDKSTGKPTLYNVSLVMSDTAGTCY6862 43.7 - 516 8 15 1 1.026 0.902

292 tr|A8K5T0|A8K5T0_HUMAN cDNA FLJ75416, highly similar to Homo sapiens complement factor H (CFH), mRNA OS=Homo sapiens PE=2 SV=1168175 MRLLAKIICLMLWAICVAGDCNELPPRRNTEILTGSWSDQTYPEGTQAIYKCRPGYRSLGNIIMVCRKGEWVALNPLRKCQKRPCGHPGDTPFGTFTLTGGNVFEYGVKAVYTCNEGYQLLGEINYRECDTDGWTNDIPICEVVKCLPVTAPENGKIVSSAMEPDREYHFGQAVRFVCNSGYKIEGDEEMHCSDDGFWSKEKPKCVEISCKSPDVINGSPISQKIIYKENERFQYKCNMGYEYSERGDAVCTESGWRPLPSCEEKSCDNPYIPNGDYSPLRIKHRTGDEITYQCRNGFYPATRGNTAKCTSTGWIPAPRCTLKPCDYPDIKHGGPYHENMRRPYFPVAVGKYYSYYCDEHFETPSGSYWDHIHCTQDGWSPAVPCLRKCYFPYLENGYNQNYGRKFVQGKSIDVACHPGYALPKAQTTVTCMENGWSPTPRCIRVKTCSKSSIDIENGFISESQYTYALKEKAKYQCKLGYVTADGETSGSITCGKDGWSAQPTCIKSCDIPVFMNARTKNDFTWFKLNDTLDYECHDGYESNTGSTTGSIVCGYNGWSDLPICYERECELPKIDVHLVPDRKKDQYKVGEVLKFSCKPGFTIVGPNSVQCYHFGLSPDLPICKEQVQSCGPPPELLNGNVKEKTKEEYGHSEVVEYYCNPRFLMKGPNKIQCVDGEWTTLPVCIVEESTCGDIPELEHGWAQLSSPPYYYGDSVEFNCSESFTMIGHRSITCIHGVWTQLPQCVAIDKLKKCKSSNLIILEEHLKNKKEFDHNSNIRYRCRGKEGWIHTVCINGRWDPEVNCSMAQIQLCPPPPQIPNSHNMTTTLNYRDGEKVSVLCQENYLIQEGEEITCKDGRWQSIPLCVEKIPCSQPPQIEHGTINSSRSSQESYAHGTKLSYTCEGGFRISEENGTTCYMGKWSSPPQCEGLPCKSPPEISHGVVAHMSDSYQYGEEVTYKCFEGFGIDGPAIAKCLGEKWSHPPSCIKTDCLSLPSFENAIPMGEKKDVYKAGEQVTYTCATYYKM2190 29.7 - 270 5 32 1 1.214 1.176

293 tr|H0Y485|H0Y485_HUMAN Insulin-like growth factor-binding protein 3 (Fragment) OS=Homo sapiens GN=IGFBP3 PE=4 SV=122968 XESPSVSSTHRVSDPKFHPLHSKIIIIKKGHAKDSQRYKVDYESQSTDTQNFSSESKRETEYGPCRREMEDTLNHLKFLNVLSPRGVHIPNCDKKGFYKKKQCRPSKGRKRGFCWCVDKYGQPLPGYTTKGKEDVHCYSMQSK48 20.3 14 6 6 3 3 1.494 1.263

294 sp|P05546|HEP2_HUMAN Heparin cofactor 2 OS=Homo sapiens GN=SERPIND1 PE=1 SV=367548 MKHSLNALLIFLIITSAWGGSKGPLDQLEKGGETAQSADPQWEQLNNKNLSMPLLPADFHKENTVTNDWIPEGEEDDDYLDLEKIFSEDDDYIDIVDSLSVSPTDSDVSAGNILQLFHGKSRIQRLNILNAKFAFNLYRVLKDQVNTFDNIFIAPVGISTAMGMISLGLKGETHEQVHSILHFKDFVNASSKYEITTIHNLFRKLTHRLFRRNFGYTLRSVNDLYIQKQFPILLDFKTKVREYYFAEAQIADFSDPAFISKTNNHIMKLTKGLIKDALENIDPATQMMILNCIYFKGSWVNKFPVEMTHNHNFRLNEREVVKVSMMQTKGNFLAANDQELDCDILQLEYVGGISMLIVVPHKMSGMKTLEAQLTPRVVERWQKSMTNRTREVLLPKFKLEKNYNLVESLKLMGIRMLFDKNGNMAGISDQRIAIDLFKHQGTITVNEEGTQATTVTTVGFMPLSTQVRFTVDRPFLFLIYEHRTSCLLFMGRVANPSRS699 28.1 - 115 115 16 16 0.473 0.441

295 sp|Q8NBP7|PCSK9_HUMAN Proprotein convertase subtilisin/kexin type 9 OS=Homo sapiens GN=PCSK9 PE=1 SV=380589 MGTVSSRRSWWPLPLLLLLLLLLGPAGARAQEDEDGDYEELVLALRSEEDGLAEAPEHGTTATFHRCAKDPWRLPGTYVVVLKEETHLSQSERTARRLQAQAARRGYLTKILHVFHGLLPGFLVKMSGDLLELALKLPHVDYIEEDSSVFAQSIPWNLERITPPRYRADEYQPPDGGSLVEVYLLDTSIQSDHREIEGRVMVTDFENVPEEDGTRFHRQASKCDSHGTHLAGVVSGRDAGVAKGASMRSLRVLNCQGKGTVSGTLIGLEFIRKSQLVQPVGPLVVLLPLAGGYSRVLNAACQRLARAGVVLVTAAGNFRDDACLYSPASAPEVITVGATNAQDQPVTLGTLGTNFGRCVDLFAPGEDIIGASSDCSTCFVSQSGTSQAAAHVAGIAAMMLSAEPELTLAELRQRLIHFSAKDVINEAWFPEDQRVLTPNLVAALPPSTHGAGWQLFCRTVWSAHSGPTRMATAVARCAPDEELLSCSSFSRSGKRRGERMEAQGGKLVCRAHNAFGGEGVYAIARCCLLPQANCSVHTAPPAEASMGTRVHCHQQGHVLTGCSSHWEVEDLGTHKPPVLRPRGQPNQCVGHREASIHASCCHAPGLECKVKEHGIPAPQEQVTVACEEGWTLTGCSALPGTSHVLGAYAVDNTCVVRSRDVSTTGSTSEGAVTAVAICCRSRHLAQASQELQ198 7.1 - 14 14 4 4 1.034 0.838

296 sp|P05154|IPSP_HUMAN Plasma serine protease inhibitor OS=Homo sapiens GN=SERPINA5 PE=1 SV=3 >tr|A0A024R6N9|A0A024R6N9_HUMAN Serpin peptidase inhibitor, clade A (Alpha-1 antiproteinase, antitrypsin), member 5, isoform CRA_a OS=Homo sapiens GN=SERPINA5 PE=3 SV=153365 MQLFLLLCLVLLSPQGASLHRHHPREMKKRVEDLHVGATVAPSSRRDFTFDLYRALASAAPSQSIFFSPVSISMSLAMLSLGAGSSTKMQILEGLGLNLQKSSEKELHRGFQQLLQELNQPRDGFQLSLGNALFTDLVVDLQDTFVSAMKTLYLADTFPTNFRDSAGAMKQINDYVAKQTKGKIVDLLKNLDSNAVVIMVNYIFFKAKWETSFNHKGTQEQDFYVTSETVVRVPMMSREDQYHYLLDRNLSCRVVGVPYQGNATALFILPSEGKMQQVENGLSEKTLRKWLKMFKKRQLELYLPKFSIEGSYQLEKVLPSLGISNVFTSHADLSGISNHSNIQVSEMVHKAVVEVDESGTRAAAATGTIFTFRSARLNSQRLVFNRPFLMFIVDNNILFLGKVNRP1239 31.3 - 88 88 13 13 0.9 0.856

297 sp|Q6P988|NOTUM_HUMAN Protein notum homolog OS=Homo sapiens GN=NOTUM PE=2 SV=261196 MGRGVRVLLLLSLLHCAGGSEGRKTWRRRGQQPPPPPRTEAAPAAGQPVESFPLDFTAVEGNMDSFMAQVKSLAQSLYPCSAQQLNEDLRLHLLLNTSVTCNDGSPAGYYLKESRGSRRWLLFLEGGWYCFNRENCDSRYDTMRRLMSSRDWPRTRTGTGILSSQPEENPYWWNANMVFIPYCSSDVWSGASSKSEKNEYAFMGALIIQEVVRELLGRGLSGAKVLLLAGSSAGGTGVLLNVDRVAEQLEKLGYPAIQVRGLADSGWFLDNKQYRHTDCVDTITCAPTEAIRRGIRYWNGVVPERCRRQFQEGEEWNCFFGYKVYPTLRCPVFVVQWLFDEAQLTVDNVHLTGQPVQEGLRLYIQNLGRELRHTLKDVPASFAPACLSHEIIIRSHWTDVQVKGTSLPRALHCWDRSLHDSHKASKTPLKGCPVHLVDSCPWPHCNPSCPTVRDQFTGQEMNVAQFLMHMGFDMQTVAQPQGLEPSELLGMLSNGS60 2.4 2 2 2 1 1 --- ---

298 tr|B2R8A1|B2R8A1_HUMAN cDNA, FLJ93802, highly similar to Homo sapiens succinate-CoA ligase, GDP-forming, alpha subunit (SUCLG1), mRNA OS=Homo sapiens PE=2 SV=142151 MVSGSSGLAAARLLSRSFLLPQNGIRHCSYTASRQHLYVDKNTKIICQGFTGKQGTFHSQQALEYGTKLVGGTTPGKGGQTHLGLPVFNTVKEAKEQTGATASVIYVPPPFAAAAINEAIEAEIPLVVCITEGIPQQDMVRVKHKLLRQEKTRLIGPNCPGVINPGECKIGIMPGHIHKKGRIGIVSRSGTLTYEAVHQTTQVGLGQSLCVGIGGDPFNGTDFIDCLEIFLNDSATEGIILIGEIGGNAEENAAEFLKQHNSGPNSKPVVSFIAGLTAPPGRRMGHAGAIIAGGKGGAKEKISALQSAGVVVSMSPAQLGTTFYKEFEKRKML91 3 4 17 17 1 1 0.938 0.814

299 tr|A0A024R0A9|A0A024R0A9_HUMANStromal cell derived factor 4, isoform CRA_b OS=Homo sapiens GN=SDF4 PE=4 SV=146142 MVWPWVAMASRWGPLIGLAPCCLWLLGAVLLMDASARPANHSSTRERVANREENEILPPDHLNGVKLEMDGHLNRGFHQEVFLGKDLGGFDEDAEPRRSRRKLMVIFSKVDVNTDRKISAKEMQRWIMEKTAEHFQEAMEESKTHFRAVDPDGDGHVSWDEYKVKFLASKGHSEKEVADAIRLNEELKVDEETQEVLENLKDRWYQADSPPADLLLTEEEFLSFLHPEHSRGMLRFMVKEIVRDLDQDGDKQLSVPEFISLPVGTVENQQGQDIDDNWVKDRKKEFEELIDSNHDGIVTAEELENVPTLPLQPIGTLNSHFVRLAAELGGGKATLTCAPLARRATWTP59 8.6 3 5 5 3 3 0.988 1.012

300 tr|F2RM37|F2RM37_HUMAN Coagulation factor IX OS=Homo sapiens GN=F9 p22 PE=2 SV=161901 MQRVNMIMAESPGLITICLLGYLLSAECTVFLDHENANKILNRPKRYNSGKLEEFVQGNLERECMEEKCSFEEAREVFENTERTTEFWKQYVDGDQCESNPCLNGGSCKDDINSYECWCPFGFEGKNCELDVTCNIKNGRCEQFCKNSADNKVVCSCTEGYRLAENQKSCEPAVPFPCGRVSVSQTSKLTRAETVFPDVDYVNSTEAETILDNITQSTQSFNDFTRVVGGEDAKPGQFPWQVVLNGKVDAFCGGSIVNEKWIVTAAHCVETGVKITVVAGEHNIEETEHTEQKRNVIRIIPHHNYNAAINKYNHDIALLELDEPLVLNSYVTPICIADKEYTNIFLKFGSGYVSGWGRVLHKGRSALVLQYLRVPLVDRATCLRSTKFTIYNNMFCAGFHEGGRDSCQGDSGGPHVTEVEGTSFLTGIISWGEECAMKGKYGIYTKVSRYVNWIKEKTKLT56 10 1 4 1 4 1 --- ---

301 tr|B0AZL7|B0AZL7_HUMAN cDNA, FLJ79457, highly similar to Insulin-like growth factor-binding proteincomplex acid labile chain OS=Homo sapiens PE=2 SV=170047 MALRKGGLALALLLLSWVALGPRSLEGADPGTPGEAEGPACPAACVCSYDDDADELSVFCSSRNLTRLPDGVPGGTQALWLDGNNLSSVPPAAFQNLSSLGFLNLQGGQLGSLEPQALLGLENLCHLHLERNQLRSLALGTFAHTPALASLGLSNNRLSRLEDGLFEGLGSLWDLNLGWNSLAVLPDAAFRGLGSLRELVLAGNRLAYLQPALFSGLAELRELDLSRNALRAIKANVFVQLPRLQKLYLDRNLIAAVAPGAFLGLKALRWLDLSHNRVAGLLEDTFPGLLGLRVLRLSHNAIASLRPRTLKDLHFLEELQLGHNRIRQLAERSFEGLGQLEVLTLDHNQLQEVKAGAFLGLTNVAVMNLSGNCLRNLPEQVFRGLGKLHSLHLEGSCLGRIRPHTFTGLSGLRRLFLKDNGLVGIEEQSLWGLAELLELDLTSNQLTHLPHRLFQGLGKLEYLLLSRNRLAELPADALGPLQRAFWLDVSHNRLEALPNSLLAPLGRLRYLSLRNNSLRTFTPQPPGLERLWLEGNPWDCGCPLKALRDFALQNPSAVPRFVQAICEGDDCQPPAYTYNNITCASPPEVVGLDLRDLSEAHFAPC48 5.3 2 4 4 3 3 --- ---

302 tr|B2R8I2|B2R8I2_HUMAN cDNA, FLJ93914, highly similar to Homo sapiens histidine-rich glycoprotein (HRG), mRNA OS=Homo sapiens PE=2 SV=167498 MKALIAALLLITLQYSCAVSPTDCSAVEPEAEKALDLINKRRRDGYLFQLLRIADAHLDRVENTTVYYLVLDVQESDCSVLSRKYWNDCEPPDSRRPSEIVIGQCKVIATRHSHESQDLRVIDFNCTTSSVSSALANTKDSPVLIDFFEDTERYRKQANKALEKYKEENDDFASFRVDRTERVARVRGGEGTGYFVDFSVRNCSRHHFPRHPNVFGFCRADLFYDVEALDLESPKNLVINCEVFDPQEHENINGVPPHLGHPFHWGGHERSSTTKPPFKPHGSRDHHHPHKPHEHGPPPPPDERDHSHGPPLPQGPPPLLPMSCSSCQHATFGTNGAQRHSHNNNPSDLHPHKHHSHEQHPHGHHPHAHHPHEHDTHRQHPHGHHPHGHHPHGHHPHGHHPHGHHPHCHDFQDYGPCDPPPHNQGHCCHGHGPPPGHLRRRGPGKGPCPFHCRQIGSVYRLPPLRKGEVLPLPEANFPSFPLPHHKHPLKPDIQPFPQSVSESCPGKFKSGFPQVSMFFTHTFPK211 22.1 1 29 29 11 11 1.28 1.223

303 tr|Q5CAQ5|Q5CAQ5_HUMANTumor rejection antigen (Gp96) 1 OS=Homo sapiens GN=TRA1 PE=2 SV=1116600 MRALWVLGLCCVLLTFGSVRADDEVDVDGTVEEDLGKSREGSRTDDEVVQREEEAIQLDGLNASQIRELREKSEKFAFQAEVNRMMKLIINSLYKNKEIFLRELISNASDALDKIRLISLTDENALSGNEELTVKIKCDKEKNLLHVTDTGVGMTREELVKNLGTIAKSGTSEFLNKMTEAQEDGQSTSELIGQFGVGFYSAFLVADKVIVTSKHNNDTQHIWESDSNEFSVIADPRGNTLGRGTTITLVLKEEASDYLELDTIKNLVKKYSQFINFPIYVWSSKTETVEEPMEEEEAAKEEKEESDDEAAVEEEEEEKKPKTKKVEKTVWDWELMNDIKPIWQRPSKEVEEDEYKAFYKSFSKESDDPMAYIHFTAEGEVTFKSILFVPTSAPRGLFDEYGSKKSDYIKLYVRRVFITDDFHDMMPKYLNFVKGVVDSDDLPLNVSRETLQQHKLLKVIRKKLVRKTLDMIKKIADDKYNDTFWKEFGTNIKLGVIEDHSNRTRLAKLLRFQSSHHPTDITSLDQYVERMKEKQDKIYFMAGSSRKEAESSPFVERLLKKGYEVIYLTEPVDEYCIQALPEFDGKRFQNVAKEGVKFDESEKTKESREAVEKEFEPLLNWMKDKALKDKIEKAVVSQRLTESPCALVASQYGWSGNMERIMKAQAYQTGKDISTNYYASQKKTFEINPRHPLIRDMLRRIKEDEDDKTVLDLAVVLFETATLRSGYLLPDTKAYGDRIERMLRLSLNIDPDAKVEEEPEEEPEETAEDTTEDTEQDEDEEMDVGTDEEETAKESTAEKDEL294 17.2 1 33 30 14 13 1.054 0.834

304 tr|A0A024RDF8|A0A024RDF8_HUMANAlcohol dehydrogenase 4 (Class II), pi polypeptide, isoform CRA_a OS=Homo sapiens GN=ADH4 PE=4 SV=151465 MGTKGKVIKCKAAIAWEAGKPLCIEEVEVAPPKAHEVRIQIIATSLCHTDATVIDSKFEGLAFPVIVGHEAAGIVESIGPGVTNVKPGDKVIPLYAPLCRKCKFCLSPLTNLCGKISNLKSPASDQQLMEDKTSRFTCKGKPVYHFFGTSTFSQYTVVSDINLAKIDDDANLERVCLLGCGFSTGYGAAINNAKVTPGSTCAVFGLGGVGLSAVMGCKAAGASRIIGIDINSEKFVKAKALGATDCLNPRDLHKPIQEVIIELTKGGVDFALDCAGGSETMKAALDCTTAGWGSCTFIGVAAGSKGLTIFPEELIIGRTINGTFFGGWKSVDSIPKLVTDYKNKKFNLDALVTHTLPFDKISEAFDLMNQGKSIRTILIF41 6.8 2 3 3 3 3 --- ---

305 tr|A0A087X0N5|A0A087X0N5_HUMANProtein IGKV1-17 OS=Homo sapiens GN=IGKV1-17 PE=4 SV=111818 DIQMTQSPSSLSASVGDRVTITCRASQGIRNDLGWYQQKPGKAPKRLIYAASSLQSGVPSRFSGSGSGTEFTLTISSLQPEDFATYYCLQHNSYPPT161 35.1 2 9 4 2 1 0.876 1.015

306 tr|Q6N030|Q6N030_HUMAN Putative uncharacterized protein DKFZp686I15212 OS=Homo sapiens GN=DKFZp686I15212 PE=1 SV=168162 MDWTWRILFLVTAATGAHSQVHLVQSGAEVKKPGASVKVSCTASGYPFTNHFINWVRQAPGQSLEWMGWINTGNGNTKYSQKFQGRVTITRDTWTTTAYMDLSSLRSEDTAVYWCARDAPQGVTTTYFDYWGQGTLVTVSSASTKGPSVFPLAPCSRSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYTCNVNHKPSNTKVDKRVELKTPLGDTTHTCPRCPEPKPCDTPPPCPRCPEPKSCDTPPPCPRCPEPKSCDTPPPCPRCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVQFKWYVDGVEVHNAKTKPREEQYNSTFRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKTKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESSGQPENNYNTTPPMLDSDGSFFLYSKLTVDKSRWQQGNIFSCSVMHEALHNRFTQKSLSLSPGK1925 18.1 6 173 49 9 3 1.197 1.145

307 tr|F5GY80|F5GY80_HUMAN Complement component C8 beta chain OS=Homo sapiens GN=C8B PE=4 SV=170611 MDTCMTLAFTLSGRFFMLLSQYRYAYLLQPSQFHGEPCNFSDKEVEDCVTNRPCGSQVRCEGFVCAQTGRCVNRRLLCNGDNDCGDQSDEANCRRIYKKCQHEMDQYWGIGSLASGINLFTNSFEGPVLDHRYYAGGCSPHYILNTRFRKPYNVESYTPQTQGKYEFILKEYESYSDFERNVTEKMASKSGFSFGFKIPGIFELGISSQSDRGKHYIRRTKRFSHTKSVFLHARSDLEVAHYKLKPRSLMLHYEFLQRVKRLPLEYSYGEYRDLFRDFGTHYITEAVLGGIYEYTLVMNKEAMERGDYTLNNVHACAKNDFKIGGAIEEVYVSLGVSVGKCRGILNEIKDRNKRDTMVEDLVVLVRGGASEHITTLAYQELPTADLMQEWGDAVQYNPAIIKVKVEPLYELVTATDFAYSSTVRQNMKQALEEFQKEVSSCHCAPCQGNGVPVLKGSRCDCICPVGSQGLACEVSYRKNTPIDGKWNCWSNWSSCSGRRKTRQRQCNNPPPQNGGSPCSGPASETLDCS214 14 6 41 41 10 10 0.869 0.957

308 tr|A0A0A0MS51|A0A0A0MS51_HUMANGelsolin OS=Homo sapiens GN=GSN PE=4 SV=1 96753 MAEEEALRGNSDPWPNSMVVEHPEFLKAGKEPGLQIWRVEKFDLVPVPTNLYGDFFTGDAYVILKTVQLRNGNLQYDLHYWLGNECSQDESGAAAIFTVQLDDYLNGRAVQHREVQGFESATFLGYFKSGLKYKKGGVASGFKHVVPNEVVVQRLFQVKGRRVVRATEVPVSWESFNNGDCFILDLGNNIHQWCGSNSNRYERLKATQVSKGIRDNERSGRARVHVSEEGTEPEAMLQVLGPKPALPAGTEDTAKEDAANRKLAKLYKVSNGAGTMSVSLVADENPFAQGALKSEDCFILDHGKDGKIFVWKGKQANTEERKAALKTASDFITKMDYPKQTQVSVLPEGGETPLFKQFFKNWRDPDQTDGLGLSYLSSHIANVERVPFDAATLHTSTAMAAQHGMDDDGTGQKQIWRIEGSNKVPVDPATYGQFYGGDSYIILYNYRHGGRQGQIIYNWQGAQSTQDEVAASAILTAQLDEELGGTPVQSRVVQGKEPAHLMSLFGGKPMIIYKGGTSREGGQTAPASTRLFQVRANSAGATRAVEVLPKAGALNSNDAFVLKTPSAAYLWVGTGASEAEKTGAQELLRVLRAQPVQVAEGSEPDGFWEALGGKAAYRTSPRLKDKKMDAHPPRLFACSNKIGRFVIEEVPGELMQEDLATDDVMLLDTWDQVFVWVGKDSQEEEKTEALTSAKRYIETDPANRDRRTPITVVKQGFEPPSFVGWFLGWDDDYWSVDPLDRAMAELAA655 18.4 6 64 64 12 12 0.678 0.645

309 sp|O00602|FCN1_HUMAN Ficolin-1 OS=Homo sapiens GN=FCN1 PE=1 SV=2 42205 MELSGATMARGLAVLLVLFLHIKNLPAQAADTCPEVKVVGLEGSDKLTILRGCPGLPGAPGPKGEAGVIGERGERGLPGAPGKAGPVGPKGDRGEKGMRGEKGDAGQSQSCATGPRNCKDLLDRGYFLSGWHTIYLPDCRPLTVLCDMDTDGGGWTVFQRRMDGSVDFYRDWAAYKQGFGSQLGEFWLGNDNIHALTAQGSSELRVDLVDFEGNHQFAKYKSFKVADEAEKYKLVLGAFVGGSAGNSLTGHNNNFFSTKDQDNDVSSSNCAEKFQGAWWYADCHASNLNGLYLMGPHESYANGINWSAAKGYKYSYKVSEMKVRPA99 8.9 - 9 9 3 3 1.321 1.366

310 tr|C9JPG5|C9JPG5_HUMAN Semaphorin-3F OS=Homo sapiens GN=SEMA3F PE=4 SV=186066 MYVGSKDYVLSLDLHDINREPLIIHWAASPQRIEECVLSGKDVNGECGNFVRLIQPWNRTHLYVCGTGAYNPMCTYVNRGRRAQDYIFYLEPERLESGKGKCPYDPKLDTASALINEELYAGVYIDFMGTDAAIFRTLGKQTAMRTDQYNSRWLNDPSFIHAELIPDSAERNDDKLYFFFRERSAEAPQSPAVYARIGRICLNDDGGHCCLVNKWSTFLKARLVCSVPGEDGIETHFDELQDVFVQQTQDVRNPVIYAVFTSSGSVFRGSAVCVYSMADIRMVFNGPFAHKEGPNYQWMPFSGKMPYPRPGTCPGGTFTPSMKSTKDYPDEVINFMRSHPLMYQAVYPLQRRPLVVRTGAPYRLTTIAVDQVDAADGRYEVLFLGTDRGTVQKVIVLPKDDQELEELMLEEVEVFKDPAPVKTMTISSKRQQLYVASAVGVTHLSLHRCQAYGAACADCCLARDPYCAWDGQACSRYTASSKRRSRRQDVRHGNPIRQCRGFNSNANKNAVESVQYGVAGSAAFLECQPRSPQATVKWLFQRDPGDRRREIRAEDRFLRTEQGLLLRALQLSDRGLYSCTATENNFKHVVTRVQLHVLGRDAVHAALFPPLSMSAPPPPGAGPPTPPYQELAQLLAQPEVGLIHQYCQGYWRHVPPSPREAPGAPRSPEPQDQKKPRNRRHHPPDT40 0.9 2 5 5 1 1 0.627 0.636

311 tr|Q8TBA7|Q8TBA7_HUMAN HSP90AA1 protein (Fragment) OS=Homo sapiens GN=HSP90AA1 PE=2 SV=297299 GIGMTKADLINNLGTIAKSGTKAFMEALQAGADISMIGQFGVGFYSAYLVAEKVTVITKHNDDEQYAWESSAGGSFTVRTDTGEPMGRGTKVILHLKEDQTEYLEERRIKEIVKKHSQFIGYPITLFVEKERDKEVSDDEAEEKEDKEEEKEKEEKESEDKPEIEDVGSDEEEEKKDGDKKKKKKIKEKYIDQEELNKTKPIWTRNPDDITNEEYGEFYKSLTNDWEDHLAVKHFSVEGQLEFRALLFVPRRAPFDLFENRKKKNNIKLYVRRVFIMDNCEELIPEYLNFIRGVVDSEDLPLNISREMLQQSKILKVIRKNLVKKCLELFTELAEDKENYKKFYEQFSKNIKLGIHEDSQNRKKLSELLRYYTSASGDEMVSLKDYCTRMKENQKHIYYITGETKDQVANSAFVERLRKHGLEVIYMIEPIDEYCVQQLKEFEGKTLVSVTKEGLELPEDEEEKKKQEEKKTKFENLCKIMKDILEKKVEKVVVSNRLVTSPCCIVTSTYGWTANMERIMKAQALRDNSTMGYMAAKKHLEINPDHSIIETLRQKAEADKNDKSVKDLVILLYETALLSSGFSLEDPQTHANRIYRMIKLGLGIDEDDPTADDTSAAVTEEMPPLEGDDDTSRMEEVD40 4.5 3 3 2 3 2 --- ---

312 tr|B2R6V9|B2R6V9_HUMAN cDNA, FLJ93141, highly similar to Homo sapiens coagulation factor XIII, A1 polypeptide (F13A1), mRNA OS=Homo sapiens PE=2 SV=195566 MSETSRTAFGGRRAVPPNNSNAAEDDLPTVELQGVVPRGVSLQEFLNVTSVHLFKERWDTNKVDHHTDKYENNKLIVRRGQSFYVQIDFSRPYDPRRDLFRVEYVIGRYPQENKGTYIPVPIVSELQSGKWGAKIVMREDRSVRLSIQSSPKCIVGKFRMYVAVWTPYGVLRTSRNPETDTYILFNPWCEDDAVYLDNEKEREEYVLNDIGVIFYGEVNDIKTRSWSYGQFEDGILDTCLYVMDRAQMDLSGRGNPIKVSRVGSAMVNAKDDEGVLVGSWDNIYAYGVPPSAWTGSVDILLEYRSSENPVRYGQCWVFAGVFNTFLRCLGIPARIVTNYFSAHDNDANLQMDIFLEEDGNVNSKLTKDSVWNYHCWNEAWMTRPDLPVGFGGWQAVDSTPQENSDGMYRCGPASVQAIKHGHVCFQFDAPFVFAEVNSDLIYITAKKDGTHVVENVDATHIGKLIVTKQIGGDGMMDITDTYKFQEGQEEERLALETALMYGAKKPLNTEGVMKSRSNVDMDFEVENAVLGKDFKLSITFRNNSHNRYTITAYLSANITFYTGVPKAEFKKETFDVTLEPLSFKKEAVLIQAGEYMGQLLEQASLHFFVTARINETRDVLAKQKSTVLTIPEIIIKVRGTQVVGSDMTVTVEFTNPLKETLRNVWVHLDGPGVTRPMKKMFREIRPNSTVQWEEVCRPWVSGHRKLIASMSSDSLRHVYGELDVQIQRRPSM760 21.7 1 75 75 15 15 0.956 0.95

313 sp|Q9BWP8|COL11_HUMAN Collectin-11 OS=Homo sapiens GN=COLEC11 PE=1 SV=135130 MRGNLALVGVLISLAFLSLLPSGHPQPAGDDACSVQILVPGLKGDAGEKGDKGAPGRPGRVGPTGEKGDMGDKGQKGSVGRHGKIGPIGSKGEKGDSGDIGPPGPNGEPGLPCECSQLRKAIGEMDNQVSQLTSELKFIKNAVAGVRETESKIYLLVKEEKRYADAQLSCQGRGGTLSMPKDEAANGLMAAYLAQAGLARVFIGINDLEKEGAFVYSDHSPMRTFNKWRSGEPNNAYDEEDCVEMVASGGWNDVACHTTMYFMCEFDKENM114 8.9 - 10 10 3 3 1.041 1.074

314 sp|P00747|PLMN_HUMAN Plasminogen OS=Homo sapiens GN=PLG PE=1 SV=2108457 MEHKEVVLLLLLFLKSGQGEPLDDYVNTQGASLFSVTKKQLGAGSIEECAAKCEEDEEFTCRAFQYHSKEQQCVIMAENRKSSIIIRMRDVVLFEKKVYLSECKTGNGKNYRGTMSKTKNGITCQKWSSTSPHRPRFSPATHPSEGLEENYCRNPDNDPQGPWCYTTDPEKRYDYCDILECEEECMHCSGENYDGKISKTMSGLECQAWDSQSPHAHGYIPSKFPNKNLKKNYCRNPDRELRPWCFTTDPNKRWELCDIPRCTTPPPSSGPTYQCLKGTGENYRGNVAVTVSGHTCQHWSAQTPHTHNRTPENFPCKNLDENYCRNPDGKRAPWCHTTNSQVRWEYCKIPSCDSSPVSTEQLAPTAPPELTPVVQDCYHGDGQSYRGTSSTTTTGKKCQSWSSMTPHRHQKTPENYPNAGLTMNYCRNPDADKGPWCFTTDPSVRWEYCNLKKCSGTEASVVAPPPVVLLPDVETPSEEDCMFGNGKGYRGKRATTVTGTPCQDWAAQEPHRHSIFTPETNPRAGLEKNYCRNPDGDVGGPWCYTTNPRKLYDYCDVPQCAAPSFDCGKPQVEPKKCPGRVVGGCVAHPHSWPWQVSLRTRFGMHFCGGTLISPEWVLTAAHCLEKSPRPSSYKVILGAHQEVNLEPHVQEIEVSRLFLEPTRKDIALLKLSSPAVITDKVIPACLPSPNYVVADRTECFITGWGETQGTFGAGLLKEAQLPVIENKVCNRYEFLNGRVQSTELCAGHLAGGTDSCQGDSGGPLVCFEKDKYILQGVTSWGLGCARPNKPGVYVRVSRFVTWIEGVMRNN1079 33.8 - 107 107 26 26 1.187 1.109

315 tr|B3KUE5|B3KUE5_HUMAN Phospholipid transfer protein, isoform CRA_c OS=Homo sapiens GN=PLTP PE=2 SV=162359 MGLSGSDNSCDPTPPPGPLAMALFGALFLALLAGAHAEFPGCKIRVTSKALELVKQEGLRFLEQELETITIPDLRGKEGHFYYNISEVKVTELQLTSSELDFQPQQELMLQITNASLGLRFRRQLLYWFFYDGGYINASAEGVSIRTGLELSRDPAGRMKVSNVSCQASVSRMHAAFGGTFKKVYDFLSTFITSGMRFLLNQQICPVLYHAGTVLLNSLLDTVPVRSSVDELVGIDYSLMKDPVASTSNLDMDFRGAFFPLTERNWSLPNRAVEPQLQEEERMVYVAFSEFFFDSAMESYFRAGALQLLLVGDKVPHDLDMLLRATYFGSIVLLSPAVIDSPLKLELRVLAPPRCTIKPSGTTISVTASVTIALVPPDQPEVQLSSMTMDARLSAKMALRGKALRTQLDLRRFRIYSNHSALESLALIPLQAPLKTMLQIGVMPMLNERTWRGVQIPLPEGINFVHEVVTNHAGFLTIGADLHFAKGLREVIEKNRPADVRASTAPTPSTAAV390 18.3 2 33 33 9 9 0.438 0.444

316 tr|A0A075B6R9|A0A075B6R9_HUMANProtein IGKV2D-24 (Fragment) OS=Homo sapiens GN=IGKV2D-24 PE=4 SV=114040 MRLLAQLLGLLMLWVPGSSGDIVMTQTPLSSPVTLGQPASISFRSSQSLVHSDGNTYLSWLQQRPGQPPRLLIYKVSNRFSGVPDRFSGSGAGTDFTLKISRVEAEDVGVYYCTQATQFP160 16.7 - 8 7 2 1 1.346 1.158

317 tr|A0A087WYR4|A0A087WYR4_HUMANImmunoglobulin lambda-like polypeptide 5 OS=Homo sapiens GN=IGLL5 PE=4 SV=129663 MAWALLLLTLLTQGTGSWAQSALTQPPSASGSPGQSVTISCTGTSSDVGGYNYVSWYQQHPGKAPKLMIYEVSKRPSGVPDRFSGSKSGNTASLTVSGLQAEDEADYYCSSYAGSNNYVFGTGTKVTVLGQPKANPTVTLFPPSSEELQANKATLVCLISDFYPGAVTVAWKADGSPVKAGVETTKPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS865 34 - 101 10 7 1 0.974 1.02

318 tr|B2R950|B2R950_HUMAN cDNA, FLJ94213, highly similar to Homo sapiens pregnancy-zone protein (PZP), mRNA OS=Homo sapiens PE=2 SV=1187153 MRKDRLLHLCLVLLLILLSASDSNSTEPQYMVLVPSLLHTEAPKKGCVLLSHLNETVTVSASLESGRENRSLFTDLVAEKDLFHCVSFTLPRISASSEVAFLSIQIKGPTQDFRKRNTVLVLNTQSLVFVQTDKPMYKPGQTVRFRVVSVDENFRPRNELIPLIYLENPRRNRIAQWQSLKLEAGINQLSFPLSSEPIQGSYRVVVQTESGGRIQHPFTVEEFVLPKFEVKVQVPKIISIMDEKVNITVCGEYTYGKPVPGLATVSLCRKLSRVLNCDKQEVCEEFSQQLNSNGCITQQVHTKMLQITNTGFEMKLRVEARIREEGTDLEVTANRISEITNIVSKLKFVKVDSHFRQGIPFFAQVLLVDGKGVPIPNKLFFISVNDANYYSNATTNEQGLAQFSINTTSISVNKLFVRVFTVHPNLCFHYSWVAEDHQGAQHTANRVFSLSGSYIHLEPVAGTLPCGHTETITAHYTLNRQAMGELSELSFHYLIMAKGVIVRSGTHTLPVESGDMKGSFALSFPVESDVAPIARMFIFAILPDGEVVGDSEKFEIENCLANKVDLSFSPAQSPPASHAHLQVAAAPQSLCALRAVDQSVLLMKPEAELSVSSVYNLLTVKDLTNFPDNVDQQEEEQGHCPRPFFIHNGAIYVPLSSNEADIYSFLKGMGLKVFTNSKIRKPKSCSVIPSVSAGAVGQGYYGAGLGVVERPYVPQLGTYNVIPLNNEQSSGPVPETVRSYFPETWIWELVAVNSSGVAEVGVTVPDTITEWKAGAFCLSEDAGLGISSTASLRAFQPFFVELTMPYSVIRGEVFTLKATVLNYLPKCIRVSVQLKASPAFLASQNTKGEESYCICGNERQTLSWTVTPKTLGNVNFSVSAEAMQSLELCGNEVVEVPEIKRKDTVIKTLLVEAEGIEQEKTFSSMTCASGANVSEQLSLKLPSNVVKESARASFSVLGDILGSAMQNIQNLLQMPYGCGEQNMVLFAPNIYVLNYLNETQQLTQEIKAKAVGYLITGYQRQLNY592 16.2 1 70 60 21 18 1.107 1.002

319 tr|A0N5G5|A0N5G5_HUMAN Rheumatoid factor D5 light chain (Fragment) OS=Homo sapiens GN=V<kappa>3 PE=2 SV=113785 EIVLTQSPATLSLSPGERASLSCRASQSVATYLAWYQHKPGQAPRLLIYDASNRATGIPARFSGSGSGTDFTLTISSLEPADFAVYYCQHRNNWPPLFTFGPGTRVDVKRTVAAPSVF207 22.9 - 13 5 2 1 0.834 0.934

320 tr|H0Y750|H0Y750_HUMAN Renin receptor (Fragment) OS=Homo sapiens GN=ATP6AP2 PE=4 SV=131350 XCPAGPFRVAPQCCGRRGTMAVFVVLLALVAGVLGNEFSILKSPGSVVFRNGNWPIPGERIPDVAALSMGFSVKEDLSWPGLAVGNLFHRPRATVMVMVKGVNKLALPPGSVISYPLENVDLLFLSELQVLHDISSLLSRHKHLAKDHSPDLYSLELAGLDEIGKRYGEDSEQFRDASKILVDALQKFADDMYSLYGGNAVVELVTVKSFDTSLIRKTRTILEAKQAKNPASPYNLAYKYNFE47 3.3 5 4 4 1 1 --- ---

321 sp|Q15389|ANGP1_HUMAN Angiopoietin-1 OS=Homo sapiens GN=ANGPT1 PE=1 SV=268085 MTVFLSFAFLAAILTHIGCSNQRRSPENSGRRYNRIQHGQCAYTFILPEHDGNCRESTTDQYNTNALQRDAPHVEPDFSSQKLQHLEHVMENYTQWLQKLENYIVENMKSEMAQIQQNAVQNHTATMLEIGTSLLSQTAEQTRKLTDVETQVLNQTSRLEIQLLENSLSTYKLEKQLLQQTNEILKIHEKNSLLEHKILEMEGKHKEELDTLKEEKENLQGLVTRQTYIIQELEKQLNRATTNNSVLQKQQLELMDTVHNLVNLCTKEGVLLKGGKREEEKPFRDCADVYQAGFNKSGIYTIYINNMPEPKKVFCNMDVNGGGWTVIQHREDGSLDFQRGWKEYKMGFGNPSGEYWLGNEFIFAITSQRQYMLRIELMDWEGNRAYSQYDRFHIGNEKQNYRLYLKGHTGTAGKQSSLILHGADFSTKDADNDNCMCKCALMLTGGWWFDACGPSNLNGMFYTAGQNHGKLNGIKWHYFKGPSYSLRSTTMMIRPLDF44 4.8 - 2 2 2 2 --- ---

322 tr|A0A024RAB6|A0A024RAB6_HUMANHeparan sulfate proteoglycan 2 (Perlecan), isoform CRA_b OS=Homo sapiens GN=HSPG2 PE=4 SV=1495433 MRWTHSYLSDDEDMLADSISGDDLGSGDLGSGDFQMVYFRALVNFTRSIEYSPQLEDAGSREFREVSEAVVDTLESEYLKIPGDQVVSVVFIKELDGWVFVELDVGSEGNADGAQIQEMLLRVISSGSVASYVTSPQGFQFRRLGTVPQFPRACTEAEFACHSYNECVALEYRCDRRPDCRDMSDELNCEEPVLGISPTFSLLVETTSLPPRPETTIMRQPPVTHAPQPLLPGSVRPLPCGPQEAACRNGHCIPRDYLCDGQEDCEDGSDELDCGPPPPCEPNEFPCGNGHCALKLWRCDGDFDCEDRTDEANCPTKRPEEVCGPTQFRCVSTNMCIPASFHCDEESDCPDRSDEFGCMPPQVVTPPRESIQASRGQTVTFTCVAIGVPTPIINWRLNWGHIPSHPRVTVTSEGGRGTLIIRDVKESDQGAYTCEAMNARGMVFGIPDGVLELVPQRGPCPDGHFYLEHSAACLPCFCFGITSVCQSTRRFRDQIRLRFDQPDDFKGVNVTMPAQPGTPPLSSTQLQIDPSLHEFQLVDLSRRFLVHDSFWALPEQFLGNKVDSYGGSLRYNVRYELARGMLEPVQRPDVVLVGAGYRLLSRGHTPTQPGALNQRQVQFSEEHWVHESGRPVQRAELLQVLQSLEAVLIQTVYNTKMASVGLSDIAMDTTVTHATSHGRAHSVEECRCPIGYSGLSCESCDAHFTRVPGGPYLGTCSGCSCNGHASSCDPVYGHCLNCQHNTEGPQCNKCKAGFFGDAMKATATSCRPCPCPYIDASRRFSDTCFLDTDGQATCDACAPGYTGRRCESCAPGYEGNPIQPGGKCRPVNQEIVRCDERGSMGTSGEACRCKNNVVGRLCNECADGSFHLSTRNPDGCLKCFCMGVSRHCTSSSWSRAQLHGASEEPGHFSLTNAASTHTTNEGIFSPTPGELGFSSFHRLLSGPYFWSLPSRFLGDKVTSYGGELRFTVTQRSQPGSTPLHGQPLVVLQGNNIILEHHVAQEPSPGQPSTFIVPFREQAWQRPDG44 0.4 1 1 1 1 1 --- ---

323 tr|F6KPG5|F6KPG5_HUMAN Albumin (Fragment) OS=Homo sapiens PE=2 SV=1 86736 DAHKSEVAHRFKDLGEENFKALVLIAFAQYLQQCPFEDHVKLVNEVTEFAKTCVADESAENCDKSLHTLFGDKLCTVATLRETYGEMADCCAKQEPERNECFLQHKDDNPNLPRLVRPEVDVMCTAFHDNEETFLKKYLYEIARRHPYFYAPELLFFAKRYKAAFTECCQAADKAACLLPKLDELRDEGKASSAKQRLKCASLQKFGERAFKAWAVARLSQRFPKAEFAEVSKLVTDLTKVHTECCHGDLLECADDRADLAKYICENQDSISSKLKECCEKPLLEKSHCIAEVENDEMRADLPSLAADFVESKDVCKNYAEAKDVFLGMFLYEYARRHPDYSVVLLLRLAKTYETTLEKCCAAADPHECYAKVFDEFKPLVEEPQNLIKQNCELFEQLGEYKFQNALLVRYTKKVPQVSTPTLVEVSRNLGKVGSKCCKHPEAKRMPCAEDYLSVVLNQLCVLHEKTPVSDRVTKCCTESLVNRRPCFSALEVDETYVPKEFNAETFTFHADICTLSEKERQIKKQTALVELVKHKPKATKEQLKAVMDDFAAFVEKCCKADDKETCFAEEGKKLVAASQAALGL4839 52.8 1 415 415 32 32 1.133 1.122



324 tr|A2N011|A2N011_HUMAN Vh1-D-J3-region (Fragment) OS=Homo sapiens PE=2 SV=115986 QVHLVQSGAEVKKPGASVKVSCKASGDSFSSYAIHWVRQAPGQRLAWMGWIIADNGNTKYSQKFQGRVTITRDTSASTAYLELSSLTSEDTAMYYCARALTINMAGGVFITEAFDIWGQGTMVTVSS125 9.4 - 8 8 1 1 0.981 0.909

325 tr|B4DPQ3|B4DPQ3_HUMAN cDNA FLJ51034, highly similar to Vitamin K-dependent protein C (EC 3.4.21.69) OS=Homo sapiens PE=2 SV=166152 MAAGRRTCSISTTRPCASASRMWQLTSLLLFVATWGISGTPAPLDSVFSSSERAHQVLRIRKRANSFLEELRHSSLERECIEEICDFEEAKEIFQNVDDTLAFWSKHVGECVLDPRLDYRRPRPSGSLAADPLPRLVSQTVTSAWSCPWSTRAPACAAGTARASTASAASAATAAAAGRAASASAVRGREVSFLNCSLDNGGCTHYCLEEVGWRRCSCAPGYKLGDDLLQCHPAVKFPCGRPWKRMEKKRSHLKRDTEDQEDQVDPRLIDGKMTRRGDSPWQVVLLDSKKKLACGAVLIHPSWVLTAAHCMDESKKLLVRLGEYDLRRWEKWELDLDIKEVFVHPNYSKSTTDNDIALLHLAQPATLSQTIVPICLPDSGLAERELNQAGQETLVTGWGYHSSREKEAKRNRTFVLNFIKIPVVPHNECSEVMSNMVSENMLCAGILGDRQDACEGDSGGPMVASFHGTWFLVGLVSWGEGCGLLHNYGVYTKVSRYLDWIHGHIRDKEAPQKSWAP518 19 3 60 23 10 6 1.153 1.161

326 tr|V9GYG9|V9GYG9_HUMANApolipoprotein A-II (Fragment) OS=Homo sapiens GN=APOA2 PE=1 SV=114103 MKLLAATVLLLTICSLEGALVRRQAKEPCVESLVSQYFQTVTDYGKDLMEKVKSPELQAEAKSYFEKSKEQLTPLIKKAGTELVNFLSYFVELGT186 38.9 2 60 60 3 3 0.603 0.615

327 sp|P11021|GRP78_HUMAN 78 kDa glucose-regulated protein OS=Homo sapiens GN=HSPA5 PE=1 SV=2 >tr|V9HWB4|V9HWB4_HUMAN Epididymis secretory sperm binding protein Li 89n OS=Homo sapiens GN=HEL-S-89n PE=2 SV=191263 MKLSLVAAMLLLLSAARAEEEDKKEDVGTVVGIDLGTTYSCVGVFKNGRVEIIANDQGNRITPSYVAFTPEGERLIGDAAKNQLTSNPENTVFDAKRLIGRTWNDPSVQQDIKFLPFKVVEKKTKPYIQVDIGGGQTKTFAPEEISAMVLTKMKETAEAYLGKKVTHAVVTVPAYFNDAQRQATKDAGTIAGLNVMRIINEPTAAAIAYGLDKREGEKNILVFDLGGGTFDVSLLTIDNGVFEVVATNGDTHLGGEDFDQRVMEHFIKLYKKKTGKDVRKDNRAVQKLRREVEKAKRALSSQHQARIEIESFYEGEDFSETLTRAKFEELNMDLFRSTMKPVQKVLEDSDLKKSDIDEIVLVGGSTRIPKIQQLVKEFFNGKEPSRGINPDEAVAYGAAVQAGVLSGDQDTGDLVLLDVCPLTLGIETVGGVMTKLIPRNTVVPTKKSQIFSTASDNQPTVTIKVYEGERPLTKDNHLLGTFDLTGIPPAPRGVPQIEVTFEIDVNGILRVTAEDKGTGNKNKITITNDQNRLTPEEIERMVNDAEKFAEEDKKLKERIDTRNELESYAYSLKNQIGDKEKLGGKLSSEDKETMEKAVEEKIEWLESHQDADIEDFKAKKKELEEIVQPIISKLYGSAGPPPTGEEDTAEKDEL59 5.7 - 4 4 3 3 1.068 0.99

328 tr|B2R5S1|B2R5S1_HUMAN cDNA, FLJ92595, highly similar to Homo sapiens angiotensinogen (serine (or cysteine) proteinaseinhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 8)(AGT), mRNA OS=Homo sapiens PE=2 SV=160156 MRKRAPQSEMAPAGVSLRATILCLLAWAGLAAGDRVYIHPFHLVIHNESTCEQLAKANAGKPKDPTFIPAPIQAKTSPVDEKALQDQLVLVAAKLDTEDKLRAAMVGMLANFLGFRIYGMHSELWGVVHGATVLSPTAVFGTLASLYLGALDHTADRLQAILGVPWKDKNCTSRLDAHKVLSALQAVQGLLVAQDRADSQAQLLLSTVVGVFTAPGLHLKQPFVQGLALYTPVVLPRSLDFTELDVAAEKIDRFMQAVTGWKTGCSLMGASVDSTLAFNTYVHFQGKMKGFSLLAEPQEFWVDNSTSVSVPMLSGMGTFQHWSDIQDNFSVTQVPFTESACLLLIQPHYASDLDKVEGLTFQQNSLNWMKKLSPRTIHLTMPQLVLQGSYDLQDLLAQAELPAILHTELNLQKLSNDRIRVGEVLNSIFFELEADEREPTESTQQLNKPEVLEVTLNRPFLFAVYDQSATALHFLGRVANPLSTA350 9.5 6 15 15 4 4 0.857 0.825

329 tr|A0A087WU91|A0A087WU91_HUMANProtein IGHV3-49 OS=Homo sapiens GN=IGHV3-49 PE=4 SV=114625 AILKGVQCEVQLVESGGGLVQPGRSLRLSCTASGFTFGDYAMSWVRQAPGKGLEWVGFIRSKAYGGTTEYAASVKGRFTISRDDSKSIAYLQMNSLKTEDTAVYYCTRDTVRGG59 17.5 2 5 5 2 2 --- ---

330 tr|H0YAC1|H0YAC1_HUMANPlasma kallikrein heavy chain (Fragment) OS=Homo sapiens GN=KLKB1 PE=3 SV=191778 XSEDCEVAGYRVLKGTEAVIIPYALHRDPRYFPNPEEFQPERFFPENAQGRHPYAYVPFSAGPRNCIGCLTQLYENAFFRGGDVASMYTPNAQYCQMRCTFHPRCLLFSFLPASSINDMEKRFGCFLKDSVTGTLPKVHRTGAVSGHSLKQCGHQISACHRDIYKGVDMRGVNFNVSKVSSVEECQKRCTSNIRCQFFSYATQTFHKAEYRNNCLLKYSPGGTPTAIKVLSNVESGFSLKPCALSEIGCHMNIFQHLAFSDVDVARVLTPDAFVCRTICTYHPNCLFFTFYTNVWKIESQRNVCLLKTSESGTPSSSTPQENTISGYSLLTCKRTLPEPCHSKIYPGVDFGGEELNVTFVKGVNVCQETCTKMIRCQFFTYSLLPEDCKEEKCKCFLRLSMDGSPTRIAYGTQGSSGYSLRLCNTGDNSVCTTKTSTRIVGGTNSSWGEWPWQVSLQVKLTAQRHLCGGSLIGHQWVLTAAHCFDGLPLQDVWRIYSGILNLSDITKDTPFSQIKEIIIHQNYKVSEGNHDIALIKLQAPLNYTEFQKPICLPSKGDTSTIYTNCWVTGWGFSKEKGEIQNILQKVNIPLVTNEECQKRYQDYKITQRMVCAGYKEGGKDACKGDSGGPLVCKHNGMWRLVGITSWGEGCARREQPGVYTKVAEYMDWILEKTQSSDGKAQMQSPA95 8.6 1 9 9 6 6 0.965 0.982

331 sp|Q06033|ITIH3_HUMAN Inter-alpha-trypsin inhibitor heavy chain H3 OS=Homo sapiens GN=ITIH3 PE=1 SV=2118324 MAFAWWPCLILALLSSLAASGFPRSPFRLLGKRSLPEGVANGIEVYSTKINSKVTSRFAHNVVTMRAVNRADTAKEVSFDVELPKTAFITNFTLTIDGVTYPGNVKEKEVAKKQYEKAVSQGKTAGLVKASGRKLEKFTVSVNVAAGSKVTFELTYEELLKRHKGKYEMYLKVQPKQLVKHFEIEVDIFEPQGISMLDAEASFITNDLLGSALTKSFSGKKGHVSFKPSLDQQRSCPTCTDSLLNGDFTITYDVNRESPGNVQIVNGYFVHFFAPQGLPVVPKNVAFVIDISGSMAGRKLEQTKEALLRILEDMQEEDYLNFILFSGDVSTWKEHLVQATPENLQEARTFVKSMEDKGMTNINDGLLRGISMLNKAREEHRIPERSTSIVIMLTDGDANVGESRPEKIQENVRNAIGGKFPLYNLGFGNNLNYNFLENMALENHGFARRIYEDSDADLQLQGFYEEVANPLLTGVEMEYPENAILDLTQNTYQHFYDGSEIVVAGRLVDEDMNSFKADVKGHGATNDLTFTEEVDMKEMEKALQERDYIFGNYIERLWAYLTIEQLLEKRKNAHGEEKENLTARALDLSLKYHFVTPLTSMVVTKPEDNEDERAIADKPGEDAEATPVSPAMSYLTSYQPPQNPYYYVDGDPHFIIQIPEKDDALCFNIDEAPGTVLRLIQDAVTGLTVNGQITGDKRGSPDSKTRKTYFGKLGIANAQMDFQVEVTTEKITLWNRAVPSTFSWLDTVTVTQDGLSMMINRKNMVVSFGDGVTFVVVLHQVWKKHPVHRDFLGFYVVDSHRMSAQTHGLLGQFFQPFDFKVSDIRPGSDPTKPDATLVVKNHQLIVTRGSQKDYRKDASIGTKVVCWFVHNNGEGLIDGVHTDYIVPNLF320 9.2 - 33 33 7 7 0.962 1.004

332 sp|Q8WWZ8|OIT3_HUMAN Oncoprotein-induced transcript 3 protein OS=Homo sapiens GN=OIT3 PE=1 SV=268290 MPPFLLLTCLFITGTSVSPVALDPCSAYISLNEPWRNTDHQLDESQGPPLCDNHVNGEWYHFTGMAGDAMPTFCIPENHCGTHAPVWLNGSHPLEGDGIVQRQACASFNGNCCLWNTTVEVKACPGGYYVYRLTKPSVCFHVYCGHFYDICDEDCHGSCSDTSECTCAPGTVLGPDRQTCFDENECEQNNGGCSEICVNLKNSYRCECGVGRVLRSDGKTCEDVEGCHNNNGGCSHSCLGSEKGYQCECPRGLVLSEDNHTCQVPVLCKSNAIEVNIPRELVGGLELFLTNTSCRGVSNGTHVNILFSLKTCGTVVDVVNDKIVASNLVTGLPKQTPGSSGDFIIRTSKLLIPVTCEFPRLYTISEGYVPNLRNSPLEIMSRNHGIFPFTLEIFKDNEFEEPYREALPTLKLRDSLYFGIEPVVHVSGLESLVESCFATPTSKIDEVLKYYLIRDGCVSDDSVKQYTSRDHLAKHFQVPVFKFVGKDHKEVFLHCRVLVCGVLDERSRCAQGCHRRMRRGAGGEDSAGLQGQTLTGGPIRIDWED100 4 - 7 7 2 2 1.26 0.993

333 sp|P15907|SIAT1_HUMAN Beta-galactoside alpha-2,6-sialyltransferase 1 OS=Homo sapiens GN=ST6GAL1 PE=1 SV=158648 MIHTNLKKKFSCCVLVFLLFAVICVWKEKKKGSYYDSFKLQTKEFQVLKSLGKLAMGSDSQSVSSSSTQDPHRGRQTLGSLRGLAKAKPEASFQVWNKDSSSKNLIPRLQKIWKNYLSMNKYKVSYKGPGPGIKFSAEALRCHLRDHVNVSMVEVTDFPFNTSEWEGYLPKESIRTKAGPWGRCAVVSSAGSLKSSQLGREIDDHDAVLRFNGAPTANFQQDVGTKTTIRLMNSQLVTTEKRFLKDSLYNEGILIVWDPSVYHSDIPKWYQNPDYNFFNNYKTYRKLHPNQPFYILKPQMPWELWDILQEISPEEIQPNPPSSGMLGIIIMMTLCDQVDIYEFLPSKRKTDVCYYYQKFFDSACTMGAYHPLLYEKNLVKHLNQGTDEDIYLLGKATLPGFRTIHC46 3.7 - 1 1 1 1 --- ---

334 tr|H0YM48|H0YM48_HUMANATP-dependent Clp protease ATP-binding subunit clpX-like, mitochondrial OS=Homo sapiens GN=CLPX PE=1 SV=137716 MPSCGACTCGAAAVRLITSSLASAQRGISGGRIHMSVLGRLGTFETQILQRAPLRSFTETPAYFASKDGISKDGSGDGNKKSASEGSSKKSGSGNSGKGGNQLRCPKCGDLCTHVETFVSSTRFVKCEKCHHFFVVLSEADSKKSIIKEPESAAEAVKLAFQQKPPPPPKKIYNYLDKYVVGQSFAKKVLSVAVYNHYKRIYNNIPANLRQQAEVEKQTSLTPRELEIRRREDEYRFTKLLQIAGISPHGNALGASMQQQVKLCWHKP21 2.6 2 1 1 1 1 --- ---

335 sp|P05543|THBG_HUMAN Thyroxine-binding globulin OS=Homo sapiens GN=SERPINA7 PE=1 SV=255459 MSPFLYLVLLVLGLHATIHCASPEGKVTACHSSQPNATLYKMSSINADFAFNLYRRFTVETPDKNIFFSPVSISAALVMLSFGACCSTQTEIVETLGFNLTDTPMVEIQHGFQHLICSLNFPKKELELQIGNALFIGKHLKPLAKFLNDVKTLYETEVFSTDFSNISAAKQEINSHVEMQTKGKVVGLIQDLKPNTIMVLVNYIHFKAQWANPFDPSKTEDSSSFLIDKTTTVQVPMMHQMEQYYHLVDMELNCTVLQMDYSKNALALFVLPKEGQMESVEAAMSSKTLKKWNRLLQKGWVDLFVPKFSISATYDLGATLLKMGIQHAYSENADFSGLTEDNGLKLSNAAHKAVLHIGEKGTEAAAVPEVELSDQPENTFLHPIIQIDRSFMLLILERSTRSILFLGKVVNPTEA38 4.6 - 3 3 2 2 --- ---

336 tr|E7ESK7|E7ESK7_HUMAN 14-3-3 protein zeta/delta (Fragment) OS=Homo sapiens GN=YWHAZ PE=1 SV=120060 MDKNELVQKAKLAEQAERYDDMAACMKSVTEQGAELSNEERNLLSVAYKNVVGARRSSWRVVSSIEQKTEGAEKKQQMAREYREKIETELRDICNDVLSLLEKFLIPNASQAESKVFYLKMKGDYYRYLAEVAAGDD51 14.6 2 3 3 2 2 --- ---

337 tr|I3L145|I3L145_HUMAN Sex hormone-binding globulin OS=Homo sapiens GN=SHBG PE=4 SV=141647 MTFDLTKITKTSSSFEVRTWDPEGVIFYGDTNPKDDWFMLGLRDGRPEIQLHNHWAQLTVGAGPRLDDGRWHQVEVKMEGDSVLLEVDGEEVLRLRQVSGPLTSKRHPIMRIALGGLLFPASNLRLPLVPALDGCLRRDSWLDKQAEISASAPTSLRSCDVESNPGIFLPPGTQAEFNLRDIPQPHAEPWAFSLDLGLKQAAGSGHLLALGTPENPSWLSLHLQDQKVVLSSGSGPGLDLPLVLGLPLQLKLSMSRVVLSQGSKMKALALPPLGLAPLLNLWAKPQGRLFLGALPGEDSSTSFCLNGLWAQGQRLDVDQALNRSHEIWTHSCPQSPGNGTDASH39 12.5 1 9 9 4 4 --- ---

338 tr|Q15430|Q15430_HUMAN Coagulation factor V (Fragment) OS=Homo sapiens GN=F5 PE=2 SV=129475 PPESTVMATRKMHDRLEPEDEESDADYDYQNRLAAALGIRSFRNSSLNQEEEEFNLTALALENGTEFVSSNTDIIVGSNYSSPSNISKFTVNNLAEPQKAPSHQQATTAGSPLRHLIGKNSVLNSSTAEHSSPYSEDPIEDPLQPDVTGIRLLSLGAGEFRSQEHAKRKGPKVERDQAAKHRFSWMKLLAHKVGRHLSQDTGSPSGMRPWEDLPSQDTGSPSRMRPWEDPPSDLLL68 8.9 - 3 1 2 1 --- ---

339 tr|F5H1C6|F5H1C6_HUMAN Fermitin family homolog 3 (Fragment) OS=Homo sapiens GN=FERMT3 PE=1 SV=138768 MAGMKTASGDYIDSSWELRVFVGEEDPEAESVTLRVTGESHIGGVLLKIVEQINRKQDWSDHAIWWEQKRQWLLQTHWTLDKYGILADARLFFGPQHRPVILRLPNRRALRLRASFSQPLFQAVAAICRLLSIRHPEELSLLRAPEKKEKKKKEKEPEEELYDLSKVVLAGGVAPALFRGMPAHFSDSAQTEACYHMLSRPQPPPDPLLLQRLPRPSSLSDKTQLHSRWLDSSRCLMQQGIKAGDALWLRFKYYSFFDLDPKTDPVRLTQLYEQARWDLLLEEIDC46 7.7 1 3 3 2 2 --- ---

340 tr|B2R608|B2R608_HUMAN cDNA, FLJ92718, highly similar to Homo sapiens tripeptidyl peptidase I (TPP1), mRNA OS=Homo sapiens PE=2 SV=164480 MGLQACLLGLFALILSGKCSYSPEPDQRRTLPPGWVSLGRADPEEELSLTFALRQQNVERLSELVQAVSDPSSPQYGKYLTLENVADLVRPSPLTLHTVQKWLLAAGAQKCHSVITQDFLTCWLSIRQAELLLPGAEFHHYVGGPTETHVVRSPHPYQLPQALAPHVDFVGGLHRFPPTSSLRQRPEPQVTGTVGLHLGVTPSVIRKRYNLTSQDVGSGTSNNSQACAQFLEQYFHDSDLAQFMRLFGGNFARQASVARVVGQQGRGRAGIEASLDVQYLMSAGANISTWVYSSPGRHEGQEPFLQWLMLLSNESALPHVHTVSYGDDEDSLSSAYIQRVNTELMKAAARGLTLLFASGDSGAGCWSVSGRHQFRPTFPASSPYVTTVGGTSFQEPFLITNEIVDYISGGGFSNVFPRPSYQEEAVTKFLSSSPHLPPSSYFNASGRAYPDVAALSDGYWVVSNRVPIPWVSGTSASTPVFGGILSLINEHRILSGRPPLGFLNPRLYQQHGAGLFDVTRGCHESCLDEEVEGQGFCSGPGWDPVTGWGTPNFPALLKTLLNP24 3.7 5 3 3 2 2 --- ---

341 tr|Q8IZD7|Q8IZD7_HUMAN Anti-thyroglobulin heavy chain variable region (Fragment) OS=Homo sapiens PE=2 SV=115338 QVQLQQSGPGLVKPSETLSLTCTVSGGSISSSSYYWGWIRQSPGKGLEWIGSLYYSGSTYSGSPYYAPSLRSRVIISVDTSKNQLSLRLSSVTAADTAVYYCASPTHCSGGGCYAFFQHWGQGFLVTVSS38 6.9 - 1 1 1 1 --- ---

342 sp|P33908|MA1A1_HUMAN Mannosyl-oligosaccharide 1,2-alpha-mannosidase IA OS=Homo sapiens GN=MAN1A1 PE=1 SV=386231 MPVGGLLPLFSSPAGGVLGGGLGGGGGRKGSGPAALRLTEKFVLLLVFSAFITLCFGAIFFLPDSSKLLSGVLFHSSPALQPAADHKPGPGARAEDAAEGRARRREEGAPGDPEAALEDNLARIRENHERALREAKETLQKLPEEIQRDILLEKKKVAQDQLRDKAPFRGLPPVDFVPPIGVESREPADAAIREKRAKIKEMMKHAWNNYKGYAWGLNELKPISKGGHSSSLFGNIKGATIVDALDTLFIMEMKHEFEEAKSWVEENLDFNVNAEISVFEVNIRFVGGLLSAYYLSGEEIFRKKAVELGVKLLPAFHTPSGIPWALLNMKSGIGRNWPWASGGSSILAEFGTLHLEFMHLSHLSGNPIFAEKVMNIRTVLNKLEKPQGLYPNYLNPSSGQWGQHHVSVGGLGDSFYEYLLKAWLMSDKTDLEAKKMYFDAVQAIETHLIRKSSSGLTYIAEWKGGLLEHKMGHLTCFAGGMFALGADAAPEGMAQHYLELGAEIARTCHESYNRTFMKLGPEAFRFDGGVEAIATRQNEKYYILRPEVMETYMYMWRLTHDPKYRKWAWEAVEALENHCRVNGGYSGLRDVYLLHESYDDVQQSFFLAETLKYLYLIFSDDDLLPLEHWIFNSEAHLLPILPKDKKEVEIREE32 2.5 - 2 2 1 1 --- ---

343 tr|G5E9W0|G5E9W0_HUMANPhospholipase A1 member A OS=Homo sapiens GN=PLA1A PE=3 SV=156514 MHKSSSIWGDAPPTPQPKCADFQSANLFEGTDLKVQFLLFVPSNPSCGQLVEGSSDLQNSGFNATLGTKLIIHGFRVLGTKPSWIDTFIRTLLRATNANVIAVDWIYGSTGVYFSAVKNVIKLSLEISLFLNKLLVLGVSESSIHIIGVSLGAHVGGMVGQLFGGQLGQITGLDPAGPEYTRASVEERLDAGDALFVEAIHTDTDNLGIRIPVGHVDYFVNGGQDQPGCPTFFYAGYSYLICDHMRAVHLYISALENSCPLMAFPCASYKAFLAGRCLDCFNPFLLSCPRIGLVEQGGVKIEPLPKEVKVYLLTTSSAPYCMHHSLVEFHLKELRNKDTNIEVTFLSSNITSSSKITIPKQQRYGKGIIAHATPQCQINQVKFKFQSSNRVWKKDRTTIIGKFCTALLPVNDREKMVCLPEPVNLQASVTVSCDLKIACV30 3 1 2 2 2 2 --- ---

344 tr|C0JYY2|C0JYY2_HUMAN Apolipoprotein B (Including Ag(X) antigen) OS=Homo sapiens GN=APOB PE=4 SV=1625263 MDPPRPALLALLALPALLLLLLAGARAEEEMLENVSLVCPKDATRFKHLRKYTYNYEAESSSGVPGTADSRSATRINCKVELEVPQLCSFILKTSQCTLKEVYGFNPEGKALLKKTKNSEEFAAAMSRYELKLAIPEGKQVFLYPEKDEPTYILNIKRGIISALLVPPETEEAKQVLFLDTVYGNCSTHFTVKTRKGNVATEISTERDLGQCDRFKPIRTGISPLALIKGMTRPLSTLISSSQSCQYTLDAKRKHVAEAICKEQHLFLPFSYKNKYGMVAQVTQTLKLEDTPKINSRFFGEGTKKMGLAFESTKSTSPPKQAEAVLKTLQELKKLTISEQNIQRANLFNKLVTELRGLSDEAVTSLLPQLIEVSSPITLQALVQCGQPQCSTHILQWLKRVHANPLLIDVVTYLVALIPEPSAQQLREIFNMARDQRSRATLYALSHAVNNYHKTNPTGTQELLDIANYLMEQIQDDCTGDEDYTYLILRVIGNMGQTMEQLTPELKSSILKCVQSTKPSLMIQKAAIQALRKMEPKDKDQEVLLQTFLDDASPGDKRLAAYLMLMRSPSQADINKIVQILPWEQNEQVKNFVASHIANILNSEELDIQDLKKLVKEALKESQLPTVMDFRKFSRNYQLYKSVSLPSLDPASAKIEGNLIFDPNNYLPKESMLKTTLTAFGFASADLIEIGLEGKGFEPTLEALFGKQGFFPDSVNKALYWVNGQVPDGVSKVLVDHFGYTKDDKHEQDMVNGIMLSVEKLIKDLKSKEVPEARAYLRILGEELGFASLHDLQLLGKLLLMGARTLQGIPQMIGEVIRKGSKNDFFLHYIFMENAFELPTGAGLQLQISSSGVIAPGAKAGVKLEVANMQAELVAKPSVSVEFVTNMGIIIPDFARSGVQMNTNFFHESGLEAHVALKAGKLKFIIPSPKRPVKLLSGGNTLHLVSTTKTEVIPPLIENRQSWSVCKQVFPGLNYCTSGAYSNASSTDSASYYPLTGDTRLELELRPTGEIEQYSVSATYELQR22843 45.3 - 2373 1080 198 94 0.397 0.395

345 tr|E1B4S7|E1B4S7_HUMAN Apolipoprotein B (Fragment) OS=Homo sapiens GN=APOB PE=4 SV=130390 PTVSSSMEFKYDFNSSMLYSTAKGAVDHKLSLESLTSYFSIESSTKGDVKGSVLSREYSGTIASEANTYLNSKSARSSVKLQGTSKIDDIWNLEVKENFAGEATLQRIYSLWEHSTKNHLQLEGLFFTNGEHTSKATLELSPWQMSALVQVHASQPSSFHDFPDLGQEVALNANTKNQKIRWKNEVRIHSGSFQSQVELSNDQEKAHLDIAGSLEGHLRFLKNIIL1108 50 - 65 1 9 1 --- ---

346 tr|Q6GMX6|Q6GMX6_HUMANIGH@ protein OS=Homo sapiens GN=IGH@ PE=1 SV=162325 MKHLWFFLLLVAAPRWVLSQVQLQESGPGLVKPSETLSLTCTVSGGSISGYYWSWIRQPAGKGLEWIGRIYTSGSTNYNPSLKSRVTMSVDTSKNQFSLKLSSVTAADTAVYYCARGRFTYFDYWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK3567 35.3 - 314 5 13 2 --- ---

347 tr|D3DNU8|D3DNU8_HUMANKininogen 1, isoform CRA_a OS=Homo sapiens GN=KNG1 PE=4 SV=159249 MKLITILFLCSRLLLSLTQESQSEEIDCNDKDLFKAVDAALKKYNSQNQSNNQFVLYRITEATKTVGSDTFYSFKYEIKEGDCPVQSGKTWQDCEYKDAAKAATGECTATVGKRSSTKFSVATQTCQITPAEGPVVTAQYDCLGCVHPISTQSPDLEPILRHGIQYFNNNTQHSSLFTLNEVKRAQRQVVAGLNFRITYSIVQTNCSKENFLFLTPDCKSLWNGDTGECTDNAYIDIQLRIASFSQNCDIYPGKDFVQPPTKICVGCPRDIPTNSPELEETLTHTITKLNAENNATFYFKIDNVKKARVQVVAGKKYFIDFVARETTCSKESNEELTESCETKKLGQSLDCNAEVYVVPWEKKIYPTVNCQPLGMISLMKRPPGFSPFRSSRIGEIKEETTSHLRSCEYKGRPPKAGAEPASEREVS208 25.1 3 31 31 10 10 0.835 0.757

348 tr|B4DVE1|B4DVE1_HUMAN cDNA FLJ53478, highly similar to Galectin-3-binding protein OS=Homo sapiens PE=2 SV=170995 MTPPRLFWVWLLVAGTQGVNDGDMRLADGGATNQGRVEIFYRGQWGTVCDNLWDLTDASVVCRALGFENATQALGRAAFGQGSGPIMLADCKSLGWLKSNCRHERDAGVVCTNETRSTHTLDLSRELSEALGQIFDSQRGCDLSISVNVQGEDALGFCGHTVILTANLEAQALWKEPGSNVTMSVDAECVPMVRDLLRYFYSRRIDITLSSVKCFHKLASAYGARQLQGYCASLFAILLPQDPSFQMPLDLYAYAVATGDALLEKLCLQFLAWNFEALTQAEAWPSVPTDLLQLLLPRSDLAVPSELALLKAVDTWSWGERASHEEVEGLVEKIRFPMMLPEELFELQFNLSLYWSHEALFQKKTLQALEFHTVPFQLLARYKGLNLTEDTYKPRIYTSPTWSAFVTDSSWSARKSQLVYQSRRGPLVKYSSDYFQAPSDYRYYPYQSFQTPQHPSFLFQDKRVSWSLVYLPTIQSCWNYGFSCSSDELPVLGLTKSGGSDRTIAYENKALMLCEGLFVADVTDFEGWKAAIPSALDTNSSKSTSSFPCPAGHFNGFRTVIRPFYLTNSSGVD808 19.4 1 93 93 12 12 1.019 1.105

349 tr|A0A5E4|A0A5E4_HUMAN Uncharacterized protein OS=Homo sapiens PE=2 SV=1 28363 MAWMMLLLGLLAYGSGVDSQTVVTQEPSVSVSPGGTVTLTCGLSSGSVSTSYYPSWYQQTPGQAPRTLIYYTNARSYGVPDRFSGSILGNKAALTITGAQADDESDYYCVVFLGSGISVFGGGTKVTVLGQPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS1459 35.3 - 173 14 7 1 1.594 1.193

350 sp|Q13103|SPP24_HUMAN Secreted phosphoprotein 24 OS=Homo sapiens GN=SPP2 PE=1 SV=127041 MISRMEKMTMMMKILIMFALGMNYWSCSGFPVYDYDPSSLRDALSASVVKVNSQSLSPYLFRAFRSSLKRVEVLDENNLVMNLEFSIRETTCRKDSGEDPATCAFQRDYYVSTAVCRSTVKVSAQQVQGVHARCSWSSSTSESYSSEEMIFGDMLGSHKWRNNYLFGLISDESISEQFYDRSLGIMRRVLPPGNRRYPNHRHRARINTDFE138 15.6 - 14 14 3 3 1.208 1.231

351 tr|B4E335|B4E335_HUMAN cDNA FLJ52842, highly similar to Actin, cytoplasmic 1 OS=Homo sapiens PE=2 SV=145627 MDDDIAALVVDNGSGMCKAGFAGDDAPRAVFPSIVGRPRHQGVMVGMGQKDSYVGDEAQSKRGILTLKYPIEHGIVTNWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETFNTPAMYVAIQAVLSLYASGRTTAILRLDLAGRDLTDYLMKILTERGYSFTTTAEREIVRDIKEKLCYVALDFEQEMATAASSSSLEKSYELPDGQVITIGNERFRCPEALFQPSFLGMESCGIHETTFNSIMKCDVDIRKDLYANTVLSGGTTMYPGIADRMQKEITALAPSTMKIKIIAPPERKYSVWIGGSILASLSTFQQMWISKQEYDESGPSIVHRKCF366 33.6 7 42 42 9 9 1.33 1.27

352 tr|X6RLJ0|X6RLJ0_HUMAN Complement C1q subcomponent subunit A (Fragment) OS=Homo sapiens GN=C1QA PE=4 SV=227065 MEGPRGWLVLCVLAISLASMVTEDLCRAPDGKKGEAGRPGRRGRPGLKGEQGEPGAPGIRTGIQGLKGDQGEPGPSGNPGKVGYPGPSGPLGARGIPGIKGTKGSPGNIKDQPRPAFSAIRRNPPMGGNVVIFDTVITNQEEPYQNHSGRFVCTVPGYYYFTFQVLSQWEICLSIVSSSRGQVRRSLGFCDTTNKGLFQVVSGGMVLQLQQGDQVWVEKDP58 11.8 1 8 8 3 3 1.178 1.254

353 tr|Q5T4F6|Q5T4F6_HUMAN Cartilage acidic protein 1 (Fragment) OS=Homo sapiens GN=CRTAC1 PE=4 SV=160780 YALRDRQGNAIGVTACDIDGDGREEIYFLNTNNAFSGVATYTDKLFKFRNNRWEDILSDEVNVARGVASLFAGRSVACVDRKGSGRYSIYIANYAYGNVGPDALIEMDPEASDLSRGILALRDVAAEAGVSKYTGGRGVSVGPILSSSASDIFCDNENGPNFLFHNRGDGTFVDAAASAGVDDPHQHGRGVALADFNRDGKVDIVYGNWNGPHRLYLQMSTHGKVRFRDIASPKFSMPSPVRTVITADFDNDQELEIFFNNIAYRSSSANRLFRVIRREHGDPLIEELNPGDALEPEGRGTGGVVTDFDGDGMLDLILSHGESMAQPLSVFRGNQGFNNNWLRVVPRTRFGAFARGAKVVLYTKKSGAHLRIIDGGSGYLCEMEPVAHFGLGKDEASSVEVTWPDGKMVSRNVASGEMNSVLEILYPRDEDTLQDPAPLETPMNASSSHSCALETSPYVSTPMEATGAGPTRSAVGATSPTRMAQPAWGLSASHRAPAPPPPPLLLPLPLLLPLLELPLLHRSS74 4.2 1 1 1 1 1 --- ---

354 tr|B3KWZ6|B3KWZ6_HUMANcDNA FLJ44343 fis, clone TRACH3005479, highly similar to Homo sapiens sperm associated antigen 17 (SPAG17), mRNA OS=Homo sapiens PE=2 SV=1150152 MAPEDKDPDLETILNIPSALTPTVVPVIVTVPQSKAKGKIKGKEKPKESLKEEEHPKEEEKKEEEVEPEPVLQETLDVPTFQSLNVSCPSGLLLTFIGQESTGQYVIDEEPTWDIMVRQSYPQRVKHYEFYKTVMPPAEQEASRVITSQGTVVKYMLDGSTQILFADGAVSRSPNSGLICPPSEMPATPHSGDLMDSISQQKSETIPSEITNTKKGKSHKSQSSMAHKGEIHDPPPEAVQTVTPVEVHIGTWFTTTPEGNRIGTKGLERIADLTPLLSFQATDPVNGTVMTTREDKVVIVERKDGTRIVDHADGTRITTFYQVYEDQIILPDDQETTEGPRTVTRQVKCMRVESSRYATVIANCEDSSCCATFGDGTTIIAKPQGTYQVLPPNTGSLYIDKDCSAVYCHESSSNIYYPFQKREQLRAGRYIMRHTSEVICEVLDPEGNTFQVMADGSISTILPEKKLEDDLNEKTEGYDSLSSMHLEKNHQQIYGEHVPRFFVMYADGSGMELLRDSDIEEYLSLAYKESNTVVLQEPVQEQPGTLTITVLRPFHEASPWQVKKEDTIVPPNLRSRSWETFPSVEKKTPGPPFGTQIWKGLCIESKQLVSAPGAILKSPSVLQMRQFIQHEVIKNEVKLRLQVSLKDYINYILKKEDELQEMMAKDSRTEEERGNAADLLKLVMSFPKMEETTKSHVTEVAAHLTDLFKQSLATPPKCPPDTFGKDFFEKTWRHTASSKRWKEKIDKTRKEIETTQNYLMDIKNRIIPPFFKSELNQLYQSQYNHLDSLSKKLPSFTKKNEDANETAVQDTSDLNLDFKPHKVSEQKSSGVPSLPKPEISADKKDFTAQNQTENLTKSPEEAESYEPVKIPTQSLLQDVAGQTRKEKVKLPHYLLSSKPKSQPLAKVQDSVGGKVNTSSVASAAINNAKSSLFGFHLLPSSVKFGVLKEGHTYATVVKLKNVGVDFCRFKVKQPPPSTGLKVTYKPGPVAAGMQTELNIELFATAVGEDGAKGSAHISHNIEIM32 0.6 1 6 6 2 2 --- ---

355 tr|B4DNS6|B4DNS6_HUMAN cDNA FLJ54278, highly similar to SPARC-like protein 1 OS=Homo sapiens PE=2 SV=171190 MKTGLFFLCLLGTAAAIPTNARLLSDHSKPTAETVAPDNTAIPSLRAEDEENEKETAVSTEDDSHHKAEKSSVLKSKEESHEQSAEQGKSSSQELGLKDQEDSDGDLSVNLEYAPTEGTLDIKEDNSNAEMEEENASNVNKHIQETEWQSQEGKTGLEAISNHKETEEKTVSEALLMEPTDDGNTTPRNHGVDDDGDDDGDDGGTDGPRHSASDDYFIPSQAFLEAERAQSIAYHLKIEEQREKVHENENIGTTEPGEHQEAKKAENSSNEEETSSEGNMRVHAVDSCMSFQCKRGHICKADQQGKPHCVCQDPVTCPPTKPLDQVCGTDNQTYASSCHLFATKCRLEGTKKGHQLQLDYFGACKSIPTCTDFEVIQFPLRMRDWLKNILMQLYEANSEHAGYLNEKQRNKVKKIYLDEKRLLAGDHPIDLLLRDFKKNYHMYVYPVHWQFSELDQHPMDRVLTHSELAPLRASLVPMEHCITRFFEECDPNKDKHITLKEWGHCFGIKEEDIDENLLF116 9.6 4 13 13 4 4 1.336 1.124

356 sp|P13667|PDIA4_HUMAN Protein disulfide-isomerase A4 OS=Homo sapiens GN=PDIA4 PE=1 SV=2 >tr|A0A090N8Y2|A0A090N8Y2_HUMAN Protein disulfide isomerase related protein (Calcium-binding protein, intestinal-related) OS=Homo sapiens GN=ERP70 PE=4 SV=193307 MRPRKAFLLLLLLGLVQLLAVAGAEGPDEDSSNRENAIEDEEEEEEEDDDEEEDDLEVKEENGVLVLNDANFDNFVADKDTVLLEFYAPWCGHCKQFAPEYEKIANILKDKDPPIPVAKIDATSASVLASRFDVSGYPTIKILKKGQAVDYEGSRTQEEIVAKVREVSQPDWTPPPEVTLVLTKENFDEVVNDADIILVEFYAPWCGHCKKLAPEYEKAAKELSKRSPPIPLAKVDATAETDLAKRFDVSGYPTLKIFRKGRPYDYNGPREKYGIVDYMIEQSGPPSKEILTLKQVQEFLKDGDDVIIIGVFKGESDPAYQQYQDAANNLREDYKFHHTFSTEIAKFLKVSQGQLVVMQPEKFQSKYEPRSHMMDVQGSTQDSAIKDFVLKYALPLVGHRKVSNDAKRYTRRPLVVVYYSVDFSFDYRAATQFWRSKVLEVAKDFPEYTFAIADEEDYAGEVKDLGLSESGEDVNAAILDESGKKFAMEPEEFDSDTLREFVTAFKKGKLKPVIKSQPVPKNNKGPVKVVVGKTFDSIVMDPKKDVLIEFYAPWCGHCKQLEPVYNSLAKKYKGQKGLVIAKMDATANDVPSDRYKVEGFPTIYFAPSGDKKNPVKFEGGDRDLEHLSKFIEEHATKLSRTKEEL23 1.7 - 1 1 1 1 --- ---

357 tr|Q6N095|Q6N095_HUMAN Putative uncharacterized protein DKFZp686K03196 OS=Homo sapiens GN=DKFZp686K03196 PE=1 SV=163050 MDWTWRVFCLLAVAPGLHSQVQLVQSGAELKRPGASVTISCRASGYSFSTYHIHWVRQAPGQRLEWMGIMNPRSDSKTYAQTFQGRMTMTRDTSTSTVFMELNSLKSGDTAVYYCTRDRSGRALWFGELDAFDIWGQGTKVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWVSNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEGLHNHYTQKSLSLSPGK3542 25.1 - 308 2 10 1 --- ---

358 tr|B3KUI5|B3KUI5_HUMAN Hyaluronidase OS=Homo sapiens PE=2 SV=1 51312 MAAHLLPICALFLTLLDMAQGFRGPLLPNRPFTTVWNANTQWCLERHGVDVDVSVFDVVANPGQTFRGPDMTIFYSSQLGTYPYYTPTGEPVFGGLPQNASLIAHLARTFQGILAAIPAPDFSGLAAIDWEAWRPRWAFNWDTKDIYRQRSRALVQAQHPDWPAPQVEAVAQDQFQGAARAWMAGTLQLGRALRPRGLWGFYGFPDCYNYDFLSPNYTGQCPSGIRAQNDQLGWLWGQSRALYPSIYMPAVLEGTGKSQMYVQHRVAEAFRVAVAAGDPNLPVLPYVQIFYDTTNHFLPLDELEHSLGESAAQGAAGVVLWVSWENTRTKESCQAIKEYMDTTLGPFILNVTSGALLCSQALCSGHGRCVRRTSHPKALLLLNPASFSIQLTPGGGPLSLRGALSLEDQAQMAVEFKCRCYPGWQAPWCERKSMW196 11.5 2 14 14 4 4 1.042 0.988

359 tr|A0A087WV47|A0A087WV47_HUMANIg gamma-1 chain C region OS=Homo sapiens GN=IGHG1 PE=1 SV=162206 MELGLSWVFLVAILEGVQCEVQLVESGGGLVQPGGSLRLSCAASGFTFSSYWMSWVRQAPGKGLEWVANIKQDGSEKYYVDSVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCARECDNWFDPWGQGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK4000 36.5 1 342 1 14 1 --- ---

360 sp|P10720|PF4V_HUMAN Platelet factor 4 variant OS=Homo sapiens GN=PF4V1 PE=1 SV=114207 MSSAARSRLTRATRQEMLFLALLLLPVVVAFARAEAEEDGDLQCLCVKTTSQVRPRHITSLEVIKAGPHCPTAQLIATLKNGRKICLDLQALLYKKIIKEHLES548 49 - 53 8 4 2 1.076 1.139

361 tr|A0A087WT59|A0A087WT59_HUMANTransthyretin OS=Homo sapiens GN=TTR PE=3 SV=1 23099 MASHRLLLLCLAGLVFVSEAGPTGTGESKCPLMVKVLDAVRGSPAINVAVHVFRKAADDTWEPFASGKTSESGELHGLTTEEEFVEGIYKVEIDTKSYWKALGISPFHEHAEVSIQTFESFETDGCHGNRIQTCSSWSELQTSGFHQNVDVVFTANDSGPRRYTIAALLSPYSYSTTAVVTNPKE813 21.1 4 56 56 5 5 1.202 1.129

362 sp|P55056|APOC4_HUMAN Apolipoprotein C-IV OS=Homo sapiens GN=APOC4 PE=1 SV=117623 MSLLRNRLQALPALCLCVLVLACIGACQPEAQEGTLSPPPKLKMSRWSLVRGRMKELLETVVNRTRDGWQWFWSPSTFRGFMQTYYDDHLRDLGPLTKAWFLESKDSLLKKTHSLCPRLVCGDKDQG288 20.5 - 35 35 3 3 0.708 0.668

363 sp|P11678|PERE_HUMAN Eosinophil peroxidase OS=Homo sapiens GN=EPX PE=1 SV=288347 MHLLPALAGVLATLVLAQPCEGTDPASPGAVETSVLRDCIAEAKLLVDAAYNWTQKSIKQRLRSGSASPMDLLSYFKQPVAATRTVVRAADYMHVALGLLEEKLQPQRSGPFNVTDVLTEPQLRLLSQASGCALRDQAERCSDKYRTITGRCNNKRRPLLGASNQALARWLPAEYEDGLSLPFGWTPSRRRNGFLLPLVRAVSNQIVRFPNERLTSDRGRALMFMQWGQFIDHDLDFSPESPARVAFTAGVDCERTCAQLPPCFPIKIPPNDPRIKNQRDCIPFFRSAPSCPQNKNRVRNQINALTSFVDASMVYGSEVSLSLRLRNRTNYLGLLAINQRFQDNGRALLPFDNLHDDPCLLTNRSARIPCFLAGDTRSTETPKLAAMHTLFMREHNRLATELRRLNPRWNGDKLYNEARKIMGAMVQIITYRDFLPLVLGKARARRTLGHYRGYCSNVDPRVANVFTLAFRFGHTMLQPFMFRLDSQYRASAPNSHVPLSSAFFASWRIVYEGGIDPILRGLMATPAKLNRQDAMLVDELRDRLFRQVRRIGLDLAALNMQRSRDHGLPGYNAWRRFCGLSQPRNLAQLSRVLKNQDLARKFLNLYGTPDNIDIWIGAIAEPLLPGARVGPLLACLFENQFRRARDGDRFWWQKRGVFTKRQRKALSRISLSRIICDNTGITTVSRDIFRANIYPRGFVNCSRIPRLNLSAWRGT43 3.9 - 8 1 3 1 --- ---

364 sp|P06888|LV109_HUMAN Ig lambda chain V-I region EPS OS=Homo sapiens PE=1 SV=113042 QSVLTQPPSLSAAPGQRVSISCSGSSSNIGKNYVDWYQQLPGTAPKLLIFNNNKRPSGIPDRFSGSKSGTSATLGITGLQTGDEAIYYCGTWDNRRSVFGGGTNVTVVG39 14.7 - 2 1 2 1 --- ---

365 tr|Q8IZZ5|Q8IZZ5_HUMAN Coagulation factor XII-Mie OS=Homo sapiens PE=2 SV=176113 MRALLLLGFLLVSLESTLSIPPWEAPKEHKYKAEEHTVVLTVTGEPCHFPFQYHRQLYHKCTHKGRPGPQPWCATTPNFDQDQRWGYCLEPKKVKDHCSKHSPCQKGGTCVNMPSGPHCLCPQHLTGNHCQKEKCFEPQLLRFFHKNEIWYRTEQAAVARCQCKGPDAHCQRLASQACRTNPCLHGGRCLEVEGHRLCHCPVGYTGPFCDVDTKASCYDGRGLSYRGLARTTLSGAPCQPWASEATYRNVTAEQARNWGLGGHAFCRNPDNDIRPWCFVLNRDRLSWEYCDLAQCQTPTQAAPPTPVSPRLHVPLMPAQPAPPKPQPTTRTPPQSQTPGALPAKREQPPSLTRNGPLSCGQRLRKSLSSMTRVVGGLVALRGAHPYIAALYWGHSFCAGSLIAPCWVLTAAHCLQDRPAPEDLTVVLGQERRNHSCEPCQTLAVRSYRLHEAFSPVSYQHDLALLRLQEDADGSCALLSPYVQPVCLPSGAARPSETTLCQVAGCGHQFEGAEEYASFLQEAQVPFLSLERCSAPDVHGSSILPGMLCAGFLEGGTDACQGDSGGPLVCEDQAAERRLTLQGIISWGSGCGDRNKPGVYTDVAYYLAWIREHTVS71 3.3 1 3 3 1 1 1.214 0.934

366 tr|Q0VAS5|Q0VAS5_HUMAN Histone H4 OS=Homo sapiens GN=HIST1H4H PE=2 SV=115015 MSGRGKGGKGLGKGGAKRHRKVLRDNIQGITKPAIRRLARRGGVKRISGLIYEETRGVLKVFLENVIRDAVTYTEHAKCKTVTAMDVVYALKRQGRTLYGFGG41 23.3 1 2 2 2 2 --- ---

367 tr|D3DP13|D3DP13_HUMAN Fibrinogen beta chain, isoform CRA_e OS=Homo sapiens GN=FGB PE=4 SV=148076 MYLLKDLWQKRQKQVKDNENVVNEYSSELEKHQLYIDETVNSNIPTNLRVLRSILENLRSKIQKLESDVSAQMEYCRTPCTVSCNIPVVSGKECEEIIRKGGETSEMYLIQPDSSVKPYRVYCDMNTENGGWTVIQNRQDGSVDFGRKWDPYKQGFGNVATNTDGKNYCGLPGEYWLGNDKISQLTRMGPTELLIEMEDWKGDKVKAHYGGFTVQNEANKYQISVNKYRGTAGNALMDGASQLMGENRTMTIHNGMFFSTYDRDNDGWLTSDPRKQCSKEDGGGWWYNRCHAANPNGRYYWGGQYTWDMAKHGTDDGVVWMNWKGSWYSMRKMSMKIRPFFPQQ199 24.4 3 19 19 8 8 1.334 0.857

368 sp|P02649|APOE_HUMAN Apolipoprotein E OS=Homo sapiens GN=APOE PE=1 SV=140505 MKVLWAALLVTFLAGCQAKVEQAVETEPEPELRQQTEWQSGQRWELALGRFWDYLRWVQTLSEQVQEELLSSQVTQELRALMDETMKELKAYKSELEEQLTPVAEETRARLSKELQAAQARLGADMEDVCGRLVQYRGEVQAMLGQSTEELRVRLASHLRKLRKRLLRDADDLQKRLAVYQAGAREGAERGLSAIRERLGPLVEQGRVRAATVGSLAGQPLQERAQAWGERLRARMEEMGSRTRDRLDEVKEQVAEVRAKLEEQAQQIRLQAEAFQARLKSWFEPLVEDMQRQWAGLVEKVQAAVGTSAAPVPSDNH3398 64 - 373 325 23 21 1.17 1.149

369 tr|H0YJW9|H0YJW9_HUMANUncharacterized protein (Fragment) OS=Homo sapiens PE=4 SV=318921 PGQVDAAMAGRIYISGMAPRPSLAKKQRFRHRNRKGYRSQRGHSRGRNQNSRRPSRATWLSLFSSEESNLGANNYDDYRMDWLVPATCEPIQSVFFFSGDKYYRVNLRTRRWQRVGFPPEKADHLQQRAATGAGEGVCSMALPQHQHP41 31.8 - 5 1 3 1 --- ---

370 tr|A0A024R962|A0A024R962_HUMANHCG40889, isoform CRA_b OS=Homo sapiens GN=hCG_40889 PE=4 SV=1168295 MRLLAKIICLMLWAICVAEDCNELPPRRNTEILTGSWSDQTYPEGTQAIYKCRPGYRSLGNVIMVCRKGEWVALNPLRKCQKRPCGHPGDTPFGTFTLTGGNVFEYGVKAVYTCNEGYQLLGEINYRECDTDGWTNDIPICEVVKCLPVTAPENGKIVSSAMEPDREYHFGQAVRFVCNSGYKIEGDEEMHCSDDGFWSKEKPKCVEISCKSPDVINGSPISQKIIYKENERFQYKCNMGYEYSERGDAVCTESGWRPLPSCEEKSCDNPYIPNGDYSPLRIKHRTGDEITYQCRNGFYPATRGNTAKCTSTGWIPAPRCTLKPCDYPDIKHGGLYHENMRRPYFPVAVGKYYSYYCDEHFETPSGSYWDHIHCTQDGWSPAVPCLRKCYFPYLENGYNQNHGRKFVQGKSIDVACHPGYALPKAQTTVTCMENGWSPTPRCIRVKTCSKSSIDIENGFISESQYTYALKEKAKYQCKLGYVTADGETSGSITCGKDGWSAQPTCIKSCDIPVFMNARTKNDFTWFKLNDTLDYECHDGYESNTGSTTGSIVCGYNGWSDLPICYERECELPKIDVHLVPDRKKDQYKVGEVLKFSCKPGFTIVGPNSVQCYHFGLSPDLPICKEQVQSCGPPPELLNGNVKEKTKEEYGHSEVVEYYCNPRFLMKGPNKIQCVDGEWTTLPVCIVEESTCGDIPELEHGWAQLSSPPYYYGDSVEFNCSESFTMIGHRSITCIHGVWTQLPQCVAIDKLKKCKSSNLIILEEHLKNKKEFDHNSNIRYRCRGKEGWIHTVCINGRWDPEVNCSMAQIQLCPPPPQIPNSHNMTTTLNYRDGEKVSVLCQENYLIQEGEEITCKDGRWQSIPLCVEKIPCSQPPQIEHGTINSSRSSQESYAHGTKLSYTCEGGFRISEENETTCYMGKWSSPPQCEGLPCKSPPEISHGVVAHMSDSYQYGEEVTYKCFEGFGIDGPAIAKCLGEKWSHPPSCIKTDCLSLPSFENAIPMGEKKDVYKAGEQVTYTCATYYKM2249 30.5 1 277 12 33 2 1.072 1.227

371 sp|Q4KWH8|PLCH1_HUMAN 1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase eta-1 OS=Homo sapiens GN=PLCH1 PE=1 SV=1231978 MADLEVYKNLSPEKVERCMSVMQSGTQMIKLKRGTKGLVRLFYLDEHRTRLRWRPSRKSEKAKILIDSIYKVTEGRQSEIFHRQAEGNFDPSCCFTIYHGNHMESLDLITSNPEEARTWITGLKYLMAGISDEDSLAKRQRTHDQWVKQTFEEADKNGDGLLNIEEIHQLMHKLNVNLPRRKVRQMFQEADTDENQGTLTFEEFCVFYKMMSLRRDLYLLLLSYSDKKDHLTVEELAQFLKVEQKMNNVTTDYCLDIIKKFEVSEENKVKNVLGIEGFTNFMRSPACDIFNPLHHEVYQDMDQPLCNYYIASSHNTYLTGDQLLSQSKVDMYARVLQEGCRCVEVDCWDGPDGEPVVHHGYTLTSKILFRDVVETINKHAFVKNEFPVILSIENHCSIQQQRKIAQYLKGIFGDKLDLSSVDTGECKQLPSPQSLKGKILVKGKKLPYHLGDDAEEGEVSDEDSADEIEDECKFKLHYSNGTTEHQVESFIRKKLESLLKESQIRDKEDPDSFTVRALLKATHEGLNAHLKQSPDVKESGKKSHGRSLMTNFGKHKKTTKSRSKSYSTDDEEDTQQSTGKEGGQLYRLGRRRKTMKLCRELSDLVVYTNSVAAQDIVDDGTTGNVLSFSETRAHQVVQQKSEQFMIYNQKQLTRIYPSAYRIDSSNFNPLPYWNAGCQLVALNYQSEGRMMQLNRAKFKANGNCGYVLKPQQMCKGTFNPFSGDPLPANPKKQLILKVISGQQLPKPPDSMFGDRGEIIDPFVEVEIIGLPVDCCKDQTRVVDDNGFNPVWEETLTFTVHMPEIALVRFLVWDHDPIGRDFVGQRTVTFSSLVPGYRHVYLEGLTEASIFVHITINEIYGKWSPLILNPSYTILHFLGATKNRQLQGLKGLFNKNPRHSSSENNSHYVRKRSIGDRILRRTASAPAKGRKKSKMGFQEMVEIKDSVSEATRDQDGVLRRTTRSLQARPVSMPVDRNLLGALSLPVSETAKDIEGKENSLAEDKDGRRKGKASIKDPHFLNFNKK30 0.5 - 1 1 1 1 --- ---

372 tr|A0A024R5Z9|A0A024R5Z9_HUMANPyruvate kinase OS=Homo sapiens GN=PKM2 PE=3 SV=170098 MSKPHSEAGTAFIQTQQLHAAMADTFLEHMCRLDIDSPPITARNTGIICTIGPASRSVETLKEMIKSGMNVARLNFSHGTHEYHAETIKNVRTATESFASDPILYRPVAVALDTKGPEIRTGLIKGSGTAEVELKKGATLKITLDNAYMEKCDENILWLDYKNICKVVEVGSKIYVDDGLISLQVKQKGADFLVTEVENGGSLGSKKGVNLPGAAVDLPAVSEKDIQDLKFGVEQDVDMVFASFIRKASDVHEVRKVLGEKGKNIKIISKIENHEGVRRFDEILEASDGIMVARGDLGIEIPAEKVFLAQKMMIGRCNRAGKPVICATQMLESMIKKPRPTRAEGSDVANAVLDGADCIMLSGETAKGDYPLEAVRMQHLIAREAEAAMFHRKLFEELVRASSHSTDLMEAMAMGSVEASYKCLAAALIVLTESGRSAHQVARYRPRAPIIAVTRNPQTARQAHLYRGIFPVLCKDPVQEAWAEDVDLRVNFAMNVGKARGFFKKGDVVIVLTGWRPGSGFTNTMRVVPVP56 4.9 6 3 3 3 3 --- ---

373 tr|H0YDT2|H0YDT2_HUMANCathepsin W (Fragment) OS=Homo sapiens GN=CTSW PE=4 SV=127350 ALTAHPSCLLALLVAGLAQGIRGPLRAQDLGPQPLELKEAFKLFQIQFNRSYLSPEEHAHRLDIFAHNLAQAQRLQEEDLGTAEFGVTPFSDLTEEEFGQLYGYRRAAGGVPSMGREIRSEEPEESVPFSCDWRKVASAISPIKDQKNCNCCWAMAAAGNIETLWRISFWDFVDVSVQGGLASEKDYPFQGKVRAHRCHPKKYQKVAWIQD29 6.2 2 1 1 1 1 --- ---

374 tr|Q9UL88|Q9UL88_HUMAN Myosin-reactive immunoglobulin heavy chain variable region (Fragment) OS=Homo sapiens PE=2 SV=117289 EVQLVESGGGLVKPGGSLRLSCAASGFTFSKAWMSWVRQAPGKGLEWVGRIKSKTDGGTTDYAAPVKGRLTISRDSSKNTLYLRMNSLKTEDTAVYYCTTGITMIIVVITTSSKRTSFEYWGQGTLVTVSS71 19.8 - 6 4 2 1 1.031 0.992

375 sp|O43866|CD5L_HUMAN CD5 antigen-like OS=Homo sapiens GN=CD5L PE=1 SV=144774 MALLFSLILAICTRPGFLASPSGVRLVGGLHRCEGRVEVEQKGQWGTVCDDGWDIKDVAVLCRELGCGAASGTPSGILYEPPAEKEQKVLIQSVSCTGTEDTLAQCEQEEVYDCSHDEDAGASCENPESSFSPVPEGVRLADGPGHCKGRVEVKHQNQWYTVCQTGWSLRAAKVVCRQLGCGRAVLTQKRCNKHAYGRKPIWLSQMSCSGREATLQDCPSGPWGKNTCNHDEDTWVECEDPFDLRLVGGDNLCSGRLEVLHKGVWGSVCDDNWGEKEDQVVCKQLGCGKSLSPSFRDRKCYGPGVGRIWLDNVRCSGEEQSLEQCQHRFWGFHDCTHQEDVAVICSG484 43.8 - 37 37 12 12 1.081 1.02

376 tr|Q9UL84|Q9UL84_HUMAN Myosin-reactive immunoglobulin heavy chain variable region (Fragment) OS=Homo sapiens PE=1 SV=115510 EVQLVESGGGVVQPGRSLRLSCAASRFTFSNYGMHWVRQAPGKGLEWVAAISNDGSNKFYADSVKGRFTIFRDNSKNMMDLQMNSLRAEDTAVYYCAKDERGRLVGTYFDYWGQGTLVTVSS60 14.8 - 3 1 2 1 --- ---

377 tr|G3XAP6|G3XAP6_HUMAN Cartilage oligomeric matrix protein OS=Homo sapiens GN=COMP PE=4 SV=188600 MLRELQETNAALQDVRELLRQQVREITFLKNTVMECDACGMQQSVRTGLPSVRPLLHCAPGFCFPGVACIQTESGARCGPCPAGFTGNGSHCTDVNECNAHPCFPRVRCINTSPGFRCEACPPGYSGPTHQGVGLAFAKANKQVCTDINECETGQHNCVPNSVCINTRGSFQCGPCQPGFVGDQASGCQRRAQRFCPDGSPSECHEHADCVLERDGSRSCVCAVGWAGNGILCGRDTDLDGFPDEKLRCPERQCRKDNCVTVPNSGQEDVDRDGIGDACDPDADGDGVPNEKDNCPLVRNPDQRNTDEDKWGDACDNCRSQKNDDQKDTDQDGRGDACDDDIDGDRIRNQADNCPRVPNSDQKDSDGDGIGDACDNCPQKSNPDQADVDHDFVGDACDSDQDQDGDGHQDSRDNCPTVPNSAQEDSDHDGQGDACDDDDDNDGVPDSRDNCRLVPNPGQEDADRDGVGDVCQDDFDADKVVDKIDVCPENAEVTLTDFRAFQTVVLDPEGDAQIDPNWVVLNQGREIVQTMNSDPGLAVGYTAFNGVDFEGTFHVNTVTDDDYAGFIFGYQDSSSFYVVMWKQMEQTYWQANPFRAVAEPGIQLKAVKSSTGPGEQLRNALWHTGDTESQVRLLWKDPRNVGWKDKKSYRWFLQHRPQVGYIRVRFYEGPELVADSNVVLDTTMRGGRLGVFCFSQENIIWANLRYRCNDTIPEDYETHQLRQA51 1.4 8 5 5 1 1 --- ---

378 tr|A0A0A0MSV6|A0A0A0MSV6_HUMANComplement C1q subcomponent subunit B (Fragment) OS=Homo sapiens GN=C1QB PE=4 SV=129198 MKIPWGSIPVLMLLLLLGLIDISQAQLSCTGPPAIPGIPGIPGTPGPDGQPGTPGIKGEKGLPGLAGDHGEFGEKGDPGIPGNPGKVGPKGPMGPKGGPGAPGAPGPKGESGDYKATQKIAFSATRTINVPLRRDQTIRFDHVITNMNNNYEPRSGKFTCKVPGLYYFTYHASSRGNLCVNLMRGRERAQKVVTFCDYAYNTFQVTTGGMVLKLEQGENVFLQATDKNS760 23.1 2 63 63 6 6 0.976 0.873

379 sp|P06753|TPM3_HUMAN Tropomyosin alpha-3 chain OS=Homo sapiens GN=TPM3 PE=1 SV=244851 MMEAIKKKMQMLKLDKENALDRAEQAEAEQKQAEERSKQLEDELAAMQKKLKGTEDELDKYSEALKDAQEKLELAEKKAADAEAEVASLNRRIQLVEEELDRAQERLATALQKLEEAEKAADESERGMKVIENRALKDEEKMELQEIQLKEAKHIAEEADRKYEEVARKLVIIEGDLERTEERAELAESKCSELEEELKNVTNNLKSLEAQAEKYSQKEDKYEEEIKILTDKLKEAETRAEFAERSVAKLEKTIDDLEDELYAQKLKYKAISEELDHALNDMTSI40 8.4 - 3 1 2 1 --- ---

380 tr|Q5IWS5|Q5IWS5_HUMAN Intelectin 1 OS=Homo sapiens GN=ITLN1 PE=2 SV=1 39480 MNQLSFLLFLIATTRGWSTDEANTYFKEWTCSSSPSLPRSCKEIKDECPSAFDGLYFLRTENGVIYQTFCDMTSGGGGWTLVASVHENDMRGKCTVGDRWSSQQGSKADYPEGDGNWANYNTFGSAEAATSDDYKNPGYYDIQAKDLGIWHVPNKSPMQHWRNSSLLRYRTDTGFLQTLGHNLFGIYQKYPVKYGEGKCWTDNGPVIPVVYDFGDAQKTASYYSPYGQREFTAGFVQFRVFNNERAANALCAGMRVTGCNTEHHCIGGGGYFPEASPQQCGDFSGFDWSGYGTHVGYSSSREITEAAVLLFYR96 6.4 1 12 12 2 2 1.203 1.042

381 tr|Q59HB3|Q59HB3_HUMAN Apolipoprotein B variant (Fragment) OS=Homo sapiens PE=2 SV=1222441 TIEGPLTSFGLSNKINSKHLRVNQNLVYESGSLNFSKLEIQSQVDSQHVGHSVLTAKGMALFGEGKAEFTGRHDAHLNGKVIGTLKNSLFFSAQPFEITASTNNEGNLKVRFPLRLTGKIDFLNNYALFLSPSAQQASWQVSARFNQYKYNQNFSAGNNENIMEAHVGINGEANLDFLNIPLTIPEMRLPYTIITTPPLKDFSLWEKTGLKEFLKTTKQSFDLSVKAQYKKNKHRHSITNPLAVLCEFISQSIKSFDRHFEKNRNNALDFVTKSYNETKIKFDKYKAEKSHDELPRTFQIPGYTVPVVNVEVSPFTIEMSAFGYVFPKAVSMPSFSILGSDVRVPSYTLILPSLELPVLHVPRNLKLSLPDFKELCTISHIFIPAMGNITYDFSFKSSVITLNTNAELFNQSDIVAHLLSSSSSVIDALQYKLEGTTRLTRKRGLKLATALSLSNKFVEGSHNSTVSLTTKNMEVSVATTTKAQIPILRMNFKQELNGNTKSKPTVSSSMEFKYDFNSSMLYSTAKGAVDHKLSLESLTSYFSIESSTKGDVKGSVLSREYSGTIASEANTYLNSKSTRSSVKLQGTSKIDDIWNLEVKENFAGEATLQRIYSLWEHSTKNHLQLEGLFFTNGEHTSKATLELSPWQMSALVQVHASQPSSFHDFPDLGQEVALNANTKNQKIRWKNEVRIHSGSFQSQVELSNDQEKAHLDIAGSLEGHLRFLKNIILPVYDKSLWDFLKLDVTTSIGRRQHLRVSTAFVYTKNPNGYSFSIPVKVLADKFIIPGLKLNDLNSVLVMPTFHVPFTDLQVPSCKLDFREIQIYKKLRTSSFALNLPTLPEVKFPEVDVLTKYSQPEDSLIPFFEITVPESQLTVSQFTLPKSVSDGIAALDLNAVANKIADFELPTIIVPEQTIEIPSIKFSVPAGIVIPSFQALTARFEVDSPVYNATWSASLKNKADYVETVLDSTCSSTVQFLEYELNVLGTHKIEDGTLASKTKGTFAHRDFSAEYEEDGKYEGLQEWEG7264 45 - 713 7 67 1 0.468 0.416

382 tr|A0A024QZL1|A0A024QZL1_HUMANProteoglycan 1, secretory granule, isoform CRA_a OS=Homo sapiens GN=PRG1 PE=4 SV=119609 MMQKLLKCSRLVLALALILVLESSVQGYPTQRARYQWVRCNPDSNSANCLEEKGPMFELLPGESNKIPRLRTDLFPKTRIQDLNRIFPLSEDYSGSGFGSGSGSGSGSGSGFLTEMEQDYQLVDESDAFHDNLRSLDRNLPSDSQDLGQHGLEEDFML60 8.2 1 3 3 1 1 --- ---

383 tr|A0A087WSY5|A0A087WSY5_HUMANCarboxypeptidase B2 OS=Homo sapiens GN=CPB2 PE=4 SV=151257 MKLCSLAVLVPIVLFCEQHVFAFQSGQVLAALPRTSRQVQVLQNLTTTYEIVLWQPVTADLIVKKKQVHFFVNASDVDNVKAHLNVSGIPCSVLLADVEDLIQQQISNDTVSPRASASYYEQYHSLNEIYSWIEFITERHPDMLTKIHIGSSFEKYPLYVLKVSGKEQAAKNAIWIDCGIHAREWISPAFCLWFIGHNRMWRKNRSFYANNHCIGTDLNRNFASKHWCEEGASSSSCSETYCGLYPESEPEVKAVASFLRRNINQIKAYISMHSYSQHIVFPYSYTRSKSKDHEELSLVASEAVRAIEKISKNTRYTHGHGSETLYLAPGGGDDWIYDLGIKYSFTIELRDTGTYGFLLPERYIKPTCREAFAAVSKIAWHVIRNV157 18.7 1 22 22 7 7 1.064 0.768

384 tr|E1B2D1|E1B2D1_HUMAN Hemoglobin alpha-1 globin chain variant (Fragment) OS=Homo sapiens GN=HBA1 PE=3 SV=113799 MVLSPADKTNVKAAWGKVGAHAGEYGAEALERMFLPFPTTKTYFPHFDLSHGSAQVKGHGKKVADALTNAVAHVDDMPNALSALSDLHAHKLRVDPVNFK63 22 7 4 4 2 2 --- ---

385 tr|A0A075B6K6|A0A075B6K6_HUMANProtein IGLV4-3 OS=Homo sapiens GN=IGLV4-3 PE=4 SV=115013 MAWVSFYLLPFIFSTGLCALPVLTQPPSASALLGASIKLTCTLSSEHSTYTIEWYQQRPGRSPQYIMKVKSDGSHSKGDGIPDRFMGSSSGADRYLTFSNLQSDDEAEYHCGESHTIDGQVG22 13.9 1 4 4 2 2 --- ---

386 tr|Q6MZL2|Q6MZL2_HUMANPutative uncharacterized protein DKFZp686M0562 (Fragment) OS=Homo sapiens GN=DKFZp686M0562 PE=2 SV=138922 NPGIYTCSAQGVWMNKVLGRSLPTCLPECGQPSRSLPSLVKRIIGGRNAEPGLFPWQALIVVEDTSRVPNDKWFGSGALLSASWILTAAHVLRSQRRDTTVIPVSKEHVTVYLGLHDVRDKSGAVNSSAARVVLHPDFNIQNYNHDIALVQLQEPVPLGPHVMPVCLPRLEPEGPAPHMLGLVAGWGISNPNVTVDEIISSDTRTLSDVLQYVKLPVVPHAECKTSYESRSGNYSVTENMFCAGYYEGGKDTCLGDSGGAFVIFDDLSQRWVVQGLVSWGGPEECGSKQVYGVYTKVSNYVDWVWEQMGLPQSVVEPQVER103 12.8 - 10 9 4 3 1.362 1.527

387 tr|Q6P528|Q6P528_HUMAN ASPN protein OS=Homo sapiens GN=ASPN PE=2 SV=154606 MKEYVLLLFLALCSAKPFFSPSHIALKNMMLKDMEDTDDDDDDDDDDDDDDDDDEEDNSLFPTREPRSHFFPFDLFPMCPFGCQCYSRVVHCSDLGLTSVPTNIPFDTRMLDLQNNKIKEIKENDFKGLTSLYGLILNNNKLTKIHPKAFLTTKKLRRLYLSHNQLSEIPLNLPKSLAELRIHENKVKKIQKDTFKGMNALHVLEMSANPLDNNGIEPGAFEGVTVFHIRIAEAKLTSVPKGLPPTLLELHLDYNKISTVELEDFKRYKELQRLGLGNNKITDIENGSLANIPRVREIHLENNKLKKIPSGLPELKYLQIIFLHSNSIARVGVNDFCPTVPKMKKSLYSAISLFNNPVKYWEMQPATFRCVLSRMSVQLGNFGM26 2.9 1 1 1 1 1 --- ---

388 tr|D6RHH7|D6RHH7_HUMANCorticotropin-releasing factor-binding protein OS=Homo sapiens GN=CRHBP PE=4 SV=130563 MSPNFKLQCHFILIFLTALRGESRYLELREAADYDPFLLFSANLKRELAGEQPYRRALRCLDMLSLQGQFTFTADRPQLHCAAFFISEPEEFITIHYDQVSIDCQGGDFLKVFDGWILKGEKFPSSQDHPLPSAERYIDFCESGLSRRSIRSSQNVAMIFFRVHEPGNGFTLTIKTDPNLFPCNVISQTPNGKFTLVVPHQHRNCSFSIIYPVVIKISDLTLGHVNGLQLKVSCLLVS48 8 1 4 4 2 2 1.539 1.112

389 tr|M0R009|M0R009_HUMAN Alpha-1B-glycoprotein (Fragment) OS=Homo sapiens GN=A1BG PE=4 SV=337179 LTCQAHLETPDFQLFKNGVAQEPVHLDSPAIKHQFLLTGDTQGRYRCRSGLSTGWTQLSKLLELTGPKSLPAPWLSMAPVSWITPGLKTTAVCRGVLRGVTFLLRREGDHEFLEVPEAQEDVEATFPVHQPGNYSCSYRTDGEGALSEPSATVTIEELGPGPGSWPHGCLGLMVAKEFGQRMPKEWKAAPPPPVLMHHGESSQVLHPGNKVTLTCVAPLSGVDFQLRRGEKELLVPRSSTSPDRIFFHLNAVALGDGGHYTCRYRLHDNQNGWSGDSAPVELILSDETLPAPEFSPEPESGRALRL103 14.7 1 11 11 5 5 0.994 0.965

390 tr|A0A0A0MRQ5|A0A0A0MRQ5_HUMANPeroxiredoxin-1 OS=Homo sapiens GN=PRDX1 PE=4 SV=114073 MSSGNAKIGHPAPNFKATADEGISFRGLFIIDDKGILRQITVNDLPVGRSVDETLRLVQAFQFTDKHGEVCPAGWKPGSDTIKPDVQKSKEYFSKQK29 8.2 5 1 1 1 1 --- ---

391 sp|P02775|CXCL7_HUMAN Platelet basic protein OS=Homo sapiens GN=PPBP PE=1 SV=318429 MSLRLDTTPSCNSARPLHALQVLLLLSLLLTALASSTKGQTKRNLAKGKEESLDSDLYAELRCMCIKTTSGIHPKNIQSLEVIGKGTHCNQVEVIATLKDGRKICLDPDAPRIKKIVQKKLAGDESAD164 37.5 - 11 11 4 4 1.149 1.167



A-VS-B@QuantNumber@set,A1_113-VS-B1_114A-VS-B@QuantNumber@set,A2_115-VS-B2_116A-VS-B@Sig@set,A1_113-VS-B1_114A-VS-B@Sig@set,A2_115-VS-B2_116KEGG(ko_id|rank|evalue|score|identity|ko_definition)GO Biological_ProcessGO Molecular_FunctionGO Cellular_Component

- - - - K01344|1|9e-54|211|mgp:100546662|protein C (activated) [EC:3.4.21.69]!K01314|2|9e-54|211|mmu:14058|coagulation factor X [EC:3.4.21.6]GO:0007596//blood coagulation;GO:0017187//peptidyl-glutamic acid carboxylation;GO:0006508//proteolysis;GO:0043687//post-translational protein modificationGO:0004252//serine-type endopeptidase activity;GO:0005509//calcium ion bindingGO:0005788//endoplasmic reticulum lumen;GO:0005796//Golgi lumen;GO:0005576//extracellular region

- - - - K14462|1|0.0|1567|hsa:338|apolipoprotein BGO:0010886//positive regulation of cholesterol storage;GO:0042953//lipoprotein transport;GO:0009615//response to virus;GO:0032496//response to lipopolysaccharide;GO:0045540//regulation of cholesterol biosynthetic process;GO:0010269//response to selenium ion;GO:0042159//lipoprotein catabolic process;GO:0034374//low-density lipoprotein particle remodeling;GO:0048844//artery morphogenesis;GO:0006898//receptor-mediated endocytosis;GO:0010744//positive regulation of macrophage derived foam cell differentiation;GO:0071356//cellular response to tumor necrosis factor;GO:0009566//fertilization;GO:0034383//low-density lipoprotein particle clearance;GO:0007283//spermatogenesis;GO:0009791//post-embryonic development;GO:0050900//leukocyte migration;GO:0034379//very-low-density lipoprotein particle assembly;GO:0019433//triglyceride catabolic process;GO:0030317//sperm motility;GO:0007596//blood coagulation;GO:0042158//lipoprotein biosynthetic process;GO:0030301//cholesterol transport;GO:0007399//nervous system development;GGO:0050750//low-density lipoprotein particle receptor binding;GO:0005543//phospholipid binding;GO:0046982//protein heterodimerization activity;GO:0008201//heparin binding;GO:0019899//enzyme binding;GO:0017127//cholesterol transporter activityGO:0030669//clathrin-coated endocytic vesicle membrane;GO:0034360//chylomicron remnant;GO:0005788//endoplasmic reticulum lumen;GO:0034361//very-low-density lipoprotein particle;GO:0005789//endoplasmic reticulum membrane;GO:0031904//endosome lumen;GO:0034363//intermediate-density lipoprotein particle;GO:0034359//mature chylomicron;GO:0005886//plasma membrane;GO:0034362//low-density lipoprotein particle;GO:0010008//endosome membrane;GO:0031983//vesicle lumen

4 4 * * K07605|1|0.0|736|hsa:3849|type II keratin, basicGO:0032980//keratinocyte activation;GO:0043616//keratinocyte proliferation;GO:0051546//keratinocyte migration;GO:0031424//keratinizationGO:0005200//structural constituent of cytoskeletonGO:0005794//Golgi apparatus;GO:0045095//keratin filament

- - - - K04593|1|1e-28|127|dre:57987|latrophilin 2GO:0007275//multicellular organismal development- GO:0005576//extracellular region

33 33 * - K08023|1|8e-54|212|mmu:268977|latent transforming growth factor beta binding proteinGO:0010952//positive regulation of peptidase activity;GO:0019048//virus-host interaction;GO:0030198//extracellular matrix organizationGO:0016504//peptidase activator activity;GO:0005201//extracellular matrix structural constituent;GO:0005515//protein binding;GO:0005509//calcium ion bindingGO:0005615//extracellular space;GO:0005604//basement membrane

- - - - K11252|1|1e-30|131|cfa:611989|histone H2B!K06185|2|2e-30|130|mcc:714518|ATP-binding cassette, subfamily F, member 2GO:0006334//nucleosome assemblyGO:0003677//DNA bindingGO:0000786//nucleosome;GO:0005634//nucleus

55 55 - - K03098|1|6e-08|57.8|hmg:100208577|outer membrane lipoprotein BlcGO:0048662//negative regulation of smooth muscle cell proliferation;GO:0006006//glucose metabolic process;GO:0014012//peripheral nervous system axon regeneration;GO:0006869//lipid transport;GO:0010642//negative regulation of platelet-derived growth factor receptor signaling pathway;GO:0007420//brain development;GO:1900016//negative regulation of cytokine production involved in inflammatory response;GO:2000405//negative regulation of T cell migration;GO:0051895//negative regulation of focal adhesion assembly;GO:0007568//aging;GO:0042246//tissue regeneration;GO:0000302//response to reactive oxygen species;GO:0042308//negative regulation of protein import into nucleus;GO:0001525//angiogenesis;GO:0060588//negative regulation of lipoprotein lipid oxidation;GO:0042493//response to drug;GO:2000098//negative regulation of smooth muscle cell-matrix adhesion;GO:0071638//negative regulation of monocyte chemotactic protein-1 productionGO:0036094//small molecule binding;GO:0005319//lipid transporter activity;GO:0015485//cholesterol binding;GO:0005515//protein bindingGO:0005783//endoplasmic reticulum;GO:0005615//extracellular space;GO:0022626//cytosolic ribosome;GO:0048471//perinuclear region of cytoplasm;GO:0030425//dendrite;GO:0043025//neuronal cell body

106 106 * - K05399|1|0.0|877|hsa:3929|lipopolysaccharide-binding proteinGO:0032722//positive regulation of chemokine production;GO:0002232//leukocyte chemotaxis involved in inflammatory response;GO:0032760//positive regulation of tumor necrosis factor production;GO:0090023//positive regulation of neutrophil chemotaxis;GO:0008063//Toll signaling pathway;GO:0050829//defense response to Gram-negative bacterium;GO:0032490//detection of molecule of bacterial origin;GO:0015920//lipopolysaccharide transport;GO:0042535//positive regulation of tumor necrosis factor biosynthetic process;GO:0060265//positive regulation of respiratory burst involved in inflammatory response;GO:0071223//cellular response to lipoteichoic acid;GO:0031663//lipopolysaccharide-mediated signaling pathway;GO:0044130//negative regulation of growth of symbiont in host;GO:0043032//positive regulation of macrophage activation;GO:0002281//macrophage activation involved in immune response;GO:0008228//opsonization;GO:0006953//acute-phase response;GO:0034145//positive regulation of toll-like receptor 4 signaling pathway;GO:GO:0005102//receptor binding;GO:0070891//lipoteichoic acid binding;GO:0051637//Gram-positive bacterial cell surface binding;GO:0051636//Gram-negative bacterial cell surface binding;GO:0001530//lipopolysaccharide binding;GO:0008289//lipid bindingGO:0005615//extracellular space

174 174 - - K05316|1|8e-09|63.5|cqu:CpipJ_CPIJ005979|voltage-dependent calcium channel alpha-2/delta, invertebrate!K04860|4|1e-07|59.3|dre:100535196|voltage-dependent calcium channel alpha-2/delta-3GO:0010951//negative regulation of endopeptidase activity;GO:0030212//hyaluronan metabolic process;GO:0006953//acute-phase responseGO:0004867//serine-type endopeptidase inhibitor activityGO:0005737//cytoplasm;GO:0005886//plasma membrane;GO:0005576//extracellular region

2 2 - - K01172|1|1e-73|274|hsa:283|[EC:3.1.27.-]GO:0048662//negative regulation of smooth muscle cell proliferation;GO:0032148//activation of protein kinase B activity;GO:0006651//diacylglycerol biosynthetic process;GO:0001541//ovarian follicle development;GO:0090305//nucleic acid phosphodiester bond hydrolysis;GO:0042592//homeostatic process;GO:0032431//activation of phospholipase A2 activity;GO:0016477//cell migration;GO:0017148//negative regulation of translation;GO:0007202//activation of phospholipase C activity;GO:0001666//response to hypoxia;GO:0050714//positive regulation of protein secretion;GO:0009303//rRNA transcription;GO:0001890//placenta development;GO:0008219//cell death;GO:0001525//angiogenesis;GO:0007154//cell communication;GO:0030041//actin filament polymerization;GO:0009725//response to hormone stimulus;GO:0001556//oocyte maturation;GO:0001938//positive regulation of endothelial cell proliferationGO:0005507//copper ion binding;GO:0008201//heparin binding;GO:0005102//receptor binding;GO:0019843//rRNA binding;GO:0042277//peptide binding;GO:0003677//DNA binding;GO:0004522//pancreatic ribonuclease activity;GO:0003779//actin bindingGO:0030426//growth cone;GO:0005615//extracellular space;GO:0005605//basal lamina;GO:0032311//angiogenin-PRI complex;GO:0005730//nucleolus;GO:0043025//neuronal cell body

- - - - K12472|1|4e-28|127|mgp:100540444|epidermal growth factor receptor substrate 15GO:0048011//neurotrophin TRK receptor signaling pathway;GO:0035023//regulation of Rho protein signal transduction;GO:0048488//synaptic vesicle endocytosisGO:0005089//Rho guanyl-nucleotide exchange factor activity;GO:0070064//proline-rich region binding;GO:0005509//calcium ion binding;GO:0032947//protein complex scaffold;GO:0005543//phospholipid bindingGO:0005829//cytosol;GO:0030054//cell junction;GO:0043005//neuron projection;GO:0045202//synapse;GO:0005905//coated pit;GO:0030027//lamellipodium;GO:0005886//plasma membrane

- - - - - - -  

2 2 - - K08784|1|0.0|706|hsa:5654|HtrA serine peptidase 1 [EC:3.4.21.-]GO:0030514//negative regulation of BMP signaling pathway;GO:0001558//regulation of cell growth;GO:0030512//negative regulation of transforming growth factor beta receptor signaling pathway;GO:0006508//proteolysisGO:0004252//serine-type endopeptidase activity;GO:0005520//insulin-like growth factor bindingGO:0005615//extracellular space;GO:0031012//extracellular matrix;GO:0005829//cytosol

1 1 - - K06554|1|5e-12|69.3|bta:789205|immunoglobulin lambda-like polypeptide 1!K06553|3|3e-10|63.5|ptr:746395|pre-B lymphocyte gene- -  

15 14 - * K14616|1|7e-07|57.0|nvi:100122004|cubilinGO:0002576//platelet degranulation;GO:0007155//cell adhesion;GO:0030168//platelet activation- GO:0031093//platelet alpha granule lumen;GO:0005576//extracellular region

18 18 * * K14477|1|0.0|728|hsa:3250|haptoglobin-related protein!K01330|3|2e-46|186|mgp:100549554|complement component 1, r subcomponent [EC:3.4.21.41]GO:0006952//defense response;GO:0010942//positive regulation of cell death;GO:0006879//cellular iron ion homeostasis;GO:2000296//negative regulation of hydrogen peroxide catabolic process;GO:0006508//proteolysis;GO:0051354//negative regulation of oxidoreductase activityGO:0030492//hemoglobin binding;GO:0004252//serine-type endopeptidase activityGO:0031838//haptoglobin-hemoglobin complex;GO:0034366//spherical high-density lipoprotein particle

- - - - K07937|1|9e-94|342|acs:100552859|ADP-ribosylation factor 1GO:0016032//viral reproduction;GO:0015031//protein transport;GO:0006878//cellular copper ion homeostasis;GO:0006184//GTP catabolic process;GO:0019886//antigen processing and presentation of exogenous peptide antigen via MHC class II;GO:0050690//regulation of defense response to virus by virus;GO:0007264//small GTPase mediated signal transduction;GO:0006892//post-Golgi vesicle-mediated transport;GO:0006661//phosphatidylinositol biosynthetic process;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0048205//COPI coating of Golgi vesicleGO:0005057//receptor signaling protein activity;GO:0005515//protein binding;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0000139//Golgi membrane;GO:0005829//cytosol;GO:0048471//perinuclear region of cytoplasm;GO:0005886//plasma membrane;GO:0030017//sarcomere

1 1 - - - GO:0006869//lipid transport;GO:0008203//cholesterol metabolic processGO:0005319//lipid transporter activity;GO:0005102//receptor binding;GO:0015485//cholesterol bindingGO:0034362//low-density lipoprotein particle;GO:0034364//high-density lipoprotein particle

2 2 - - K02727|1|3e-140|497|hsa:5684|20S proteasome subunit alpha 7 [EC:3.4.25.1]GO:0000209//protein polyubiquitination;GO:0006521//regulation of cellular amino acid metabolic process;GO:0051437//positive regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle;GO:0042981//regulation of apoptotic process;GO:0010467//gene expression;GO:0051436//negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle;GO:0002479//antigen processing and presentation of exogenous peptide antigen via MHC class I, TAP-dependent;GO:0019048//virus-host interaction;GO:0000084//S phase of mitotic cell cycle;GO:0031145//anaphase-promoting complex-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0016071//mRNA metabolic process;GO:0006977//DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrestGO:0005515//protein binding;GO:0004298//threonine-type endopeptidase activityGO:0005654//nucleoplasm;GO:0005829//cytosol;GO:0019773//proteasome core complex, alpha-subunit complex

1 1 - - K06554|1|2e-28|124|bta:789205|immunoglobulin lambda-like polypeptide 1!K06553|3|3e-21|100|ptr:470154|pre-B lymphocyte gene- -  

- - - - K06554|1|2e-85|315|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|4|1e-61|236|mcc:698694|pre-B lymphocyte gene- -  

1 1 - - K06554|1|4e-36|151|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|4|1e-19|97.1|ecb:100072385|pre-B lymphocyte geneGO:0045087//innate immune response;GO:0006958//complement activation, classical pathwayGO:0003823//antigen bindingGO:0005886//plasma membrane;GO:0005576//extracellular region

1 1 - - K06553|1|5e-22|102|mdo:100618555|pre-B lymphocyte gene- -  

3 3 - - K03984|1|5e-61|236|mmu:20700|alpha-1-antitrypsin!K04525|2|1e-60|234|mdo:100024568|serpin peptidase inhibitor, clade A, member 3GO:0010951//negative regulation of endopeptidase activity;GO:0060046//regulation of acrosome reaction;GO:0030162//regulation of proteolysis;GO:0042246//tissue regenerationGO:0004867//serine-type endopeptidase inhibitor activityGO:0005576//extracellular region

3 3 - * - GO:0002682//regulation of immune system process;GO:0006953//acute-phase response;GO:0006810//transportGO:0005515//protein bindingGO:0005615//extracellular space

2 2 - - K12258|1|0.0|907|hsa:2638|vitamin D-binding proteinGO:0050728//negative regulation of inflammatory response;GO:0043687//post-translational protein modification;GO:0035307//positive regulation of protein dephosphorylation;GO:0009790//embryo development;GO:0007596//blood coagulation;GO:0071356//cellular response to tumor necrosis factor;GO:0046512//sphingosine biosynthetic process;GO:0017187//peptidyl-glutamic acid carboxylation;GO:0051180//vitamin transport;GO:0046513//ceramide biosynthetic process;GO:0043407//negative regulation of MAP kinase activity;GO:0042359//vitamin D metabolic process;GO:0008219//cell death;GO:0005975//carbohydrate metabolic process;GO:0032571//response to vitamin K;GO:0023021//termination of signal transduction;GO:0007565//female pregnancy;GO:0032355//response to estradiol stimulus;GO:0032715//negative regulation of interleukin-6 production;GO:0006680//glucosylceramide catabolic process;GO:0007595//lactation;GO:0006644//phospholipid metabolic process;GO:0007040//lysosome organizationGO:0005102//receptor binding;GO:0008488//gamma-glutamyl carboxylase activity;GO:0004348//glucosylceramidase activity;GO:0005499//vitamin D binding;GO:0051183//vitamin transporter activity;GO:0043169//cation binding;GO:0003779//actin bindingGO:0005829//cytosol;GO:0005615//extracellular space;GO:0030424//axon;GO:0043202//lysosomal lumen;GO:0048471//perinuclear region of cytoplasm;GO:0016021//integral to membrane;GO:0005765//lysosomal membrane;GO:0005789//endoplasmic reticulum membrane

14 14 * - K04524|1|9e-12|68.6|aml:100477661|apolipoprotein EGO:0010873//positive regulation of cholesterol esterification;GO:0033344//cholesterol efflux;GO:0008203//cholesterol metabolic process;GO:0034379//very-low-density lipoprotein particle assembly;GO:0042157//lipoprotein metabolic process;GO:0010900//negative regulation of phosphatidylcholine catabolic process;GO:0048261//negative regulation of receptor-mediated endocytosis;GO:0034375//high-density lipoprotein particle remodeling;GO:0051005//negative regulation of lipoprotein lipase activity;GO:0033700//phospholipid efflux;GO:0006641//triglyceride metabolic process;GO:0045717//negative regulation of fatty acid biosynthetic process;GO:0034382//chylomicron remnant clearance;GO:0032375//negative regulation of cholesterol transport;GO:0010916//negative regulation of very-low-density lipoprotein particle clearanceGO:0031210//phosphatidylcholine binding;GO:0005504//fatty acid binding;GO:0004859//phospholipase inhibitor activity;GO:0060228//phosphatidylcholine-sterol O-acyltransferase activator activityGO:0042627//chylomicron;GO:0034361//very-low-density lipoprotein particle;GO:0034364//high-density lipoprotein particle;GO:0005783//endoplasmic reticulum

1 1 - - K06827|1|5e-44|177|xtr:496678|connective tissue growth factorGO:0001558//regulation of cell growth;GO:0007267//cell-cell signaling;GO:0007165//signal transductionGO:0005520//insulin-like growth factor bindingGO:0005615//extracellular space;GO:0005886//plasma membrane

50 50 - - K13624|1|0.0|2110|hsa:1356|ceruloplasmin [EC:1.16.3.1]GO:0006825//copper ion transport;GO:0006879//cellular iron ion homeostasis;GO:0055085//transmembrane transportGO:0051087//chaperone binding;GO:0005507//copper ion binding;GO:0004322//ferroxidase activityGO:0005615//extracellular space

1 1 - - K06856|1|9e-25|111|ssc:396781|immunoglobulin heavy chain- -  

2 2 - * - GO:0033344//cholesterol efflux;GO:0009749//response to glucose stimulus;GO:0034445//negative regulation of plasma lipoprotein particle oxidation;GO:0043691//reverse cholesterol transport;GO:0034384//high-density lipoprotein particle clearance;GO:0034375//high-density lipoprotein particle remodeling;GO:0042632//cholesterol homeostasis;GO:0034380//high-density lipoprotein particle assemblyGO:0005543//phospholipid binding;GO:0005319//lipid transporter activity;GO:0016209//antioxidant activityGO:0034362//low-density lipoprotein particle;GO:0034365//discoidal high-density lipoprotein particle;GO:0034361//very-low-density lipoprotein particle;GO:0034366//spherical high-density lipoprotein particle;GO:0005887//integral to plasma membrane

5 4 - * K08130|1|3e-166|584|hsa:25987|tsukushi (leucine-rich repeat-containing protein 54)- - GO:0005576//extracellular region

- - - - K12382|1|3e-19|96.3|bfo:BRAFLDRAFT_250332|saposinGO:0001666//response to hypoxia;GO:0070849//response to epidermal growth factor stimulus;GO:0009749//response to glucose stimulus;GO:0009887//organ morphogenesis;GO:0007623//circadian rhythm;GO:0051384//response to glucocorticoid stimulus;GO:0006665//sphingolipid metabolic process;GO:0070741//response to interleukin-6;GO:0007585//respiratory gaseous exchange;GO:0033189//response to vitamin A;GO:0071260//cellular response to mechanical stimulus;GO:0071732//cellular response to nitric oxide;GO:0032496//response to lipopolysaccharide;GO:0055093//response to hyperoxia- GO:0042599//lamellar body;GO:0005764//lysosome;GO:0005771//multivesicular body;GO:0005615//extracellular space

1 1 - - K06856|1|3e-169|595|ssc:396781|immunoglobulin heavy chain- -  

21 21 - - K05502|1|7e-46|185|xla:397872|bone morphogenetic protein 1 [EC:3.4.24.19]GO:0010952//positive regulation of peptidase activity;GO:0007275//multicellular organismal development;GO:0006508//proteolysisGO:0008201//heparin binding;GO:0005518//collagen binding;GO:0016504//peptidase activator activityGO:0005615//extracellular space;GO:0031012//extracellular matrix

3 3 * - K06856|1|2e-41|167|hsa:100291917|immunoglobulin heavy chain- -  

7 7 * * K13915|1|5e-54|209|ptr:450190|lysozyme C [EC:3.2.1.17]!K01185|5|7e-45|178|bta:781349|lysozyme [EC:3.2.1.17]GO:0042742//defense response to bacterium;GO:0006954//inflammatory response;GO:0019835//cytolysis;GO:0007586//digestion;GO:0016998//cell wall macromolecule catabolic processGO:0003796//lysozyme activityGO:0005615//extracellular space

2 2 * - K08632|1|1e-78|295|ptr:737513|a disintegrin and metalloproteinase with thrombospondin motifs 18 [EC:3.4.24.-]!K08630|3|2e-78|294|acs:100566040|a disintegrin and metalloproteinase with thrombospondin motifs 16 [EC:3.4.24.-]GO:0030198//extracellular matrix organization;GO:0043065//positive regulation of apoptotic processGO:0002020//protease binding;GO:0004222//metalloendopeptidase activityGO:0005614//interstitial matrix

- - - - K02842|1|0.0|1017|hsa:8326|frizzled 9/10GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0007420//brain development;GO:0007611//learning or memory;GO:0060070//canonical Wnt receptor signaling pathway;GO:0001944//vasculature development;GO:0030183//B cell differentiation;GO:0007405//neuroblast proliferation;GO:0007186//G-protein coupled receptor signaling pathway;GO:0008406//gonad development;GO:0009790//embryo developmentGO:0004930//G-protein coupled receptor activity;GO:0017147//Wnt-protein binding;GO:0030165//PDZ domain binding;GO:0042813//Wnt-activated receptor activity;GO:0046982//protein heterodimerization activity;GO:0042803//protein homodimerization activityGO:0031527//filopodium membrane;GO:0016021//integral to membrane;GO:0009986//cell surface;GO:0048471//perinuclear region of cytoplasm

2 2 - - K01172|1|1e-74|277|hsa:6038|[EC:3.1.27.-]GO:0006379//mRNA cleavageGO:0004522//pancreatic ribonuclease activity;GO:0003676//nucleic acid bindingGO:0005576//extracellular region

1 1 - - K11275|1|1e-27|123|cfa:488269|histone H1/5GO:0016584//nucleosome positioningGO:0003677//DNA binding;GO:0005515//protein bindingGO:0005694//chromosome;GO:0005634//nucleus

6 6 - - - - -  

23 23 * * K01672|1|7e-22|103|mgp:100544734|carbonic anhydrase [EC:4.2.1.1]GO:0001666//response to hypoxia;GO:0008228//opsonization;GO:0006958//complement activation, classical pathway;GO:0010745//negative regulation of macrophage derived foam cell differentiation;GO:0010888//negative regulation of lipid storage;GO:0051258//protein polymerization;GO:0010288//response to lead ion;GO:0006953//acute-phase responseGO:0046872//metal ion binding;GO:0030169//low-density lipoprotein particle binding;GO:0051637//Gram-positive bacterial cell surface binding;GO:0015485//cholesterol binding;GO:0042803//protein homodimerization activity;GO:0033265//choline bindingGO:0005615//extracellular space

10 10 - - K01127|1|0.0|1672|hsa:2822|glycosylphosphatidylinositol phospholipase D [EC:3.1.4.50]GO:0043065//positive regulation of apoptotic process;GO:0006507//GPI anchor release;GO:0035774//positive regulation of insulin secretion involved in cellular response to glucose stimulus;GO:0010907//positive regulation of glucose metabolic process;GO:0046470//phosphatidylcholine metabolic process;GO:0010595//positive regulation of endothelial cell migration;GO:0010897//negative regulation of triglyceride catabolic process;GO:0002062//chondrocyte differentiation;GO:0001503//ossification;GO:0071467//cellular response to pH;GO:0010867//positive regulation of triglyceride biosynthetic process;GO:0071277//cellular response to calcium ion;GO:0097241//hematopoietic stem cell migration to bone marrow;GO:0008285//negative regulation of cell proliferation;GO:0035690//cellular response to drug;GO:0002430//complement receptor mediated signaling pathway;GO:0010983//positive regulation of high-density lipoprotein particle clearance;GO:0070633//transepithelial transport;GO:1900076//regulation of cellular response to insulinGO:0004621//glycosylphosphatidylinositol phospholipase D activity;GO:0017080//sodium channel regulator activityGO:0005615//extracellular space;GO:0043231//intracellular membrane-bounded organelle;GO:0005578//proteinaceous extracellular matrix;GO:0044444//cytoplasmic part

- - - - K12499|1|1e-19|95.5|hsa:6352|C-C motif chemokine 5GO:0071448//cellular response to alkyl hydroperoxide;GO:0014823//response to activity;GO:0045672//positive regulation of osteoclast differentiation;GO:0009615//response to virus;GO:0071403//cellular response to high density lipoprotein particle stimulus;GO:0070233//negative regulation of T cell apoptotic process;GO:0032868//response to insulin stimulus;GO:0045071//negative regulation of viral genome replication;GO:0042102//positive regulation of T cell proliferation;GO:0051384//response to glucocorticoid stimulus;GO:0006874//cellular calcium ion homeostasis;GO:0014911//positive regulation of smooth muscle cell migration;GO:0045744//negative regulation of G-protein coupled receptor protein signaling pathway;GO:0031269//pseudopodium assembly;GO:0018894//dibenzo-p-dioxin metabolic process;GO:0042119//neutrophil activation;GO:0033634//positive regulation of cell-cell adhesion mediated by integrin;GO:0031622//positive regulation of fever generation;GO:0010820//positive regulation of T cell chemotaxis;GO:0000165//MGO:0043621//protein self-association;GO:0042056//chemoattractant activity;GO:0031729//CCR4 chemokine receptor binding;GO:0016004//phospholipase activator activity;GO:0042803//protein homodimerization activity;GO:0004435//phosphatidylinositol phospholipase C activity;GO:0031730//CCR5 chemokine receptor binding;GO:0046817//chemokine receptor antagonist activity;GO:0008201//heparin binding;GO:0004672//protein kinase activity;GO:0008009//chemokine activity;GO:0031726//CCR1 chemokine receptor binding;GO:0030298//receptor signaling protein tyrosine kinase activator activityGO:0005737//cytoplasm;GO:0005615//extracellular space

11 11 * * K04391|1|0.0|675|hsa:929|CD14 antigenGO:0006909//phagocytosis;GO:0032760//positive regulation of tumor necrosis factor production;GO:0008063//Toll signaling pathway;GO:0034142//toll-like receptor 4 signaling pathway;GO:0050715//positive regulation of cytokine secretion;GO:0071223//cellular response to lipoteichoic acid;GO:0006915//apoptotic process;GO:0035666//TRIF-dependent toll-like receptor signaling pathway;GO:0007249//I-kappaB kinase/NF-kappaB cascade;GO:0006954//inflammatory response;GO:0034138//toll-like receptor 3 signaling pathway;GO:0009408//response to heat;GO:0045807//positive regulation of endocytosis;GO:0071222//cellular response to lipopolysaccharideGO:0070891//lipoteichoic acid binding;GO:0001530//lipopolysaccharide binding;GO:0001847//opsonin receptor activity;GO:0016019//peptidoglycan receptor activityGO:0045121//membrane raft;GO:0005615//extracellular space;GO:0031225//anchored to membrane;GO:0009986//cell surface;GO:0005886//plasma membrane;GO:0010008//endosome membrane

- - - - K06554|1|6e-74|276|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|4|1e-54|212|mcc:698694|pre-B lymphocyte gene- -  

2 2 - - K05502|1|0.0|1958|pon:100453093|bone morphogenetic protein 1 [EC:3.4.24.19]GO:0006629//lipid metabolic process;GO:0001503//ossification;GO:0061036//positive regulation of cartilage development;GO:0042157//lipoprotein metabolic process;GO:0006508//proteolysis;GO:0030154//cell differentiation;GO:0001502//cartilage condensation;GO:0044281//small molecule metabolic process;GO:0030198//extracellular matrix organizationGO:0008270//zinc ion binding;GO:0005509//calcium ion binding;GO:0005125//cytokine activity;GO:0004222//metalloendopeptidase activity;GO:0008083//growth factor activityGO:0031988//membrane-bounded vesicle;GO:0005581//collagen;GO:0005615//extracellular space

5 5 - - K01059|1|0.0|916|hsa:4023|lipoprotein lipase [EC:3.1.1.34]GO:0034371//chylomicron remodeling;GO:0006644//phospholipid metabolic process;GO:0010890//positive regulation of sequestering of triglyceride;GO:0006633//fatty acid biosynthetic process;GO:0010886//positive regulation of cholesterol storage;GO:0034372//very-low-density lipoprotein particle remodeling;GO:0070328//triglyceride homeostasis;GO:0042157//lipoprotein metabolic process;GO:0019433//triglyceride catabolic process;GO:0010744//positive regulation of macrophage derived foam cell differentiation;GO:0019432//triglyceride biosynthetic process;GO:0042493//response to drugGO:0004465//lipoprotein lipase activity;GO:0004620//phospholipase activity;GO:0017129//triglyceride binding;GO:0005102//receptor binding;GO:0004806//triglyceride lipase activity;GO:0008201//heparin bindingGO:0042627//chylomicron;GO:0009986//cell surface;GO:0031012//extracellular matrix;GO:0034361//very-low-density lipoprotein particle;GO:0031225//anchored to membrane;GO:0005886//plasma membrane

8 8 * - K08648|1|0.0|1161|ptr:450744|hyaluronan binding protein 2 [EC:3.4.21.-]GO:0007155//cell adhesion;GO:0006508//proteolysisGO:0005539//glycosaminoglycan binding;GO:0004252//serine-type endopeptidase activityGO:0005615//extracellular space

4 4 * * - GO:0006094//gluconeogenesis;GO:0030324//lung development;GO:0060347//heart trabecula formation;GO:0050908//detection of light stimulus involved in visual perception;GO:0032868//response to insulin stimulus;GO:0048562//embryonic organ morphogenesis;GO:0045471//response to ethanol;GO:0032526//response to retinoic acid;GO:0034633//retinol transport;GO:0007283//spermatogenesis;GO:0008584//male gonad development;GO:0030277//maintenance of gastrointestinal epithelium;GO:0048706//embryonic skeletal system development;GO:0042572//retinol metabolic process;GO:0060068//vagina development;GO:0060044//negative regulation of cardiac muscle cell proliferation;GO:0060059//embryonic retina morphogenesis in camera-type eye;GO:0042574//retinal metabolic process;GO:0060157//urinary bladder development;GO:0051024//positive regulation of immunoglobulin secretion;GO:0048807//female genitalia morphogenesis;GO:0032024//positive regulation of insulin secretion;GO:0042593//glucose homeostasis;GO:0060065//uterus developmentGO:0034632//retinol transporter activity;GO:0005515//protein binding;GO:0016918//retinal binding;GO:0019841//retinol bindingGO:0005615//extracellular space

19 20 * - K03908|1|0.0|1337|hsa:5627|protein SGO:0030168//platelet activation;GO:0010951//negative regulation of endopeptidase activity;GO:0017187//peptidyl-glutamic acid carboxylation;GO:0050900//leukocyte migration;GO:0042730//fibrinolysis;GO:0030449//regulation of complement activation;GO:0002576//platelet degranulation;GO:0006508//proteolysis;GO:0043687//post-translational protein modification;GO:0045087//innate immune responseGO:0005509//calcium ion binding;GO:0004866//endopeptidase inhibitor activityGO:0000139//Golgi membrane;GO:0031093//platelet alpha granule lumen;GO:0005789//endoplasmic reticulum membrane;GO:0005576//extracellular region;GO:0005796//Golgi lumen

4 4 - - K01327|1|2e-50|199|xtr:448597|leukocyte elastase [EC:3.4.21.37]!K01350|2|1e-43|177|mdo:100030473|myeloblastin [EC:3.4.21.76]GO:0042117//monocyte activation;GO:0045348//positive regulation of MHC class II biosynthetic process;GO:0050766//positive regulation of phagocytosis;GO:0050829//defense response to Gram-negative bacterium;GO:0050754//positive regulation of fractalkine biosynthetic process;GO:0042535//positive regulation of tumor necrosis factor biosynthetic process;GO:0050725//positive regulation of interleukin-1 beta biosynthetic process;GO:0001774//microglial cell activation;GO:0045123//cellular extravasation;GO:0007205//protein kinase C-activating G-protein coupled receptor signaling pathway;GO:0008347//glial cell migration;GO:0050930//induction of positive chemotaxis;GO:0045785//positive regulation of cell adhesion;GO:0006954//inflammatory response;GO:0043114//regulation of vascular permeability;GO:0048246//macrophage chemotaxisGO:0004252//serine-type endopeptidase activity;GO:0015643//toxic substance binding;GO:0008201//heparin bindingGO:0042582//azurophil granule;GO:0005576//extracellular region

- - - - K06554|1|6e-24|108|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|2|5e-22|102|aml:100468389|pre-B lymphocyte gene- -  

1 1 - - K06554|1|6e-84|310|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|4|2e-64|245|mcc:698694|pre-B lymphocyte geneGO:0045087//innate immune response;GO:0006958//complement activation, classical pathwayGO:0003823//antigen bindingGO:0005886//plasma membrane;GO:0005576//extracellular region

- - - - K14678|1|0.0|674|hsa:4016|lysyl oxidase-like protein 1 [EC:1.4.3.-]GO:0018277//protein deamination;GO:0055114//oxidation-reduction process- GO:0005576//extracellular region;GO:0031012//extracellular matrix

- - - - K10352|1|0.0|3344|hsa:4627|myosin heavy chainGO:0030220//platelet formation;GO:0032796//uropod organization;GO:0000212//meiotic spindle organization;GO:0030048//actin filament-based movement;GO:0001701//in utero embryonic development;GO:0007411//axon guidance;GO:0051295//establishment of meiotic spindle localization;GO:0031532//actin cytoskeleton reorganization;GO:0016337//cell-cell adhesion;GO:0015031//protein transport;GO:0006200//ATP catabolic process;GO:0006509//membrane protein ectodomain proteolysis;GO:0001768//establishment of T cell polarity;GO:0043534//blood vessel endothelial cell migration;GO:0007520//myoblast fusion;GO:0050900//leukocyte migration;GO:0007132//meiotic metaphase I;GO:0000910//cytokinesis;GO:0030224//monocyte differentiation;GO:0007229//integrin-mediated signaling pathway;GO:0001525//angiogenesis;GO:0008360//regulation of cell shape;GO:0038032//termination of G-protein coupled receptor signaling pathwayGO:0042803//protein homodimerization activity;GO:0000146//microfilament motor activity;GO:0030898//actin-dependent ATPase activity;GO:0043495//protein anchor;GO:0005524//ATP binding;GO:0005516//calmodulin binding;GO:0051015//actin filament binding;GO:0043531//ADP bindingGO:0005826//actomyosin contractile ring;GO:0001772//immunological synapse;GO:0031594//neuromuscular junction;GO:0005829//cytosol;GO:0016460//myosin II complex;GO:0030863//cortical cytoskeleton;GO:0001931//uropod;GO:0008180//signalosome;GO:0032154//cleavage furrow;GO:0005913//cell-cell adherens junction;GO:0001725//stress fiber;GO:0005819//spindle;GO:0008305//integrin complex;GO:0001726//ruffle

1 1 - - K07604|1|0.0|679|pon:100455304|type I keratin, acidicGO:0010212//response to ionizing radiation;GO:0031581//hemidesmosome assembly;GO:0008544//epidermis development;GO:0045110//intermediate filament bundle assembly;GO:0030855//epithelial cell differentiation;GO:0010043//response to zinc ionGO:0005515//protein binding;GO:0005200//structural constituent of cytoskeletonGO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005730//nucleolus;GO:0071944//cell periphery;GO:0045095//keratin filament

17 17 - - K01045|1|0.0|697|hsa:5446|arylesterase / paraoxonase [EC:3.1.1.2 3.1.8.1]GO:0046395//carboxylic acid catabolic process;GO:0009605//response to external stimulus;GO:0019439//aromatic compound catabolic processGO:0046872//metal ion binding;GO:0004063//aryldialkylphosphatase activity;GO:0004064//arylesterase activity;GO:0042803//protein homodimerization activityGO:0005615//extracellular space

1 1 - - K07375|1|0.0|734|mcc:708415|tubulin betaGO:0042267//natural killer cell mediated cytotoxicity;GO:0006184//GTP catabolic process;GO:0051225//spindle assembly;GO:0051258//protein polymerization;GO:0007018//microtubule-based movement;GO:0051084//'de novo' posttranslational protein folding;GO:0000086//G2/M transition of mitotic cell cycleGO:0005525//GTP binding;GO:0042288//MHC class I protein binding;GO:0051082//unfolded protein binding;GO:0003924//GTPase activity;GO:0005200//structural constituent of cytoskeletonGO:0045298//tubulin complex;GO:0005829//cytosol;GO:0005874//microtubule;GO:0005634//nucleus

9 9 - * K01774|1|1e-42|174|dme:Dmel_CG3373|[EC:4.-.-.-]!K01757|2|9e-41|168|dme:Dmel_CG11833|strictosidine synthase [EC:4.3.3.2]GO:0009058//biosynthetic processGO:0004064//arylesterase activity;GO:0016844//strictosidine synthase activityGO:0016021//integral to membrane;GO:0009986//cell surface

1 1 - - K01350|1|8e-125|446|hsa:5657|myeloblastin [EC:3.4.21.76]GO:0097029//mature dendritic cell differentiation;GO:0050765//negative regulation of phagocytosis;GO:0006508//proteolysis;GO:0008284//positive regulation of cell proliferation;GO:0030574//collagen catabolic processGO:0019899//enzyme binding;GO:0004252//serine-type endopeptidase activityGO:0005829//cytosol;GO:0031012//extracellular matrix;GO:0005886//plasma membrane

4 4 - - K04667|1|0.0|655|hsa:3626|inhibin, betaGO:0040007//growthGO:0008083//growth factor activity;GO:0005160//transforming growth factor beta receptor binding;GO:0005179//hormone activityGO:0005576//extracellular region

- - - - K06856|1|1e-31|134|ecb:100060306|immunoglobulin heavy chain- -  

- - - - K10373|1|1e-85|315|ssc:100037999|tropomyosin 1GO:0034614//cellular response to reactive oxygen species;GO:0001701//in utero embryonic development;GO:0032781//positive regulation of ATPase activity;GO:0060048//cardiac muscle contraction;GO:0030336//negative regulation of cell migration;GO:0045785//positive regulation of cell adhesion;GO:0051693//actin filament capping;GO:0006937//regulation of muscle contraction;GO:0030049//muscle filament sliding;GO:0045214//sarcomere organization;GO:0031529//ruffle organization;GO:0042060//wound healing;GO:0051496//positive regulation of stress fiber assembly;GO:0003065//positive regulation of heart rate by epinephrine;GO:0055010//ventricular cardiac muscle tissue morphogenesisGO:0042803//protein homodimerization activity;GO:0047485//protein N-terminus binding;GO:0005200//structural constituent of cytoskeleton;GO:0051015//actin filament binding;GO:0008307//structural constituent of muscleGO:0032059//bleb;GO:0005862//muscle thin filament tropomyosin;GO:0005829//cytosol;GO:0031941//filamentous actin;GO:0001725//stress fiber;GO:0032587//ruffle membrane

3 3 - - K03982|1|0.0|634|ptr:472467|plasminogen activator inhibitor-1GO:0007179//transforming growth factor beta receptor signaling pathway;GO:0001300//chronological cell aging;GO:0071258//cellular response to gravity;GO:0061044//negative regulation of vascular wound healing;GO:0051384//response to glucocorticoid stimulus;GO:0045766//positive regulation of angiogenesis;GO:0030168//platelet activation;GO:0051918//negative regulation of fibrinolysis;GO:0010469//regulation of receptor activity;GO:0042593//glucose homeostasis;GO:0010757//negative regulation of plasminogen activation;GO:0035491//positive regulation of leukotriene production involved in inflammatory response;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0042127//regulation of cell proliferation;GO:0071222//cellular response to lipopolysaccharide;GO:0014912//negative regulation of smooth muscle cell migration;GO:0042246//tissue regeneration;GO:0002576//platelet degranulation;GO:0090026//positive regulation of monocyte chemotaxis;GO:0000302//response to reactive oxygen species;GO:GO:0004867//serine-type endopeptidase inhibitor activity;GO:0005102//receptor binding;GO:0002020//protease bindingGO:0005615//extracellular space;GO:0005886//plasma membrane;GO:0031093//platelet alpha granule lumen;GO:0031012//extracellular matrix

26 26 * - K03984|1|0.0|858|hsa:5265|alpha-1-antitrypsinGO:0033986//response to methanol;GO:0001666//response to hypoxia;GO:0030168//platelet activation;GO:0046687//response to chromate;GO:0010951//negative regulation of endopeptidase activity;GO:0034014//response to triglyceride;GO:0014070//response to organic cyclic compound;GO:0030162//regulation of proteolysis;GO:0034097//response to cytokine stimulus;GO:0010288//response to lead ion;GO:0032355//response to estradiol stimulus;GO:0002576//platelet degranulation;GO:0032496//response to lipopolysaccharide;GO:0006953//acute-phase responseGO:0004867//serine-type endopeptidase inhibitor activity;GO:0002020//protease bindingGO:0005615//extracellular space;GO:0031093//platelet alpha granule lumen;GO:0005578//proteinaceous extracellular matrix

15 15 - - K00518|1|6e-120|430|ptr:461143|superoxide dismutase [EC:1.15.1.1]GO:0046688//response to copper ion;GO:0019430//removal of superoxide radicals;GO:0001666//response to hypoxiaGO:0008201//heparin binding;GO:0005507//copper ion binding;GO:0005515//protein binding;GO:0004784//superoxide dismutase activity;GO:0008270//zinc ion bindingGO:0005615//extracellular space;GO:0031012//extracellular matrix;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005802//trans-Golgi network;GO:0005739//mitochondrion

- - - - K03989|1|1e-29|128|ptr:462577|complement component 4GO:0006958//complement activation, classical pathway;GO:0045087//innate immune response;GO:0030449//regulation of complement activationGO:0004866//endopeptidase inhibitor activityGO:0005615//extracellular space;GO:0005886//plasma membrane

- - - - K10847|1|4e-31|136|spu:582941|DNA-repair protein complementing XP-A cells- -  

21 22 - - K00650|1|0.0|840|hsa:3931|lecithin-cholesterol acyltransferase [EC:2.3.1.43]GO:0042158//lipoprotein biosynthetic process;GO:0043691//reverse cholesterol transport;GO:0006656//phosphatidylcholine biosynthetic process;GO:0034372//very-low-density lipoprotein particle remodeling;GO:0034375//high-density lipoprotein particle remodeling;GO:0051384//response to glucocorticoid stimulus;GO:0046688//response to copper ion;GO:0034435//cholesterol esterification;GO:0042632//cholesterol homeostasis;GO:0008203//cholesterol metabolic process;GO:0090107//regulation of high-density lipoprotein particle assemblyGO:0004607//phosphatidylcholine-sterol O-acyltransferase activity;GO:0004623//phospholipase A2 activity;GO:0034186//apolipoprotein A-I bindingGO:0034364//high-density lipoprotein particle

2 2 - - K05604|1|0.0|940|hsa:84735|beta-Ala-His dipeptidase [EC:3.4.13.20]GO:0006508//proteolysisGO:0046872//metal ion binding;GO:0008237//metallopeptidase activity;GO:0016805//dipeptidase activity;GO:0034701//tripeptidase activity;GO:0004180//carboxypeptidase activityGO:0005576//extracellular region

- - - - K06249|1|0.0|7095|hsa:5649|reelin [EC:3.4.21.-]GO:0021766//hippocampus development;GO:2000310//regulation of N-methyl-D-aspartate selective glutamate receptor activity;GO:0097120//receptor localization to synapse;GO:0038026//reelin-mediated signaling pathway;GO:2000969//positive regulation of alpha-amino-3-hydroxy-5-methyl-4-isoxazole propionate selective glutamate receptor activity;GO:0007411//axon guidance;GO:0061003//positive regulation of dendritic spine morphogenesis;GO:0021800//cerebral cortex tangential migration;GO:0051057//positive regulation of small GTPase mediated signal transduction;GO:0021517//ventral spinal cord development;GO:0021511//spinal cord patterning;GO:0008306//associative learning;GO:1900273//positive regulation of long-term synaptic potentiation;GO:0006508//proteolysis;GO:0097119//postsynaptic density protein 95 clustering;GO:0048265//response to pain;GO:0010001//glial cell differentiation;GO:0032008//positive regulation of TOR signaling cascade;GO:0032793//positive regulation of CREB transcription factor activity;GO:0051968//posGO:0070326//very-low-density lipoprotein particle receptor binding;GO:0046872//metal ion binding;GO:0008236//serine-type peptidase activity;GO:0004712//protein serine/threonine/tyrosine kinase activityGO:0005615//extracellular space;GO:0005737//cytoplasm;GO:0005578//proteinaceous extracellular matrix;GO:0030425//dendrite

- - - - K06856|1|7e-47|185|ptr:467591|immunoglobulin heavy chain- -  

59 59 - - K03989|1|2e-154|545|hsa:720|complement component 4GO:0006958//complement activation, classical pathway;GO:0045087//innate immune response;GO:0030449//regulation of complement activationGO:0004866//endopeptidase inhibitor activityGO:0005615//extracellular space;GO:0005886//plasma membrane

25 25 * - K04003|1|2e-138|491|hsa:725|complement component 4 binding protein, betaGO:0006958//complement activation, classical pathway;GO:0045087//innate immune response;GO:0030449//regulation of complement activation;GO:0007596//blood coagulation- GO:0005576//extracellular region;GO:0005886//plasma membrane

- - - - K06554|1|7e-18|89.0|cfa:607364|immunoglobulin lambda-like polypeptide 1!K06553|4|1e-14|78.2|mdo:100618555|pre-B lymphocyte gene- -  

4 4 - * K04004|1|8e-96|350|hsa:3075|complement factor HGO:0006869//lipid transportGO:0005319//lipid transporter activityGO:0005615//extracellular space

17 17 * * K05399|1|1e-20|101|mmu:16803|lipopolysaccharide-binding protein!K08761|2|1e-19|98.6|mmu:18830|phospholipid transfer proteinGO:0043691//reverse cholesterol transport;GO:0055091//phospholipid homeostasis;GO:0006641//triglyceride metabolic process;GO:0034372//very-low-density lipoprotein particle remodeling;GO:0070328//triglyceride homeostasis;GO:0046470//phosphatidylcholine metabolic process;GO:0042157//lipoprotein metabolic process;GO:0010745//negative regulation of macrophage derived foam cell differentiation;GO:0034375//high-density lipoprotein particle remodeling;GO:0015914//phospholipid transport;GO:0034374//low-density lipoprotein particle remodeling;GO:0006898//receptor-mediated endocytosis;GO:0042632//cholesterol homeostasis;GO:0008203//cholesterol metabolic process;GO:0010874//regulation of cholesterol effluxGO:0017129//triglyceride binding;GO:0017127//cholesterol transporter activity;GO:0005548//phospholipid transporter activity;GO:0015485//cholesterol binding;GO:0031210//phosphatidylcholine bindingGO:0031982//vesicle;GO:0034364//high-density lipoprotein particle

3 3 - - K04525|1|0.0|847|hsa:12|serpin peptidase inhibitor, clade A, member 3GO:0010951//negative regulation of endopeptidase activity;GO:0030277//maintenance of gastrointestinal epithelium;GO:0006953//acute-phase response;GO:0030162//regulation of proteolysis;GO:0019216//regulation of lipid metabolic processGO:0004867//serine-type endopeptidase inhibitor activity;GO:0003677//DNA binding;GO:0005515//protein bindingGO:0005576//extracellular region;GO:0005634//nucleus

2 2 - - K13375|1|0.0|705|ptr:456060|transforming growth factor beta-1GO:0007173//epidermal growth factor receptor signaling pathway;GO:0000060//protein import into nucleus, translocation;GO:0045066//regulatory T cell differentiation;GO:0061035//regulation of cartilage development;GO:0035307//positive regulation of protein dephosphorylation;GO:0045599//negative regulation of fat cell differentiation;GO:0002248//connective tissue replacement involved in inflammatory response wound healing;GO:0002244//hematopoietic progenitor cell differentiation;GO:0009314//response to radiation;GO:0045216//cell-cell junction organization;GO:0030512//negative regulation of transforming growth factor beta receptor signaling pathway;GO:0060391//positive regulation of SMAD protein import into nucleus;GO:0033138//positive regulation of peptidyl-serine phosphorylation;GO:0071363//cellular response to growth factor stimulus;GO:0030501//positive regulation of bone mineralization;GO:0051781//positive regulation of cell division;GO:0008354//germ cell migration;GO:0071407//cellular response to organic cycGO:0008083//growth factor activity;GO:0043499//eukaryotic cell surface binding;GO:0046982//protein heterodimerization activity;GO:0042803//protein homodimerization activity;GO:0019899//enzyme binding;GO:0005114//type II transforming growth factor beta receptor binding;GO:0047485//protein N-terminus bindingGO:0030424//axon;GO:0043025//neuronal cell body;GO:0005902//microvillus;GO:0005796//Golgi lumen;GO:0009986//cell surface;GO:0005578//proteinaceous extracellular matrix;GO:0005634//nucleus;GO:0005615//extracellular space;GO:0031093//platelet alpha granule lumen

1 1 - - K00683|1|7e-134|476|hsa:25797|glutaminyl-peptide cyclotransferase [EC:2.3.2.5]GO:0006508//proteolysis;GO:0017186//peptidyl-pyroglutamic acid biosynthetic process, using glutaminyl-peptide cyclotransferaseGO:0016603//glutaminyl-peptide cyclotransferase activity;GO:0008270//zinc ion binding;GO:0008233//peptidase activityGO:0005576//extracellular region

5 4 * * - GO:0010269//response to selenium ion;GO:0001887//selenium compound metabolic process;GO:0006979//response to oxidative stress;GO:0009791//post-embryonic development;GO:0007420//brain development;GO:0040007//growth;GO:0019953//sexual reproduction;GO:0007626//locomotory behaviorGO:0008430//selenium bindingGO:0005615//extracellular space

2 2 - - - - GO:0008289//lipid bindingGO:0005615//extracellular space

2 2 * - K03996|1|0.0|1581|hsa:730|complement component 7GO:0006957//complement activation, alternative pathway;GO:0019835//cytolysis;GO:0006958//complement activation, classical pathway- GO:0005579//membrane attack complex;GO:0005576//extracellular region

1 1 - - K08767|1|4e-72|272|dre:492647|angiopoietin-like 4GO:0006631//fatty acid metabolic process;GO:0009725//response to hormone stimulus;GO:0048844//artery morphogenesis;GO:0055091//phospholipid homeostasis;GO:0009395//phospholipid catabolic process;GO:0006071//glycerol metabolic process;GO:0045766//positive regulation of angiogenesis;GO:0007229//integrin-mediated signaling pathway;GO:0010519//negative regulation of phospholipase activity;GO:0070328//triglyceride homeostasis;GO:0007160//cell-matrix adhesion;GO:0055090//acylglycerol homeostasis;GO:0019915//lipid storage;GO:0051005//negative regulation of lipoprotein lipase activity;GO:0030335//positive regulation of cell migration;GO:0042632//cholesterol homeostasis;GO:0008203//cholesterol metabolic process;GO:0050996//positive regulation of lipid catabolic processGO:0005178//integrin binding;GO:0043498//cell surface binding;GO:0004859//phospholipase inhibitor activity;GO:0008083//growth factor activityGO:0005615//extracellular space

21 21 * * K04004|1|1e-127|457|ecb:100051358|complement factor HGO:0006957//complement activation, alternative pathway- GO:0005576//extracellular region

1 1 - - K06554|1|2e-31|134|bta:789205|immunoglobulin lambda-like polypeptide 1!K06553|4|1e-21|101|ptr:470154|pre-B lymphocyte gene- -  

- - - - K06554|1|2e-28|124|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|4|2e-16|84.3|ptr:470154|pre-B lymphocyte gene- -  

- - - - K06856|1|6e-175|614|ssc:396781|immunoglobulin heavy chain- -  

- - - - K10031|1|1e-42|171|pon:100173045|C-X-C motif chemokine 12GO:0070098//chemokine-mediated signaling pathway;GO:0043434//response to peptide hormone stimulus;GO:0006955//immune response;GO:0009612//response to mechanical stimulus;GO:0008064//regulation of actin polymerization or depolymerization;GO:0001667//ameboidal cell migration;GO:0009314//response to radiation;GO:0031100//organ regeneration;GO:0033603//positive regulation of dopamine secretion;GO:0006874//cellular calcium ion homeostasis;GO:0001666//response to hypoxia;GO:0022029//telencephalon cell migration;GO:0051924//regulation of calcium ion transport;GO:0050930//induction of positive chemotaxis;GO:0009408//response to heat;GO:0008344//adult locomotory behavior;GO:0090026//positive regulation of monocyte chemotaxis;GO:0008354//germ cell migration;GO:0045666//positive regulation of neuron differentiation;GO:0001569//patterning of blood vessels;GO:0007281//germ cell development;GO:0007186//G-protein coupled receptor signaling pathway;GO:0007155//cell adhesion;GO:0048842//positive regulation of axon extension iGO:0045236//CXCR chemokine receptor binding;GO:0008083//growth factor activity;GO:0008009//chemokine activityGO:0005615//extracellular space;GO:0009897//external side of plasma membrane

12 12 - - K15412|1|0.0|822|hsa:5199|complement factor properdinGO:0042742//defense response to bacterium;GO:0006957//complement activation, alternative pathway;GO:0030449//regulation of complement activation- GO:0005615//extracellular space;GO:0031012//extracellular matrix

1 1 - - K03386|1|1e-87|322|mcc:716665|peroxiredoxin (alkyl hydroperoxide reductase subunit C) [EC:1.11.1.15]GO:0042744//hydrogen peroxide catabolic process;GO:0010310//regulation of hydrogen peroxide metabolic process;GO:0045581//negative regulation of T cell differentiation;GO:0031665//negative regulation of lipopolysaccharide-mediated signaling pathway;GO:0019430//removal of superoxide radicals;GO:0032088//negative regulation of NF-kappaB transcription factor activity;GO:0048872//homeostasis of number of cells;GO:0048538//thymus development;GO:2000378//negative regulation of reactive oxygen species metabolic process;GO:0002536//respiratory burst involved in inflammatory response;GO:0055114//oxidation-reduction process;GO:0030194//positive regulation of blood coagulation;GO:0043524//negative regulation of neuron apoptotic process;GO:0000187//activation of MAPK activity;GO:0042098//T cell proliferationGO:0008379//thioredoxin peroxidase activityGO:0005829//cytosol;GO:0005739//mitochondrion

1 1 - - K03906|1|0.0|1368|hsa:2165|coagulation factor XIII B polypeptideGO:0007596//blood coagulation- GO:0005576//extracellular region

1 1 - - K06554|1|1e-16|85.1|cfa:607364|immunoglobulin lambda-like polypeptide 1!K06553|3|1e-13|74.7|ptr:746395|pre-B lymphocyte gene- -  

- - - - K06856|1|2e-42|170|ptr:100610404|immunoglobulin heavy chain- -  

50 51 * - K05407|1|2e-40|163|hsa:5196|platelet factor 4GO:0016525//negative regulation of angiogenesis;GO:0010628//positive regulation of gene expression;GO:0030168//platelet activation;GO:0032760//positive regulation of tumor necrosis factor production;GO:0043066//negative regulation of apoptotic process;GO:0010744//positive regulation of macrophage derived foam cell differentiation;GO:0006955//immune response;GO:0045918//negative regulation of cytolysis;GO:0019221//cytokine-mediated signaling pathway;GO:0045653//negative regulation of megakaryocyte differentiation;GO:0002576//platelet degranulation;GO:0045651//positive regulation of macrophage differentiation;GO:0045347//negative regulation of MHC class II biosynthetic process;GO:0030595//leukocyte chemotaxisGO:0008201//heparin binding;GO:0008009//chemokine activityGO:0031093//platelet alpha granule lumen;GO:0005615//extracellular space

9 9 * * K09025|1|0.0|713|hsa:116519|apolipoprotein A-VGO:0045723//positive regulation of fatty acid biosynthetic process;GO:0042246//tissue regeneration;GO:0010898//positive regulation of triglyceride catabolic process;GO:0031100//organ regeneration;GO:0006869//lipid transport;GO:0055090//acylglycerol homeostasis;GO:0051006//positive regulation of lipoprotein lipase activity;GO:0042157//lipoprotein metabolic process;GO:0048260//positive regulation of receptor-mediated endocytosis;GO:0070328//triglyceride homeostasis;GO:0010902//positive regulation of very-low-density lipoprotein particle remodeling;GO:0009725//response to hormone stimulus;GO:0042632//cholesterol homeostasisGO:0050750//low-density lipoprotein particle receptor binding;GO:0060230//lipoprotein lipase activator activity;GO:0008201//heparin binding;GO:0031210//phosphatidylcholine binding;GO:0019899//enzyme bindingGO:0042627//chylomicron;GO:0034361//very-low-density lipoprotein particle;GO:0034364//high-density lipoprotein particle;GO:0034362//low-density lipoprotein particle

1 1 - - K01046|1|0.0|966|hsa:3990|triacylglycerol lipase [EC:3.1.1.3]GO:0006633//fatty acid biosynthetic process;GO:0043691//reverse cholesterol transport;GO:0034372//very-low-density lipoprotein particle remodeling;GO:0070328//triglyceride homeostasis;GO:0034375//high-density lipoprotein particle remodeling;GO:0019433//triglyceride catabolic process;GO:0034382//chylomicron remnant clearance;GO:0034638//phosphatidylcholine catabolic process;GO:0034374//low-density lipoprotein particle remodeling;GO:0042632//cholesterol homeostasis;GO:0008203//cholesterol metabolic process;GO:0034373//intermediate-density lipoprotein particle remodelingGO:0004620//phospholipase activity;GO:0050253//retinyl-palmitate esterase activity;GO:0030169//low-density lipoprotein particle binding;GO:0034185//apolipoprotein binding;GO:0004806//triglyceride lipase activity;GO:0008201//heparin bindingGO:0034364//high-density lipoprotein particle

197 197 - - K08760|1|0.0|681|hsa:337|apolipoprotein A-IVGO:0042744//hydrogen peroxide catabolic process;GO:0034378//chylomicron assembly;GO:0035634//response to stilbenoid;GO:0033344//cholesterol efflux;GO:0046470//phosphatidylcholine metabolic process;GO:0051006//positive regulation of lipoprotein lipase activity;GO:0034371//chylomicron remodeling;GO:0030300//regulation of intestinal cholesterol absorption;GO:0043691//reverse cholesterol transport;GO:0007159//leukocyte cell-cell adhesion;GO:0045723//positive regulation of fatty acid biosynthetic process;GO:0008203//cholesterol metabolic process;GO:0034375//high-density lipoprotein particle remodeling;GO:0042632//cholesterol homeostasis;GO:0019430//removal of superoxide radicals;GO:0010898//positive regulation of triglyceride catabolic process;GO:0044240//multicellular organismal lipid catabolic process;GO:0034445//negative regulation of plasma lipoprotein particle oxidation;GO:0006982//response to lipid hydroperoxide;GO:0034372//very-low-density lipoprotein particle remodeling;GO:0010873//positive regulation of cGO:0042803//protein homodimerization activity;GO:0016209//antioxidant activity;GO:0005507//copper ion binding;GO:0031210//phosphatidylcholine binding;GO:0060228//phosphatidylcholine-sterol O-acyltransferase activator activity;GO:0043499//eukaryotic cell surface binding;GO:0017127//cholesterol transporter activityGO:0009986//cell surface;GO:0034364//high-density lipoprotein particle;GO:0042627//chylomicron;GO:0005788//endoplasmic reticulum lumen;GO:0034361//very-low-density lipoprotein particle;GO:0005813//centrosome

5 3 - * K04001|1|2e-177|622|hsa:710|C1 inhibitorGO:0030168//platelet activation;GO:0001869//negative regulation of complement activation, lectin pathway;GO:0010951//negative regulation of endopeptidase activity;GO:0008015//blood circulation;GO:0042730//fibrinolysis;GO:0007597//blood coagulation, intrinsic pathway;GO:0006958//complement activation, classical pathway;GO:0002576//platelet degranulation;GO:0006508//proteolysisGO:0005515//protein binding;GO:0004867//serine-type endopeptidase inhibitor activity;GO:0008233//peptidase activityGO:0031093//platelet alpha granule lumen;GO:0005615//extracellular space

1 1 - - K02731|1|8e-63|239|hsa:5688|20S proteasome subunit alpha 4 [EC:3.4.25.1]GO:0000209//protein polyubiquitination;GO:0006521//regulation of cellular amino acid metabolic process;GO:0051437//positive regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle;GO:0042981//regulation of apoptotic process;GO:0010467//gene expression;GO:0051436//negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle;GO:0002479//antigen processing and presentation of exogenous peptide antigen via MHC class I, TAP-dependent;GO:0019048//virus-host interaction;GO:0000084//S phase of mitotic cell cycle;GO:0031145//anaphase-promoting complex-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0016071//mRNA metabolic process;GO:0006977//DNA damage response, signal transduction by p53 class mediator resulting in cell cycle arrestGO:0004298//threonine-type endopeptidase activity;GO:0042802//identical protein bindingGO:0005654//nucleoplasm;GO:0005829//cytosol;GO:0019773//proteasome core complex, alpha-subunit complex

9 9 - - K09580|1|0.0|945|hsa:5034|protein disulfide-isomerase A1 [EC:5.3.4.1]GO:0006662//glycerol ether metabolic process;GO:0006629//lipid metabolic process;GO:0045454//cell redox homeostasis;GO:0042157//lipoprotein metabolic process;GO:0018401//peptidyl-proline hydroxylation to 4-hydroxy-L-proline;GO:0030198//extracellular matrix organizationGO:0003756//protein disulfide isomerase activity;GO:0004656//procollagen-proline 4-dioxygenase activity;GO:0009055//electron carrier activity;GO:0046982//protein heterodimerization activity;GO:0015035//protein disulfide oxidoreductase activityGO:0005793//endoplasmic reticulum-Golgi intermediate compartment;GO:0009986//cell surface;GO:0042470//melanosome;GO:0005788//endoplasmic reticulum lumen;GO:0005576//extracellular region;GO:0005886//plasma membrane

- - - - K15288|1|1e-11|68.2|ecb:100050908|solute carrier family 35, member F3/4- -  

21 22 * - K07605|1|0.0|779|hsa:3848|type II keratin, basicGO:0006979//response to oxidative stress;GO:0042730//fibrinolysis;GO:0008544//epidermis development;GO:0045765//regulation of angiogenesis;GO:0001867//complement activation, lectin pathwayGO:0004872//receptor activity;GO:0005515//protein binding;GO:0005200//structural constituent of cytoskeleton;GO:0030246//carbohydrate bindingGO:0045095//keratin filament;GO:0005886//plasma membrane



19 19 - - K03903|1|0.0|1498|hsa:2243|fibrinogen alpha chainGO:0030168//platelet activation;GO:0051258//protein polymerization;GO:0007165//signal transduction;GO:0002576//platelet degranulation;GO:0051592//response to calcium ionGO:0030674//protein binding, bridging;GO:0043499//eukaryotic cell surface binding;GO:0005102//receptor bindingGO:0009897//external side of plasma membrane;GO:0031093//platelet alpha granule lumen;GO:0005938//cell cortex;GO:0005577//fibrinogen complex

1 1 - - K05699|1|0.0|1697|ptr:452993|actinin alphaGO:0030168//platelet activation;GO:0042981//regulation of apoptotic process;GO:0051017//actin filament bundle assembly;GO:0048041//focal adhesion assembly;GO:0002576//platelet degranulation;GO:0051271//negative regulation of cellular component movementGO:0005178//integrin binding;GO:0005509//calcium ion binding;GO:0019904//protein domain specific binding;GO:0051015//actin filament binding;GO:0017166//vinculin binding;GO:0044325//ion channel bindingGO:0005925//focal adhesion;GO:0031143//pseudopodium;GO:0031093//platelet alpha granule lumen;GO:0005576//extracellular region;GO:0005829//cytosol;GO:0001726//ruffle;GO:0001725//stress fiber;GO:0030018//Z disc;GO:0005916//fascia adherens;GO:0030864//cortical actin cytoskeleton;GO:0005634//nucleus

1 1 - - - GO:0008593//regulation of Notch signaling pathway;GO:0001501//skeletal system development;GO:0009888//tissue development;GO:0007155//cell adhesion;GO:0030198//extracellular matrix organizationGO:0008201//heparin bindingGO:0005578//proteinaceous extracellular matrix

1 1 - - - GO:0030168//platelet activation;GO:0043086//negative regulation of catalytic activity;GO:0002576//platelet degranulationGO:0005509//calcium ion binding;GO:0019899//enzyme binding;GO:0004857//enzyme inhibitor activityGO:0033018//sarcoplasmic reticulum lumen;GO:0042470//melanosome;GO:0005576//extracellular region;GO:0005794//Golgi apparatus

191 191 - - - GO:0061077//chaperone-mediated protein folding;GO:0009615//response to virus;GO:0051788//response to misfolded protein;GO:0030168//platelet activation;GO:2000060//positive regulation of protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0043066//negative regulation of apoptotic process;GO:0032463//negative regulation of protein homooligomerization;GO:0050821//protein stabilization;GO:0043691//reverse cholesterol transport;GO:0032436//positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0043065//positive regulation of apoptotic process;GO:0006629//lipid metabolic process;GO:0006958//complement activation, classical pathway;GO:0002576//platelet degranulation;GO:0051092//positive regulation of NF-kappaB transcription factor activity;GO:0001836//release of cytochrome c from mitochondria;GO:0045087//innate immune response;GO:2001244//positive regulation of intrinsic apoptotic signaling pathwayGO:0031625//ubiquitin protein ligase binding;GO:0051787//misfolded protein binding;GO:0016887//ATPase activityGO:0034366//spherical high-density lipoprotein particle;GO:0031093//platelet alpha granule lumen;GO:0031966//mitochondrial membrane;GO:0005829//cytosol;GO:0048471//perinuclear region of cytoplasm;GO:0005783//endoplasmic reticulum;GO:0042583//chromaffin granule;GO:0005634//nucleus;GO:0031012//extracellular matrix

- - - - K06856|1|2e-40|164|rno:100359993|immunoglobulin heavy chain- -  

5 5 - - - GO:0050886//endocrine process;GO:0008217//regulation of blood pressureGO:0005509//calcium ion bindingGO:0030658//transport vesicle membrane;GO:0030141//secretory granule;GO:0005576//extracellular region

- - - - K06856|1|1e-140|500|bta:524810|immunoglobulin heavy chain- -  

3 3 - - K10138|1|2e-22|106|mcc:696868|insulin-like growth factor-binding protein 3GO:0044342//type B pancreatic cell proliferation;GO:0006259//DNA metabolic process;GO:0006954//inflammatory response;GO:0043410//positive regulation of MAPK cascade;GO:0001558//regulation of cell growth;GO:0001501//skeletal system development;GO:0010906//regulation of glucose metabolic process;GO:0043568//positive regulation of insulin-like growth factor receptor signaling pathwayGO:0005520//insulin-like growth factor bindingGO:0005615//extracellular space

5 5 - * K06554|1|2e-21|100|cfa:607364|immunoglobulin lambda-like polypeptide 1!K06553|3|7e-17|85.9|mdo:100618555|pre-B lymphocyte gene- -  

26 26 - * - GO:0001960//negative regulation of cytokine-mediated signaling pathway;GO:0001938//positive regulation of endothelial cell proliferation;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030502//negative regulation of bone mineralization;GO:0045766//positive regulation of angiogenesis;GO:2000404//regulation of T cell migration;GO:0043123//positive regulation of I-kappaB kinase/NF-kappaB cascade;GO:0006954//inflammatory response;GO:0002828//regulation of type 2 immune response;GO:0010466//negative regulation of peptidase activityGO:0004871//signal transducer activity;GO:0043236//laminin binding;GO:0008022//protein C-terminus binding;GO:0002020//protease binding;GO:0005134//interleukin-2 receptor bindingGO:0005615//extracellular space;GO:0005578//proteinaceous extracellular matrix

2 2 - - K06856|1|8e-34|142|ecb:100060306|immunoglobulin heavy chain- -  

3 3 * - K06826|1|0.0|2475|hsa:4811|nidogen (entactin)GO:0007160//cell-matrix adhesion;GO:0010811//positive regulation of cell-substrate adhesion;GO:0032836//glomerular basement membrane developmentGO:0043237//laminin-1 binding;GO:0005518//collagen binding;GO:0005509//calcium ion bindingGO:0005605//basal lamina;GO:0071944//cell periphery

7 7 * - K01446|1|0.0|1144|hsa:114770|N-acetylmuramoyl-L-alanine amidase [EC:3.5.1.28]GO:0032827//negative regulation of natural killer cell differentiation involved in immune response;GO:0044117//growth of symbiont in host;GO:0045087//innate immune response;GO:0001519//peptide amidation;GO:0009253//peptidoglycan catabolic process;GO:0032689//negative regulation of interferon-gamma production;GO:0016045//detection of bacterium;GO:0050830//defense response to Gram-positive bacteriumGO:0008270//zinc ion binding;GO:0008745//N-acetylmuramoyl-L-alanine amidase activity;GO:0042834//peptidoglycan binding;GO:0016019//peptidoglycan receptor activityGO:0005622//intracellular;GO:0005576//extracellular region;GO:0016020//membrane

1 1 - - K06831|1|7e-76|283|pon:100453870|galectin-3GO:0008380//RNA splicing;GO:0045087//innate immune response;GO:0001501//skeletal system development;GO:0030154//cell differentiation;GO:0006397//mRNA processing;GO:0030198//extracellular matrix organizationGO:0019863//IgE binding;GO:0030246//carbohydrate bindingGO:0005681//spliceosomal complex;GO:0005743//mitochondrial inner membrane;GO:0005578//proteinaceous extracellular matrix;GO:0005886//plasma membrane

9 9 - * K09644|1|0.0|3858|hsa:4018|apolipoprotein(a) [EC:3.4.21.-]GO:0030168//platelet activation;GO:0022617//extracellular matrix disassembly;GO:2000048//negative regulation of cell-cell adhesion mediated by cadherin;GO:0006869//lipid transport;GO:0008285//negative regulation of cell proliferation;GO:0051918//negative regulation of fibrinolysis;GO:0010812//negative regulation of cell-substrate adhesion;GO:0002576//platelet degranulation;GO:0051919//positive regulation of fibrinolysis;GO:0006508//proteolysisGO:0004252//serine-type endopeptidase activity;GO:0019904//protein domain specific binding;GO:0043498//cell surface binding;GO:0001968//fibronectin binding;GO:0034185//apolipoprotein bindingGO:0031093//platelet alpha granule lumen;GO:0034358//plasma lipoprotein particle;GO:0031232//extrinsic to external side of plasma membrane

8 8 * * K14736|1|0.0|1190|hsa:7018|transferrinGO:0055085//transmembrane transport;GO:0030168//platelet activation;GO:0006879//cellular iron ion homeostasis;GO:0033572//transferrin transport;GO:0002576//platelet degranulationGO:0008199//ferric iron binding;GO:0031625//ubiquitin protein ligase bindingGO:0030141//secretory granule;GO:0009925//basal plasma membrane;GO:0005739//mitochondrion;GO:0030139//endocytic vesicle;GO:0005905//coated pit;GO:0005770//late endosome;GO:0005769//early endosome;GO:0055037//recycling endosome;GO:0048471//perinuclear region of cytoplasm;GO:0016324//apical plasma membrane;GO:0005576//extracellular region;GO:0010008//endosome membrane

15 14 - * K03905|1|0.0|868|pon:100461832|fibrinogen gamma chainGO:0030168//platelet activation;GO:0051258//protein polymerization;GO:0007165//signal transduction;GO:0002576//platelet degranulation;GO:0051592//response to calcium ionGO:0030674//protein binding, bridging;GO:0043499//eukaryotic cell surface binding;GO:0005102//receptor bindingGO:0009897//external side of plasma membrane;GO:0031093//platelet alpha granule lumen;GO:0005938//cell cortex;GO:0005577//fibrinogen complex

4 4 * * K06260|1|0.0|1009|hsa:2814|platelet glycoprotein VGO:0007160//cell-matrix adhesion;GO:0007597//blood coagulation, intrinsic pathway;GO:0010544//negative regulation of platelet activationGO:0005518//collagen bindingGO:0005887//integral to plasma membrane;GO:0009986//cell surface

9 8 - * K07296|1|4e-133|474|ptr:471032|adiponectinGO:0033034//positive regulation of myeloid cell apoptotic process;GO:0009744//response to sucrose stimulus;GO:0051899//membrane depolarization;GO:0045777//positive regulation of blood pressure;GO:0045923//positive regulation of fatty acid metabolic process;GO:0034383//low-density lipoprotein particle clearance;GO:0045599//negative regulation of fat cell differentiation;GO:0070208//protein heterotrimerization;GO:0033211//adiponectin-mediated signaling pathway;GO:0051384//response to glucocorticoid stimulus;GO:0050731//positive regulation of peptidyl-tyrosine phosphorylation;GO:0045776//negative regulation of blood pressure;GO:0043123//positive regulation of I-kappaB kinase/NF-kappaB cascade;GO:0035690//cellular response to drug;GO:0031953//negative regulation of protein autophosphorylation;GO:0010745//negative regulation of macrophage derived foam cell differentiation;GO:0014912//negative regulation of smooth muscle cell migration;GO:0043407//negative regulation of MAP kinase activity;GO:0045721//negative reguGO:0043499//eukaryotic cell surface binding;GO:0042803//protein homodimerization activity;GO:0005179//hormone activity;GO:0033691//sialic acid binding;GO:0005125//cytokine activityGO:0005783//endoplasmic reticulum;GO:0005615//extracellular space;GO:0071944//cell periphery;GO:0048471//perinuclear region of cytoplasm;GO:0005581//collagen

1 1 - - K08023|1|4e-54|213|mmu:268977|latent transforming growth factor beta binding proteinGO:0019048//virus-host interactionGO:0005201//extracellular matrix structural constituent;GO:0005509//calcium ion bindingGO:0005615//extracellular space;GO:0005578//proteinaceous extracellular matrix

3 3 - - K08627|1|0.0|835|hsa:11093|a disintegrin and metalloproteinase with thrombospondin motifs 13 [EC:3.4.24.-]GO:0030168//platelet activation;GO:0007229//integrin-mediated signaling pathway;GO:0043171//peptide catabolic process;GO:0007160//cell-matrix adhesion;GO:0006508//proteolysis;GO:0034341//response to interferon-gamma;GO:0070670//response to interleukin-4;GO:0034612//response to tumor necrosis factor;GO:0016485//protein processing;GO:0009100//glycoprotein metabolic processGO:0008270//zinc ion binding;GO:0005509//calcium ion binding;GO:0004222//metalloendopeptidase activity;GO:0005178//integrin bindingGO:0005615//extracellular space;GO:0009986//cell surface;GO:0005578//proteinaceous extracellular matrix

18 18 - * K03983|1|0.0|961|hsa:5345|alpha-2-antiplasminGO:0002034//regulation of blood vessel size by renin-angiotensin;GO:0070374//positive regulation of ERK1 and ERK2 cascade;GO:0030199//collagen fibril organization;GO:0030162//regulation of proteolysis;GO:0030168//platelet activation;GO:0051918//negative regulation of fibrinolysis;GO:0006953//acute-phase response;GO:0010757//negative regulation of plasminogen activation;GO:0045597//positive regulation of cell differentiation;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0010033//response to organic substance;GO:0051496//positive regulation of stress fiber assembly;GO:0002576//platelet degranulation;GO:0010951//negative regulation of endopeptidase activity;GO:0048514//blood vessel morphogenesis;GO:0046330//positive regulation of JNK cascade;GO:0048661//positive regulation of smooth muscle cell proliferation;GO:2000049//positive regulation of cell-cell adhesion mediated by cadherin;GO:0071636//positive regulation of transforming growth factor beta production;GO:0032967//posiGO:0042803//protein homodimerization activity;GO:0004867//serine-type endopeptidase inhibitor activity;GO:0002020//protease binding;GO:0043499//eukaryotic cell surface bindingGO:0005577//fibrinogen complex;GO:0031093//platelet alpha granule lumen

1 1 - - K05717|1|0.0|4018|ptr:459926|fibronectin 1GO:0010952//positive regulation of peptidase activity;GO:0042060//wound healing;GO:0007161//calcium-independent cell-matrix adhesion;GO:0007044//cell-substrate junction assemblyGO:0016504//peptidase activator activityGO:0016324//apical plasma membrane;GO:0005604//basement membrane

29 29 - - - GO:0042953//lipoprotein transport;GO:0033344//cholesterol efflux;GO:0045723//positive regulation of fatty acid biosynthetic process;GO:0034371//chylomicron remodeling;GO:0010898//positive regulation of triglyceride catabolic process;GO:0060697//positive regulation of phospholipid catabolic process;GO:0051006//positive regulation of lipoprotein lipase activity;GO:0043691//reverse cholesterol transport;GO:0042157//lipoprotein metabolic process;GO:0045833//negative regulation of lipid metabolic process;GO:0042493//response to drug;GO:0048261//negative regulation of receptor-mediated endocytosis;GO:0070328//triglyceride homeostasis;GO:0033700//phospholipid efflux;GO:0034384//high-density lipoprotein particle clearance;GO:0010902//positive regulation of very-low-density lipoprotein particle remodeling;GO:0034382//chylomicron remnant clearance;GO:0010518//positive regulation of phospholipase activity;GO:0032375//negative regulation of cholesterol transport;GO:0010916//negative regulation of very-low-density lipoproGO:0060230//lipoprotein lipase activator activity;GO:0043274//phospholipase binding;GO:0016004//phospholipase activator activity;GO:0055102//lipase inhibitor activity;GO:0008289//lipid binding;GO:0042803//protein homodimerization activityGO:0042627//chylomicron;GO:0034366//spherical high-density lipoprotein particle;GO:0034361//very-low-density lipoprotein particle;GO:0034363//intermediate-density lipoprotein particle;GO:0034362//low-density lipoprotein particle

1 1 - - K06856|1|4e-45|179|ptr:100610404|immunoglobulin heavy chain- -  

- - - - - - -  

- - - - K06554|1|5e-30|130|cfa:607364|immunoglobulin lambda-like polypeptide 1!K06553|4|5e-20|97.4|ecb:100072385|pre-B lymphocyte geneGO:0045087//innate immune response;GO:0006958//complement activation, classical pathwayGO:0003823//antigen bindingGO:0005886//plasma membrane;GO:0005576//extracellular region

10 10 * - K03997|1|0.0|1119|hsa:731|complement component 8 subunit alphaGO:0006957//complement activation, alternative pathway;GO:0019835//cytolysis;GO:0006958//complement activation, classical pathway- GO:0005615//extracellular space;GO:0005579//membrane attack complex

7 7 * - - GO:0030168//platelet activation;GO:0048246//macrophage chemotaxis;GO:0007204//elevation of cytosolic calcium ion concentration;GO:0048247//lymphocyte chemotaxis;GO:0050716//positive regulation of interleukin-1 secretion;GO:0045785//positive regulation of cell adhesion;GO:0006953//acute-phase response;GO:0050728//negative regulation of inflammatory response;GO:0030593//neutrophil chemotaxisGO:0001664//G-protein coupled receptor bindingGO:0034364//high-density lipoprotein particle

7 6 * * K08023|1|1e-34|148|acs:100560501|latent transforming growth factor beta binding proteinGO:0018108//peptidyl-tyrosine phosphorylation;GO:0006355//regulation of transcription, DNA-dependent;GO:0007601//visual perception;GO:0032331//negative regulation of chondrocyte differentiation;GO:0007173//epidermal growth factor receptor signaling pathwayGO:0005509//calcium ion binding;GO:0005006//epidermal growth factor-activated receptor activity;GO:0008083//growth factor activity;GO:0005154//epidermal growth factor receptor bindingGO:0005615//extracellular space;GO:0005578//proteinaceous extracellular matrix

39 39 * - K06856|1|1e-157|556|bta:524810|immunoglobulin heavy chain- -  

1 1 - - - - -  

2 2 - - K10375|1|2e-75|282|ptr:100612873|tropomyosin 4GO:0006979//response to oxidative stress;GO:0030049//muscle filament sliding;GO:0055003//cardiac myofibril assembly;GO:0060048//cardiac muscle contractionGO:0008307//structural constituent of muscle;GO:0046872//metal ion bindingGO:0005829//cytosol;GO:0030863//cortical cytoskeleton;GO:0002102//podosome;GO:0001725//stress fiber;GO:0005862//muscle thin filament tropomyosin;GO:0031941//filamentous actin

1 1 - - K05717|1|0.0|1074|hsa:2335|fibronectin 1GO:0001525//angiogenesis;GO:0008360//regulation of cell shape;GO:0030168//platelet activation;GO:0007161//calcium-independent cell-matrix adhesion;GO:0030198//extracellular matrix organization;GO:0034446//substrate adhesion-dependent cell spreading;GO:0050900//leukocyte migration;GO:0007044//cell-substrate junction assembly;GO:0006953//acute-phase response;GO:0018149//peptide cross-linking;GO:0002576//platelet degranulationGO:0016504//peptidase activator activity;GO:0045340//mercury ion binding;GO:0005201//extracellular matrix structural constituent;GO:0008201//heparin binding;GO:0002020//protease binding;GO:0005518//collagen bindingGO:0005604//basement membrane;GO:0005793//endoplasmic reticulum-Golgi intermediate compartment;GO:0031093//platelet alpha granule lumen;GO:0005577//fibrinogen complex;GO:0016324//apical plasma membrane

35 35 - * K01045|1|0.0|729|hsa:5444|arylesterase / paraoxonase [EC:3.1.1.2 3.1.8.1]GO:0010875//positive regulation of cholesterol efflux;GO:0034445//negative regulation of plasma lipoprotein particle oxidation;GO:0046395//carboxylic acid catabolic process;GO:0019439//aromatic compound catabolic process;GO:0009636//response to toxic substance;GO:0051099//positive regulation of binding;GO:0046470//phosphatidylcholine metabolic process;GO:0032411//positive regulation of transporter activity;GO:0046434//organophosphate catabolic process;GO:0009605//response to external stimulusGO:0004063//aryldialkylphosphatase activity;GO:0005509//calcium ion binding;GO:0005543//phospholipid binding;GO:0004064//arylesterase activity;GO:0042803//protein homodimerization activityGO:0034366//spherical high-density lipoprotein particle

- - - - K08672|1|0.0|1717|hsa:5046|proprotein convertase subtilisin/kexin type 6 [EC:3.4.21.-]GO:0007354//zygotic determination of anterior/posterior axis, embryo;GO:0030510//regulation of BMP signaling pathway;GO:0032902//nerve growth factor production;GO:0048011//neurotrophin TRK receptor signaling pathway;GO:0032940//secretion by cell;GO:0006508//proteolysis;GO:0007368//determination of left/right symmetry;GO:0009100//glycoprotein metabolic process;GO:0032455//nerve growth factor processingGO:0043499//eukaryotic cell surface binding;GO:0004252//serine-type endopeptidase activity;GO:0008201//heparin binding;GO:0048406//nerve growth factor bindingGO:0005796//Golgi lumen;GO:0005615//extracellular space;GO:0009986//cell surface;GO:0012505//endomembrane system;GO:0031012//extracellular matrix;GO:0016020//membrane;GO:0005783//endoplasmic reticulum

2 2 - - K05717|1|8e-157|553|hsa:2335|fibronectin 1GO:0001525//angiogenesis;GO:0008360//regulation of cell shape;GO:0030168//platelet activation;GO:0007161//calcium-independent cell-matrix adhesion;GO:0030198//extracellular matrix organization;GO:0034446//substrate adhesion-dependent cell spreading;GO:0050900//leukocyte migration;GO:0007044//cell-substrate junction assembly;GO:0006953//acute-phase response;GO:0018149//peptide cross-linking;GO:0002576//platelet degranulationGO:0016504//peptidase activator activity;GO:0045340//mercury ion binding;GO:0005201//extracellular matrix structural constituent;GO:0008201//heparin binding;GO:0002020//protease binding;GO:0005518//collagen bindingGO:0005604//basement membrane;GO:0005793//endoplasmic reticulum-Golgi intermediate compartment;GO:0031093//platelet alpha granule lumen;GO:0005577//fibrinogen complex;GO:0016324//apical plasma membrane

5 5 * - - GO:0002682//regulation of immune system process;GO:0006953//acute-phase response;GO:0006810//transportGO:0005515//protein bindingGO:0005615//extracellular space

1 1 - - - GO:0006355//regulation of transcription, DNA-dependentGO:0003677//DNA binding;GO:0008270//zinc ion bindingGO:0005576//extracellular region;GO:0005634//nucleus

- - - - K09631|1|0.0|1217|hsa:3083|hepatocyte growth factor activator [EC:3.4.21.-]GO:0006508//proteolysisGO:0004252//serine-type endopeptidase activityGO:0005615//extracellular space;GO:0005791//rough endoplasmic reticulum

- - - - K06856|1|1e-95|351|xtr:548369|immunoglobulin heavy chainGO:0006955//immune responseGO:0003823//antigen bindingGO:0005576//extracellular region;GO:0016021//integral to membrane;GO:0005886//plasma membrane

1 1 - - K03984|1|4e-61|235|mmu:20700|alpha-1-antitrypsin!K04525|3|2e-60|233|mdo:100024568|serpin peptidase inhibitor, clade A, member 3GO:0010951//negative regulation of endopeptidase activity;GO:0060046//regulation of acrosome reaction;GO:0030162//regulation of proteolysis;GO:0042246//tissue regenerationGO:0004867//serine-type endopeptidase inhibitor activityGO:0005576//extracellular region

- - - - - - -  

85 85 - - K04861|1|2e-08|61.6|mmu:319734|voltage-dependent calcium channel alpha-2/delta-4GO:0030212//hyaluronan metabolic process;GO:0045321//leukocyte activationGO:0004867//serine-type endopeptidase inhibitor activity;GO:0005509//calcium ion bindingGO:0005576//extracellular region

1 1 - - K05656|1|1e-137|489|hsa:23457|ATP-binding cassette, subfamily B (MDR/TAP), member 9GO:0001916//positive regulation of T cell mediated cytotoxicity;GO:0002474//antigen processing and presentation of peptide antigen via MHC class I;GO:0015031//protein transport;GO:0015833//peptide transport;GO:0055085//transmembrane transport;GO:0006200//ATP catabolic processGO:0046979//TAP2 binding;GO:0042288//MHC class I protein binding;GO:0046978//TAP1 binding;GO:0015421//oligopeptide-transporting ATPase activity;GO:0042605//peptide antigen binding;GO:0042803//protein homodimerization activity;GO:0005524//ATP binding;GO:0046980//tapasin bindingGO:0042825//TAP complex;GO:0005743//mitochondrial inner membrane;GO:0005765//lysosomal membrane;GO:0005769//early endosome;GO:0005886//plasma membrane

1 1 - - K06554|1|7e-19|92.4|cfa:607364|immunoglobulin lambda-like polypeptide 1!K06553|4|2e-13|73.9|ptr:470154|pre-B lymphocyte gene- -  

307 307 - - K01313|1|0.0|1301|hsa:2147|coagulation factor II (thrombin) [EC:3.4.21.5]GO:0007597//blood coagulation, intrinsic pathway;GO:0048712//negative regulation of astrocyte differentiation;GO:0008284//positive regulation of cell proliferation;GO:0043687//post-translational protein modification;GO:2000379//positive regulation of reactive oxygen species metabolic process;GO:0010544//negative regulation of platelet activation;GO:0045861//negative regulation of proteolysis;GO:0051918//negative regulation of fibrinolysis;GO:1900738//positive regulation of phospholipase C-activating G-protein coupled receptor signaling pathway;GO:0006953//acute-phase response;GO:0017187//peptidyl-glutamic acid carboxylation;GO:0001934//positive regulation of protein phosphorylation;GO:0050900//leukocyte migration;GO:0030307//positive regulation of cell growth;GO:0051281//positive regulation of release of sequestered calcium ion into cytosol;GO:0008360//regulation of cell shape;GO:0014068//positive regulation of phosphatidylinositol 3-kinase cascade;GO:0032967//positive regulation of collagen biosynthetic procGO:0008083//growth factor activity;GO:0070053//thrombospondin receptor activity;GO:0004252//serine-type endopeptidase activity;GO:0005509//calcium ion bindingGO:0005788//endoplasmic reticulum lumen;GO:0005615//extracellular space;GO:0005886//plasma membrane;GO:0005796//Golgi lumen

3 4 * - K06251|1|3e-29|132|mmu:22370|vitronectinGO:0006955//immune response;GO:0008283//cell proliferationGO:0030247//polysaccharide binding;GO:0008195//phosphatidate phosphatase activity;GO:0005044//scavenger receptor activityGO:0005576//extracellular region;GO:0016021//integral to membrane

1 1 - - K06856|1|3e-127|455|ssc:396781|immunoglobulin heavy chain- -  

- - - - K04524|1|3e-17|87.0|ptr:449586|apolipoprotein EGO:0006641//triglyceride metabolic process;GO:0014012//peripheral nervous system axon regeneration;GO:0010468//regulation of gene expression;GO:0050728//negative regulation of inflammatory response;GO:0006707//cholesterol catabolic process;GO:0007010//cytoskeleton organization;GO:0019934//cGMP-mediated signaling;GO:0010875//positive regulation of cholesterol efflux;GO:0007263//nitric oxide mediated signal transduction;GO:0043691//reverse cholesterol transport;GO:0051651//maintenance of location in cell;GO:0010544//negative regulation of platelet activation;GO:0042311//vasodilation;GO:0046907//intracellular transport;GO:0002021//response to dietary excess;GO:0045471//response to ethanol;GO:0034375//high-density lipoprotein particle remodeling;GO:0006874//cellular calcium ion homeostasis;GO:0007271//synaptic transmission, cholinergic;GO:0045541//negative regulation of cholesterol biosynthetic process;GO:0006898//receptor-mediated endocytosis;GO:0042632//cholesterol homeostasis;GO:0001937//negative regulation ofGO:0050750//low-density lipoprotein particle receptor binding;GO:0042803//protein homodimerization activity;GO:0016209//antioxidant activity;GO:0070326//very-low-density lipoprotein particle receptor binding;GO:0008201//heparin binding;GO:0005543//phospholipid binding;GO:0046911//metal chelating activity;GO:0001540//beta-amyloid binding;GO:0060228//phosphatidylcholine-sterol O-acyltransferase activator activity;GO:0071813//lipoprotein particle binding;GO:0046982//protein heterodimerization activity;GO:0017127//cholesterol transporter activity;GO:0048156//tau protein bindingGO:0031232//extrinsic to external side of plasma membrane;GO:0034364//high-density lipoprotein particle;GO:0042627//chylomicron;GO:0034363//intermediate-density lipoprotein particle;GO:0005769//early endosome;GO:0005794//Golgi apparatus;GO:0034362//low-density lipoprotein particle;GO:0030425//dendrite;GO:0005874//microtubule;GO:0034361//very-low-density lipoprotein particle;GO:0043025//neuronal cell body;GO:0005770//late endosome

1 1 - - K06554|1|4e-31|132|bta:789205|immunoglobulin lambda-like polypeptide 1!K06553|4|8e-23|105|ptr:470154|pre-B lymphocyte gene- -  

2 2 - - K04659|1|0.0|2225|ptr:453319|thrombospondinGO:0016525//negative regulation of angiogenesis;GO:2000462//positive regulation of eukaryotic cell surface binding;GO:0006955//immune response;GO:0043032//positive regulation of macrophage activation;GO:0043652//engulfment of apoptotic cell;GO:0003417//growth plate cartilage development;GO:0045727//positive regulation of translation;GO:0009749//response to glucose stimulus;GO:0002581//negative regulation of antigen processing and presentation of peptide or polysaccharide antigen via MHC class II;GO:2000379//positive regulation of reactive oxygen species metabolic process;GO:0045766//positive regulation of angiogenesis;GO:0030511//positive regulation of transforming growth factor beta receptor signaling pathway;GO:0032695//negative regulation of interleukin-12 production;GO:0018149//peptide cross-linking;GO:0032914//positive regulation of transforming growth factor beta1 production;GO:0010763//positive regulation of fibroblast migration;GO:0051895//negative regulation of focal adhesion assembly;GO:0042535//posGO:0070051//fibrinogen binding;GO:0008201//heparin binding;GO:0070052//collagen V binding;GO:0005178//integrin binding;GO:0017134//fibroblast growth factor binding;GO:0001968//fibronectin binding;GO:0042802//identical protein binding;GO:0030169//low-density lipoprotein particle binding;GO:0001786//phosphatidylserine binding;GO:0043499//eukaryotic cell surface binding;GO:0050431//transforming growth factor beta binding;GO:0005509//calcium ion binding;GO:0043394//proteoglycan binding;GO:0043236//laminin bindingGO:0005577//fibrinogen complex;GO:0009897//external side of plasma membrane;GO:0031093//platelet alpha granule lumen;GO:0031012//extracellular matrix

- - - - - GO:0060285//ciliary cell motility;GO:0060286//flagellar cell motility;GO:0060287//epithelial cilium movement involved in determination of left/right asymmetry;GO:0070286//axonemal dynein complex assembly- GO:0005737//cytoplasm;GO:0005929//cilium

20 20 * - K03993|1|0.0|1410|hsa:10747|mannan-binding lectin serine protease 2 [EC:3.4.21.104]GO:0006958//complement activation, classical pathway;GO:0001867//complement activation, lectin pathway;GO:0006508//proteolysisGO:0004252//serine-type endopeptidase activity;GO:0005509//calcium ion binding;GO:0048306//calcium-dependent protein bindingGO:0005576//extracellular region

1 1 - - K07860|1|4e-83|306|mcc:696709|Ras-related C3 botulinum toxin substrate 2GO:0007411//axon guidance;GO:0030168//platelet activation;GO:0045453//bone resorption;GO:0051056//regulation of small GTPase mediated signal transduction;GO:0010310//regulation of hydrogen peroxide metabolic process;GO:0006184//GTP catabolic process;GO:0030036//actin cytoskeleton organization;GO:0008284//positive regulation of cell proliferation;GO:0030031//cell projection assembly;GO:0060263//regulation of respiratory burstGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0005829//cytosol;GO:0005635//nuclear envelope;GO:0005886//plasma membrane

112 112 * - K04002|1|0.0|1110|hsa:722|complement component 4 binding protein, alphaGO:0045087//innate immune response;GO:0030449//regulation of complement activation;GO:0006958//complement activation, classical pathwayGO:0005515//protein bindingGO:0005737//cytoplasm;GO:0005886//plasma membrane;GO:0005576//extracellular region

- - - - - GO:0060487//lung epithelial cell differentiation;GO:0000086//G2/M transition of mitotic cell cycle;GO:0000090//mitotic anaphase;GO:0006997//nucleus organization;GO:0000132//establishment of mitotic spindle orientationGO:0005515//protein binding;GO:0005198//structural molecule activityGO:0005829//cytosol;GO:0005730//nucleolus;GO:0000922//spindle pole;GO:0005876//spindle microtubule;GO:0005694//chromosome;GO:0005654//nucleoplasm;GO:0045177//apical part of cell

1 1 - - K04525|1|2e-99|362|oaa:100086374|serpin peptidase inhibitor, clade A, member 3!K03984|4|3e-87|322|acs:100560217|alpha-1-antitrypsinGO:0010951//negative regulation of endopeptidase activity;GO:0030162//regulation of proteolysisGO:0004867//serine-type endopeptidase inhibitor activityGO:0005737//cytoplasm;GO:0005576//extracellular region;GO:0016020//membrane

2 2 - - K08023|1|0.0|2690|hsa:4052|latent transforming growth factor beta binding proteinGO:0035583//sequestering of TGFbeta in extracellular matrixGO:0005024//transforming growth factor beta-activated receptor activity;GO:0005509//calcium ion binding;GO:0019838//growth factor bindingGO:0005578//proteinaceous extracellular matrix

- - - - K07249|1|0.0|874|hsa:216|retinal dehydrogenase [EC:1.2.1.36]GO:0032320//positive regulation of Ras GTPase activity;GO:0042572//retinol metabolic process;GO:0006081//cellular aldehyde metabolic process;GO:0006069//ethanol oxidation;GO:0006805//xenobiotic metabolic processGO:0005497//androgen binding;GO:0004029//aldehyde dehydrogenase (NAD) activity;GO:0001758//retinal dehydrogenase activity;GO:0005099//Ras GTPase activator activityGO:0005829//cytosol

2 2 - - K01333|1|0.0|1121|hsa:3426|complement factor I [EC:3.4.21.45]GO:0006958//complement activation, classical pathway;GO:0045087//innate immune response;GO:0006508//proteolysis;GO:0030449//regulation of complement activationGO:0005044//scavenger receptor activity;GO:0004252//serine-type endopeptidase activityGO:0005615//extracellular space;GO:0016020//membrane

676 676 - - K03990|1|0.0|3407|hsa:718|complement component 3GO:0002507//tolerance induction;GO:0070374//positive regulation of ERK1 and ERK2 cascade;GO:0006958//complement activation, classical pathway;GO:0010828//positive regulation of glucose transport;GO:0051384//response to glucocorticoid stimulus;GO:0045766//positive regulation of angiogenesis;GO:0010575//positive regulation vascular endothelial growth factor production;GO:0006957//complement activation, alternative pathway;GO:0007596//blood coagulation;GO:0001798//positive regulation of type IIa hypersensitivity;GO:0001934//positive regulation of protein phosphorylation;GO:0006935//chemotaxis;GO:0032026//response to magnesium ion;GO:0048639//positive regulation of developmental growth;GO:0032570//response to progesterone stimulus;GO:0001970//positive regulation of activation of membrane attack complex;GO:0010951//negative regulation of endopeptidase activity;GO:0050766//positive regulation of phagocytosis;GO:0010884//positive regulation of lipid storage;GO:0010866//regulation of triglyceride biosynthetic processGO:0031715//C5L2 anaphylatoxin chemotactic receptor binding;GO:0048037//cofactor binding;GO:0008289//lipid binding;GO:0004866//endopeptidase inhibitor activityGO:0005615//extracellular space;GO:0005886//plasma membrane

87 87 - - K08759|1|6e-27|119|hsa:345|apolipoprotein C-IIIGO:0007186//G-protein coupled receptor signaling pathway;GO:0033344//cholesterol efflux;GO:0010989//negative regulation of low-density lipoprotein particle clearance;GO:0010903//negative regulation of very-low-density lipoprotein particle remodeling;GO:0060621//negative regulation of cholesterol import;GO:0032488//Cdc42 protein signal transduction;GO:0008203//cholesterol metabolic process;GO:0043691//reverse cholesterol transport;GO:0034379//very-low-density lipoprotein particle assembly;GO:0042157//lipoprotein metabolic process;GO:0010987//negative regulation of high-density lipoprotein particle clearance;GO:0048261//negative regulation of receptor-mediated endocytosis;GO:0034375//high-density lipoprotein particle remodeling;GO:0051005//negative regulation of lipoprotein lipase activity;GO:0070328//triglyceride homeostasis;GO:0033700//phospholipid efflux;GO:0010897//negative regulation of triglyceride catabolic process;GO:0045717//negative regulation of fatty acid biosynthetic process;GO:0034382//chylomicronGO:0015485//cholesterol binding;GO:0005543//phospholipid binding;GO:0055102//lipase inhibitor activity;GO:0070653//high-density lipoprotein particle receptor bindingGO:0042627//chylomicron;GO:0034366//spherical high-density lipoprotein particle;GO:0034361//very-low-density lipoprotein particle;GO:0034363//intermediate-density lipoprotein particle

1 1 - - K06554|1|6e-26|115|bta:789205|immunoglobulin lambda-like polypeptide 1!K06553|3|6e-20|95.9|ptr:470154|pre-B lymphocyte gene- -  

- - - - - GO:0030168//platelet activation;GO:0048246//macrophage chemotaxis;GO:0007204//elevation of cytosolic calcium ion concentration;GO:0048247//lymphocyte chemotaxis;GO:0050716//positive regulation of interleukin-1 secretion;GO:0045785//positive regulation of cell adhesion;GO:0006953//acute-phase response;GO:0050728//negative regulation of inflammatory response;GO:0030593//neutrophil chemotaxisGO:0001664//G-protein coupled receptor bindingGO:0034364//high-density lipoprotein particle

55 56 * * K03994|1|0.0|3330|hsa:727|complement component 5GO:0033602//negative regulation of dopamine secretion;GO:0001701//in utero embryonic development;GO:0090197//positive regulation of chemokine secretion;GO:0006958//complement activation, classical pathway;GO:0045766//positive regulation of angiogenesis;GO:0010575//positive regulation vascular endothelial growth factor production;GO:0006957//complement activation, alternative pathway;GO:0006874//cellular calcium ion homeostasis;GO:0010700//negative regulation of norepinephrine secretion;GO:0042593//glucose homeostasis;GO:0010760//negative regulation of macrophage chemotaxis;GO:0050921//positive regulation of chemotaxis;GO:0002523//leukocyte migration involved in inflammatory response;GO:0019835//cytolysis;GO:0007186//G-protein coupled receptor signaling pathway;GO:0000187//activation of MAPK activity;GO:0006917//induction of apoptosisGO:0031714//C5a anaphylatoxin chemotactic receptor binding;GO:0008009//chemokine activity;GO:0004866//endopeptidase inhibitor activityGO:0005579//membrane attack complex;GO:0005615//extracellular space

3 3 - - K10138|1|7e-23|107|mdo:100618843|insulin-like growth factor-binding protein 3GO:0006987//activation of signaling protein activity involved in unfolded protein response;GO:0008286//insulin receptor signaling pathway;GO:0048015//phosphatidylinositol-mediated signaling;GO:0030307//positive regulation of cell growth;GO:0006006//glucose metabolic process;GO:0042246//tissue regenerationGO:0005520//insulin-like growth factor bindingGO:0005615//extracellular space

- - - - K06856|1|4e-26|116|bta:524810|immunoglobulin heavy chain- -  

1 1 - - K01062|1|0.0|923|hsa:7941|1-alkyl-2-acetylglycerophosphocholine esterase [EC:3.1.1.47]GO:0034440//lipid oxidation;GO:0016042//lipid catabolic process;GO:0050729//positive regulation of inflammatory response;GO:0090026//positive regulation of monocyte chemotaxis;GO:0034374//low-density lipoprotein particle remodeling;GO:0034441//plasma lipoprotein particle oxidationGO:0003847//1-alkyl-2-acetylglycerophosphocholine esterase activity;GO:0047499//calcium-independent phospholipase A2 activity;GO:0005543//phospholipid bindingGO:0034362//low-density lipoprotein particle

43 43 * - K00432|1|1e-120|432|ptr:471703|glutathione peroxidase [EC:1.11.1.9]GO:0042744//hydrogen peroxide catabolic process;GO:0055114//oxidation-reduction process;GO:0051412//response to corticosterone stimulus;GO:0007565//female pregnancy;GO:0006749//glutathione metabolic process;GO:0006982//response to lipid hydroperoxide;GO:0014070//response to organic cyclic compound;GO:0002238//response to molecule of fungal origin;GO:0042493//response to drug;GO:0051289//protein homotetramerization;GO:0010269//response to selenium ionGO:0004602//glutathione peroxidase activity;GO:0008134//transcription factor binding;GO:0043295//glutathione binding;GO:0008430//selenium bindingGO:0005615//extracellular space

9 9 - * K03992|1|0.0|1427|ptr:460925|mannan-binding lectin serine protease 1 [EC:3.4.21.-]GO:0006508//proteolysis;GO:0045916//negative regulation of complement activation;GO:0001867//complement activation, lectin pathwayGO:0005509//calcium ion binding;GO:0048306//calcium-dependent protein binding;GO:0004252//serine-type endopeptidase activity;GO:0042803//protein homodimerization activityGO:0005615//extracellular space

- - - - K06856|1|2e-65|249|xtr:548369|immunoglobulin heavy chainGO:0006955//immune responseGO:0003823//antigen bindingGO:0005576//extracellular region;GO:0016021//integral to membrane;GO:0005886//plasma membrane

3 3 * * - GO:0022414//reproductive processGO:0004872//receptor activity;GO:0046872//metal ion binding;GO:0005515//protein bindingGO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membrane;GO:0016021//integral to membrane;GO:0005576//extracellular region

7 7 - - K03909|1|2e-18|93.6|oaa:100086245|tissue factor pathway inhibitorGO:0042167//heme catabolic process;GO:0046329//negative regulation of JNK cascade;GO:0050777//negative regulation of immune response;GO:0018298//protein-chromophore linkage;GO:0007565//female pregnancy;GO:0007155//cell adhesion;GO:0019048//virus-host interactionGO:0004867//serine-type endopeptidase inhibitor activity;GO:0019855//calcium channel inhibitor activity;GO:0046904//calcium oxalate binding;GO:0020037//heme binding;GO:0019862//IgA binding;GO:0042803//protein homodimerization activity;GO:0036094//small molecule bindingGO:0005576//extracellular region;GO:0005886//plasma membrane

2 2 - - K04667|1|0.0|640|hsa:83729|inhibin, betaGO:0040007//growthGO:0008083//growth factor activity;GO:0005179//hormone activityGO:0005576//extracellular region

- - - - K10360|1|6e-22|105|mmu:270163|myosin IXGO:0032855//positive regulation of Rac GTPase activityGO:0005070//SH3/SH2 adaptor activity;GO:0030675//Rac GTPase activator activity;GO:0017124//SH3 domain bindingGO:0005829//cytosol;GO:0043231//intracellular membrane-bounded organelle;GO:0001726//ruffle;GO:0005886//plasma membrane

1 1 - - - GO:0034394//protein localization to cell surface;GO:2000121//regulation of removal of superoxide radicals;GO:0048251//elastic fiber assembly;GO:0007160//cell-matrix adhesion;GO:0007596//blood coagulationGO:0005509//calcium ion binding;GO:0004888//transmembrane signaling receptor activity;GO:0008022//protein C-terminus binding;GO:0005178//integrin bindingGO:0005615//extracellular space;GO:0005578//proteinaceous extracellular matrix;GO:0005737//cytoplasm;GO:0016020//membrane;GO:0071953//elastic fiber

8 8 - * K06238|1|0.0|2052|hsa:1293|collagen, type VI, alphaGO:0007411//axon guidance;GO:0009749//response to glucose stimulus;GO:0007517//muscle organ development;GO:0007155//cell adhesion;GO:0030198//extracellular matrix organizationGO:0004867//serine-type endopeptidase inhibitor activityGO:0030133//transport vesicle;GO:0005615//extracellular space;GO:0005788//endoplasmic reticulum lumen;GO:0042383//sarcolemma;GO:0005589//collagen type VI

- - - - K06554|1|5e-19|92.8|cfa:607364|immunoglobulin lambda-like polypeptide 1!K06553|4|6e-16|82.4|mdo:100618555|pre-B lymphocyte gene- -  

5 4 - * - GO:0006955//immune responseGO:0003823//antigen bindingGO:0005576//extracellular region

1 1 - - K06554|1|6e-39|160|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|4|8e-22|103|ecb:100072385|pre-B lymphocyte gene- -  

103 103 - - K03902|1|0.0|4384|hsa:2153|coagulation factor V (labile factor)GO:0030168//platelet activation;GO:0007155//cell adhesion;GO:0002576//platelet degranulation;GO:0008015//blood circulationGO:0005507//copper ion binding;GO:0005515//protein bindingGO:0005615//extracellular space;GO:0031093//platelet alpha granule lumen;GO:0005886//plasma membrane

27 27 * - K01330|1|0.0|1474|hsa:715|complement component 1, r subcomponent [EC:3.4.21.41]GO:0045087//innate immune response;GO:0006958//complement activation, classical pathway;GO:0006508//proteolysisGO:0004252//serine-type endopeptidase activity;GO:0005509//calcium ion bindingGO:0005576//extracellular region

2 2 - - K11251|1|9e-56|214|oaa:100093297|histone H2AGO:0006334//nucleosome assemblyGO:0003677//DNA binding;GO:0019899//enzyme bindingGO:0000786//nucleosome;GO:0005634//nucleus

6 6 * * K10789|1|0.0|1481|hsa:4353|myeloperoxidase [EC:1.11.1.7]GO:0006952//defense response;GO:0042744//hydrogen peroxide catabolic process;GO:0055114//oxidation-reduction process;GO:0034374//low-density lipoprotein particle remodelingGO:0046872//metal ion binding;GO:0004601//peroxidase activity;GO:0020037//heme binding;GO:0008201//heparin binding;GO:0003682//chromatin bindingGO:0005764//lysosome;GO:0030141//secretory granule;GO:0005615//extracellular space;GO:0005634//nucleus

31 31 * - K03900|1|0.0|5347|hsa:7450|von Willebrand factorGO:0030168//platelet activation;GO:0001889//liver development;GO:0051260//protein homooligomerization;GO:0001890//placenta development;GO:0031589//cell-substrate adhesionGO:0047485//protein N-terminus binding;GO:0051087//chaperone binding;GO:0001948//glycoprotein binding;GO:0002020//protease binding;GO:0019865//immunoglobulin binding;GO:0005518//collagen binding;GO:0005178//integrin binding;GO:0042803//protein homodimerization activityGO:0009897//external side of plasma membrane;GO:0033093//Weibel-Palade body;GO:0005578//proteinaceous extracellular matrix;GO:0005783//endoplasmic reticulum

70 70 - - K04000|1|0.0|1112|hsa:735|complement component 9GO:0019835//cytolysis;GO:0006917//induction of apoptosis;GO:0006957//complement activation, alternative pathway;GO:0006958//complement activation, classical pathway;GO:0006919//activation of cysteine-type endopeptidase activity involved in apoptotic process;GO:0019836//hemolysis by symbiont of host erythrocytes;GO:0007596//blood coagulation- GO:0005579//membrane attack complex;GO:0005576//extracellular region

2 2 * - K06554|1|5e-16|82.8|cfa:607364|immunoglobulin lambda-like polypeptide 1!K06553|4|8e-14|75.5|mdo:100618555|pre-B lymphocyte gene- -  

- - - - K01319|1|1e-126|452|hsa:1511|cathepsin G [EC:3.4.21.20]GO:0070946//neutrophil mediated killing of gram-positive bacterium;GO:0022617//extracellular matrix disassembly;GO:0050778//positive regulation of immune response;GO:0006508//proteolysis;GO:0032496//response to lipopolysaccharide;GO:0050832//defense response to fungus;GO:0044130//negative regulation of growth of symbiont in hostGO:0004252//serine-type endopeptidase activity;GO:0008201//heparin bindingGO:0030141//secretory granule;GO:0005615//extracellular space;GO:0009986//cell surface;GO:0031012//extracellular matrix;GO:0005886//plasma membrane

1 1 - - K06238|1|2e-08|61.6|gga:428448|collagen, type VI, alpha!K06594|2|2e-07|58.5|rno:64350|integrin alpha DGO:0034446//substrate adhesion-dependent cell spreading;GO:0022414//reproductive process;GO:0031532//actin cytoskeleton reorganizationGO:0046872//metal ion binding;GO:0004888//transmembrane signaling receptor activity;GO:0005518//collagen binding;GO:0051015//actin filament bindingGO:0031258//lamellipodium membrane;GO:0016021//integral to membrane;GO:0031527//filopodium membrane

19 18 * - K01883|1|5e-76|286|xtr:448227|cysteinyl-tRNA synthetase [EC:6.1.1.16]!K12258|3|9e-23|108|mgp:100541094|vitamin D-binding proteinGO:0051180//vitamin transportGO:0008431//vitamin E bindingGO:0005615//extracellular space

448 448 - - K06251|1|0.0|939|hsa:7448|vitronectinGO:0032092//positive regulation of protein binding;GO:0090303//positive regulation of wound healing;GO:0033627//cell adhesion mediated by integrin;GO:0010951//negative regulation of endopeptidase activity;GO:0006955//immune response;GO:0061302//smooth muscle cell-matrix adhesion;GO:0030195//negative regulation of blood coagulation;GO:0048260//positive regulation of receptor-mediated endocytosis;GO:0050731//positive regulation of peptidyl-tyrosine phosphorylation;GO:0030949//positive regulation of vascular endothelial growth factor receptor signaling pathway;GO:0014911//positive regulation of smooth muscle cell migrationGO:0005178//integrin binding;GO:0005044//scavenger receptor activity;GO:0008201//heparin bindingGO:0005615//extracellular space;GO:0071062//alphav-beta3 integrin-vitronectin complex;GO:0031012//extracellular matrix

7 7 - - K14477|1|6e-180|630|ptr:745555|haptoglobin-related protein!K01330|5|1e-48|194|gga:418295|complement component 1, r subcomponent [EC:3.4.21.41]GO:0006952//defense response;GO:0010942//positive regulation of cell death;GO:0006879//cellular iron ion homeostasis;GO:2000296//negative regulation of hydrogen peroxide catabolic process;GO:0006508//proteolysis;GO:0051354//negative regulation of oxidoreductase activityGO:0030492//hemoglobin binding;GO:0004252//serine-type endopeptidase activityGO:0005615//extracellular space;GO:0031838//haptoglobin-hemoglobin complex

2 2 - - K06271|1|0.0|4656|hsa:7094|talinGO:0007411//axon guidance;GO:0030168//platelet activation;GO:0007155//cell adhesion;GO:0007043//cell-cell junction assembly;GO:0006928//cellular component movement;GO:0007016//cytoskeletal anchoring at plasma membrane;GO:0006936//muscle contraction;GO:0007044//cell-substrate junction assembly;GO:0006987//activation of signaling protein activity involved in unfolded protein response;GO:0002576//platelet degranulation;GO:0030866//cortical actin cytoskeleton organizationGO:0030274//LIM domain binding;GO:0003779//actin binding;GO:0017166//vinculin binding;GO:0005200//structural constituent of cytoskeleton;GO:0005158//insulin receptor bindingGO:0005925//focal adhesion;GO:0005911//cell-cell junction;GO:0032587//ruffle membrane;GO:0043231//intracellular membrane-bounded organelle;GO:0015629//actin cytoskeleton;GO:0005576//extracellular region;GO:0005829//cytosol;GO:0005813//centrosome

- - - - K06856|1|5e-30|129|ecb:100060306|immunoglobulin heavy chain- -  

- - - - K06825|1|0.0|2612|hsa:2200|fibrillin 1GO:0035582//sequestering of BMP in extracellular matrix;GO:0007507//heart development;GO:0001501//skeletal system development;GO:0035583//sequestering of TGFbeta in extracellular matrixGO:0005509//calcium ion binding;GO:0005515//protein binding;GO:0005201//extracellular matrix structural constituentGO:0005604//basement membrane;GO:0005615//extracellular space;GO:0001527//microfibril

- - - - K13073|1|0.0|1410|hsa:5284|polymeric immunoglobulin receptor- - GO:0005576//extracellular region;GO:0005887//integral to plasma membrane;GO:0055038//recycling endosome membrane;GO:0030133//transport vesicle

- - - - K05901|1|8e-108|389|hsa:645|biliverdin reductase / flavin reductase [EC:1.3.1.24 1.5.1.30]GO:0044281//small molecule metabolic process;GO:0042167//heme catabolic process;GO:0055114//oxidation-reduction processGO:0042602//riboflavin reductase (NADPH) activity;GO:0004074//biliverdin reductase activity;GO:0000166//nucleotide bindingGO:0005829//cytosol

7 7 * * K03989|1|3e-20|97.1|pon:100171517|complement component 4GO:0006958//complement activation, classical pathway;GO:0045087//innate immune response;GO:0030449//regulation of complement activationGO:0004866//endopeptidase inhibitor activityGO:0005615//extracellular space;GO:0005886//plasma membrane

1 1 - - K06554|1|1e-32|138|bta:789205|immunoglobulin lambda-like polypeptide 1!K06553|2|2e-28|124|ptr:470154|pre-B lymphocyte gene- -  

- - - - K03996|1|0.0|1566|hsa:730|complement component 7GO:0006957//complement activation, alternative pathway;GO:0019835//cytolysis;GO:0006958//complement activation, classical pathway- GO:0005579//membrane attack complex;GO:0005576//extracellular region

- - - - K08288|1|0.0|818|hsa:5589|protein kinase C substrate 80K-HGO:0007243//intracellular protein kinase cascade;GO:0018279//protein N-linked glycosylation via asparagine;GO:0006457//protein folding;GO:0045087//innate immune response;GO:0043687//post-translational protein modificationGO:0005080//protein kinase C binding;GO:0003824//catalytic activityGO:0005788//endoplasmic reticulum lumen

14 14 * * K10104|1|7e-158|556|hsa:2220|ficolinGO:0008228//opsonization;GO:0007165//signal transduction;GO:0001867//complement activation, lectin pathwayGO:0003823//antigen binding;GO:0030246//carbohydrate binding;GO:0005509//calcium ion binding;GO:0005102//receptor binding;GO:0048306//calcium-dependent protein bindingGO:0005615//extracellular space;GO:0005581//collagen

- - - - K01323|1|0.0|1305|hsa:2160|coagulation factor XI [EC:3.4.21.27]GO:0007597//blood coagulation, intrinsic pathway;GO:0031639//plasminogen activation;GO:0051919//positive regulation of fibrinolysis;GO:0006508//proteolysisGO:0005515//protein binding;GO:0004252//serine-type endopeptidase activity;GO:0008201//heparin bindingGO:0005615//extracellular space;GO:0005886//plasma membrane

48 48 * * K10104|1|2e-136|485|hsa:8547|ficolinGO:0007165//signal transduction;GO:0001867//complement activation, lectin pathwayGO:0030246//carbohydrate binding;GO:0005102//receptor bindingGO:0005615//extracellular space;GO:0005581//collagen

- - - - K10414|1|0.0|8605|hsa:79659|dynein heavy chain 2, cytosolicGO:0030900//forebrain development;GO:0008105//asymmetric protein localization;GO:0009953//dorsal/ventral pattern formation;GO:0007018//microtubule-based movement;GO:0007030//Golgi organization;GO:0016485//protein processing;GO:0007368//determination of left/right symmetry;GO:0042384//cilium assembly;GO:0019886//antigen processing and presentation of exogenous peptide antigen via MHC class II;GO:0030326//embryonic limb morphogenesisGO:0003777//microtubule motor activity;GO:0005524//ATP binding;GO:0016887//ATPase activityGO:0035085//cilium axoneme;GO:0005829//cytosol;GO:0030286//dynein complex;GO:0005874//microtubule;GO:0031512//motile primary cilium;GO:0045177//apical part of cell;GO:0005794//Golgi apparatus;GO:0005886//plasma membrane

1 1 - - - GO:0006935//chemotaxis;GO:0001501//skeletal system development;GO:0030178//negative regulation of Wnt receptor signaling pathway- GO:0005737//cytoplasm;GO:0005615//extracellular space

603 603 - - K08757|1|1e-134|479|ptr:451564|apolipoprotein A-IGO:0070508//cholesterol import;GO:0050728//negative regulation of inflammatory response;GO:0001935//endothelial cell proliferation;GO:0051347//positive regulation of transferase activity;GO:0033344//cholesterol efflux;GO:0001932//regulation of protein phosphorylation;GO:0034115//negative regulation of heterotypic cell-cell adhesion;GO:0018206//peptidyl-methionine modification;GO:0030300//regulation of intestinal cholesterol absorption;GO:0043691//reverse cholesterol transport;GO:0008211//glucocorticoid metabolic process;GO:0002740//negative regulation of cytokine secretion involved in immune response;GO:0050713//negative regulation of interleukin-1 beta secretion;GO:0030168//platelet activation;GO:0018158//protein oxidation;GO:0006656//phosphatidylcholine biosynthetic process;GO:0034375//high-density lipoprotein particle remodeling;GO:0043534//blood vessel endothelial cell migration;GO:0042632//cholesterol homeostasis;GO:0034384//high-density lipoprotein particle clearance;GO:0019915//lipid storage;GO:0002576GO:0005543//phospholipid binding;GO:0001540//beta-amyloid binding;GO:0060228//phosphatidylcholine-sterol O-acyltransferase activator activity;GO:0015485//cholesterol binding;GO:0034191//apolipoprotein A-I receptor binding;GO:0042802//identical protein binding;GO:0008035//high-density lipoprotein particle binding;GO:0017127//cholesterol transporter activity;GO:0019899//enzyme binding;GO:0070653//high-density lipoprotein particle receptor bindingGO:0030139//endocytic vesicle;GO:0005788//endoplasmic reticulum lumen;GO:0005886//plasma membrane;GO:0030141//secretory granule;GO:0034361//very-low-density lipoprotein particle;GO:0034366//spherical high-density lipoprotein particle



1 1 - - K06553|1|9e-36|148|ptr:470154|pre-B lymphocyte gene!K06554|2|5e-25|112|bta:789205|immunoglobulin lambda-like polypeptide 1- -  

1 1 - - K05460|1|1e-172|607|tgu:100218784|hepatocyte growth factorGO:0001569//patterning of blood vessels;GO:0007243//intracellular protein kinase cascade;GO:0001841//neural tube formation;GO:0007417//central nervous system development;GO:0046621//negative regulation of organ growth;GO:0090090//negative regulation of canonical Wnt receptor signaling pathway;GO:0000902//cell morphogenesis;GO:0046777//protein autophosphorylation;GO:0060215//primitive hemopoiesis;GO:0008285//negative regulation of cell proliferation;GO:0018105//peptidyl-serine phosphorylation;GO:0006917//induction of apoptosis;GO:0035329//hippo signaling cascade;GO:0060706//cell differentiation involved in embryonic placenta development;GO:0071902//positive regulation of protein serine/threonine kinase activity;GO:0006508//proteolysis;GO:0030216//keratinocyte differentiation;GO:0003157//endocardium developmentGO:0004252//serine-type endopeptidase activity;GO:0004674//protein serine/threonine kinase activity;GO:0000287//magnesium ion binding;GO:0042803//protein homodimerization activity;GO:0008134//transcription factor binding;GO:0005524//ATP binding;GO:0043539//protein serine/threonine kinase activator activityGO:0005576//extracellular region;GO:0005829//cytosol;GO:0005634//nucleus

8 8 * - K00134|1|3e-150|530|hsa:2597|glyceraldehyde 3-phosphate dehydrogenase [EC:1.2.1.12]GO:0051402//neuron apoptotic process;GO:0055114//oxidation-reduction process;GO:0035606//peptidyl-cysteine S-trans-nitrosylation;GO:0050821//protein stabilization;GO:0000226//microtubule cytoskeleton organization;GO:0006096//glycolysis;GO:0006094//gluconeogenesis;GO:0044281//small molecule metabolic processGO:0051287//NAD binding;GO:0008017//microtubule binding;GO:0035605//peptidyl-cysteine S-nitrosylase activity;GO:0004365//glyceraldehyde-3-phosphate dehydrogenase (NAD+) (phosphorylating) activity;GO:0050661//NADP bindingGO:0005829//cytosol;GO:0015630//microtubule cytoskeleton;GO:0048471//perinuclear region of cytoplasm;GO:0005811//lipid particle;GO:0016020//membrane;GO:0005634//nucleus

1 1 - - K06856|1|2e-177|622|ssc:396781|immunoglobulin heavy chain- -  

- - - - K06856|1|3e-47|186|ptr:745068|immunoglobulin heavy chain- -  

- - - - K01106|1|3e-128|458|gga:771549|inositol-1,4,5-trisphosphate 5-phosphatase [EC:3.1.3.56]!K09441|2|3e-11|69.7|spu:591116|GA-binding protein transcription factor, alphaGO:0007411//axon guidance;GO:0006629//lipid metabolic process;GO:0007601//visual perception;GO:0015914//phospholipid transportGO:0008526//phosphatidylinositol transporter activity;GO:0005543//phospholipid binding;GO:0008525//phosphatidylcholine transporter activityGO:0016021//integral to membrane;GO:0005737//cytoplasm

347 347 - - K03911|1|0.0|963|hsa:462|antithrombin IIIGO:0055114//oxidation-reduction process;GO:0007584//response to nutrient;GO:0010951//negative regulation of endopeptidase activity;GO:0006260//DNA replication;GO:0030162//regulation of proteolysis;GO:0007596//blood coagulation;GO:0050728//negative regulation of inflammatory responseGO:0004867//serine-type endopeptidase inhibitor activity;GO:0002020//protease binding;GO:0004748//ribonucleoside-diphosphate reductase activity, thioredoxin disulfide as acceptor;GO:0008201//heparin bindingGO:0005615//extracellular space;GO:0005971//ribonucleoside-diphosphate reductase complex;GO:0005886//plasma membrane

6 6 * - K04659|1|0.0|2224|ptr:453319|thrombospondinGO:0016525//negative regulation of angiogenesis;GO:2000462//positive regulation of eukaryotic cell surface binding;GO:0006955//immune response;GO:0043032//positive regulation of macrophage activation;GO:0043652//engulfment of apoptotic cell;GO:0003417//growth plate cartilage development;GO:0045727//positive regulation of translation;GO:0009749//response to glucose stimulus;GO:0002581//negative regulation of antigen processing and presentation of peptide or polysaccharide antigen via MHC class II;GO:2000379//positive regulation of reactive oxygen species metabolic process;GO:0045766//positive regulation of angiogenesis;GO:0030511//positive regulation of transforming growth factor beta receptor signaling pathway;GO:0032695//negative regulation of interleukin-12 production;GO:0018149//peptide cross-linking;GO:0032914//positive regulation of transforming growth factor beta1 production;GO:0010763//positive regulation of fibroblast migration;GO:0051895//negative regulation of focal adhesion assembly;GO:0042535//posGO:0070051//fibrinogen binding;GO:0008201//heparin binding;GO:0070052//collagen V binding;GO:0005178//integrin binding;GO:0017134//fibroblast growth factor binding;GO:0001968//fibronectin binding;GO:0042802//identical protein binding;GO:0030169//low-density lipoprotein particle binding;GO:0001786//phosphatidylserine binding;GO:0043499//eukaryotic cell surface binding;GO:0050431//transforming growth factor beta binding;GO:0005509//calcium ion binding;GO:0043394//proteoglycan binding;GO:0043236//laminin bindingGO:0005577//fibrinogen complex;GO:0009897//external side of plasma membrane;GO:0031093//platelet alpha granule lumen;GO:0031012//extracellular matrix

- - - - K06554|1|2e-81|302|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|4|2e-61|235|mcc:698694|pre-B lymphocyte gene- -  

1 1 - - K05689|1|0.0|1110|hsa:999|cadherin 1, type 1, E-cadherinGO:0070979//protein K11-linked ubiquitination;GO:0051436//negative regulation of ubiquitin-protein ligase activity involved in mitotic cell cycle;GO:0071681//cellular response to indole-3-methanol;GO:0070306//lens fiber cell differentiation;GO:0006281//DNA repair;GO:0008284//positive regulation of cell proliferation;GO:0050776//regulation of immune response;GO:0051301//cell division;GO:0071230//cellular response to amino acid stimulus;GO:0007416//synapse assembly;GO:0031572//G2 DNA damage checkpoint;GO:0042993//positive regulation of transcription factor import into nucleus;GO:0001829//trophectodermal cell differentiation;GO:0000084//S phase of mitotic cell cycle;GO:0031175//neuron projection development;GO:0007156//homophilic cell adhesion;GO:0007605//sensory perception of sound;GO:0070830//tight junction assembly;GO:0031145//anaphase-promoting complex-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0072659//protein localization to plasma membrane;GO:0051260//protein homooligomerizatioGO:0030506//ankyrin binding;GO:0008013//beta-catenin binding;GO:0050839//cell adhesion molecule binding;GO:0019904//protein domain specific binding;GO:0019903//protein phosphatase binding;GO:0032794//GTPase activating protein binding;GO:0005509//calcium ion binding;GO:0045295//gamma-catenin bindingGO:0009986//cell surface;GO:0016235//aggresome;GO:0043296//apical junction complex;GO:0005925//focal adhesion;GO:0005802//trans-Golgi network;GO:0005829//cytosol;GO:0015629//actin cytoskeleton;GO:0005654//nucleoplasm;GO:0016342//catenin complex;GO:0009898//internal side of plasma membrane;GO:0033268//node of Ranvier;GO:0048471//perinuclear region of cytoplasm;GO:0016021//integral to membrane;GO:0005794//Golgi apparatus;GO:0005913//cell-cell adherens junction;GO:0005680//anaphase-promoting complex;GO:0045177//apical part of cell;GO:0043219//lateral loop;GO:0043220//Schmidt-Lanterman incisure;GO:0005768//endosome;GO:0016328//lateral plasma membrane

20 20 - - K06554|1|2e-12|71.2|mcc:100430606|immunoglobulin lambda-like polypeptide 1GO:0045087//innate immune response;GO:0006958//complement activation, classical pathwayGO:0003823//antigen bindingGO:0005886//plasma membrane;GO:0005576//extracellular region

1 1 - - K05635|1|0.0|3048|hsa:3915|laminin, gamma 1GO:0016477//cell migration;GO:0007411//axon guidance;GO:0022617//extracellular matrix disassembly;GO:0050679//positive regulation of epithelial cell proliferation;GO:0031581//hemidesmosome assembly;GO:0007492//endoderm development;GO:0006461//protein complex assembly;GO:0034446//substrate adhesion-dependent cell spreadingGO:0043208//glycosphingolipid binding;GO:0005201//extracellular matrix structural constituentGO:0043260//laminin-11 complex;GO:0005606//laminin-1 complex;GO:0005615//extracellular space;GO:0043259//laminin-10 complex

- - - - K06856|1|1e-91|336|ssc:396781|immunoglobulin heavy chain- -  

3 3 * - K07604|1|1e-177|624|hsa:3857|type I keratin, acidicGO:0007283//spermatogenesis;GO:0045109//intermediate filament organization;GO:0043588//skin developmentGO:0005200//structural constituent of cytoskeletonGO:0045095//keratin filament;GO:0048471//perinuclear region of cytoplasm

1 1 - - K00726|1|0.0|773|hsa:4245|alpha-1,3-mannosyl-glycoprotein beta-1,2-N-acetylglucosaminyltransferase [EC:2.4.1.101]GO:0018279//protein N-linked glycosylation via asparagine;GO:0043687//post-translational protein modification;GO:0006049//UDP-N-acetylglucosamine catabolic process;GO:0001701//in utero embryonic developmentGO:0046872//metal ion binding;GO:0003827//alpha-1,3-mannosylglycoprotein 2-beta-N-acetylglucosaminyltransferase activityGO:0016021//integral to membrane;GO:0000139//Golgi membrane

25 25 * - K03988|1|9e-91|333|hsa:714|complement C1q subcomponent subunit CGO:0006958//complement activation, classical pathway;GO:0030853//negative regulation of granulocyte differentiation;GO:0045650//negative regulation of macrophage differentiation;GO:0045087//innate immune response- GO:0005581//collagen

- - - - K01292|1|0.0|922|hsa:1369|carboxypeptidase N catalytic subunit [EC:3.4.17.3]GO:0006629//lipid metabolic process;GO:0051384//response to glucocorticoid stimulus;GO:0016192//vesicle-mediated transport;GO:0006508//proteolysisGO:0004181//metallocarboxypeptidase activity;GO:0001786//phosphatidylserine binding;GO:0008270//zinc ion binding;GO:0005544//calcium-dependent phospholipid binding;GO:0005215//transporter activityGO:0005615//extracellular space

7 7 - * K06856|1|8e-23|105|ptr:745068|immunoglobulin heavy chain- -  

1 1 - - K04355|1|6e-138|489|mcc:701245|brain-derived neurotrophic factorGO:0014047//glutamate secretion;GO:0007411//axon guidance;GO:0016358//dendrite development;GO:0007412//axon target recognition;GO:0007611//learning or memory;GO:0008038//neuron recognition;GO:0042490//mechanoreceptor differentiation;GO:0001657//ureteric bud development;GO:0046668//regulation of retinal cell programmed cell death;GO:0048167//regulation of synaptic plasticity;GO:0048839//inner ear development;GO:0042493//response to drug;GO:0021675//nerve development;GO:0045666//positive regulation of neuron differentiation;GO:0007406//negative regulation of neuroblast proliferation;GO:0019222//regulation of metabolic process;GO:0007631//feeding behavior;GO:0043524//negative regulation of neuron apoptotic process;GO:0051965//positive regulation of synapse assembly;GO:0042596//fear responseGO:0008083//growth factor activityGO:0016023//cytoplasmic membrane-bounded vesicle;GO:0005576//extracellular region

1 1 - - K08124|1|0.0|760|hsa:4958|osteomodulinGO:0042340//keratan sulfate catabolic process;GO:0005975//carbohydrate metabolic process;GO:0018146//keratan sulfate biosynthetic process;GO:0044281//small molecule metabolic process;GO:0007155//cell adhesion- GO:0043202//lysosomal lumen;GO:0005796//Golgi lumen;GO:0005578//proteinaceous extracellular matrix

14 14 * * K07604|1|0.0|660|hsa:3858|type I keratin, acidicGO:0071277//cellular response to calcium ion;GO:0030216//keratinocyte differentiationGO:0030280//structural constituent of epidermisGO:0005737//cytoplasm;GO:0045095//keratin filament

9 9 - * K08136|1|3e-07|56.6|rno:306404|sparc/osteonectin, cwcv and kazal-like domains proteoglycan (testican)GO:0071363//cellular response to growth factor stimulus;GO:0030324//lung development;GO:0030168//platelet activation;GO:0001503//ossification;GO:0033591//response to L-ascorbic acid;GO:0045471//response to ethanol;GO:0007507//heart development;GO:0043434//response to peptide hormone stimulus;GO:0051384//response to glucocorticoid stimulus;GO:0048839//inner ear development;GO:0009629//response to gravity;GO:0042127//regulation of cell proliferation;GO:0034097//response to cytokine stimulus;GO:0007165//signal transduction;GO:0010288//response to lead ion;GO:0002576//platelet degranulation;GO:0032496//response to lipopolysaccharide;GO:0046686//response to cadmium ion;GO:0051591//response to cAMP;GO:0051592//response to calcium ionGO:0005509//calcium ion binding;GO:0050840//extracellular matrix binding;GO:0005518//collagen bindingGO:0005604//basement membrane;GO:0005615//extracellular space;GO:0031093//platelet alpha granule lumen;GO:0005634//nucleus

5 5 * * K03989|1|0.0|3419|hsa:720|complement component 4GO:0006958//complement activation, classical pathway;GO:0045087//innate immune response;GO:0030449//regulation of complement activationGO:0004866//endopeptidase inhibitor activityGO:0005615//extracellular space;GO:0005886//plasma membrane

26 26 * * K14736|1|0.0|856|bta:280705|transferrinGO:0042742//defense response to bacterium;GO:0090382//phagosome maturation;GO:0006508//proteolysis;GO:0033214//iron assimilation by chelation and transport;GO:0006959//humoral immune response;GO:0006826//iron ion transport;GO:0052572//response to host immune responseGO:0008199//ferric iron binding;GO:0005515//protein binding;GO:0004252//serine-type endopeptidase activity;GO:0008201//heparin bindingGO:0030141//secretory granule;GO:0097013//phagocytic vesicle lumen;GO:0005576//extracellular region

13 13 - - K03999|1|2e-103|374|hsa:733|complement component 8 subunit gammaGO:0006957//complement activation, alternative pathway;GO:0019835//cytolysis;GO:0006958//complement activation, classical pathwayGO:0019841//retinol binding;GO:0001848//complement bindingGO:0005615//extracellular space;GO:0005579//membrane attack complex

8 8 - - K06554|1|5e-79|293|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|4|7e-56|216|mcc:698694|pre-B lymphocyte gene- -  

2 2 - - K04004|1|3e-55|215|hsa:3075|complement factor H- - GO:0005576//extracellular region

1 1 - - K03103|1|0.0|957|ptr:450579|multiple inositol-polyphosphate phosphatase [EC:3.1.3.62]GO:0030282//bone mineralization;GO:0016311//dephosphorylation;GO:0006797//polyphosphate metabolic processGO:0003993//acid phosphatase activity;GO:0052826//inositol hexakisphosphate 2-phosphatase activity;GO:0034417//bisphosphoglycerate 3-phosphatase activity;GO:0030352//inositol-1,4,5,6-tetrakisphosphate 6-phosphatase activity;GO:0030351//inositol-1,3,4,5,6-pentakisphosphate 3-phosphatase activity;GO:0008969//phosphohistidine phosphatase activityGO:0005788//endoplasmic reticulum lumen

5 4 - - K10044|1|1e-67|254|ptr:735446|retinoic acid receptor responder protein 2GO:0050873//brown fat cell differentiation;GO:0048566//embryonic digestive tract development;GO:0001523//retinoid metabolic process;GO:0001701//in utero embryonic development;GO:0010759//positive regulation of macrophage chemotaxisGO:0005102//receptor bindingGO:0031012//extracellular matrix;GO:0005576//extracellular region

21 21 - - K01335|1|0.0|2527|mcc:716809|component factor B [EC:3.4.21.47]GO:0006957//complement activation, alternative pathway;GO:0030449//regulation of complement activation;GO:0006508//proteolysisGO:0004252//serine-type endopeptidase activity;GO:0001848//complement bindingGO:0005886//plasma membrane;GO:0005576//extracellular region

7 7 - - - GO:0030168//platelet activation;GO:0048246//macrophage chemotaxis;GO:0007204//elevation of cytosolic calcium ion concentration;GO:0048247//lymphocyte chemotaxis;GO:0050716//positive regulation of interleukin-1 secretion;GO:0045785//positive regulation of cell adhesion;GO:0006953//acute-phase response;GO:0050728//negative regulation of inflammatory response;GO:0030593//neutrophil chemotaxisGO:0001664//G-protein coupled receptor bindingGO:0034364//high-density lipoprotein particle

3 3 * * K03898|1|8e-06|51.6|rno:25087|kininogen- - GO:0005576//extracellular region

29 29 - * K03989|1|0.0|3417|hsa:721|complement component 4GO:0006958//complement activation, classical pathway;GO:0045087//innate immune response;GO:0030449//regulation of complement activationGO:0004866//endopeptidase inhibitor activityGO:0005615//extracellular space;GO:0005886//plasma membrane

26 26 * * K01331|1|0.0|1279|hsa:716|complement component 1, s subcomponent [EC:3.4.21.42]GO:0045087//innate immune response;GO:0006958//complement activation, classical pathway;GO:0006508//proteolysis;GO:0010001//glial cell differentiation;GO:0051591//response to cAMPGO:0004252//serine-type endopeptidase activity;GO:0005509//calcium ion bindingGO:0005576//extracellular region

56 56 - - K01672|1|2e-22|106|gga:428187|carbonic anhydrase [EC:4.2.1.1]GO:0006457//protein folding;GO:0006953//acute-phase response;GO:0051131//chaperone-mediated protein complex assemblyGO:0046872//metal ion binding;GO:0030246//carbohydrate binding;GO:0051082//unfolded protein bindingGO:0005615//extracellular space;GO:0043234//protein complex;GO:0031012//extracellular matrix

5 5 - - K13823|1|3e-81|299|ptr:450978|hemoglobin subunit betaGO:0042744//hydrogen peroxide catabolic process;GO:0051291//protein heterooligomerization;GO:0010942//positive regulation of cell death;GO:0015701//bicarbonate transport;GO:0008217//regulation of blood pressure;GO:0015671//oxygen transport;GO:0070293//renal absorption;GO:0030185//nitric oxide transport;GO:0045429//positive regulation of nitric oxide biosynthetic process;GO:0044281//small molecule metabolic process;GO:0050880//regulation of blood vessel size;GO:0007596//blood coagulationGO:0004601//peroxidase activity;GO:0030492//hemoglobin binding;GO:0005344//oxygen transporter activity;GO:0019825//oxygen binding;GO:0031720//haptoglobin binding;GO:0020037//heme binding;GO:0005506//iron ion bindingGO:0031838//haptoglobin-hemoglobin complex;GO:0005833//hemoglobin complex

19 18 * * K10758|1|0.0|1219|hsa:5768|thiol oxidase [EC:1.8.3.2]GO:0045454//cell redox homeostasis;GO:0006662//glycerol ether metabolic processGO:0009055//electron carrier activity;GO:0016971//flavin-linked sulfhydryl oxidase activity;GO:0015035//protein disulfide oxidoreductase activityGO:0005615//extracellular space;GO:0030173//integral to Golgi membrane

9 9 * * K13023|1|0.0|986|hsa:1370|carboxypeptidase N regulatory subunitGO:0050821//protein stabilization;GO:0050790//regulation of catalytic activityGO:0030234//enzyme regulator activityGO:0005576//extracellular region

- - - - K05726|1|1e-91|335|pon:100435586|breast cancer anti-estrogen resistance 1GO:0048012//hepatocyte growth factor receptor signaling pathway;GO:0050853//B cell receptor signaling pathway;GO:0048010//vascular endothelial growth factor receptor signaling pathway;GO:0007186//G-protein coupled receptor signaling pathway;GO:0048011//neurotrophin TRK receptor signaling pathway;GO:0030168//platelet activation;GO:0008286//insulin receptor signaling pathway;GO:0035729//cellular response to hepatocyte growth factor stimulus;GO:0042981//regulation of apoptotic process;GO:0007155//cell adhesion;GO:0001558//regulation of cell growth;GO:0008283//cell proliferation;GO:0051301//cell division;GO:0007173//epidermal growth factor receptor signaling pathway;GO:0007229//integrin-mediated signaling pathway;GO:0007015//actin filament organization;GO:0060326//cell chemotaxis;GO:0050852//T cell receptor signaling pathway;GO:0048008//platelet-derived growth factor receptor signaling pathway;GO:0030335//positive regulation of cell migrationGO:0004871//signal transducer activity;GO:0019901//protein kinase binding;GO:0019903//protein phosphatase binding;GO:0017124//SH3 domain bindingGO:0005925//focal adhesion;GO:0030027//lamellipodium;GO:0005829//cytosol;GO:0001726//ruffle

- - - - K06554|1|6e-28|122|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|3|9e-19|92.0|ptr:470154|pre-B lymphocyte gene- -  

1 1 - - K01396|1|3e-11|70.5|mmu:17384|matrix metalloproteinase-10 (stromelysin 2) [EC:3.4.24.22]!K08005|2|8e-11|68.9|tgu:100218668|matrix metalloproteinase-27 [EC:3.4.24.-]!K01413|3|1e-10|68.6|pon:100461899|matrix metalloproteinase-12 (macrophage elastase) [EC:3.4.24.65]GO:0006879//cellular iron ion homeostasis;GO:0002639//positive regulation of immunoglobulin production;GO:0042168//heme metabolic process;GO:0019048//virus-host interaction;GO:0002925//positive regulation of humoral immune response mediated by circulating immunoglobulin;GO:0015886//heme transport;GO:0020027//hemoglobin metabolic process;GO:0060335//positive regulation of interferon-gamma-mediated signaling pathway;GO:0042511//positive regulation of tyrosine phosphorylation of Stat1 proteinGO:0005515//protein binding;GO:0020037//heme binding;GO:0046872//metal ion binding;GO:0015232//heme transporter activityGO:0005615//extracellular space

2 2 - - K06856|1|5e-39|159|ptr:100610404|immunoglobulin heavy chain- -  

- - - - - - - GO:0016020//membrane

1 1 - - K07374|1|0.0|910|bta:777775|tubulin alphaGO:0000226//microtubule cytoskeleton organization;GO:0030168//platelet activation;GO:0006184//GTP catabolic process;GO:0051258//protein polymerization;GO:0002576//platelet degranulation;GO:0007018//microtubule-based movement;GO:0051084//'de novo' posttranslational protein folding;GO:0000086//G2/M transition of mitotic cell cycleGO:0005515//protein binding;GO:0005525//GTP binding;GO:0003924//GTPase activity;GO:0005200//structural constituent of cytoskeletonGO:0005881//cytoplasmic microtubule;GO:0005576//extracellular region;GO:0005829//cytosol

- - - - K06856|1|1e-28|124|ecb:100060306|immunoglobulin heavy chain- -  

11 11 - - K01435|1|0.0|1138|hsa:686|biotinidase [EC:3.5.1.12]GO:0007417//central nervous system development;GO:0008544//epidermis development;GO:0006807//nitrogen compound metabolic processGO:0004075//biotin carboxylase activity;GO:0047708//biotinidase activityGO:0005730//nucleolus;GO:0005615//extracellular space;GO:0045177//apical part of cell;GO:0043204//perikaryon

19 19 * - - GO:0006953//acute-phase response- GO:0034364//high-density lipoprotein particle

2 2 - - K03982|1|3e-83|309|hsa:5054|plasminogen activator inhibitor-1GO:0045879//negative regulation of smoothened signaling pathway;GO:0030334//regulation of cell migration;GO:0061108//seminal vesicle epithelium development;GO:0014067//negative regulation of phosphatidylinositol 3-kinase cascade;GO:0033363//secretory granule organization;GO:0021683//cerebellar granular layer morphogenesis;GO:0042177//negative regulation of protein catabolic process;GO:0048505//regulation of timing of cell differentiation;GO:0010544//negative regulation of platelet activation;GO:0045861//negative regulation of proteolysis;GO:0009314//response to radiation;GO:0061110//dense core granule biogenesis;GO:0050974//detection of mechanical stimulus involved in sensory perception;GO:0010757//negative regulation of plasminogen activation;GO:0032940//secretion by cell;GO:0051966//regulation of synaptic transmission, glutamatergic;GO:0010951//negative regulation of endopeptidase activity;GO:0007566//embryo implantation;GO:0008285//negative regulation of cell proliferation;GO:0042628//mating plug formationGO:0008201//heparin binding;GO:0004867//serine-type endopeptidase inhibitor activity;GO:0005102//receptor bindingGO:0031232//extrinsic to external side of plasma membrane;GO:0031594//neuromuscular junction;GO:0005829//cytosol;GO:0005615//extracellular space;GO:0031091//platelet alpha granule;GO:0043025//neuronal cell body;GO:0031012//extracellular matrix

14 13 - - - GO:0001501//skeletal system development;GO:0045780//positive regulation of bone resorption;GO:0030502//negative regulation of bone mineralization;GO:0050766//positive regulation of phagocytosis;GO:0031100//organ regeneration;GO:0006907//pinocytosis;GO:0008584//male gonad development;GO:0006953//acute-phase response;GO:0042326//negative regulation of phosphorylation;GO:0021987//cerebral cortex development;GO:0030308//negative regulation of cell growth;GO:0046627//negative regulation of insulin receptor signaling pathway;GO:0050727//regulation of inflammatory responseGO:0030294//receptor signaling protein tyrosine kinase inhibitor activity;GO:0004869//cysteine-type endopeptidase inhibitor activityGO:0005615//extracellular space;GO:0043234//protein complex;GO:0031012//extracellular matrix

11 11 * * K04525|1|1e-97|357|oaa:100086374|serpin peptidase inhibitor, clade A, member 3!K03984|2|1e-91|337|tgu:100228673|alpha-1-antitrypsinGO:0010951//negative regulation of endopeptidase activity;GO:0030162//regulation of proteolysisGO:0004867//serine-type endopeptidase inhibitor activityGO:0005615//extracellular space

39 39 - - K03995|1|0.0|1906|hsa:729|complement component 6GO:0019835//cytolysis;GO:0006917//induction of apoptosis;GO:0006958//complement activation, classical pathway;GO:0045087//innate immune response;GO:0006919//activation of cysteine-type endopeptidase activity involved in apoptotic process;GO:0001701//in utero embryonic developmentGO:0005515//protein bindingGO:0005615//extracellular space;GO:0005579//membrane attack complex

- - - - K00142|1|0.0|2172|hsa:132949|acyl-CoA synthetase [EC:6.2.1.-]GO:0006631//fatty acid metabolic processGO:0005524//ATP binding;GO:0016878//acid-thiol ligase activity-

3 3 - * K07374|1|0.0|803|dpe:Dper_GL12416|tubulin alphaGO:0051084//'de novo' posttranslational protein folding;GO:0051301//cell division;GO:0051258//protein polymerization;GO:0000226//microtubule cytoskeleton organization;GO:0006184//GTP catabolic process;GO:0007018//microtubule-based movement;GO:0030705//cytoskeleton-dependent intracellular transportGO:0019904//protein domain specific binding;GO:0003924//GTPase activity;GO:0005200//structural constituent of cytoskeleton;GO:0005525//GTP bindingGO:0030496//midbody;GO:0005881//cytoplasmic microtubule

- - - - K11989|1|2e-161|568|hsa:3549|indian hedgehogGO:0002053//positive regulation of mesenchymal cell proliferation;GO:0048074//negative regulation of eye pigmentation;GO:0031016//pancreas development;GO:0033089//positive regulation of T cell differentiation in thymus;GO:0001701//in utero embryonic development;GO:0033085//negative regulation of T cell differentiation in thymus;GO:0048745//smooth muscle tissue development;GO:0001708//cell fate specification;GO:0006029//proteoglycan metabolic process;GO:0033088//negative regulation of immature T cell proliferation in thymus;GO:0009880//embryonic pattern specification;GO:0035264//multicellular organism growth;GO:0001947//heart looping;GO:0090136//epithelial cell-cell adhesion;GO:0050679//positive regulation of epithelial cell proliferation;GO:0048557//embryonic digestive tract morphogenesis;GO:0006508//proteolysis;GO:0060135//maternal process involved in female pregnancy;GO:0046639//negative regulation of alpha-beta T cell differentiation;GO:0035988//chondrocyte proliferation;GO:0003382//epithelial cell morphogGO:0005113//patched binding;GO:0008233//peptidase activity;GO:0015485//cholesterol bindingGO:0005615//extracellular space;GO:0005886//plasma membrane;GO:0031012//extracellular matrix

- - - - K01314|1|0.0|937|hsa:2159|coagulation factor X [EC:3.4.21.6]GO:0007598//blood coagulation, extrinsic pathway;GO:0007597//blood coagulation, intrinsic pathway;GO:0017187//peptidyl-glutamic acid carboxylation;GO:0051897//positive regulation of protein kinase B signaling cascade;GO:0043687//post-translational protein modification;GO:0006508//proteolysis;GO:0030335//positive regulation of cell migrationGO:0005509//calcium ion binding;GO:0005543//phospholipid binding;GO:0005515//protein binding;GO:0004252//serine-type endopeptidase activityGO:0005815//microtubule organizing center;GO:0005796//Golgi lumen;GO:0031233//intrinsic to external side of plasma membrane;GO:0000922//spindle pole;GO:0005788//endoplasmic reticulum lumen;GO:0005576//extracellular region

20 21 * * K03910|1|0.0|2947|hsa:2|alpha-2-macroglobulinGO:0030168//platelet activation;GO:0001869//negative regulation of complement activation, lectin pathway;GO:0010951//negative regulation of endopeptidase activity;GO:0051056//regulation of small GTPase mediated signal transduction;GO:0007597//blood coagulation, intrinsic pathway;GO:0002576//platelet degranulationGO:0019966//interleukin-1 binding;GO:0004867//serine-type endopeptidase inhibitor activity;GO:0043120//tumor necrosis factor binding;GO:0019959//interleukin-8 binding;GO:0019899//enzyme bindingGO:0031093//platelet alpha granule lumen;GO:0005615//extracellular space;GO:0005829//cytosol

2 2 - - K12385|1|9e-59|228|isc:IscW_ISCW020300|Niemann-Pick C1 protein- GO:0003677//DNA binding;GO:0005509//calcium ion bindingGO:0015630//microtubule cytoskeleton;GO:0016020//membrane;GO:0005615//extracellular space;GO:0005793//endoplasmic reticulum-Golgi intermediate compartment;GO:0005794//Golgi apparatus

3 3 - - - GO:0001525//angiogenesis;GO:0050896//response to stimulus;GO:0008283//cell proliferation;GO:0007601//visual perception;GO:0030198//extracellular matrix organization;GO:0007162//negative regulation of cell adhesionGO:0050840//extracellular matrix binding;GO:0005178//integrin bindingGO:0005615//extracellular space;GO:0005886//plasma membrane;GO:0005578//proteinaceous extracellular matrix

10 10 * - K04004|1|6e-113|407|hsa:3075|complement factor HGO:0045087//innate immune response;GO:0030449//regulation of complement activation- GO:0005615//extracellular space

55 55 * * K04861|1|3e-08|61.6|xtr:100488361|voltage-dependent calcium channel alpha-2/delta-4!K04860|2|9e-08|60.1|gga:415996|voltage-dependent calcium channel alpha-2/delta-3GO:0030212//hyaluronan metabolic process;GO:0010951//negative regulation of endopeptidase activityGO:0004867//serine-type endopeptidase inhibitor activityGO:0005576//extracellular region

5 5 - * K03899|1|0.0|4786|hsa:2157|coagulation factor VIIIGO:0030168//platelet activation;GO:0007597//blood coagulation, intrinsic pathway;GO:0007155//cell adhesion;GO:0002576//platelet degranulation;GO:0006953//acute-phase responseGO:0005507//copper ion binding;GO:0016491//oxidoreductase activity;GO:0005515//protein bindingGO:0005615//extracellular space;GO:0031093//platelet alpha granule lumen;GO:0005886//plasma membrane

10 10 * * K03989|1|9e-36|148|hsa:721|complement component 4GO:0045087//innate immune response;GO:0030449//regulation of complement activation- GO:0005576//extracellular region;GO:0005886//plasma membrane

1 1 - - K05906|1|0.0|839|hsa:51449|prenylcysteine oxidase / farnesylcysteine lyase [EC:1.8.3.5 1.8.3.6]GO:0030327//prenylated protein catabolic process;GO:0030328//prenylcysteine catabolic processGO:0008555//chloride-transporting ATPase activity;GO:0001735//prenylcysteine oxidase activityGO:0005764//lysosome;GO:0034361//very-low-density lipoprotein particle;GO:0005886//plasma membrane

32 32 * * K14480|1|0.0|699|hsa:8542|apolipoprotein LGO:0019835//cytolysis;GO:0031640//killing of cells of other organism;GO:0045087//innate immune response;GO:0042157//lipoprotein metabolic process;GO:0006869//lipid transport;GO:0006821//chloride transport;GO:0008203//cholesterol metabolic processGO:0008289//lipid binding;GO:0005515//protein binding;GO:0005254//chloride channel activityGO:0031224//intrinsic to membrane;GO:0034364//high-density lipoprotein particle;GO:0034361//very-low-density lipoprotein particle

4 4 * * K07964|1|0.0|1046|hsa:10855|heparanase 1 [EC:3.2.1.166]GO:0033690//positive regulation of osteoblast proliferation;GO:0061042//vascular wound healing;GO:0007160//cell-matrix adhesion;GO:0051798//positive regulation of hair follicle development;GO:0006027//glycosaminoglycan catabolic process;GO:0030200//heparan sulfate proteoglycan catabolic process;GO:0005975//carbohydrate metabolic process;GO:0010575//positive regulation vascular endothelial growth factor production;GO:0044281//small molecule metabolic process;GO:0030194//positive regulation of blood coagulation;GO:0051897//positive regulation of protein kinase B signaling cascadeGO:0004566//beta-glucuronidase activity;GO:0030305//heparanase activity;GO:0045545//syndecan binding;GO:0046983//protein dimerization activity;GO:0043169//cation bindingGO:0045121//membrane raft;GO:0005765//lysosomal membrane;GO:0005576//extracellular region;GO:0043202//lysosomal lumen;GO:0005634//nucleus

- - - - K06554|1|2e-18|90.5|cfa:607364|immunoglobulin lambda-like polypeptide 1!K06553|3|2e-13|73.9|ptr:470154|pre-B lymphocyte gene- -  

2 2 - - K06819|1|0.0|1818|hsa:8828|neuropilin 2GO:0007411//axon guidance;GO:0001525//angiogenesis;GO:0048010//vascular endothelial growth factor receptor signaling pathway;GO:0001938//positive regulation of endothelial cell proliferation;GO:0038084//vascular endothelial growth factor signaling pathway;GO:0007155//cell adhesion;GO:0007507//heart development;GO:0001755//neural crest cell migration;GO:0050919//negative chemotaxis;GO:0010595//positive regulation of endothelial cell migrationGO:0019838//growth factor binding;GO:0017154//semaphorin receptor activity;GO:0005198//structural molecule activity;GO:0005021//vascular endothelial growth factor-activated receptor activity;GO:0005509//calcium ion binding;GO:0008201//heparin binding;GO:0019955//cytokine bindingGO:0016021//integral to membrane;GO:0005576//extracellular region;GO:0030424//axon;GO:0002116//semaphorin receptor complex;GO:0005886//plasma membrane

16 16 - * K04550|1|0.0|8929|hsa:4035|low density lipoprotein-related protein 1 (alpha-2-macroglobulin receptor)GO:0042953//lipoprotein transport;GO:0035909//aorta morphogenesis;GO:0006898//receptor-mediated endocytosis;GO:0007568//aging;GO:2000587//negative regulation of platelet-derived growth factor receptor-beta signaling pathway;GO:0008283//cell proliferation;GO:0008203//cholesterol metabolic process;GO:0010875//positive regulation of cholesterol efflux;GO:0007205//protein kinase C-activating G-protein coupled receptor signaling pathway;GO:0042157//lipoprotein metabolic process;GO:0030178//negative regulation of Wnt receptor signaling pathway;GO:0014912//negative regulation of smooth muscle cell migration;GO:0032956//regulation of actin cytoskeleton organization;GO:0051222//positive regulation of protein transport;GO:0032429//regulation of phospholipase A2 activity;GO:0043277//apoptotic cell clearance;GO:0097242//beta-amyloid clearanceGO:0005041//low-density lipoprotein receptor activity;GO:0005509//calcium ion binding;GO:0070325//lipoprotein particle receptor binding;GO:0002020//protease binding;GO:0032403//protein complex binding;GO:0042954//lipoprotein transporter activity;GO:0034185//apolipoprotein bindingGO:0005905//coated pit;GO:0030425//dendrite;GO:0043025//neuronal cell body;GO:0005768//endosome;GO:0048471//perinuclear region of cytoplasm;GO:0030136//clathrin-coated vesicle;GO:0005887//integral to plasma membrane;GO:0005634//nucleus

1 1 - - K05546|1|0.0|1722|hsa:23193|alpha 1,3-glucosidase [EC:3.2.1.84]GO:0018279//protein N-linked glycosylation via asparagine;GO:0006457//protein folding;GO:0043687//post-translational protein modificationGO:0033919//glucan 1,3-alpha-glucosidase activity;GO:0030246//carbohydrate bindingGO:0042470//melanosome;GO:0005788//endoplasmic reticulum lumen;GO:0017177//glucosidase II complex;GO:0005794//Golgi apparatus

- - - - K06856|1|1e-38|157|ptr:745068|immunoglobulin heavy chain- -  

30 30 - - K05717|1|0.0|4460|hsa:2335|fibronectin 1GO:0001525//angiogenesis;GO:0010952//positive regulation of peptidase activity;GO:0008360//regulation of cell shape;GO:0030168//platelet activation;GO:0007161//calcium-independent cell-matrix adhesion;GO:0030198//extracellular matrix organization;GO:0034446//substrate adhesion-dependent cell spreading;GO:0050900//leukocyte migration;GO:0007044//cell-substrate junction assembly;GO:0006953//acute-phase response;GO:0018149//peptide cross-linking;GO:0002576//platelet degranulationGO:0016504//peptidase activator activity;GO:0045340//mercury ion binding;GO:0005201//extracellular matrix structural constituent;GO:0008201//heparin binding;GO:0002020//protease binding;GO:0005518//collagen bindingGO:0005604//basement membrane;GO:0005793//endoplasmic reticulum-Golgi intermediate compartment;GO:0031093//platelet alpha granule lumen;GO:0005577//fibrinogen complex;GO:0016324//apical plasma membrane

- - - - K06553|1|9e-27|118|mdo:100618555|pre-B lymphocyte gene- -  

1 1 - - K00939|1|2e-110|398|cfa:480712|adenylate kinase [EC:2.7.4.3]GO:0007050//cell cycle arrest;GO:0046034//ATP metabolic process;GO:0009165//nucleotide biosynthetic process;GO:0016310//phosphorylationGO:0004017//adenylate kinase activity;GO:0005524//ATP bindingGO:0005737//cytoplasm;GO:0005886//plasma membrane

16 16 - - K08122|1|0.0|644|hsa:4060|lumicanGO:0070848//response to growth factor stimulus;GO:0051216//cartilage development;GO:0018146//keratan sulfate biosynthetic process;GO:0005975//carbohydrate metabolic process;GO:0007601//visual perception;GO:0014070//response to organic cyclic compound;GO:0030199//collagen fibril organization;GO:0044281//small molecule metabolic process;GO:0042340//keratan sulfate catabolic process;GO:0045944//positive regulation of transcription from RNA polymerase II promoterGO:0005201//extracellular matrix structural constituent;GO:0005518//collagen bindingGO:0005615//extracellular space;GO:0005796//Golgi lumen;GO:0043202//lysosomal lumen;GO:0005583//fibrillar collagen

12 12 - - K00933|1|0.0|758|hsa:1158|creatine kinase [EC:2.7.3.2]GO:0006600//creatine metabolic process;GO:0046314//phosphocreatine biosynthetic process;GO:0016310//phosphorylation;GO:0034641//cellular nitrogen compound metabolic processGO:0004111//creatine kinase activity;GO:0005524//ATP bindingGO:0005829//cytosol

1 1 - - K06856|1|8e-159|560|ssc:396781|immunoglobulin heavy chain- -  

7 7 - - K06856|1|8e-66|251|xtr:548369|immunoglobulin heavy chainGO:0006955//immune responseGO:0003823//antigen bindingGO:0005576//extracellular region;GO:0016021//integral to membrane;GO:0005886//plasma membrane

2 2 - - K04004|1|0.0|2506|hsa:3075|complement factor HGO:0006957//complement activation, alternative pathway;GO:0030449//regulation of complement activation- GO:0005615//extracellular space

2 2 - - K10138|1|2e-81|300|ptr:463396|insulin-like growth factor-binding protein 3GO:0043568//positive regulation of insulin-like growth factor receptor signaling pathway;GO:0048662//negative regulation of smooth muscle cell proliferation;GO:0001558//regulation of cell growth;GO:0009968//negative regulation of signal transduction;GO:0044342//type B pancreatic cell proliferation;GO:0001933//negative regulation of protein phosphorylation;GO:0014912//negative regulation of smooth muscle cell migration;GO:0043065//positive regulation of apoptotic process;GO:0045663//positive regulation of myoblast differentiation;GO:0043410//positive regulation of MAPK cascade;GO:0010906//regulation of glucose metabolic processGO:0031995//insulin-like growth factor II binding;GO:0046872//metal ion binding;GO:0031994//insulin-like growth factor I binding;GO:0001968//fibronectin binding;GO:0008160//protein tyrosine phosphatase activator activityGO:0042567//insulin-like growth factor ternary complex;GO:0042568//insulin-like growth factor binary complex;GO:0005634//nucleus

33 33 * - K03912|1|0.0|1008|hsa:3053|heparin cofactor IIGO:0006935//chemotaxis;GO:0010951//negative regulation of endopeptidase activity;GO:0007596//blood coagulation;GO:0030162//regulation of proteolysisGO:0004867//serine-type endopeptidase inhibitor activity;GO:0008201//heparin bindingGO:0005576//extracellular region

6 6 - * K13050|1|0.0|1299|hsa:255738|proprotein convertase subtilisin/kexin type 9 [EC:3.4.21.-]GO:0043086//negative regulation of catalytic activity;GO:0032869//cellular response to insulin stimulus;GO:0001822//kidney development;GO:0032803//regulation of low-density lipoprotein particle receptor catabolic process;GO:0010989//negative regulation of low-density lipoprotein particle clearance;GO:0001920//negative regulation of receptor recycling;GO:0008203//cholesterol metabolic process;GO:0042157//lipoprotein metabolic process;GO:0016540//protein autoprocessing;GO:0007041//lysosomal transport;GO:0006917//induction of apoptosis;GO:0010469//regulation of receptor activity;GO:0006508//proteolysis;GO:0006641//triglyceride metabolic process;GO:0001889//liver development;GO:0043525//positive regulation of neuron apoptotic process;GO:0006644//phospholipid metabolic process;GO:0009267//cellular response to starvation;GO:0002092//positive regulation of receptor internalization;GO:0042632//cholesterol homeostasis;GO:0030182//neuron differentiationGO:0034190//apolipoprotein receptor binding;GO:0019871//sodium channel inhibitor activity;GO:0004252//serine-type endopeptidase activity;GO:0034189//very-low-density lipoprotein particle binding;GO:0043621//protein self-association;GO:0050750//low-density lipoprotein particle receptor binding;GO:0070326//very-low-density lipoprotein particle receptor binding;GO:0030169//low-density lipoprotein particle binding;GO:0042802//identical protein binding;GO:0034185//apolipoprotein bindingGO:0005615//extracellular space;GO:0005764//lysosome;GO:0005794//Golgi apparatus;GO:0005770//late endosome;GO:0005769//early endosome;GO:0048471//perinuclear region of cytoplasm;GO:0005791//rough endoplasmic reticulum;GO:0031232//extrinsic to external side of plasma membrane

56 56 - - K03913|1|0.0|785|hsa:5104|protein C inhibitorGO:0010951//negative regulation of endopeptidase activity;GO:0006869//lipid transport;GO:0007283//spermatogenesis;GO:0045861//negative regulation of proteolysis;GO:0007342//fusion of sperm to egg plasma membraneGO:0001972//retinoic acid binding;GO:0004867//serine-type endopeptidase inhibitor activity;GO:0008201//heparin binding;GO:0032190//acrosin binding;GO:0031210//phosphatidylcholine binding;GO:0002020//protease bindingGO:0097183//protein C inhibitor-coagulation factor XI complex;GO:0036030//protein C inhibitor-plasma kallikrein complex;GO:0036024//protein C inhibitor-TMPRSS7 complex;GO:0036026//protein C inhibitor-PLAT complex;GO:0005615//extracellular space;GO:0031091//platelet alpha granule;GO:0031094//platelet dense tubular network;GO:0036029//protein C inhibitor-KLK3 complex;GO:0009897//external side of plasma membrane;GO:0036027//protein C inhibitor-PLAU complex;GO:0097181//protein C inhibitor-coagulation factor V complex;GO:0036025//protein C inhibitor-TMPRSS11E complex;GO:0097182//protein C inhibitor-coagulation factor Xa complex;GO:0036028//protein C inhibitor-thrombin complex;GO:0002080//acrosomal membrane

1 1 - - - - GO:0016787//hydrolase activityGO:0005576//extracellular region

2 2 - - K01899|1|4e-146|517|hsa:8802|succinyl-CoA synthetase alpha subunit [EC:6.2.1.4 6.2.1.5]GO:0006105//succinate metabolic process;GO:0006104//succinyl-CoA metabolic process;GO:0006099//tricarboxylic acid cycleGO:0003878//ATP citrate synthase activity;GO:0019003//GDP binding;GO:0004775//succinate-CoA ligase (ADP-forming) activity;GO:0046982//protein heterodimerization activity;GO:0004776//succinate-CoA ligase (GDP-forming) activity;GO:0048037//cofactor binding;GO:0005525//GTP bindingGO:0045244//succinate-CoA ligase complex (GDP-forming);GO:0005743//mitochondrial inner membrane;GO:0005886//plasma membrane

2 2 - - - GO:0045471//response to ethanol;GO:0009650//UV protection;GO:0021549//cerebellum development;GO:0070625//zymogen granule exocytosis;GO:0045444//fat cell differentiationGO:0005509//calcium ion binding;GO:0042802//identical protein bindingGO:0005796//Golgi lumen;GO:0032059//bleb;GO:0005770//late endosome;GO:0005886//plasma membrane

- - - - K01321|1|0.0|957|hsa:2158|coagulation factor IX (Christmas factor) [EC:3.4.21.22]GO:0007598//blood coagulation, extrinsic pathway;GO:0007597//blood coagulation, intrinsic pathway;GO:0017187//peptidyl-glutamic acid carboxylation;GO:0043687//post-translational protein modification;GO:0006508//proteolysisGO:0005509//calcium ion binding;GO:0004252//serine-type endopeptidase activityGO:0005796//Golgi lumen;GO:0005788//endoplasmic reticulum lumen;GO:0005576//extracellular region;GO:0005886//plasma membrane

1 1 - - K13023|1|3e-38|160|gga:424899|carboxypeptidase N regulatory subunitGO:0007155//cell adhesion;GO:0007165//signal transductionGO:0008022//protein C-terminus binding;GO:0005520//insulin-like growth factor bindingGO:0005730//nucleolus;GO:0042567//insulin-like growth factor ternary complex

18 18 - * - GO:0043065//positive regulation of apoptotic process;GO:0010468//regulation of gene expression;GO:0032956//regulation of actin cytoskeleton organization;GO:0016525//negative regulation of angiogenesis;GO:0010543//regulation of platelet activation;GO:2000504//positive regulation of blood vessel remodeling;GO:0043254//regulation of protein complex assembly;GO:0002839//positive regulation of immune response to tumor cell;GO:0010593//negative regulation of lamellipodium assembly;GO:0050832//defense response to fungus;GO:0051918//negative regulation of fibrinolysis;GO:1900747//negative regulation of vascular endothelial growth factor signaling pathway;GO:0002576//platelet degranulation;GO:0043537//negative regulation of blood vessel endothelial cell migration;GO:2001027//negative regulation of endothelial cell chemotaxis;GO:0008285//negative regulation of cell proliferation;GO:0051894//positive regulation of focal adhesion assembly;GO:0050730//regulation of peptidyl-tyrosine phosphorylation;GO:0033629//negative reGO:0004869//cysteine-type endopeptidase inhibitor activity;GO:0008201//heparin binding;GO:0004867//serine-type endopeptidase inhibitor activity;GO:0020037//heme binding;GO:0019865//immunoglobulin binding;GO:0043395//heparan sulfate proteoglycan binding;GO:0008270//zinc ion binding;GO:0043498//cell surface bindingGO:0005886//plasma membrane;GO:0031093//platelet alpha granule lumen;GO:0005576//extracellular region

10 10 - * K09487|1|0.0|1378|mcc:699568|heat shock protein 90kDa betaGO:0030433//ER-associated protein catabolic process;GO:0006457//protein folding;GO:0031247//actin rod assembly;GO:0015031//protein transport;GO:0001666//response to hypoxia;GO:0006987//activation of signaling protein activity involved in unfolded protein response;GO:0051208//sequestering of calcium ion;GO:0071318//cellular response to ATP;GO:0045087//innate immune response;GO:0043666//regulation of phosphoprotein phosphatase activityGO:0046790//virion binding;GO:0005509//calcium ion binding;GO:0050750//low-density lipoprotein particle receptor binding;GO:0051082//unfolded protein binding;GO:0019903//protein phosphatase binding;GO:0003723//RNA binding;GO:0005524//ATP bindingGO:0005788//endoplasmic reticulum lumen;GO:0042470//melanosome;GO:0005789//endoplasmic reticulum membrane;GO:0005829//cytosol;GO:0030496//midbody;GO:0048471//perinuclear region of cytoplasm;GO:0044459//plasma membrane part

1 1 - - K13980|1|0.0|771|hsa:127|alcohol dehydrogenase 4 [EC:1.1.1.1]GO:0042572//retinol metabolic process;GO:0042375//quinone cofactor metabolic process;GO:0006069//ethanol oxidation;GO:0006805//xenobiotic metabolic process;GO:0046164//alcohol catabolic process;GO:0006081//cellular aldehyde metabolic processGO:0051287//NAD binding;GO:0004032//alditol:NADP+ 1-oxidoreductase activity;GO:0008270//zinc ion binding;GO:0019841//retinol binding;GO:0004745//retinol dehydrogenase activity;GO:0005503//all-trans retinal binding;GO:0003960//NADPH:quinone reductase activity;GO:0004024//alcohol dehydrogenase activity, zinc-dependent;GO:0019115//benzaldehyde dehydrogenase activityGO:0005829//cytosol;GO:0015630//microtubule cytoskeleton

4 4 - - K06554|1|9e-18|88.6|cfa:607364|immunoglobulin lambda-like polypeptide 1!K06553|4|1e-11|68.6|aml:100468389|pre-B lymphocyte gene- -  

47 47 - - K06856|1|4e-88|325|ssc:396781|immunoglobulin heavy chain- -  

9 10 - - K03998|1|0.0|1038|hsa:732|complement component 8 subunit betaGO:0006957//complement activation, alternative pathway;GO:0019835//cytolysis;GO:0006958//complement activation, classical pathway- GO:0005615//extracellular space;GO:0005579//membrane attack complex

34 34 * * K05768|1|0.0|1521|hsa:2934|gelsolinGO:0051593//response to folic acid;GO:0006921//cellular component disassembly involved in execution phase of apoptosis;GO:0014003//oligodendrocyte development;GO:0060271//cilium morphogenesis;GO:0042246//tissue regeneration;GO:0045471//response to ethanol;GO:0007568//aging;GO:0030155//regulation of cell adhesion;GO:0071276//cellular response to cadmium ion;GO:0051014//actin filament severing;GO:0016192//vesicle-mediated transport;GO:0048015//phosphatidylinositol-mediated signaling;GO:0051016//barbed-end actin filament cappingGO:0005509//calcium ion binding;GO:0003779//actin bindingGO:0030027//lamellipodium;GO:0015629//actin cytoskeleton;GO:0005615//extracellular space;GO:0005829//cytosol;GO:0001726//ruffle;GO:0043234//protein complex;GO:0048471//perinuclear region of cytoplasm

4 5 * * K10104|1|0.0|636|hsa:2219|ficolinGO:0008228//opsonization;GO:0007165//signal transduction;GO:0001867//complement activation, lectin pathwayGO:0003823//antigen binding;GO:0030246//carbohydrate binding;GO:0005509//calcium ion binding;GO:0005102//receptor bindingGO:0005615//extracellular space;GO:0005581//collagen

5 5 * * K06840|1|0.0|1334|hsa:6405|semaphorin 3GO:0048843//negative regulation of axon extension involved in axon guidance;GO:0050919//negative chemotaxis;GO:0001755//neural crest cell migrationGO:0004872//receptor activity;GO:0045499//chemorepellent activityGO:0005615//extracellular space;GO:0016020//membrane

1 1 - - K04079|1|0.0|865|mcc:708431|molecular chaperone HtpGGO:0007411//axon guidance;GO:0051131//chaperone-mediated protein complex assembly;GO:0045040//protein import into mitochondrial outer membrane;GO:0045429//positive regulation of nitric oxide biosynthetic process;GO:0050999//regulation of nitric-oxide synthase activity;GO:0007165//signal transduction;GO:0042026//protein refolding;GO:0006200//ATP catabolic process;GO:0000086//G2/M transition of mitotic cell cycle;GO:0006986//response to unfolded proteinGO:0030911//TPR domain binding;GO:0030235//nitric-oxide synthase regulator activity;GO:0051082//unfolded protein binding;GO:0016887//ATPase activity;GO:0042803//protein homodimerization activity;GO:0005524//ATP bindingGO:0042470//melanosome;GO:0005829//cytosol;GO:0005886//plasma membrane

42 42 - - K03917|1|0.0|1527|hsa:2162|coagulation factor XIII A1 polypeptide [EC:2.3.2.13]GO:0018149//peptide cross-linking;GO:0030168//platelet activation;GO:0002576//platelet degranulationGO:0046872//metal ion binding;GO:0003810//protein-glutamine gamma-glutamyltransferase activityGO:0031093//platelet alpha granule lumen;GO:0005576//extracellular region

6 5 - * K10066|1|2e-136|484|hsa:78989|collectin sub-family member 11GO:0007275//multicellular organismal developmentGO:0005537//mannose bindingGO:0005581//collagen

54 55 * - K01315|1|0.0|1566|hsa:5340|plasminogen [EC:3.4.21.7]GO:0030168//platelet activation;GO:0022617//extracellular matrix disassembly;GO:0010812//negative regulation of cell-substrate adhesion;GO:0048771//tissue remodeling;GO:2000048//negative regulation of cell-cell adhesion mediated by cadherin;GO:0051918//negative regulation of fibrinolysis;GO:0051919//positive regulation of fibrinolysis;GO:0008285//negative regulation of cell proliferation;GO:0006508//proteolysis;GO:0002576//platelet degranulationGO:0034185//apolipoprotein binding;GO:0019904//protein domain specific binding;GO:0004252//serine-type endopeptidase activity;GO:0043498//cell surface bindingGO:0031232//extrinsic to external side of plasma membrane;GO:0005615//extracellular space;GO:0031093//platelet alpha granule lumen

21 21 * * K08761|1|0.0|960|hsa:5360|phospholipid transfer proteinGO:0010189//vitamin E biosynthetic process;GO:0006629//lipid metabolic process;GO:0006869//lipid transport;GO:0030317//sperm motilityGO:0008289//lipid bindingGO:0005576//extracellular region

6 6 * * K06554|1|4e-17|86.7|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|3|5e-11|66.2|mdo:100618555|pre-B lymphocyte gene- -  

4 4 - - K06554|1|3e-84|311|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|4|4e-64|244|mcc:698694|pre-B lymphocyte geneGO:0045087//innate immune response;GO:0006958//complement activation, classical pathwayGO:0003823//antigen bindingGO:0005886//plasma membrane;GO:0005576//extracellular region

27 28 * - K03910|1|0.0|2115|ptr:465372|alpha-2-macroglobulinGO:0030168//platelet activation;GO:0001869//negative regulation of complement activation, lectin pathway;GO:0010951//negative regulation of endopeptidase activity;GO:0051056//regulation of small GTPase mediated signal transduction;GO:0007565//female pregnancy;GO:0007597//blood coagulation, intrinsic pathway;GO:0002576//platelet degranulationGO:0019966//interleukin-1 binding;GO:0004867//serine-type endopeptidase inhibitor activity;GO:0043120//tumor necrosis factor binding;GO:0019959//interleukin-8 binding;GO:0019899//enzyme bindingGO:0031093//platelet alpha granule lumen;GO:0005615//extracellular space;GO:0005829//cytosol

5 5 - - K06554|1|4e-21|99.8|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|4|1e-12|71.6|mdo:100618555|pre-B lymphocyte gene- -  

- - - - - GO:0032914//positive regulation of transforming growth factor beta1 production;GO:0002003//angiotensin maturation;GO:0043408//regulation of MAPK cascadeGO:0004872//receptor activity;GO:0005515//protein binding;GO:0003824//catalytic activityGO:0009897//external side of plasma membrane;GO:0016021//integral to membrane

1 1 - - K05465|1|0.0|1015|pon:100443653|angiopoietin 1GO:0033138//positive regulation of peptidyl-serine phosphorylation;GO:0060979//vasculogenesis involved in coronary vascular morphogenesis;GO:0003160//endocardium morphogenesis;GO:0030097//hemopoiesis;GO:0001701//in utero embryonic development;GO:0050918//positive chemotaxis;GO:0030949//positive regulation of vascular endothelial growth factor receptor signaling pathway;GO:0001541//ovarian follicle development;GO:0043116//negative regulation of vascular permeability;GO:0007162//negative regulation of cell adhesion;GO:0070374//positive regulation of ERK1 and ERK2 cascade;GO:0007171//activation of transmembrane receptor protein tyrosine kinase activity;GO:0055008//cardiac muscle tissue morphogenesis;GO:0045785//positive regulation of cell adhesion;GO:0007596//blood coagulation;GO:2000352//negative regulation of endothelial cell apoptotic process;GO:0002092//positive regulation of receptor internalization;GO:0031100//organ regeneration;GO:0031398//positive regulation of protein ubiquitination;GO:0001936//regulatiGO:0030971//receptor tyrosine kinase binding;GO:0005172//vascular endothelial growth factor receptor bindingGO:0005615//extracellular space;GO:0045121//membrane raft;GO:0005886//plasma membrane;GO:0005902//microvillus

1 1 - - K06255|1|0.0|8648|hsa:3339|heparan sulfate proteoglycan 2 (perlecan)GO:0006024//glycosaminoglycan biosynthetic process;GO:0006629//lipid metabolic process;GO:0001525//angiogenesis;GO:0005975//carbohydrate metabolic process;GO:0042157//lipoprotein metabolic process;GO:0030204//chondroitin sulfate metabolic process;GO:0006027//glycosaminoglycan catabolic process;GO:0044281//small molecule metabolic processGO:0008022//protein C-terminus bindingGO:0005796//Golgi lumen;GO:0005604//basement membrane;GO:0043202//lysosomal lumen;GO:0005615//extracellular space;GO:0005886//plasma membrane

239 239 - - K01883|1|7e-124|444|xtr:448227|cysteinyl-tRNA synthetase [EC:6.1.1.16]!K12258|2|5e-32|139|xla:495173|vitamin D-binding proteinGO:0046689//response to mercury ion;GO:0030168//platelet activation;GO:0043066//negative regulation of apoptotic process;GO:0010033//response to organic substance;GO:0043252//sodium-independent organic anion transport;GO:0046010//positive regulation of circadian sleep/wake cycle, non-REM sleep;GO:0015721//bile acid and bile salt transport;GO:0042157//lipoprotein metabolic process;GO:0051659//maintenance of mitochondrion location;GO:0008206//bile acid metabolic process;GO:0043297//apical junction assembly;GO:0070541//response to platinum ion;GO:0002576//platelet degranulation;GO:0090162//establishment of epithelial cell polarity;GO:0055085//transmembrane transport;GO:0019836//hemolysis by symbiont of host erythrocytes;GO:0009267//cellular response to starvation;GO:0007584//response to nutrientGO:0051087//chaperone binding;GO:0008270//zinc ion binding;GO:0008144//drug binding;GO:0015643//toxic substance binding;GO:0019825//oxygen binding;GO:0030170//pyridoxal phosphate binding;GO:0003677//DNA binding;GO:0043498//cell surface binding;GO:0016209//antioxidant activity;GO:0005504//fatty acid binding;GO:0019899//enzyme binding;GO:0005507//copper ion bindingGO:0005604//basement membrane;GO:0005814//centriole;GO:0031093//platelet alpha granule lumen;GO:0043296//apical junction complex;GO:0005615//extracellular space;GO:0045095//keratin filament;GO:0000922//spindle pole



8 8 - - K06856|1|1e-26|118|ptr:100610404|immunoglobulin heavy chain- -  

10 10 * * K01344|1|0.0|685|hsa:5624|protein C (activated) [EC:3.4.21.69]GO:0017187//peptidyl-glutamic acid carboxylation;GO:0050900//leukocyte migration;GO:0043687//post-translational protein modification;GO:0006508//proteolysis;GO:0030195//negative regulation of blood coagulation;GO:0043066//negative regulation of apoptotic processGO:0005509//calcium ion binding;GO:0005515//protein binding;GO:0004252//serine-type endopeptidase activityGO:0005796//Golgi lumen;GO:0005615//extracellular space;GO:0005788//endoplasmic reticulum lumen;GO:0005886//plasma membrane

10 10 * * K08758|1|2e-48|190|hsa:336|apolipoprotein A-IIGO:0060695//negative regulation of cholesterol transporter activity;GO:0006641//triglyceride metabolic process;GO:0045416//positive regulation of interleukin-8 biosynthetic process;GO:0033344//cholesterol efflux;GO:0018206//peptidyl-methionine modification;GO:0009749//response to glucose stimulus;GO:0042157//lipoprotein metabolic process;GO:0030300//regulation of intestinal cholesterol absorption;GO:0043691//reverse cholesterol transport;GO:0051384//response to glucocorticoid stimulus;GO:0002740//negative regulation of cytokine secretion involved in immune response;GO:0008203//cholesterol metabolic process;GO:0031100//organ regeneration;GO:0018158//protein oxidation;GO:0006656//phosphatidylcholine biosynthetic process;GO:0034375//high-density lipoprotein particle remodeling;GO:0042632//cholesterol homeostasis;GO:0034384//high-density lipoprotein particle clearance;GO:0019048//virus-host interaction;GO:0002526//acute inflammatory response;GO:0050995//negative regulation of lipid catabolic process;GO:0046340//dGO:0042803//protein homodimerization activity;GO:0031210//phosphatidylcholine binding;GO:0060228//phosphatidylcholine-sterol O-acyltransferase activator activity;GO:0015485//cholesterol binding;GO:0055102//lipase inhibitor activity;GO:0034190//apolipoprotein receptor binding;GO:0046982//protein heterodimerization activity;GO:0008035//high-density lipoprotein particle binding;GO:0017127//cholesterol transporter activity;GO:0070653//high-density lipoprotein particle receptor bindingGO:0042627//chylomicron;GO:0005788//endoplasmic reticulum lumen;GO:0034361//very-low-density lipoprotein particle;GO:0034366//spherical high-density lipoprotein particle

3 3 - - K09490|1|0.0|1249|mcc:703193|heat shock 70kDa protein 5GO:0030512//negative regulation of transforming growth factor beta receptor signaling pathway;GO:0021589//cerebellum structural organization;GO:0040019//positive regulation of embryonic development;GO:0006200//ATP catabolic process;GO:0030168//platelet activation;GO:0031398//positive regulation of protein ubiquitination;GO:0030433//ER-associated protein catabolic process;GO:0021680//cerebellar Purkinje cell layer development;GO:0006983//ER overload response;GO:0002576//platelet degranulation;GO:0042149//cellular response to glucose starvation;GO:0043154//negative regulation of cysteine-type endopeptidase activity involved in apoptotic process;GO:0060904//regulation of protein folding in endoplasmic reticulum;GO:0006987//activation of signaling protein activity involved in unfolded protein responseGO:0051087//chaperone binding;GO:0051082//unfolded protein binding;GO:0031625//ubiquitin protein ligase binding;GO:0043027//cysteine-type endopeptidase inhibitor activity involved in apoptotic process;GO:0019904//protein domain specific binding;GO:0043022//ribosome binding;GO:0005524//ATP binding;GO:0051787//misfolded protein binding;GO:0016887//ATPase activity;GO:0030674//protein binding, bridging;GO:0005509//calcium ion bindingGO:0009986//cell surface;GO:0034663//endoplasmic reticulum chaperone complex;GO:0030496//midbody;GO:0005788//endoplasmic reticulum lumen;GO:0030176//integral to endoplasmic reticulum membrane;GO:0008180//signalosome;GO:0048471//perinuclear region of cytoplasm;GO:0042470//melanosome;GO:0005793//endoplasmic reticulum-Golgi intermediate compartment

11 11 - * K09821|1|0.0|964|hsa:183|angiotensinogenGO:0048169//regulation of long-term neuronal synaptic plasticity;GO:0048146//positive regulation of fibroblast proliferation;GO:0045742//positive regulation of epidermal growth factor receptor signaling pathway;GO:0035411//catenin import into nucleus;GO:0034374//low-density lipoprotein particle remodeling;GO:0014873//response to muscle activity involved in regulation of muscle adaptation;GO:0048143//astrocyte activation;GO:0001568//blood vessel development;GO:0040018//positive regulation of multicellular organism growth;GO:0002018//renin-angiotensin regulation of aldosterone production;GO:0001543//ovarian follicle rupture;GO:0008065//establishment of blood-nerve barrier;GO:0007200//phospholipase C-activating G-protein coupled receptor signaling pathway;GO:0014061//regulation of norepinephrine secretion;GO:0051145//smooth muscle cell differentiation;GO:0071260//cellular response to mechanical stimulus;GO:0051403//stress-activated MAPK cascade;GO:0050729//positive regulation of inflammatory response;GO:0006917/GO:0008083//growth factor activity;GO:0010698//acetyltransferase activator activity;GO:0005179//hormone activity;GO:0031703//type 2 angiotensin receptor binding;GO:0031702//type 1 angiotensin receptor binding;GO:0004867//serine-type endopeptidase inhibitor activity;GO:0008453//alanine-glyoxylate transaminase activityGO:0005615//extracellular space;GO:0044444//cytoplasmic part

1 1 - - K06856|1|1e-47|187|ptr:745068|immunoglobulin heavy chain- -  

4 4 - - K01324|1|0.0|1268|hsa:3818|plasma kallikrein [EC:3.4.21.34]GO:0007597//blood coagulation, intrinsic pathway;GO:0031639//plasminogen activation;GO:0022617//extracellular matrix disassembly;GO:0051919//positive regulation of fibrinolysis;GO:0006508//proteolysis;GO:0002542//Factor XII activationGO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0009055//electron carrier activity;GO:0004497//monooxygenase activity;GO:0005515//protein binding;GO:0020037//heme binding;GO:0004252//serine-type endopeptidase activity;GO:0005506//iron ion bindingGO:0005615//extracellular space;GO:0005886//plasma membrane

21 21 - - K05316|1|4e-09|64.7|dmo:Dmoj_GI17296|voltage-dependent calcium channel alpha-2/delta, invertebrateGO:0030212//hyaluronan metabolic process;GO:0010951//negative regulation of endopeptidase activityGO:0004867//serine-type endopeptidase inhibitor activityGO:0005576//extracellular region

4 4 * - K13912|1|2e-20|100|ssc:751862|deleted in malignant brain tumors 1 protein- GO:0005509//calcium ion bindingGO:0005635//nuclear envelope

1 1 - - K00778|1|0.0|827|hsa:6480|beta-galactoside alpha-2,6-sialyltransferase (sialyltransferase 1) [EC:2.4.99.1]GO:0018279//protein N-linked glycosylation via asparagine;GO:0043687//post-translational protein modification;GO:0006959//humoral immune response;GO:0016266//O-glycan processingGO:0003835//beta-galactoside alpha-2,6-sialyltransferase activityGO:0032580//Golgi cisterna membrane;GO:0030173//integral to Golgi membrane;GO:0005576//extracellular region

- - - - K03544|1|5e-120|430|hsa:10845|ATP-dependent Clp protease ATP-binding subunit ClpXGO:0006457//protein folding;GO:0051603//proteolysis involved in cellular protein catabolic process;GO:0010952//positive regulation of peptidase activityGO:0046872//metal ion binding;GO:0004176//ATP-dependent peptidase activity;GO:0005524//ATP binding;GO:0051082//unfolded protein binding;GO:0016504//peptidase activator activityGO:0005730//nucleolus;GO:0005743//mitochondrial inner membrane;GO:0042645//mitochondrial nucleoid;GO:0009841//mitochondrial endopeptidase Clp complex

1 1 - - K04525|1|2e-93|343|oaa:100086374|serpin peptidase inhibitor, clade A, member 3!K03984|2|5e-92|338|acs:100560217|alpha-1-antitrypsinGO:0034695//response to prostaglandin E stimulus;GO:0010951//negative regulation of endopeptidase activity;GO:0042493//response to drug;GO:0043434//response to peptide hormone stimulus;GO:0033189//response to vitamin A;GO:0007568//aging;GO:0009791//post-embryonic development;GO:0030162//regulation of proteolysis;GO:0051412//response to corticosterone stimulusGO:0004867//serine-type endopeptidase inhibitor activity;GO:0042562//hormone bindingGO:0005615//extracellular space

1 1 - - K06630|1|6e-76|281|ptr:472830|tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation proteinGO:0030168//platelet activation;GO:0010467//gene expression;GO:0007165//signal transduction;GO:0042493//response to drug;GO:0002553//histamine secretion by mast cell;GO:0016071//mRNA metabolic process;GO:0006626//protein targeting to mitochondrionGO:0016301//kinase activity;GO:0019904//protein domain specific binding;GO:0008134//transcription factor bindingGO:0005654//nucleoplasm;GO:0042470//melanosome;GO:0005829//cytosol;GO:0031252//cell leading edge;GO:0043234//protein complex;GO:0014069//postsynaptic density;GO:0048471//perinuclear region of cytoplasm;GO:0005739//mitochondrion

1 1 - - K05464|1|5e-21|102|mgp:100547772|growth arrest-specific 6!K03908|4|1e-20|100|aml:100467376|protein SGO:0009914//hormone transport;GO:0007285//primary spermatocyte growthGO:0005497//androgen binding;GO:0042803//protein homodimerization activityGO:0005576//extracellular region

- - - - K03902|1|3e-135|480|hsa:2153|coagulation factor V (labile factor)GO:0030168//platelet activation;GO:0007155//cell adhesion;GO:0002576//platelet degranulation;GO:0008015//blood circulationGO:0005507//copper ion binding;GO:0005515//protein bindingGO:0005615//extracellular space;GO:0031093//platelet alpha granule lumen;GO:0005886//plasma membrane

1 1 - - - GO:0033622//integrin activation;GO:0007159//leukocyte cell-cell adhesion;GO:0070527//platelet aggregation;GO:0033632//regulation of cell-cell adhesion mediated by integrinGO:0005178//integrin binding;GO:0005543//phospholipid bindingGO:0002102//podosome;GO:0030054//cell junction;GO:0042995//cell projection

- - - - K01279|1|0.0|1092|hsa:1200|tripeptidyl-peptidase I [EC:3.4.14.9]GO:0042360//vitamin E metabolic process;GO:0030326//embryonic limb morphogenesis;GO:0050885//neuromuscular process controlling balance;GO:0007584//response to nutrient;GO:0001501//skeletal system development;GO:0090212//negative regulation of establishment of blood-brain barrier;GO:0043171//peptide catabolic process;GO:0035282//segmentation;GO:0060381//positive regulation of single-stranded telomeric DNA binding;GO:0031848//protection from non-homologous end joining at telomere;GO:0070198//protein localization to chromosome, telomeric region;GO:0006629//lipid metabolic process;GO:0009268//response to pH;GO:0006508//proteolysis;GO:0001892//embryonic placenta development;GO:0007399//nervous system development;GO:0006886//intracellular protein transport;GO:0008219//cell death;GO:0032202//telomere assembly;GO:0032211//negative regulation of telomere maintenance via telomerase;GO:0045453//bone resorption;GO:0006987//activation of signaling protein activity involved in unfolded protein response;GO:0009636//responseGO:0008431//vitamin E binding;GO:0005215//transporter activity;GO:0070182//DNA polymerase binding;GO:0046872//metal ion binding;GO:0042277//peptide binding;GO:0008240//tripeptidyl-peptidase activity;GO:0003677//DNA binding;GO:0004252//serine-type endopeptidase activityGO:0005829//cytosol;GO:0005654//nucleoplasm;GO:0000783//nuclear telomere cap complex;GO:0043202//lysosomal lumen;GO:0005739//mitochondrion;GO:0042470//melanosome;GO:0005770//late endosome

1 1 - - K06856|1|3e-19|93.6|ecb:100060306|immunoglobulin heavy chain- -  

- - - - K01230|1|0.0|1237|ptr:463148|mannosyl-oligosaccharide alpha-1,2-mannosidase [EC:3.2.1.113]GO:0018279//protein N-linked glycosylation via asparagine;GO:0043687//post-translational protein modificationGO:0004571//mannosyl-oligosaccharide 1,2-alpha-mannosidase activity;GO:0005509//calcium ion bindingGO:0000139//Golgi membrane;GO:0005793//endoplasmic reticulum-Golgi intermediate compartment;GO:0016021//integral to membrane;GO:0005783//endoplasmic reticulum

- - - - K13618|1|0.0|858|hsa:51365|phospholipase A1 member A [EC:3.1.1.-]GO:0006658//phosphatidylserine metabolic process;GO:0016042//lipid catabolic processGO:0008970//phosphatidylcholine 1-acylhydrolase activityGO:0005576//extracellular region

519 519 * - K14462|1|0.0|9117|hsa:338|apolipoprotein BGO:0010886//positive regulation of cholesterol storage;GO:0042953//lipoprotein transport;GO:0009615//response to virus;GO:0032496//response to lipopolysaccharide;GO:0045540//regulation of cholesterol biosynthetic process;GO:0010269//response to selenium ion;GO:0042159//lipoprotein catabolic process;GO:0034374//low-density lipoprotein particle remodeling;GO:0048844//artery morphogenesis;GO:0006898//receptor-mediated endocytosis;GO:0010744//positive regulation of macrophage derived foam cell differentiation;GO:0071356//cellular response to tumor necrosis factor;GO:0009566//fertilization;GO:0034383//low-density lipoprotein particle clearance;GO:0007283//spermatogenesis;GO:0009791//post-embryonic development;GO:0050900//leukocyte migration;GO:0034379//very-low-density lipoprotein particle assembly;GO:0019433//triglyceride catabolic process;GO:0030317//sperm motility;GO:0007596//blood coagulation;GO:0042158//lipoprotein biosynthetic process;GO:0030301//cholesterol transport;GO:0007399//nervous system development;GGO:0050750//low-density lipoprotein particle receptor binding;GO:0005543//phospholipid binding;GO:0046982//protein heterodimerization activity;GO:0008201//heparin binding;GO:0019899//enzyme binding;GO:0017127//cholesterol transporter activityGO:0030669//clathrin-coated endocytic vesicle membrane;GO:0034360//chylomicron remnant;GO:0005788//endoplasmic reticulum lumen;GO:0034361//very-low-density lipoprotein particle;GO:0005789//endoplasmic reticulum membrane;GO:0031904//endosome lumen;GO:0034363//intermediate-density lipoprotein particle;GO:0034359//mature chylomicron;GO:0005886//plasma membrane;GO:0034362//low-density lipoprotein particle;GO:0010008//endosome membrane;GO:0031983//vesicle lumen

- - - - K14462|1|4e-130|463|hsa:338|apolipoprotein BGO:0010886//positive regulation of cholesterol storage;GO:0042953//lipoprotein transport;GO:0009615//response to virus;GO:0032496//response to lipopolysaccharide;GO:0045540//regulation of cholesterol biosynthetic process;GO:0010269//response to selenium ion;GO:0042159//lipoprotein catabolic process;GO:0034374//low-density lipoprotein particle remodeling;GO:0048844//artery morphogenesis;GO:0006898//receptor-mediated endocytosis;GO:0010744//positive regulation of macrophage derived foam cell differentiation;GO:0071356//cellular response to tumor necrosis factor;GO:0009566//fertilization;GO:0034383//low-density lipoprotein particle clearance;GO:0007283//spermatogenesis;GO:0009791//post-embryonic development;GO:0050900//leukocyte migration;GO:0034379//very-low-density lipoprotein particle assembly;GO:0019433//triglyceride catabolic process;GO:0030317//sperm motility;GO:0007596//blood coagulation;GO:0042158//lipoprotein biosynthetic process;GO:0030301//cholesterol transport;GO:0007399//nervous system development;GGO:0050750//low-density lipoprotein particle receptor binding;GO:0005543//phospholipid binding;GO:0046982//protein heterodimerization activity;GO:0008201//heparin binding;GO:0019899//enzyme binding;GO:0017127//cholesterol transporter activityGO:0030669//clathrin-coated endocytic vesicle membrane;GO:0034360//chylomicron remnant;GO:0005788//endoplasmic reticulum lumen;GO:0034361//very-low-density lipoprotein particle;GO:0005789//endoplasmic reticulum membrane;GO:0031904//endosome lumen;GO:0034363//intermediate-density lipoprotein particle;GO:0034359//mature chylomicron;GO:0005886//plasma membrane;GO:0034362//low-density lipoprotein particle;GO:0010008//endosome membrane;GO:0031983//vesicle lumen

1 1 - - K06856|1|3e-148|525|ssc:396781|immunoglobulin heavy chain- -  

12 12 - * K03898|1|0.0|816|hsa:3827|kininogenGO:0030168//platelet activation;GO:0035810//positive regulation of urine volume;GO:0007204//elevation of cytosolic calcium ion concentration;GO:0030195//negative regulation of blood coagulation;GO:0007162//negative regulation of cell adhesion;GO:0042311//vasodilation;GO:0007597//blood coagulation, intrinsic pathway;GO:0043065//positive regulation of apoptotic process;GO:0006954//inflammatory response;GO:0002576//platelet degranulation;GO:0006939//smooth muscle contraction;GO:0035815//positive regulation of renal sodium excretion;GO:0010466//negative regulation of peptidase activityGO:0005102//receptor binding;GO:0008270//zinc ion binding;GO:0008201//heparin binding;GO:0004869//cysteine-type endopeptidase inhibitor activityGO:0031093//platelet alpha granule lumen;GO:0005615//extracellular space;GO:0005886//plasma membrane

35 35 - * K13912|1|2e-24|114|mmu:12945|deleted in malignant brain tumors 1 proteinGO:0006968//cellular defense response;GO:0007165//signal transduction;GO:0007155//cell adhesionGO:0005044//scavenger receptor activityGO:0016020//membrane;GO:0005615//extracellular space;GO:0005578//proteinaceous extracellular matrix

3 3 * - K06554|1|1e-77|289|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|4|2e-59|229|mcc:698694|pre-B lymphocyte gene- -  

5 5 * * - GO:0006461//protein complex assembly;GO:0046849//bone remodeling;GO:0010951//negative regulation of endopeptidase activity;GO:0001501//skeletal system developmentGO:0004866//endopeptidase inhibitor activityGO:0043234//protein complex;GO:0005576//extracellular region

22 22 * * K05692|1|0.0|722|mdo:100024060|actin beta/gamma 1GO:0007411//axon guidance;GO:0034332//adherens junction organization;GO:0006928//cellular component movement;GO:0051592//response to calcium ion;GO:0045214//sarcomere organization;GO:0034329//cell junction assembly;GO:0007596//blood coagulation;GO:0051086//chaperone mediated protein folding independent of cofactorGO:0019901//protein kinase binding;GO:0050998//nitric-oxide synthase binding;GO:0019894//kinesin binding;GO:0030957//Tat protein binding;GO:0042802//identical protein binding;GO:0005524//ATP binding;GO:0005200//structural constituent of cytoskeletonGO:0030863//cortical cytoskeleton;GO:0031941//filamentous actin;GO:0005829//cytosol;GO:0030016//myofibril;GO:0030424//axon;GO:0014069//postsynaptic density;GO:0070688//MLL5-L complex;GO:0035267//NuA4 histone acetyltransferase complex;GO:0030529//ribonucleoprotein complex

2 2 - * K03986|1|3e-111|400|hsa:712|complement C1q subcomponent subunit AGO:0045087//innate immune response;GO:0006958//complement activation, classical pathway;GO:0007267//cell-cell signalingGO:0005515//protein bindingGO:0005602//complement component C1 complex;GO:0005581//collagen

1 1 - - - - GO:0005509//calcium ion bindingGO:0005578//proteinaceous extracellular matrix

1 1 - - - - - GO:0005730//nucleolus;GO:0005929//cilium;GO:0005874//microtubule

8 8 * - K08136|1|2e-11|71.2|dre:562002|sparc/osteonectin, cwcv and kazal-like domains proteoglycan (testican)GO:0007165//signal transductionGO:0005509//calcium ion bindingGO:0005615//extracellular space;GO:0005578//proteinaceous extracellular matrix

- - - - K09582|1|0.0|1187|hsa:9601|protein disulfide-isomerase A4 [EC:5.3.4.1]GO:0045454//cell redox homeostasis;GO:0006662//glycerol ether metabolic process;GO:0009306//protein secretionGO:0009055//electron carrier activity;GO:0005515//protein binding;GO:0003756//protein disulfide isomerase activity;GO:0015035//protein disulfide oxidoreductase activityGO:0005788//endoplasmic reticulum lumen;GO:0042470//melanosome

- - - - K06856|1|3e-150|532|ssc:396781|immunoglobulin heavy chain- -  

10 10 - - K01197|1|0.0|841|hsa:3373|hyaluronoglucosaminidase [EC:3.2.1.35]GO:0009615//response to virus;GO:0030307//positive regulation of cell growth;GO:0030207//chondroitin sulfate catabolic process;GO:0045750//positive regulation of S phase of mitotic cell cycle;GO:0030213//hyaluronan biosynthetic process;GO:0071347//cellular response to interleukin-1;GO:0046677//response to antibiotic;GO:0071356//cellular response to tumor necrosis factor;GO:0045766//positive regulation of angiogenesis;GO:0051216//cartilage development;GO:0036120//cellular response to platelet-derived growth factor stimulus;GO:0000302//response to reactive oxygen species;GO:0008285//negative regulation of cell proliferation;GO:0030214//hyaluronan catabolic process;GO:0071467//cellular response to pH;GO:0005975//carbohydrate metabolic process;GO:0071493//cellular response to UV-B;GO:0030308//negative regulation of cell growth;GO:0045785//positive regulation of cell adhesion;GO:0006954//inflammatory response;GO:0044281//small molecule metabolic process;GO:0008219//cell death;GO:0050679//positive regulation of epiGO:0004415//hyalurononglucosaminidase activity;GO:0001618//viral receptor activity;GO:0050501//hyaluronan synthase activity;GO:0008134//transcription factor bindingGO:0005615//extracellular space;GO:0031410//cytoplasmic vesicle;GO:0043202//lysosomal lumen;GO:0036117//hyaluranon cable

- - - - K06856|1|3e-175|615|ssc:396781|immunoglobulin heavy chain- -  

7 7 - * K05407|1|6e-33|139|hsa:5197|platelet factor 4GO:0016525//negative regulation of angiogenesis;GO:0010628//positive regulation of gene expression;GO:0030168//platelet activation;GO:0032760//positive regulation of tumor necrosis factor production;GO:0043066//negative regulation of apoptotic process;GO:0010744//positive regulation of macrophage derived foam cell differentiation;GO:0006955//immune response;GO:0045918//negative regulation of cytolysis;GO:0019221//cytokine-mediated signaling pathway;GO:0045653//negative regulation of megakaryocyte differentiation;GO:0002576//platelet degranulation;GO:0045651//positive regulation of macrophage differentiation;GO:0045347//negative regulation of MHC class II biosynthetic process;GO:0030595//leukocyte chemotaxisGO:0008201//heparin binding;GO:0008009//chemokine activityGO:0031093//platelet alpha granule lumen;GO:0005615//extracellular space

45 45 * - K07127|1|1e-13|76.3|spu:589020|5-hydroxyisourate hydrolase [EC:3.5.2.17]- GO:0005515//protein bindingGO:0005576//extracellular region

15 14 * * - GO:0006629//lipid metabolic process;GO:0010890//positive regulation of sequestering of triglyceride;GO:0006810//transport;GO:0070328//triglyceride homeostasisGO:0005319//lipid transporter activityGO:0034364//high-density lipoprotein particle;GO:0034361//very-low-density lipoprotein particle

- - - - K10788|1|0.0|1407|hsa:8288|eosinophil peroxidase [EC:1.11.1.7]GO:0042744//hydrogen peroxide catabolic processGO:0046872//metal ion binding;GO:0020037//heme binding;GO:0004601//peroxidase activity-

- - - - K06554|1|2e-19|94.4|bta:789205|immunoglobulin lambda-like polypeptide 1!K06553|4|3e-17|87.0|ptr:470154|pre-B lymphocyte gene- -  

3 3 - - K01328|1|0.0|1138|hsa:2161|coagulation factor XII (Hageman factor) [EC:3.4.21.38]GO:0007597//blood coagulation, intrinsic pathway;GO:0030194//positive regulation of blood coagulation;GO:0051788//response to misfolded protein;GO:0045087//innate immune response;GO:0051919//positive regulation of fibrinolysis;GO:0016540//protein autoprocessing;GO:0006508//proteolysis;GO:0002542//Factor XII activation;GO:0010756//positive regulation of plasminogen activationGO:0051787//misfolded protein binding;GO:0004252//serine-type endopeptidase activityGO:0005615//extracellular space;GO:0005886//plasma membrane

1 1 - - K11254|1|2e-40|163|bta:616167|histone H4!K11251|2|3e-40|163|ssc:100154508|histone H2AGO:0006334//nucleosome assemblyGO:0003677//DNA bindingGO:0000786//nucleosome;GO:0005634//nucleus

12 11 * * K03904|1|0.0|726|hsa:2244|fibrinogen beta chainGO:0030168//platelet activation;GO:0051258//protein polymerization;GO:0007165//signal transduction;GO:0002576//platelet degranulation;GO:0051592//response to calcium ionGO:0030674//protein binding, bridging;GO:0051087//chaperone binding;GO:0043499//eukaryotic cell surface binding;GO:0005102//receptor bindingGO:0009897//external side of plasma membrane;GO:0031093//platelet alpha granule lumen;GO:0005938//cell cortex;GO:0005577//fibrinogen complex

138 138 - - K04524|1|5e-159|560|hsa:348|apolipoprotein EGO:0006641//triglyceride metabolic process;GO:0014012//peripheral nervous system axon regeneration;GO:0010468//regulation of gene expression;GO:0050728//negative regulation of inflammatory response;GO:0006707//cholesterol catabolic process;GO:0007010//cytoskeleton organization;GO:0019934//cGMP-mediated signaling;GO:0010875//positive regulation of cholesterol efflux;GO:0007263//nitric oxide mediated signal transduction;GO:0043691//reverse cholesterol transport;GO:0051651//maintenance of location in cell;GO:0010544//negative regulation of platelet activation;GO:0042311//vasodilation;GO:0046907//intracellular transport;GO:0002021//response to dietary excess;GO:0045471//response to ethanol;GO:0034375//high-density lipoprotein particle remodeling;GO:0006874//cellular calcium ion homeostasis;GO:0007271//synaptic transmission, cholinergic;GO:0045541//negative regulation of cholesterol biosynthetic process;GO:0006898//receptor-mediated endocytosis;GO:0042632//cholesterol homeostasis;GO:0001937//negative regulation ofGO:0050750//low-density lipoprotein particle receptor binding;GO:0042803//protein homodimerization activity;GO:0016209//antioxidant activity;GO:0070326//very-low-density lipoprotein particle receptor binding;GO:0008201//heparin binding;GO:0005543//phospholipid binding;GO:0046911//metal chelating activity;GO:0001540//beta-amyloid binding;GO:0060228//phosphatidylcholine-sterol O-acyltransferase activator activity;GO:0071813//lipoprotein particle binding;GO:0046982//protein heterodimerization activity;GO:0017127//cholesterol transporter activity;GO:0048156//tau protein bindingGO:0031232//extrinsic to external side of plasma membrane;GO:0034364//high-density lipoprotein particle;GO:0042627//chylomicron;GO:0034363//intermediate-density lipoprotein particle;GO:0005769//early endosome;GO:0005794//Golgi apparatus;GO:0034362//low-density lipoprotein particle;GO:0030425//dendrite;GO:0005874//microtubule;GO:0034361//very-low-density lipoprotein particle;GO:0043025//neuronal cell body;GO:0005770//late endosome

- - - - K06251|1|6e-61|232|hsa:7448|vitronectinGO:0032092//positive regulation of protein binding;GO:0090303//positive regulation of wound healing;GO:0033627//cell adhesion mediated by integrin;GO:0010951//negative regulation of endopeptidase activity;GO:0006955//immune response;GO:0061302//smooth muscle cell-matrix adhesion;GO:0030195//negative regulation of blood coagulation;GO:0048260//positive regulation of receptor-mediated endocytosis;GO:0050731//positive regulation of peptidyl-tyrosine phosphorylation;GO:0030949//positive regulation of vascular endothelial growth factor receptor signaling pathway;GO:0014911//positive regulation of smooth muscle cell migrationGO:0005178//integrin binding;GO:0005044//scavenger receptor activity;GO:0008201//heparin bindingGO:0005615//extracellular space;GO:0071062//alphav-beta3 integrin-vitronectin complex;GO:0031012//extracellular matrix

8 8 - * K04004|1|0.0|2517|hsa:3075|complement factor HGO:0006957//complement activation, alternative pathway;GO:0030449//regulation of complement activation- GO:0005615//extracellular space

- - - - K05857|1|4e-89|331|xla:735225|phosphatidylinositol phospholipase C, delta [EC:3.1.4.11]!K15370|3|6e-88|327|nve:NEMVE_v1g89019|inactive phospholipase C-like protein 2GO:0016042//lipid catabolic process;GO:0048015//phosphatidylinositol-mediated signalingGO:0004871//signal transducer activity;GO:0005543//phospholipid binding;GO:0004435//phosphatidylinositol phospholipase C activity;GO:0050429//calcium-dependent phospholipase C activity;GO:0005509//calcium ion bindingGO:0031965//nuclear membrane;GO:0005829//cytosol

1 1 - - K00873|1|0.0|1098|hsa:5315|pyruvate kinase [EC:2.7.1.40]GO:0016310//phosphorylation;GO:0044281//small molecule metabolic process;GO:0006096//glycolysis;GO:0012501//programmed cell deathGO:0004743//pyruvate kinase activity;GO:0005515//protein binding;GO:0030955//potassium ion binding;GO:0005524//ATP binding;GO:0000287//magnesium ion bindingGO:0005886//plasma membrane;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion

- - - - K08569|1|2e-110|397|ptr:745867|cathepsin W [EC:3.4.22.-]GO:0006955//immune response;GO:0006508//proteolysisGO:0008234//cysteine-type peptidase activity-

3 3 - - K06856|1|2e-40|164|ptr:745068|immunoglobulin heavy chain- -  

24 24 - - K13912|1|4e-70|265|mcc:574192|deleted in malignant brain tumors 1 proteinGO:0006968//cellular defense response;GO:0006915//apoptotic processGO:0005044//scavenger receptor activityGO:0016020//membrane;GO:0005615//extracellular space

- - - - K06856|1|3e-45|179|ptr:100610404|immunoglobulin heavy chain- -  

1 1 - - K04659|1|0.0|1276|hsa:1311|thrombospondinGO:0060173//limb development;GO:0007155//cell adhesion;GO:0003417//growth plate cartilage developmentGO:0008201//heparin binding;GO:0005518//collagen binding;GO:0005201//extracellular matrix structural constituent;GO:0005509//calcium ion binding;GO:0043395//heparan sulfate proteoglycan bindingGO:0005615//extracellular space;GO:0005578//proteinaceous extracellular matrix

43 43 - * K03987|1|8e-85|313|hsa:713|complement C1q subcomponent subunit BGO:0006958//complement activation, classical pathway;GO:0045087//innate immune response;GO:0032502//developmental processGO:0005515//protein bindingGO:0005576//extracellular region

- - - - K09290|1|1e-99|363|bta:497019|tropomyosin 3!K10373|3|5e-96|350|xla:100189579|tropomyosin 1GO:0030049//muscle filament sliding;GO:0006937//regulation of muscle contraction- GO:0005829//cytosol;GO:0030863//cortical cytoskeleton;GO:0002102//podosome;GO:0001725//stress fiber;GO:0005862//muscle thin filament tropomyosin;GO:0032154//cleavage furrow;GO:0031941//filamentous actin;GO:0030426//growth cone

4 4 - - - GO:0046326//positive regulation of glucose import;GO:0007165//signal transduction;GO:0001934//positive regulation of protein phosphorylation;GO:0009624//response to nematodeGO:0005102//receptor binding;GO:0030246//carbohydrate bindingGO:0031526//brush border membrane;GO:0045121//membrane raft;GO:0005576//extracellular region;GO:0031225//anchored to membrane

7 7 * * K14462|1|0.0|3296|hsa:338|apolipoprotein BGO:0010886//positive regulation of cholesterol storage;GO:0042953//lipoprotein transport;GO:0009615//response to virus;GO:0032496//response to lipopolysaccharide;GO:0045540//regulation of cholesterol biosynthetic process;GO:0010269//response to selenium ion;GO:0042159//lipoprotein catabolic process;GO:0034374//low-density lipoprotein particle remodeling;GO:0048844//artery morphogenesis;GO:0006898//receptor-mediated endocytosis;GO:0010744//positive regulation of macrophage derived foam cell differentiation;GO:0071356//cellular response to tumor necrosis factor;GO:0009566//fertilization;GO:0034383//low-density lipoprotein particle clearance;GO:0007283//spermatogenesis;GO:0009791//post-embryonic development;GO:0050900//leukocyte migration;GO:0034379//very-low-density lipoprotein particle assembly;GO:0019433//triglyceride catabolic process;GO:0030317//sperm motility;GO:0007596//blood coagulation;GO:0042158//lipoprotein biosynthetic process;GO:0030301//cholesterol transport;GO:0007399//nervous system development;GGO:0050750//low-density lipoprotein particle receptor binding;GO:0005543//phospholipid binding;GO:0046982//protein heterodimerization activity;GO:0008201//heparin binding;GO:0019899//enzyme binding;GO:0017127//cholesterol transporter activityGO:0030669//clathrin-coated endocytic vesicle membrane;GO:0034360//chylomicron remnant;GO:0005788//endoplasmic reticulum lumen;GO:0034361//very-low-density lipoprotein particle;GO:0005789//endoplasmic reticulum membrane;GO:0031904//endosome lumen;GO:0034363//intermediate-density lipoprotein particle;GO:0034359//mature chylomicron;GO:0005886//plasma membrane;GO:0034362//low-density lipoprotein particle;GO:0010008//endosome membrane;GO:0031983//vesicle lumen

1 1 - - K06849|1|1e-66|251|hsa:5552|proteoglycan peptide core proteinGO:0033382//maintenance of granzyme B location in T cell secretory granule;GO:0030168//platelet activation;GO:0030502//negative regulation of bone mineralization;GO:0050710//negative regulation of cytokine secretion;GO:0006915//apoptotic process;GO:0033373//maintenance of protease location in mast cell secretory granule;GO:0016485//protein processing;GO:0002576//platelet degranulationGO:0005518//collagen bindingGO:0000139//Golgi membrane;GO:0031093//platelet alpha granule lumen;GO:0005615//extracellular space;GO:0042588//zymogen granule;GO:0042629//mast cell granule

4 5 - - K01300|1|0.0|774|hsa:1361|carboxypeptidase B2 [EC:3.4.17.20]GO:0042493//response to drug;GO:0006508//proteolysis;GO:0051918//negative regulation of fibrinolysis;GO:0009408//response to heatGO:0004181//metallocarboxypeptidase activity;GO:0008270//zinc ion bindingGO:0005615//extracellular space

1 1 - - K13822|1|2e-52|204|pon:100172834|hemoglobin subunit alphaGO:0042744//hydrogen peroxide catabolic process;GO:0051291//protein heterooligomerization;GO:0010942//positive regulation of cell death;GO:0015701//bicarbonate transport;GO:0015671//oxygen transport;GO:0044281//small molecule metabolic processGO:0004601//peroxidase activity;GO:0005344//oxygen transporter activity;GO:0019825//oxygen binding;GO:0031720//haptoglobin binding;GO:0020037//heme binding;GO:0005506//iron ion bindingGO:0022627//cytosolic small ribosomal subunit;GO:0031838//haptoglobin-hemoglobin complex;GO:0005833//hemoglobin complex

- - - - K06553|1|2e-23|107|mdo:100618555|pre-B lymphocyte gene- -  

4 4 * * K03992|1|0.0|650|pon:100439814|mannan-binding lectin serine protease 1 [EC:3.4.21.-]GO:0006508//proteolysis;GO:0045916//negative regulation of complement activation;GO:0001867//complement activation, lectin pathwayGO:0005509//calcium ion binding;GO:0048306//calcium-dependent protein binding;GO:0004252//serine-type endopeptidase activity;GO:0042803//protein homodimerization activityGO:0005615//extracellular space

- - - - K08120|1|0.0|716|pon:100446487|asporinGO:0070171//negative regulation of tooth mineralization;GO:0030512//negative regulation of transforming growth factor beta receptor signaling pathway;GO:0030282//bone mineralizationGO:0015288//porin activity;GO:0005509//calcium ion binding;GO:0005515//protein bindingGO:0046930//pore complex;GO:0005578//proteinaceous extracellular matrix

3 3 * - - GO:0071277//cellular response to calcium ion;GO:0048149//behavioral response to ethanol;GO:0045055//regulated secretory pathway;GO:0050795//regulation of behavior;GO:0007611//learning or memory;GO:0051460//negative regulation of corticotropin secretion;GO:0042445//hormone metabolic process;GO:0071356//cellular response to tumor necrosis factor;GO:0035865//cellular response to potassium ion;GO:0001963//synaptic transmission, dopaminergic;GO:0009755//hormone-mediated signaling pathway;GO:2000310//regulation of N-methyl-D-aspartate selective glutamate receptor activity;GO:0007565//female pregnancy;GO:0035690//cellular response to drug;GO:0002125//maternal aggressive behavior;GO:0006954//inflammatory response;GO:0071320//cellular response to cAMP;GO:0097211//cellular response to gonadotropin-releasing hormone;GO:1900011//negative regulation of corticotropin-releasing hormone receptor activity;GO:0033554//cellular response to stress;GO:0071392//cellular response to estradiol stimulus;GO:0071314//cellular response GO:0005515//protein binding;GO:0051424//corticotropin-releasing hormone bindingGO:0031045//dense core granule;GO:0043196//varicosity;GO:0043679//axon terminus;GO:0005615//extracellular space;GO:0005794//Golgi apparatus;GO:0005874//microtubule;GO:0030425//dendrite;GO:0005771//multivesicular body;GO:0005767//secondary lysosome;GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0043204//perikaryon

5 5 - - K06512|1|7e-12|71.6|ptr:450148|leukocyte immunoglobulin-like receptor- - GO:0005576//extracellular region

- - - - K13279|1|8e-45|178|ptr:456537|peroxiredoxin 1 [EC:1.11.1.15]GO:0001501//skeletal system development;GO:0032872//regulation of stress-activated MAPK cascade;GO:0042744//hydrogen peroxide catabolic process;GO:0034101//erythrocyte homeostasis;GO:0042267//natural killer cell mediated cytotoxicity;GO:0008283//cell proliferation;GO:0019430//removal of superoxide radicals;GO:0042345//regulation of NF-kappaB import into nucleus;GO:0055114//oxidation-reduction processGO:0008379//thioredoxin peroxidase activity;GO:0042802//identical protein bindingGO:0042470//melanosome;GO:0005634//nucleus;GO:0005739//mitochondrion

9 9 - * K10029|1|2e-54|210|hsa:5473|platelet basic proteinGO:0030168//platelet activation;GO:0042742//defense response to bacterium;GO:0006935//chemotaxis;GO:0015758//glucose transport;GO:0006955//immune response;GO:0051781//positive regulation of cell division;GO:0002576//platelet degranulationGO:0005355//glucose transmembrane transporter activity;GO:0008009//chemokine activity;GO:0008083//growth factor activityGO:0005615//extracellular space;GO:0031093//platelet alpha granule lumen



supplementary table3. A list of dysregulated proteins between group A(EH) and group B(TJT)
Hits Accession Desription Mass Seq Score Cov SameSets Spectrum Unique SpectrumPeptide Unique Peptide

1 sp|P35908|K22E_HUMAN Keratin, type II cytoskeletal 2 epidermal OS=Homo sapiens GN=KRT2 PE=1 SV=276630 MSCQISCKSRGRGGGGGGFRGFSSGSAVVSGGSRRSTSSFSCLSRHGGGGGGFGGGGFGSRSLVGLGGTKSISISVAGGGGGFGAAGGFGGRGGGFGGGSSFGGGSGFSGGGFGGGGFGGGRFGGFGGPGGVGGLGGPGGFGPGGYPGGIHEVSVNQSLLQPLNVKVDPEIQNVKAQEREQIKTLNNKFASFIDKVRFLEQQNQVLQTKWELLQQMNVGTRPINLEPIFQGYIDSLKRYLDGLTAERTSQNSELNNMQDLVEDYKKKYEDEINKRTAAENDFVTLKKDVDNAYMIKVELQSKVDLLNQEIEFLKVLYDAEISQIHQSVTDTNVILSMDNSRNLDLDSIIAEVKAQYEEIAQRSKEEAEALYHSKYEELQVTVGRHGDSLKEIKIEISELNRVIQRLQGEIAHVKKQCKNVQDAIADAEQRGEHALKDARNKLNDLEEALQQAKEDLARLLRDYQELMNVKLALDVEIATYRKLLEGEECRMSGDLSSNVTVSVTSSTISSNVASKAAFGGSGGRGSSSGGGYSSGSSSYGSGGRQSGSRGGSGGGGSISGGGYGSGGGSGGRYGSGGGSKGGSISGGGYGSGGGKHSSGGGSRGGSSSGGGYGSGGGGSSSVKGSSGEAFGSSVTFSFR275 15.5 - 23 13 10 8

2 tr|B4E0A4|B4E0A4_HUMAN cDNA FLJ57023, highly similar to Homo sapiens collagen, type VI, alpha 3 (COL6A3), transcript variant 3, mRNA OS=Homo sapiens PE=2 SV=1149266 MRKHRHLPLVAVFCLFLSGFPTTHAQQQQAVIEVNKRDIVFLVDGSSALGLANFNAIRDFIAKVIQRLEIGQDLIQVAVAQYADTVRPEFYFNTHPTKREVITAVRKMKPLDGSALYTGSALDFVRNNLFTSSAGYRAAEGIPKLLVLITGGKSLDEISQPAQELKRSSIMAFAIGNKGADQAELEEIAFDSSLVFIPAEFRAAPLQGMLPGLLAPLRTLSGTPEESKRDILFLFDGSANLVGQFPVVRDFLYKIIDELNLKPEGTRIAVAQYSDDVKVESRFDEHQSKPEILNLVKRMKIKTGKALNLGYALDYAQRYIFVKSAGSRIEDGVLQFLVLLVAGRSSDRVDGPASNLKQSGVVPFIFQAKNADPAELEQIVLSPAFILAAESLPKIGDLHPQIVNLLKSVHNGAPAPVSGEKDVVFLLDGSEGVRSGFPLLKEFVQRVVESLDVGQDRVRVAVVQYSDRTRPEFYLNSYMNKQDVVNAVRQLTLLGGPTPNTGAALEFVLRNILVSSAGSRITEGVPQLLIVLTADRSGDDVRNPSVVVKRGGAVPIGIGIGNADITEMQTISFIPDFAVAIPTFRQLGTVQQVISERVTQLTREELSRLQPVLQPLPSPGVGGKRDVVFLIDGSQSAGPEFQYVRTLIERLVDYLDVGFDTTRVAVIQFSDDPKVEFLLNAHSSKDEVQNAVQRLRPKGGRQINVGNALEYVSGNIFKRPLGSRIEEGVPQFLVLISSGKSDDEVDDPAVELKQFGVAPFTIARNADQEELVKISLSPEYVFSVSTFRELPSLEQKLLTPITTLTSEQIQKLLASTRYPPPAVESDAADIVFLIDSSEGVRPDGFAHIRDFVSRIVRRLNIGPSKVRVGVVQFSNDVFPEFYLKTYRSQAPVLDAIRRLRLRGGSPLNTGKALEFVARNLFVKSAGSRIEDGVPQHLVLVLGGKSQDDVSRFAQVVRSSGIVSLGVGDRNIDRTELQTITNDPRLVFTVREFRELPNIEERIMNSFGPSAATPAPPGVDTPPPS124 4.3 4 12 12 5 5

3 sp|P18428|LBP_HUMAN Lipopolysaccharide-binding protein OS=Homo sapiens GN=LBP PE=1 SV=360518 MGALARALPSILLALLLTSTPEALGANPGLVARITDKGLQYAAQEGLLALQSELLRITLPDFTGDLRIPHVGRGRYEFHSLNIHSCELLHSALRPVPGQGLSLSISDSSIRVQGRWKVRKSFFKLQGSFDVSVKGISISVNLLLGSESSGRPTVTASSCSSDIADVEVDMSGDLGWLLNLFHNQIESKFQKVLESRICEMIQKSVSSDLQPYLQTLPVTTEIDSFADIDYSLVEAPRATAQMLEVMFKGEIFHRNHRSPVTLLAAVMSLPEEHNKMVYFAISDYVFNTASLVYHEEGYLNFSITDDMIPPDSNIRLTTKSFRPFVPRLARLYPNMNLELQGSVPSAPLLNFSPGNLSVDPYMEIDAFVLLPSSSKEPVFRLSVATNVSATLTFNTSKITGFLKPGKVKVELKESKVGLFNAELLEALLNYYILNTFYPKFNDKLAEGFPLPLLKRVQLYDLGLQIHKDFLFLGANVQYMRV2335 20.2 - 145 145 9 9

4 tr|L8E853|L8E853_HUMAN von Willebrand factor OS=Homo sapiens GN=VWF PE=4 SV=1 341812 MIPARFAGVLLALALILPGTLCAEGTRGRSSTARCSLFGSDFVNTFDGSMYSFAGYCSYLLAGGCQKRSFSIIGDFQNGKRVSLSVYLGEFFDIHLFVNGTVTQGDQRVSMPYASKGLYLETEAGYYKLSGEAYGFVARIDGSGNFQVLLSDRYFNKTCGLCGNFNIFAEDDFMTQEGTLTSDPYDFANSWALSSGEQWCERASPPSSSCNISSGEMQKGLWEQCQLLKSTSVFARCHPLVDPEPFVALCEKTLCECAGGLECACPALLEYARTCAQEGMVLYGWTDHSACSPVCPAGMEYRQCVSPCARTCQSLHINEMCQERCVDGCSCPEGQLLDEGLCVESTECPCVHSGKRYPPGTSLSRDCNTCICRNSQWICSNEECPGECLVTGQSHFKSFDNRYFTFSGICQYLLARDCQDHSFSIVIETVQCADDRDAVCTRSVTVRLPGLHNSLVKLKHGAGVAMDGQDVQLPLLKGDLRIQRTVTASVRLSYGEDLQMDWDGRGRLLVKLSPVYAGKTCGLCGNYNGNQGDDFLTPSGLAEPRVEDFGNAWKLHGDCQDLQKQHSDPCALNPRMTRFSEEACAVLTSPTFEACHRAVSPLPYLRNCRYDVCSCSDGRECLCGALASYAAACAGRGVRVAWREPGRCELNCPKGQVYLQCGTPCNLTCRSLSYPDEECNEACLEGCFCPPGLYMDERGDCVPKAQCPCYYDGEIFQPEDIFSDHHTMCYCEDGFMHCTMSGVPGSLLPDAVLSSPLSHRSKRSLSCRPPMVKLVCPADNLRAEGLECTKTCQNYDLECMSMGCVSGCLCPPGMVRHENRCVALERCPCFHQGKEYAPGETVKIGCNTCVCRDQKWNCTDHVCDATCSTIGMAHYLTFDGLKYLFPGECQYVLVQDYCGSNPGTFRILVGNKGCSHPSVKCKKRVTILVEGGEIELFDGEVNVKRPMKDETHFEVVESGRYIILLLGKALSVVWDRHLSISVVLKQTYQEKVCGLCGNFDGIQNNDLTSSNLQVEEDPVDFGNS627 7.5 - 65 65 19 19

5 sp|P00739|HPTR_HUMAN Haptoglobin-related protein OS=Homo sapiens GN=HPR PE=1 SV=2 48340 MSDLGAVISLLLWGRQLFALYSGNDVTDISDDRFPKPPEIANGYVEHLFRYQCKNYYRLRTEGDGVYTLNDKKQWINKAVGDKLPECEAVCGKPKNPANPVQRILGGHLDAKGSFPWQAKMVSHHNLTTGATLINEQWLLTTAKNLFLNHSENATAKDIAPTLTLYVGKKQLVEIEKVVLHPNYHQVDIGLIKLKQKVLVNERVMPICLPSKNYAEVGRVGYVSGWGQSDNFKLTDHLKYVMLPVADQYDCITHYEGSTCPKWKAPKSPVGVQPILNEHTFCVGMSKYQEDTCYGDAGSAFAVHDLEEDTWYAAGILSFDKSCAVAEYGVYVKVTSIQHWVQKTIAEN677 36.2 - 72 22 11 4

6 sp|P19652|A1AG2_HUMAN Alpha-1-acid glycoprotein 2 OS=Homo sapiens GN=ORM2 PE=1 SV=2 28132 MALSWVLTVLSLLPLLEAQIPLCANLVPVPITNATLDRITGKWFYIASAFRNEEYNKSVQEIQATFFYFTPNKTEDTIFLREYQTRQNQCFYNSSYLNVQRENGTVSRYEGGREHVAHLLFLRDTKTLMFGSYLDDEKNWGLSFYADKPETTKEQLGEFYEALDCLCIPRSDVMYTDWKKDKCEPLEKQHEKERKQEEGES61 9.5 - 7 7 2 2

7 tr|K7ERI9|K7ERI9_HUMAN Truncated apolipoprotein C-I (Fragment) OS=Homo sapiens GN=APOC1 PE=4 SV=111075 MRLFLSLPVLVVVLSIVLEGPAPAQGTPDVSSALDKLKEFGNTLEDKARELISRIKQSELSAKMREWFSETFQKVKE409 32.5 1 51 51 3 3

8 tr|Q5SRP5|Q5SRP5_HUMAN Apolipoprotein M OS=Homo sapiens GN=APOM PE=1 SV=1 17751 MAAGSAPMQLHLRATIRMKDGLCVPRKWIYHLTEGSTDLRTEGRPDMKTELFSSSCPGGIMLNETGQGYQRFLLYNRSPHPPEKCVEEFKSLTSCLDSKAFLLTPRNQGKGLKSHKTGLGLTKSSGVTG61 17.8 1 11 11 3 3

9 sp|P35527|K1C9_HUMAN Keratin, type I cytoskeletal 9 OS=Homo sapiens GN=KRT9 PE=1 SV=3 70468 MSCRQFSSSYLSRSGGGGGGGLGSGGSIRSSYSRFSSSGGGGGGGRFSSSSGYGGGSSRVCGRGGGGSFGYSYGGGSGGGFSASSLGGGFGGGSRGFGGASGGGYSSSGGFGGGFGGGSGGGFGGGYGSGFGGFGGFGGGAGGGDGGILTANEKSTMQELNSRLASYLDKVQALEEANNDLENKIQDWYDKKGPAAIQKNYSPYYNTIDDLKDQIVDLTVGNNKTLLDIDNTRMTLDDFRIKFEMEQNLRQGVDADINGLRQVLDNLTMEKSDLEMQYETLQEELMALKKNHKEEMSQLTGQNSGDVNVEINVAPGKDLTKTLNDMRQEYEQLIAKNRKDIENQYETQITQIEHEVSSSGQEVQSSAKEVTQLRHGVQELEIELQSQLSKKAALEKSLEDTKNRYCGQLQMIQEQISNLEAQITDVRQEIECQNQEYSLLLSIKMRLEKEIETYHNLLEGGQEDFESSGAGKIGLGGRGGSGGSYGRGSRGGSGGSYGGGGSGGGYGGGSGSRGGSGGSYGGGSGSGGGSGGGYGGGSGGGHSGGSGGGHSGGSGGNYGGGSGSGGGSGGGYGGGSGSRGGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGKSSHS62 10.4 - 7 7 5 5

10 tr|F1C4A7|F1C4A7_HUMAN Monocyte differentiation antigen CD14 OS=Homo sapiens GN=CD14 PE=4 SV=143702 MERASCLLLLLLPLVHVSATTPEPCELDDEDFRCVCNFSEPQPDWSEAFQCVSAVEVEIHAGGLNLEPFLKRVDADADPRQYADTVKALRVRRLTVGAAQVPAQLLVGALRVLAYSRLKELTLEDLKITGTMPPLPLEATGLALSSLRLRNVSWATGRSWLAELQQWLKPGLKVLSIAQAHSPAFSCEQVRAFPALTSLDLSDNPGLGERGLMAALCPHKFPAIQNLALRNTGIETPTGVCAALAAAGVQPHSLDLSHNSLRATVNPSAPRCMWSSALNSLNLSFAGLEQVPKGLPAKLRVLDLSCNRLNRAPQPDELPEVDNLTLDGNPFLVPGTALPHEGSMNSGVVPACARSTLSVGVSGTLVLLQGARGFA185 19.2 2 18 18 6 6

11 sp|P13645|K1C10_HUMAN Keratin, type I cytoskeletal 10 OS=Homo sapiens GN=KRT10 PE=1 SV=6 66321 MSVRYSSSKHYSSSRSGGGGGGGGCGGGGGVSSLRISSSKGSLGGGFSSGGFSGGSFSRGSSGGGCFGGSSGGYGGLGGFGGGSFRGSYGSSSFGGSYGGIFGGGSFGGGSFGGGSFGGGGFGGGGFGGGFGGGFGGDGGLLSGNEKVTMQNLNDRLASYLDKVRALEESNYELEGKIKEWYEKHGNSHQGEPRDYSKYYKTIDDLKNQILNLTTDNANILLQIDNARLAADDFRLKYENEVALRQSVEADINGLRRVLDELTLTKADLEMQIESLTEELAYLKKNHEEEMKDLRNVSTGDVNVEMNAAPGVDLTQLLNNMRSQYEQLAEQNRKDAEAWFNEKSKELTTEIDNNIEQISSYKSEITELRRNVQALEIELQSQLALKQSLEASLAETEGRYCVQLSQIQAQISALEEQLQQIRAETECQNTEYQQLLDIKIRLENEIQTYRSLLEGEGSSGGGGRGGGSFGGGYGGGSSGGGSSGGGHGGGHGGSSGGGYGGGSSGGGSSGGGYGGGSSSGGHGGSSSGGYGGGSSGGGGGGYGGGSSGGGSSSGGGYGGGSSSGGHKSSSSGSVGESSSKGPRY504 13.5 - 23 22 7 6

12 sp|P0C0L4|CO4A_HUMAN Complement C4-A OS=Homo sapiens GN=C4A PE=1 SV=2 217989 MRLLWGLIWASSFFTLSLQKPRLLLFSPSVVHLGVPLSVGVQLQDVPRGQVVKGSVFLRNPSRNNVPCSPKVDFTLSSERDFALLSLQVPLKDAKSCGLHQLLRGPEVQLVAHSPWLKDSLSRTTNIQGINLLFSSRRGHLFLQTDQPIYNPGQRVRYRVFALDQKMRPSTDTITVMVENSHGLRVRKKEVYMPSSIFQDDFVIPDISEPGTWKISARFSDGLESNSSTQFEVKKYVLPNFEVKITPGKPYILTVPGHLDEMQLDIQARYIYGKPVQGVAYVRFGLLDEDGKKTFFRGLESQTKLVNGQSHISLSKAEFQDALEKLNMGITDLQGLRLYVAAAIIESPGGEMEEAELTSWYFVSSPFSLDLSKTKRHLVPGAPFLLQALVREMSGSPASGIPVKVSATVSSPGSVPEVQDIQQNTDGSGQVSIPIIIPQTISELQLSVSAGSPHPAIARLTVAAPPSGGPGFLSIERPDSRPPRVGDTLNLNLRAVGSGATFSHYYYMILSRGQIVFMNREPKRTLTSVSVFVDHHLAPSFYFVAFYYHGDHPVANSLRVDVQAGACEGKLELSVDGAKQYRNGESVKLHLETDSLALVALGALDTALYAAGSKSHKPLNMGKVFEAMNSYDLGCGPGGGDSALQVFQAAGLAFSDGDQWTLSRKRLSCPKEKTTRKKRNVNFQKAINEKLGQYASPTAKRCCQDGVTRLPMMRSCEQRAARVQQPDCREPFLSCCQFAESLRKKSRDKGQAGLQRALEILQEEDLIDEDDIPVRSFFPENWLWRVETVDRFQILTLWLPDSLTTWEIHGLSLSKTKGLCVATPVQLRVFREFHLHLRLPMSVRRFEQLELRPVLYNYLDKNLTVSVHVSPVEGLCLAGGGGLAQQVLVPAGSARPVAFSVVPTAAAAVSLKVVARGSFEFPVGDAVSKVLQIEKEGAIHREELVYELNPLDHRGRTLEIPGNSDPNMIPDGDFNSYVRVTASDPLDTLGSEGALSPGGVASLLRLPRGCGEQTMIYLAPTLAA18599 42 - 1660 16 65 2

13 tr|Q5J875|Q5J875_HUMAN GUGU gamma form OS=Homo sapiens GN=GUGU PE=2 SV=1 41888 MGLFLPLALCILVLCCGAMSPPQLALNPSALLSRGCNDSDVLAVAGFALRDINKDRKDGYVLRLNRVNDAQEYRRAISKKKIYMTCPDCPSSIPTDSSNHQVLEAATESLAKYNNENTSKQYSLFKVTRASSQWVVGPSYFVEYLIKESPCTKSQASSCSLQSSDSVPVGLCKGSLTRTHWEKFVSVTCDFFESQAPATGSENSAVNQKPTNLPKVEESQQKNTPPTDSPSKAGPRGSVQYLPDLDDKNSQEKGPQEAFPVHLDLTTNPQGETLDISFLFLEPMEEKLVVLPFPKEKARTAECPGPAQNASPLVLPP47 8.5 3 7 7 3 3

14 sp|P0C0L5|CO4B_HUMAN Complement C4-B OS=Homo sapiens GN=C4B PE=1 SV=2 217898 MRLLWGLIWASSFFTLSLQKPRLLLFSPSVVHLGVPLSVGVQLQDVPRGQVVKGSVFLRNPSRNNVPCSPKVDFTLSSERDFALLSLQVPLKDAKSCGLHQLLRGPEVQLVAHSPWLKDSLSRTTNIQGINLLFSSRRGHLFLQTDQPIYNPGQRVRYRVFALDQKMRPSTDTITVMVENSHGLRVRKKEVYMPSSIFQDDFVIPDISEPGTWKISARFSDGLESNSSTQFEVKKYVLPNFEVKITPGKPYILTVPGHLDEMQLDIQARYIYGKPVQGVAYVRFGLLDEDGKKTFFRGLESQTKLVNGQSHISLSKAEFQDALEKLNMGITDLQGLRLYVAAAIIESPGGEMEEAELTSWYFVSSPFSLDLSKTKRHLVPGAPFLLQALVREMSGSPASGIPVKVSATVSSPGSVPEVQDIQQNTDGSGQVSIPIIIPQTISELQLSVSAGSPHPAIARLTVAAPPSGGPGFLSIERPDSRPPRVGDTLNLNLRAVGSGATFSHYYYMILSRGQIVFMNREPKRTLTSVSVFVDHHLAPSFYFVAFYYHGDHPVANSLRVDVQAGACEGKLELSVDGAKQYRNGESVKLHLETDSLALVALGALDTALYAAGSKSHKPLNMGKVFEAMNSYDLGCGPGGGDSALQVFQAAGLAFSDGDQWTLSRKRLSCPKEKTTRKKRNVNFQKAINEKLGQYASPTAKRCCQDGVTRLPMMRSCEQRAARVQQPDCREPFLSCCQFAESLRKKSRDKGQAGLQRALEILQEEDLIDEDDIPVRSFFPENWLWRVETVDRFQILTLWLPDSLTTWEIHGLSLSKTKGLCVATPVQLRVFREFHLHLRLPMSVRRFEQLELRPVLYNYLDKNLTVSVHVSPVEGLCLAGGGGLAQQVLVPAGSARPVAFSVVPTAATAVSLKVVARGSFEFPVGDAVSKVLQIEKEGAIHREELVYELNPLDHRGRTLEIPGNSDPNMIPDGDFNSYVRVTASDPLDTLGSEGALSPGGVASLLRLPRGCGEQTMIYLAPTLAA19149 42 - 1692 38 65 2

15 sp|O00391|QSOX1_HUMAN Sulfhydryl oxidase 1 OS=Homo sapiens GN=QSOX1 PE=1 SV=3 93667 MRRCNSGSGPPPSLLLLLLWLLAVPGANAAPRSALYSPSDPLTLLQADTVRGAVLGSRSAWAVEFFASWCGHCIAFAPTWKALAEDVKAWRPALYLAALDCAEETNSAVCRDFNIPGFPTVRFFKAFTKNGSGAVFPVAGADVQTLRERLIDALESHHDTWPPACPPLEPAKLEEIDGFFARNNEEYLALIFEKGGSYLGREVALDLSQHKGVAVRRVLNTEANVVRKFGVTDFPSCYLLFRNGSVSRVPVLMESRSFYTAYLQRLSGLTREAAQTTVAPTTANKIAPTVWKLADRSKIYMADLESALHYILRIEVGRFPVLEGQRLVALKKFVAVLAKYFPGRPLVQNFLHSVNEWLKRQKRNKIPYSFFKTALDDRKEGAVLAKKVNWIGCQGSEPHFRGFPCSLWVLFHFLTVQAARQNVDHSQEAAKAKEVLPAIRGYVHYFFGCRDCASHFEQMAAASMHRVGSPNAAVLWLWSSHNRVNARLAGAPSEDPQFPKVQWPPRELCSACHNERLDVPVWDVEATLNFLKAHFSPSNIILDFPAAGSAARRDVQNVAAAPELAMGALELESRNSTLDPGKPEMMKSPTNTTPHVPAEGPEASRPPKLHPGLRAAPGQEPPEHMAELQRNEQEQPLGQWHLSKRDTGAALLAESRAEKNRLWGPLEVRRVGRSSKQLVDIPEGQLEARAGRGRGQWLQVLGGGFSYLDISLCVGLYSLSFMGLLAMYTYFQAKIRALKGHAGHPAA373 21.3 - 61 61 16 16

16 tr|A8K6C1|A8K6C1_HUMAN cDNA FLJ76868, highly similar to Homo sapiens cholesteryl ester transfer protein, plasma (CETP), mRNA OS=Homo sapiens PE=2 SV=163358 MLAATVLTLALLGNAHACSKGTSHEAGIVCRITKPALLVLNHETAKVIQTAFQRASYPDITGEKAMMLLGQVKYGLHNIQISHLSIASSQVELVEAKSIDVSIQNVSVVFKGTLKYGYTTAWWLGIDQSIDFEIDSAIDLQINTQLTCDSGRVRTDAPDCYLSFHKLLLHLQGEREPGWIKQLFTNFISFTLKLVLKGQICKEINVISNIMADFVQTRAASILSDGDIGVDISLTGDPVITAPYLESHHKGHFIYKNVSEDLPLPTFSPTLLGDSRMLYFWFSERVFHSLAKVAFQDGRLMLSLMGDEFKAVLETWGFNTNQEIFQEVVGGFPSQAQVTVHCLKMPKISCQNKGVVVNSSVMVKFLFPRPDQQHSVAYTFEEDIVTTVQASYSKKKLFLSLLDFQITPKTVSNLTESSSESIQSFLQSMITAVGIPEVMSRLEVVFTALMNSKGVSLFDIINPEIITRDGFLLLQMDFGFPEHLLVDFLQSLS447 10.8 1 41 41 6 6

17 tr|D6REX5|D6REX5_HUMAN Selenoprotein P (Fragment) OS=Homo sapiens GN=SEPP1 PE=4 SV=1 42698 MWRSLGLALALCLLPSGGTESQDQSSLCKQPPAWSIRDQDPMLNSNGSVTVVALLQASCYLCILQASKLEDLRVKLKKEGYSNISYIVVNHQGISSRLKYTHLKNKVSEHIPVYQQEENQTDVWTLLNGSKDDFLIYDRCGRLVYHLGLPFSFLTFPYVEEAIKIAYCEKKCGNCSLTTLKDEDFCKRVSLATVDKTVETPSPHYHHEHHHNHGHQHLGSSELSENQQPGAPNAPTHPAPPGLHHHHKHKGQHRQGHPENRDMPASEDLQDLQKKLCRKRCINQLLCKLPTDSELAPRSCCCHCRHLIFE165 12.6 1 9 9 4 4

18 tr|A0A096LPE2|A0A096LPE2_HUMANProtein SAA2-SAA4 OS=Homo sapiens GN=SAA2-SAA4 PE=4 SV=1 26856 MKLLTGLVFCSLVLSVSSRSFFSFLGEAFDGARDMWRAYSDMREANYIGSDKYFHARGNYDAAKRGPGGAWAAEVISTMRLFTGIVFCSLVMGVTSESWRSFFKEALQGVGDMGRAYWDIMISNHQNSNRYLYARGNYDAAQRGPGGVWAAKLISRSRVYLQGLIDCYLFGNSSTVLEDSKSNEKAEEWGRSGKDPDRFRPDGLPKKY304 21.2 - 60 59 4 3

19 tr|B2R815|B2R815_HUMAN cDNA, FLJ93695, highly similar to Homo sapiens serpin peptidase inhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 4 (SERPINA4), mRNA OS=Homo sapiens PE=2 SV=157184 MHLIDYLLLLLVGLLALSHGQLHVEHDGESCSNSSHQQILETGEGSPSLKIAPANADFAFRFYYLIASETPGKNIFFSPLSISAAYAMLSLGACSHSRSQILEGLGFNPTELSESDVHRGFQHLLHTLNLPGHGLETRVGSALFLSHNLKFLAKFLNDTMAVYEAKLFHTNFYDTVGTIQLINDHVKKETRGKIVDLVSELKKDVLMVLVNYIYFKALWEKPFISSRTTPKDFYVDENTTVRVPMMLQDQEHHWYLHDRYLPCSVLRMDYKGDATVFFILPNQGKMREIEEVLTPEMLMRWNNLLRKRNFYKKLELHLPKFSISGSYVLDQILPRLGFTDLFSKWADLSGITKQQKLEASKSFHKATLDVDEAGTEAAAATSFAIKFFSAQTNRHILRFNRPFLVVIFSTSTQSVLFLGKVVDPTKP167 17.1 1 25 25 7 7

20 tr|Q6U2L6|Q6U2L6_HUMAN C4B (Fragment) OS=Homo sapiens GN=C4B PE=4 SV=1 11768 RSMQGGLVGNDETVALTAFVTIALHHGLAVFQDEGAEPLKQRVEASISKAXSFLGEKASAGLLGAHAAAITAYALTLTKAPADLRGVAHNNLMAMAQETG306 15 - 53 52 4 3

21 tr|A0A024R1G8|A0A024R1G8_HUMANApolipoprotein L, 1, isoform CRA_b OS=Homo sapiens GN=APOL1 PE=4 SV=154476 MRFKSHTVELRRPCSDMEGAALLRVSVLCIWMSALFLGVGVRAEEAGARVQQNVPSGTDTGDPQSKPLGDWAAGTMDPESSIFIEDAIKYFKEKVSTQNLLLLLTDNEAWNGFVAAAELPRNEADELRKALDNLARQMIMKDKNWHDKGQQYRNWFLKEFPRLKSELEDNIRRLRALADGVQKVHKGTTIANVVSGSLSISSGILTLVGMGLAPFTEGGSLVLLEPGMELGITAALTGITSSTIDYGKKWWTQAQAHDLVIKSLDKLKEVKEFLGENISNFLSLAGNTYQLTRGIGKDIRALRRARANLQSVPHASASRPRVTEPISAESGEQVERVNEPSILEMSRGVKLTDVAPVSFFLVLDVVYLVYESKHLHEGAKSETAEELKKVAQELEEKLNILNNNYKILQADQEL561 20 11 63 63 9 9

22 tr|H6VRF8|H6VRF8_HUMAN Keratin 1 OS=Homo sapiens GN=KRT1 PE=3 SV=1 75006 MSRQFTSRSGYRSGGGFSSGSAGIINYQRRTTSSSTRRSGGGGGRFSSCGGGGGSFGAGGGFGSRSLVNLGGSKSISISVARGGGRGSGFGGGYGGGGFGGGGFGGGGFGGGGIGGGGFGGFGSGGGGFGGGGFGGGGYGGGYGPVCPPGGIQEVTINQSLLQPLNVEIDPEIQKVKSREREQIKSLNNQFASFIDKVRFLEQQNQVLQTKWELLQQVDTSTRTHNLEPYFESFINNLRRRVDQLKSDQSRLDSELKNMQDMVEDYRNKYEDEINKRTNAENEFVTIKKDVDGAYMTKVDLQAKLDNLQQEIDFLTALYQAELSQMQTQISETNVILSMDNNRSLDLDSIIAEVKAQYEDIAQKSKAEAESLYQSKYEELQITAGRHGDSVRNSKIEISELNRVIQRLRSEIDNVKKQISNLQQSISDAEQRGENALKDAKNKLNDLEDALQQAKEDLARLLRDYQELMNTKLALDLEIATYRTLLEGEESRMSGECAPNVSVSVSTSHTTISGGGSRGGGGGGYGSGGSSYGSGGGSYGSGGGGGGGRGSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYRGGSGGGGGGSSGGRGSGGGSSGGSIGGRGSSSGGVKSSGGSSSVKFVSTTYSGVTR670 24.8 4 46 36 13 11

23 sp|P05546|HEP2_HUMAN Heparin cofactor 2 OS=Homo sapiens GN=SERPIND1 PE=1 SV=3 67548 MKHSLNALLIFLIITSAWGGSKGPLDQLEKGGETAQSADPQWEQLNNKNLSMPLLPADFHKENTVTNDWIPEGEEDDDYLDLEKIFSEDDDYIDIVDSLSVSPTDSDVSAGNILQLFHGKSRIQRLNILNAKFAFNLYRVLKDQVNTFDNIFIAPVGISTAMGMISLGLKGETHEQVHSILHFKDFVNASSKYEITTIHNLFRKLTHRLFRRNFGYTLRSVNDLYIQKQFPILLDFKTKVREYYFAEAQIADFSDPAFISKTNNHIMKLTKGLIKDALENIDPATQMMILNCIYFKGSWVNKFPVEMTHNHNFRLNEREVVKVSMMQTKGNFLAANDQELDCDILQLEYVGGISMLIVVPHKMSGMKTLEAQLTPRVVERWQKSMTNRTREVLLPKFKLEKNYNLVESLKLMGIRMLFDKNGNMAGISDQRIAIDLFKHQGTITVNEEGTQATTVTTVGFMPLSTQVRFTVDRPFLFLIYEHRTSCLLFMGRVANPSRS699 28.1 - 115 115 16 16

24 tr|A0A0A0MS51|A0A0A0MS51_HUMANGelsolin OS=Homo sapiens GN=GSN PE=4 SV=1 96753 MAEEEALRGNSDPWPNSMVVEHPEFLKAGKEPGLQIWRVEKFDLVPVPTNLYGDFFTGDAYVILKTVQLRNGNLQYDLHYWLGNECSQDESGAAAIFTVQLDDYLNGRAVQHREVQGFESATFLGYFKSGLKYKKGGVASGFKHVVPNEVVVQRLFQVKGRRVVRATEVPVSWESFNNGDCFILDLGNNIHQWCGSNSNRYERLKATQVSKGIRDNERSGRARVHVSEEGTEPEAMLQVLGPKPALPAGTEDTAKEDAANRKLAKLYKVSNGAGTMSVSLVADENPFAQGALKSEDCFILDHGKDGKIFVWKGKQANTEERKAALKTASDFITKMDYPKQTQVSVLPEGGETPLFKQFFKNWRDPDQTDGLGLSYLSSHIANVERVPFDAATLHTSTAMAAQHGMDDDGTGQKQIWRIEGSNKVPVDPATYGQFYGGDSYIILYNYRHGGRQGQIIYNWQGAQSTQDEVAASAILTAQLDEELGGTPVQSRVVQGKEPAHLMSLFGGKPMIIYKGGTSREGGQTAPASTRLFQVRANSAGATRAVEVLPKAGALNSNDAFVLKTPSAAYLWVGTGASEAEKTGAQELLRVLRAQPVQVAEGSEPDGFWEALGGKAAYRTSPRLKDKKMDAHPPRLFACSNKIGRFVIEEVPGELMQEDLATDDVMLLDTWDQVFVWVGKDSQEEEKTEALTSAKRYIETDPANRDRRTPITVVKQGFEPPSFVGWFLGWDDDYWSVDPLDRAMAELAA655 18.4 6 64 64 12 12

25 tr|C9JPG5|C9JPG5_HUMAN Semaphorin-3F OS=Homo sapiens GN=SEMA3F PE=4 SV=1 86066 MYVGSKDYVLSLDLHDINREPLIIHWAASPQRIEECVLSGKDVNGECGNFVRLIQPWNRTHLYVCGTGAYNPMCTYVNRGRRAQDYIFYLEPERLESGKGKCPYDPKLDTASALINEELYAGVYIDFMGTDAAIFRTLGKQTAMRTDQYNSRWLNDPSFIHAELIPDSAERNDDKLYFFFRERSAEAPQSPAVYARIGRICLNDDGGHCCLVNKWSTFLKARLVCSVPGEDGIETHFDELQDVFVQQTQDVRNPVIYAVFTSSGSVFRGSAVCVYSMADIRMVFNGPFAHKEGPNYQWMPFSGKMPYPRPGTCPGGTFTPSMKSTKDYPDEVINFMRSHPLMYQAVYPLQRRPLVVRTGAPYRLTTIAVDQVDAADGRYEVLFLGTDRGTVQKVIVLPKDDQELEELMLEEVEVFKDPAPVKTMTISSKRQQLYVASAVGVTHLSLHRCQAYGAACADCCLARDPYCAWDGQACSRYTASSKRRSRRQDVRHGNPIRQCRGFNSNANKNAVESVQYGVAGSAAFLECQPRSPQATVKWLFQRDPGDRRREIRAEDRFLRTEQGLLLRALQLSDRGLYSCTATENNFKHVVTRVQLHVLGRDAVHAALFPPLSMSAPPPPGAGPPTPPYQELAQLLAQPEVGLIHQYCQGYWRHVPPSPREAPGAPRSPEPQDQKKPRNRRHHPPDT40 0.9 2 5 5 1 1

26 sp|Q96PD5|PGRP2_HUMAN N-acetylmuramoyl-L-alanine amidase OS=Homo sapiens GN=PGLYRP2 PE=1 SV=166703 MAQGVLWILLGLLLWSDPGTASLPLLMDSVIQALAELEQKVPAAKTRHTASAWLMSAPNSGPHNRLYHFLLGAWSLNATELDPCPLSPELLGLTKEVARHDVREGKEYGVVLAPDGSTVAVEPLLAGLEAGLQGRRVINLPLDSMAAPWETGDTFPDVVAIAPDVRATSSPGLRDGSPDVTTADIGANTPDATKGCPDVQASLPDAKAKSPPTMVDSLLAVTLAGNLGLTFLRGSQTQSHPDLGTEGCWDQLSAPRTFTLLDPKASLLTMAFLNGALDGVILGDYLSRTPEPRPSLSHLLSQYYGAGVARDPGFRSNFRRQNGAALTSASILAQQVWGTLVLLQRLEPVHLQLQCMSQEQLAQVAANATKEFTEAFLGCPAIHPRCRWGAAPYRGRPKLLQLPLGFLYVHHTYVPAPPCTDFTRCAANMRSMQRYHQDTQGWGDIGYSFVVGSDGYVYEGRGWHWVGAHTLGHNSRGFGVAIVGNYTAALPTEAALRTVRDTLPSCAVRAGLLRPDYALLGHRQLVRTDCPGDALFDLLRTWPHFTATVKPRPARSVSKRSRREPPPRTLPATDLQ186 8.7 - 13 13 4 4

27 tr|Q1HP67|Q1HP67_HUMAN Lipoprotein, Lp(A) OS=Homo sapiens GN=LPA PE=1 SV=1 240494 MEHKEVVLLLLLFLKSAAPEQSHVVQDCYHGDGQSYRGTYSTTVTGRTCQAWSSMTPHQHNRTTENYPNAGLIMNYCRNPDAVAAPYCYTRDPGVRWEYCNLTQCSDAEGTAVAPPTVTPVPSLEAPSEQAPTEQRPGVQECYHGNGQSYRGTYSTTVTGRTCQAWSSMTPHSHSRTPEYYPNAGLIMNYCRNPDAVAAPYCYTRDPGVRWEYCNLTQCSDAEGTAVAPPTVTPVPSLEAPSEQAPTEQRPGVQECYHGNGQSYRGTYSTTVTGRTCQAWSSMTPHSHSRTPEYYPNAGLIMNYCRNPDAVAAPYCYTRDPGVRWEYCNLTQCSDAEGTAVAPPTVTPVPSLEAPSEQAPTEQRPGVQECYHGNGQSYRGTYSTTVTGRTCQAWSSMTPHSHSRTPEYYPNAGLIMNYCRNPDAVAAPYCYTRDPGVRWEYCNLTQCSDAEGTAVAPPTVTPVPSLEAPSEQAPTEQRPGVQECYHGNGQSYRGTYSTTVTGRTCQAWSSMTPHSHSRTPEYYPNAGLIMNYCRNPDAVAAPYCYTRDPGVRWEYCNLTQCSDAEGTAVAPPTVTPVPSLEAPSEQAPTEQRPGVQECYHGNGQSYRGTYSTTVTGRTCQAWSSMTPHSHSRTPEYYPNAGLIMNYCRNPDAVAAPYCYTRDPGVRWEYCNLTQCSDAEGTAVAPPTVTPVPSLEAPSEQAPTEQRPGVQECYHGNGQSYRGTYSTTVTGRTCQAWSSMTPHSHSRTPEYYPNAGLIMNYCRNPDAVAAPYCYTRDPGVRWEYCNLTQCSDAEGTAVAPPTVTPVPSLEAPSEQAPTEQRPGVQECYHGNGQSYRGTYSTTVTGRTCQAWSSMTPHSHSRTPEYYPNAGLIMNYCRNPDPVAAPYCYTRDPSVRWEYCNLTQCSDAEGTAVAPPTITPIPSLEAPSEQAPTEQRPGVQECYHGNGQSYQGTYFITVTGRTCQAWSSMTPHSHSRTPAYYPNAGLIKNYCRNPDPVAAPWCYTTDPSVRWEYCNLTRCSDAEWTA211 6.1 1 17 17 10 10

28 tr|B3KUE5|B3KUE5_HUMAN Phospholipid transfer protein, isoform CRA_c OS=Homo sapiens GN=PLTP PE=2 SV=162359 MGLSGSDNSCDPTPPPGPLAMALFGALFLALLAGAHAEFPGCKIRVTSKALELVKQEGLRFLEQELETITIPDLRGKEGHFYYNISEVKVTELQLTSSELDFQPQQELMLQITNASLGLRFRRQLLYWFFYDGGYINASAEGVSIRTGLELSRDPAGRMKVSNVSCQASVSRMHAAFGGTFKKVYDFLSTFITSGMRFLLNQQICPVLYHAGTVLLNSLLDTVPVRSSVDELVGIDYSLMKDPVASTSNLDMDFRGAFFPLTERNWSLPNRAVEPQLQEEERMVYVAFSEFFFDSAMESYFRAGALQLLLVGDKVPHDLDMLLRATYFGSIVLLSPAVIDSPLKLELRVLAPPRCTIKPSGTTISVTASVTIALVPPDQPEVQLSSMTMDARLSAKMALRGKALRTQLDLRRFRIYSNHSALESLALIPLQAPLKTMLQIGVMPMLNERTWRGVQIPLPEGINFVHEVVTNHAGFLTIGADLHFAKGLREVIEKNRPADVRASTAPTPSTAAV390 18.3 2 33 33 9 9

29 sp|P40197|GPV_HUMAN Platelet glycoprotein V OS=Homo sapiens GN=GP5 PE=1 SV=1 65693 MLRGTLLCAVLGLLRAQPFPCPPACKCVFRDAAQCSGGDVARISALGLPTNLTHILLFGMGRGVLQSQSFSGMTVLQRLMISDSHISAVAPGTFSDLIKLKTLRLSRNKITHLPGALLDKMVLLEQLFLDHNALRGIDQNMFQKLVNLQELALNQNQLDFLPASLFTNLENLKLLDLSGNNLTHLPKGLLGAQAKLERLLLHSNRLVSLDSGLLNSLGALTELQFHRNHIRSIAPGAFDRLPNLSSLTLSRNHLAFLPSALFLHSHNLTLLTLFENPLAELPGVLFGEMGGLQELWLNRTQLRTLPAAAFRNLSRLRYLGVTLSPRLSALPQGAFQGLGELQVLALHSNGLTALPDGLLRGLGKLRQVSLRRNRLRALPRALFRNLSSLESVQLDHNQLETLPGDVFGALPRLTEVLLGHNSWRCDCGLGPFLGWLRQHLGLVGGEEPPRCAGPGAHAGLPLWALPGGDAECPGPRGPPPRPAADSSSEAPVHPALAPNSSEPWVWAQPVTTGKGQDHSPFWGFYFLLLAVQAMITVIIVFAMIKIGQLFRKLIRERALG67 13.2 - 10 10 6 6

30 sp|P08697|A2AP_HUMAN Alpha-2-antiplasmin OS=Homo sapiens GN=SERPINF2 PE=1 SV=3 60957 MALLWGLLVLSWSCLQGPCSVFSPVSAMEPLGRQLTSGPNQEQVSPLTLLKLGNQEPGGQTALKSPPGVCSRDPTPEQTHRLARAMMAFTADLFSLVAQTSTCPNLILSPLSVALALSHLALGAQNHTLQRLQQVLHAGSGPCLPHLLSRLCQDLGPGAFRLAARMYLQKGFPIKEDFLEQSEQLFGAKPVSLTGKQEDDLANINQWVKEATEGKIQEFLSGLPEDTVLLLLNAIHFQGFWRNKFDPSLTQRDSFHLDEQFTVPVEMMQARTYPLRWFLLEQPEIQVAHFPFKNNMSFVVLVPTHFEWNVSQVLANLSWDTLHPPLVWERPTKVRLPKLYLKHQMDLVATLSQLGLQELFQAPDLRGISEQSLVVSGVQHQSTLELSEVGVEAAAATSIAMSRMSLSSFSVNRPFLFFIFEDTTGLPLFVGSVRNPNPSAPRELKEQQDSPGNKDFLQSLKGFPRGDKLFGPDLKLVPPMEEDYPQFGSPK421 17.7 - 62 62 8 8

31 tr|V9GYG9|V9GYG9_HUMANApolipoprotein A-II (Fragment) OS=Homo sapiens GN=APOA2 PE=1 SV=114103 MKLLAATVLLLTICSLEGALVRRQAKEPCVESLVSQYFQTVTDYGKDLMEKVKSPELQAEAKSYFEKSKEQLTPLIKKAGTELVNFLSYFVELGT186 38.9 2 60 60 3 3

32 tr|B2R5S1|B2R5S1_HUMAN cDNA, FLJ92595, highly similar to Homo sapiens angiotensinogen (serine (or cysteine) proteinaseinhibitor, clade A (alpha-1 antiproteinase, antitrypsin), member 8)(AGT), mRNA OS=Homo sapiens PE=2 SV=160156 MRKRAPQSEMAPAGVSLRATILCLLAWAGLAAGDRVYIHPFHLVIHNESTCEQLAKANAGKPKDPTFIPAPIQAKTSPVDEKALQDQLVLVAAKLDTEDKLRAAMVGMLANFLGFRIYGMHSELWGVVHGATVLSPTAVFGTLASLYLGALDHTADRLQAILGVPWKDKNCTSRLDAHKVLSALQAVQGLLVAQDRADSQAQLLLSTVVGVFTAPGLHLKQPFVQGLALYTPVVLPRSLDFTELDVAAEKIDRFMQAVTGWKTGCSLMGASVDSTLAFNTYVHFQGKMKGFSLLAEPQEFWVDNSTSVSVPMLSGMGTFQHWSDIQDNFSVTQVPFTESACLLLIQPHYASDLDKVEGLTFQQNSLNWMKKLSPRTIHLTMPQLVLQGSYDLQDLLAQAELPAILHTELNLQKLSNDRIRVGEVLNSIFFELEADEREPTESTQQLNKPEVLEVTLNRPFLFAVYDQSATALHFLGRVANPLSTA350 9.5 6 15 15 4 4

33 sp|P02763|A1AG1_HUMAN Alpha-1-acid glycoprotein 1 OS=Homo sapiens GN=ORM1 PE=1 SV=1 >tr|V9HWF6|V9HWF6_HUMAN Alpha-1-acid glycoprotein OS=Homo sapiens GN=HEL-S-153w PE=2 SV=128288 MALSWVLTVLSLLPLLEAQIPLCANLVPVPITNATLDQITGKWFYIASAFRNEEYNKSVQEIQATFFYFTPNKTEDTIFLREYQTRQDQCIYNTTYLNVQRENGTISRYVGGQEHFAHLLILRDTKTYMLAFDVNDEKNWGLSVYADKPETTKEQLGEFYEALDCLRIPKSDVVYTDWKKDKCEPLEKQHEKERKQEEGES54 7.5 - 5 5 1 1

34 tr|C0JYY2|C0JYY2_HUMAN Apolipoprotein B (Including Ag(X) antigen) OS=Homo sapiens GN=APOB PE=4 SV=1625263 MDPPRPALLALLALPALLLLLLAGARAEEEMLENVSLVCPKDATRFKHLRKYTYNYEAESSSGVPGTADSRSATRINCKVELEVPQLCSFILKTSQCTLKEVYGFNPEGKALLKKTKNSEEFAAAMSRYELKLAIPEGKQVFLYPEKDEPTYILNIKRGIISALLVPPETEEAKQVLFLDTVYGNCSTHFTVKTRKGNVATEISTERDLGQCDRFKPIRTGISPLALIKGMTRPLSTLISSSQSCQYTLDAKRKHVAEAICKEQHLFLPFSYKNKYGMVAQVTQTLKLEDTPKINSRFFGEGTKKMGLAFESTKSTSPPKQAEAVLKTLQELKKLTISEQNIQRANLFNKLVTELRGLSDEAVTSLLPQLIEVSSPITLQALVQCGQPQCSTHILQWLKRVHANPLLIDVVTYLVALIPEPSAQQLREIFNMARDQRSRATLYALSHAVNNYHKTNPTGTQELLDIANYLMEQIQDDCTGDEDYTYLILRVIGNMGQTMEQLTPELKSSILKCVQSTKPSLMIQKAAIQALRKMEPKDKDQEVLLQTFLDDASPGDKRLAAYLMLMRSPSQADINKIVQILPWEQNEQVKNFVASHIANILNSEELDIQDLKKLVKEALKESQLPTVMDFRKFSRNYQLYKSVSLPSLDPASAKIEGNLIFDPNNYLPKESMLKTTLTAFGFASADLIEIGLEGKGFEPTLEALFGKQGFFPDSVNKALYWVNGQVPDGVSKVLVDHFGYTKDDKHEQDMVNGIMLSVEKLIKDLKSKEVPEARAYLRILGEELGFASLHDLQLLGKLLLMGARTLQGIPQMIGEVIRKGSKNDFFLHYIFMENAFELPTGAGLQLQISSSGVIAPGAKAGVKLEVANMQAELVAKPSVSVEFVTNMGIIIPDFARSGVQMNTNFFHESGLEAHVALKAGKLKFIIPSPKRPVKLLSGGNTLHLVSTTKTEVIPPLIENRQSWSVCKQVFPGLNYCTSGAYSNASSTDSASYYPLTGDTRLELELRPTGEIEQYSVSATYELQR22843 45.3 - 2373 1080 198 94

35 tr|D3DNU8|D3DNU8_HUMANKininogen 1, isoform CRA_a OS=Homo sapiens GN=KNG1 PE=4 SV=1 59249 MKLITILFLCSRLLLSLTQESQSEEIDCNDKDLFKAVDAALKKYNSQNQSNNQFVLYRITEATKTVGSDTFYSFKYEIKEGDCPVQSGKTWQDCEYKDAAKAATGECTATVGKRSSTKFSVATQTCQITPAEGPVVTAQYDCLGCVHPISTQSPDLEPILRHGIQYFNNNTQHSSLFTLNEVKRAQRQVVAGLNFRITYSIVQTNCSKENFLFLTPDCKSLWNGDTGECTDNAYIDIQLRIASFSQNCDIYPGKDFVQPPTKICVGCPRDIPTNSPELEETLTHTITKLNAENNATFYFKIDNVKKARVQVVAGKKYFIDFVARETTCSKESNEELTESCETKKLGQSLDCNAEVYVVPWEKKIYPTVNCQPLGMISLMKRPPGFSPFRSSRIGEIKEETTSHLRSCEYKGRPPKAGAEPASEREVS208 25.1 3 31 31 10 10

36 sp|Q92954|PRG4_HUMAN Proteoglycan 4 OS=Homo sapiens GN=PRG4 PE=1 SV=2 >tr|A0A024R930|A0A024R930_HUMAN Proteoglycan 4, isoform CRA_a OS=Homo sapiens GN=PRG4 PE=4 SV=1202736 MAWKTLPIYLLLLLSVFVIQQVSSQDLSSCAGRCGEGYSRDATCNCDYNCQHYMECCPDFKRVCTAELSCKGRCFESFERGRECDCDAQCKKYDKCCPDYESFCAEVHNPTSPPSSKKAPPPSGASQTIKSTTKRSPKPPNKKKTKKVIESEEITEEHSVSENQESSSSSSSSSSSSTIRKIKSSKNSAANRELQKKLKVKDNKKNRTKKKPTPKPPVVDEAGSGLDNGDFKVTTPDTSTTQHNKVSTSPKITTAKPINPRPSLPPNSDTSKETSLTVNKETTVETKETTTTNKQTSTDGKEKTTSAKETQSIEKTSAKDLAPTSKVLAKPTPKAETTTKGPALTTPKEPTPTTPKEPASTTPKEPTPTTIKSAPTTPKEPAPTTTKSAPTTPKEPAPTTTKEPAPTTPKEPAPTTTKEPAPTTTKSAPTTPKEPAPTTPKKPAPTTPKEPAPTTPKEPTPTTPKEPAPTTKEPAPTTPKEPAPTAPKKPAPTTPKEPAPTTPKEPAPTTTKEPSPTTPKEPAPTTTKSAPTTTKEPAPTTTKSAPTTPKEPSPTTTKEPAPTTPKEPAPTTPKKPAPTTPKEPAPTTPKEPAPTTTKKPAPTTPKEPAPTTPKETAPTTPKKLTPTTPEKLAPTTPEKPAPTTPEELAPTTPEEPTPTTPEEPAPTTPKAAAPNTPKEPAPTTPKEPAPTTPKEPAPTTPKETAPTTPKGTAPTTLKEPAPTTPKKPAPKELAPTTTKEPTSTTCDKPAPTTPKGTAPTTPKEPAPTTPKEPAPTTPKGTAPTTLKEPAPTTPKKPAPKELAPTTTKGPTSTTSDKPAPTTPKETAPTTPKEPAPTTPKKPAPTTPETPPPTTSEVSTPTTTKEPTTIHKSPDESTPELSAEPTPKALENSPKEPGVPTTKTPAATKPEMTTTAKDKTTERDLRTTPETTTAAPKMTKETATTTEKTTESKITATTTQVTSTTTQDTTPFKITTLKTTTLAPKVTTTKKTITTTEIMNKPEETAKPKDRATNSKATTPKPQKP94 4.5 - 12 12 7 7

37 sp|P55056|APOC4_HUMAN Apolipoprotein C-IV OS=Homo sapiens GN=APOC4 PE=1 SV=1 17623 MSLLRNRLQALPALCLCVLVLACIGACQPEAQEGTLSPPPKLKMSRWSLVRGRMKELLETVVNRTRDGWQWFWSPSTFRGFMQTYYDDHLRDLGPLTKAWFLESKDSLLKKTHSLCPRLVCGDKDQG288 20.5 - 35 35 3 3

38 tr|Q59HB3|Q59HB3_HUMAN Apolipoprotein B variant (Fragment) OS=Homo sapiens PE=2 SV=1 222441 TIEGPLTSFGLSNKINSKHLRVNQNLVYESGSLNFSKLEIQSQVDSQHVGHSVLTAKGMALFGEGKAEFTGRHDAHLNGKVIGTLKNSLFFSAQPFEITASTNNEGNLKVRFPLRLTGKIDFLNNYALFLSPSAQQASWQVSARFNQYKYNQNFSAGNNENIMEAHVGINGEANLDFLNIPLTIPEMRLPYTIITTPPLKDFSLWEKTGLKEFLKTTKQSFDLSVKAQYKKNKHRHSITNPLAVLCEFISQSIKSFDRHFEKNRNNALDFVTKSYNETKIKFDKYKAEKSHDELPRTFQIPGYTVPVVNVEVSPFTIEMSAFGYVFPKAVSMPSFSILGSDVRVPSYTLILPSLELPVLHVPRNLKLSLPDFKELCTISHIFIPAMGNITYDFSFKSSVITLNTNAELFNQSDIVAHLLSSSSSVIDALQYKLEGTTRLTRKRGLKLATALSLSNKFVEGSHNSTVSLTTKNMEVSVATTTKAQIPILRMNFKQELNGNTKSKPTVSSSMEFKYDFNSSMLYSTAKGAVDHKLSLESLTSYFSIESSTKGDVKGSVLSREYSGTIASEANTYLNSKSTRSSVKLQGTSKIDDIWNLEVKENFAGEATLQRIYSLWEHSTKNHLQLEGLFFTNGEHTSKATLELSPWQMSALVQVHASQPSSFHDFPDLGQEVALNANTKNQKIRWKNEVRIHSGSFQSQVELSNDQEKAHLDIAGSLEGHLRFLKNIILPVYDKSLWDFLKLDVTTSIGRRQHLRVSTAFVYTKNPNGYSFSIPVKVLADKFIIPGLKLNDLNSVLVMPTFHVPFTDLQVPSCKLDFREIQIYKKLRTSSFALNLPTLPEVKFPEVDVLTKYSQPEDSLIPFFEITVPESQLTVSQFTLPKSVSDGIAALDLNAVANKIADFELPTIIVPEQTIEIPSIKFSVPAGIVIPSFQALTARFEVDSPVYNATWSASLKNKADYVETVLDSTCSSTVQFLEYELNVLGTHKIEDGTLASKTKGTFAHRDFSAEYEEDGKYEGLQEWEG7264 45 - 713 7 67 1

39 tr|J3KPY9|J3KPY9_HUMAN Anthrax toxin receptor 2 OS=Homo sapiens GN=ANTXR2 PE=1 SV=1 54148 MRLSFIVFSSQATIILPLTGDRGKISKGLEDLKRVSPVGETYIHEGLKLANEQIQKAGGLKTSSIIIALTDGKLDGLVPSYAEKEAKISRSLGASVYCVGVLDFEQAQLERIADSKEQVFPVKGGFQALKGIINSILAQSCTEILELQPSSVCVGEEFQIVLSGRGFMLGSRNGSVLCTYTVNETYTTSVKPVSVQLNSMLCPAPILNKAGETLDVSVSFNGGKSVISGSLIVTATECSNGIAAIIVILVLLLLLGIGLMWWFWPLCCKVVIKDPPPPPAPAPKEEEEEPLPTKKWPTVDASYYGGRGVGGIKRMEVRWGDKGSTEEGARLEKAKNAVVKIPEETEEPIRPRPPRPKPTHQPPQTKWYTPIKGRLDALWALLRRQYDRVSLMRPQEGDEGRCINFSRVPSQ65 16.3 1 8 7 6 5

1 sp|P05164|PERM_HUMAN Myeloperoxidase OS=Homo sapiens GN=MPO PE=1 SV=1 91781 MGVPFFSSLRCMVDLGPCWAGGLTAEMKLLLALAGLLAILATPQPSEGAAPAVLGEVDTSLVLSSMEEAKQLVDKAYKERRESIKQRLRSGSASPMELLSYFKQPVAATRTAVRAADYLHVALDLLERKLRSLWRRPFNVTDVLTPAQLNVLSKSSGCAYQDVGVTCPEQDKYRTITGMCNNRRSPTLGASNRAFVRWLPAEYEDGFSLPYGWTPGVKRNGFPVALARAVSNEIVRFPTDQLTPDQERSLMFMQWGQLLDHDLDFTPEPAARASFVTGVNCETSCVQQPPCFPLKIPPNDPRIKNQADCIPFFRSCPACPGSNITIRNQINALTSFVDASMVYGSEEPLARNLRNMSNQLGLLAVNQRFQDNGRALLPFDNLHDDPCLLTNRSARIPCFLAGDTRSSEMPELTSMHTLLLREHNRLATELKSLNPRWDGERLYQEARKIVGAMVQIITYRDYLPLVLGPTAMRKYLPTYRSYNDSVDPRIANVFTNAFRYGHTLIQPFMFRLDNRYQPMEPNPRVPLSRVFFASWRVVLEGGIDPILRGLMATPAKLNRQNQIAVDEIRERLFEQVMRIGLDLPALNMQRSRDHGLPGYNAWRRFCGLPQPETVGQLGTVLRNLKLARKLMEQYGTPNNIDIWMGGVSEPLKRKGRVGPLLACIIGTQFRKLRDGDRFWWENEGVFSMQQRQALAQISLPRIICDNTGITTVSKNNIFMSNSYPRDFVNCSTLPALNLASWREAS129 8.5 - 15 8 6 4

2 tr|Q9UMV1|Q9UMV1_HUMANComplement C4B1a (Fragment) OS=Homo sapiens GN=C4B PE=4 SV=1 5960 AAIIESPGGEMEEAELTSWYFVSSPFSLDLSKTKRHLVPGAPFLLQ102 23.9 1 14 14 1 1

3 sp|Q15485|FCN2_HUMAN Ficolin-2 OS=Homo sapiens GN=FCN2 PE=1 SV=2 39607 MELDRAVGVLGAATLLLSFLGMAWALQAADTCPEVKMVGLEGSDKLTILRGCPGLPGAPGPKGEAGTNGKRGERGPPGPPGKAGPPGPNGAPGEPQPCLTGPRTCKDLLDRGHFLSGWHTIYLPDCRPLTVLCDMDTDGGGWTVFQRRVDGSVDFYRDWATYKQGFGSRLGEFWLGNDNIHALTAQGTSELRVDLVDFEDNYQFAKYRSFKVADEAEKYNLVLGAFVEGSAGDSLTFHNNQSFSTKDQDNDLNTGNCAVMFQGAWWYKNCHVSNLNGRYLRGTHGSFANGINWKSGKGYNYSYKVSEMKVRPA308 14.7 - 38 38 5 5

4 tr|Q6UXM4|Q6UXM4_HUMANFicolin (Collagen/fibrinogen domain containing) 3 (Hakata antigen), isoform CRA_b OS=Homo sapiens GN=FCN3 PE=2 SV=134547 MDLLWILPSLWLLLLGGPACLKTQEHPSCPGPRELEASKVVLLPSCPGAPGSPGEKGAPGPQGPPGPPGKMGPKGEPGPRNCRELLSQGATLSGWYHLCLPEGRALPVFCDMDTEGGGWLVFQRRQDGSVDFFRSWSSYRAGFGNQESEFWLGNENLHQLTLQGNWELRVELEDFNGNRTFAHYATFRLLGEVDHYQLALGKFSEGTAGDSLSLHSGRPFTTYDADHDSSNSNCAVIVHGAWWYASCYRSNLNGRYAVSEAAAHKYGIDWASGRGVGHPYRRVRMMLR731 26.4 1 80 80 8 8

5 tr|E7EUT5|E7EUT5_HUMAN Glyceraldehyde-3-phosphate dehydrogenase OS=Homo sapiens GN=GAPDH PE=1 SV=134412 MEEMRDPSKIKWGDAGAEYVVESTGVFTTMEKAGAHLQGGAKRVIISAPSADAPMFVMGVNHEKYDNSLKIISNASCTTNCLAPLAKVIHDNFGIVEGLMTTVHAITATQKTVDGPSGKLWRDGRGALQNIIPASTGAAKAVGKVIPELNGKLTGMAFRVPTANVSVVDLTCRLEKPAKYDDIKKVVKQASEGPLKGILGYTEHQVVSSDFNSDTHSSTFDAGAGIALNDHFVKLISWYDNEFGYSNRVVDLMAHMASKE175 18.5 1 11 11 3 3

6 tr|F8VV32|F8VV32_HUMAN Lysozyme C OS=Homo sapiens GN=LYZ PE=1 SV=1 13895 MKALIVLGLVLLSVTVQGKVFERCELARTLKRLGMDGYRGISLANWMCLAKWESGYNTRATNYNAGDRSTDYGIFQINSRYWCNDGKTPGAVNACHLSCSGKTS163 23.1 1 12 12 2 2

7 tr|Q5VY30|Q5VY30_HUMAN Retinol binding protein 4, plasma, isoform CRA_b OS=Homo sapiens GN=RBP4 PE=1 SV=226952 MNYSKIPAQVDLRRQTERDCRVSSFRVKENFDKARFSGTWYAMAKKDPEGLFLQDNIVAEFSVDETGQMSATAKGRVRLLNNWDVCADMVGTFTDTEDPAKFKMKYWGVASFLQKGNDDHWIVDTDYDTYAVQYSCRLLNLDGTCADSYSFVFSRDPNGLPPEAQKIVRQRQEELCLARQYRLIVHNGYCDGRSERNLL63 15.1 1 7 7 3 3

8 tr|E7EQB2|E7EQB2_HUMAN Lactotransferrin (Fragment) OS=Homo sapiens GN=LTF PE=1 SV=1 92148 MGLCLAGRRRSVQWCAVSQPEATKCFQWQRNMRKVRGPPVSCIKRDSPIQCIQAIAENRADAVTLDGGFIYEAGLAPYKLRPVAAEVYGTERQPRTHYYAVAVVKKGGSFQLNELQGLKSCHTGLRRTAGWNVPIGTLRPFLNWTGPPEPIEAAVARFFSASCVPGADKGQFPNLCRLCAGTGENKCAFSSQEPYFSYSGAFKCLRDGAGDVAFIRESTVFEDLSDEAERDEYELLCPDNTRKPVDKFKDCHLARVPSHAVVARSVNGKEDAIWNLLRQAQEKFGKDKSPKFQLFGSPSGQKDLLFKDSAIGFSRVPPRIDSGLYLGSGYFTAIQNLRKSEEEVAARRARVVWCAVGEQELRKCNQWSGLSEGSVTCSSASTTEDCIALVLKGEADAMSLDGGYVYTAGKCGLVPVLAENYKSQQSSDPDPNCVDRPVEGYLAVAVVRRSDTSLTWNSVKGKKSCHTAVDRTAGWNIPMGLLFNQTGSCKFDEYFSQSCAPGSDPRSNLCALCIGDEQGENKCVPNSNERYYGYTGAFRCLAENAGDVAFVKDVTVLQNTDGNNNEAWAKDLKLADFALLCLDGKRKPVTEARSCHLAMAPNHAVVSRMDKVERLKQVLLHQQAKFGRNGSDCPDKFCLFQSETKNLLFNDNTECLARLHGKTTYEKYLGPQYVAGITNLKKCSTSPLLEACEFLR602 30.2 2 52 52 18 18

9 sp|Q02985|FHR3_HUMAN Complement factor H-related protein 3 OS=Homo sapiens GN=CFHR3 PE=1 SV=244580 MLLLINVILTLWVSCANGQVKPCDFPDIKHGGLFHENMRRPYFPVAVGKYYSYYCDEHFETPSGSYWDYIHCTQNGWSPAVPCLRKCYFPYLENGYNQNYGRKFVQGNSTEVACHPGYGLPKAQTTVTCTEKGWSPTPRCIRVRTCSKSDIEIENGFISESSSIYILNKEIQYKCKPGYATADGNSSGSITCLQNGWSAQPICINSSEKCGPPPPISNGDTTSFLLKVYVPQSRVEYQCQPYYELQGSNYVTCSNGEWSEPPRCIHPCIITEENMNKNNIKLKGRSDRKYYAKTGDTIEFMCKLGYNANTSILSFQAVCREGIVEYPRCE81 14.5 - 11 10 5 4

10 tr|B3KPS3|B3KPS3_HUMAN cDNA FLJ32131 fis, clone PEBLM2000267, highly similar to Tubulin alpha-ubiquitous chain OS=Homo sapiens PE=2 SV=152809 MPSDKTIGGGDDSFNTFFSETGAGKHVPRAVFVDLEPTVIDEVRTGTYRQLFHPEQLITGKEDAANNYARGHYTIGKEIIDLVLDRIRKLADQCTGLQGFLVFHSFGGGTGSGFTSLLMERLSVDYGKKSKLEFSIYPAPQVSTAVVEPYNSILTTHTTLEHSDCAFMVDNEAIYDICRRNLDIERPTYTNLNRLISQIVSSITASLRFDGALNVDLTEFQTNLVPYPRIHFPLATYAPVISAEKAYHEQLSVAEITNACFEPANQMVKCDPRHGKYMACCLLYRGDVVPKDVNAAIATIKTKRSIQFVDWCPTGFKVGINYQPPTVVPGGDLAKVQRAVCMLSNTTAIAEAWARLDHKFDLMYAKRAFVHWYVGEGMEEGEFSEAREDMAALEKDYEEVGVDSVEGEGGEEGEEY100 15.4 8 7 3 4 2

11 tr|B2R6W1|B2R6W1_HUMAN cDNA, FLJ93143, highly similar to Homo sapiens complement component 7 (C7), mRNA OS=Homo sapiens PE=2 SV=1111585 MKVISLFILVGFIGEFQSFSSASSPVNCQWDFYAPWSECNGCTKTQTRRRSVAVYGQYGGQPCVGNAFETQSCEPTRGCPTEEGCGERFRCFSGQCISKSLVCNGDSDCDEDSADEDRCEDSERRPSCDIDKPPPNIELTGNGYNELTGQFRNRVINTKSFGGQCRKVFSGDGKDFYRLSGNVLSYTFQVKINNDFNYEFYNSTWSYVKHTSTEHTSSSRKRSFFRSSSSSSRSYTSHTNEIHKGKSYQLLVVENTVEVAQFINNNPEFLQLAEPFWKELSHLPSLYDYSAYRRLIDQYGTHYLQSGSLGGEYRVLFYVDSEKLKQNDFNSLEEKKCKSSGWHFVVKFSSHGCKELENALKAASGTQNNVLRGEPFIRGGGAGFISGLTYLELDNPAGNKRRYSAWAESVTNLPQVIKQKLTPLYELVKEVPCASVKKLYLKWALEEYLDEFDPCHCRPCQNGGLATVEGTHCLCHCKPYTFGAACEQGVLVGNQAGGVDGGWSCWSSWSPCVQGKKTRSRECNNPPPSGGGRSCVGETTESTQCEDEELEHLRLLEPHCFPLSLVPTEFCPSPPALKDGFVQDEGTMFPVGKNVVYTCNEGYSLIGNPVARCGEDLRWLVGEMHCQKIACVLPVLMDGIQSHPQKPFYTVGEKVTVSCSGGMSLEGPSAFLCGSSLKWSPEMKNARCVQKENPLTQAVPKCQRWEKLQNSRCVCKMPYECGPSLDVCAQDERSKRILPLTVCKMHVLHCQGRNYTLTGRDSCTLPASAEKACGACPLWGKCDAESSKCVCREASECEEEGFSICVEVNGKEQTMSECEAGALRCRGQSISVTSIRPCAAETQ635 25.9 - 91 4 19 2

12 sp|Q03591|FHR1_HUMAN Complement factor H-related protein 1 OS=Homo sapiens GN=CFHR1 PE=1 SV=243938 MWLLVSVILISRISSVGGEATFCDFPKINHGILYDEEKYKPFSQVPTGEVFYYSCEYNFVSPSKSFWTRITCTEEGWSPTPKCLRLCFFPFVENGHSESSGQTHLEGDTVQIICNTGYRLQNNENNISCVERGWSTPPKCRSTDTSCVNPPTVQNAHILSRQMSKYPSGERVRYECRSPYEMFGDEEVMCLNGNWTEPPQCKDSTGKCGPPPPIDNGDITSFPLSVYAPASSVEYQCQNLYQLEGNKRITCRNGQWSEPPKCLHPCVISREIMENYNIALRWTAKQKLYLRTGESAEFVCKRGYRLSSRSHTLRTTCWDGKLEYPTCAKR957 33 - 97 20 10 2

13 tr|B0YIW1|B0YIW1_HUMAN Apolipoprotein A-V variant 3 OS=Homo sapiens GN=APOA5 PE=2 SV=1 45822 MAAVLTWALALLSAFSATQARKGFWDYFSQTSGDKGRVEQIHQQKMAREPATLKDSLEQDLNNMNKFLEKLRPLSGSEAPRLPQDPVGMRRQLQEELEEVKARLQPYMAEAHELVGWNLEGLRQQLKPYTMDLMEQVALRVQELQEQLRVVGEDTKAQLLGGVDEAWALLQGLQSRVVHHTGRFKELFHPYAESLVSGIGRHVQELHRSVAPHAPASPARLSRCVQVLSRKLTLKAKALHARIQQNLDQLREELSRAFAGTGTEEGAGPDPQMLSEEVRQRLQAFRQDTYLQIAAFTRAIDQETEEVQQQLAPPPPGHSAFAPEFQQTDSGKVLSKLQARLDDLWEDITHSLHDQGHSHLGDP228 19.8 2 22 22 7 7

14 tr|A0A024RDB8|A0A024RDB8_HUMANHeparanase, isoform CRA_a OS=Homo sapiens GN=HPSE PE=4 SV=1 73287 MLLRSKPALPPPLMLLLLGPLGPLSPGALPRPAQAQDVVDLDFFTQEPLHLVSPSFLSVTIDANLATDPRFLILLGSPKLRTLARGLSPAYLRFGGTKTDFLIFDPKKESTFEERSYWQSQVNQDICKYGSIPPDVEEKLRLEWPYQEQLLLREHYQKKFKNSTYSRSSVDVLYTFANCSGLDLIFGLNALLRTADLQWNSSNAQLLLDYCSSKGYNISWELGNEPNSFLKKADIFINGSQLGEDFIQLHKLLRKSTFKNAKLYGPDVGQPRRKTAKMLKSFLKAGGEVIDSVTWHHYYLNGRTATREDFLNPDVLDIFISSVQKVFQVVESTRPGKKVWLGETSSAYGGGAPLLSDTFAAGFMWLDKLGLSARMGIEVVMRQVFFGAGNYHLVDENFDPLPDYWLSLLFKKLVGTKVLMASVQGSKRRKLRVYLHCTNTDNPRYKEGDLTLYAINLHNVTKYLRLPYPFSNKQVDKYLLRPLGPHGLLSKSVQLNGLTLKMVDDQTLPPLMEKPLRPGSSLGLPAFSYSFFVIRNAKVAACI105 6.6 2 14 14 4 4

15 sp|Q07954|LRP1_HUMAN Prolow-density lipoprotein receptor-related protein 1 OS=Homo sapiens GN=LRP1 PE=1 SV=2576082 MLTPPLLLLLPLLSALVAAAIDAPKTCSPKQFACRDQITCISKGWRCDGERDCPDGSDEAPEICPQSKAQRCQPNEHNCLGTELCVPMSRLCNGVQDCMDGSDEGPHCRELQGNCSRLGCQHHCVPTLDGPTCYCNSSFQLQADGKTCKDFDECSVYGTCSQLCTNTDGSFICGCVEGYLLQPDNRSCKAKNEPVDRPPVLLIANSQNILATYLSGAQVSTITPTSTRQTTAMDFSYANETVCWVHVGDSAAQTQLKCARMPGLKGFVDEHTINISLSLHHVEQMAIDWLTGNFYFVDDIDDRIFVCNRNGDTCVTLLDLELYNPKGIALDPAMGKVFFTDYGQIPKVERCDMDGQNRTKLVDSKIVFPHGITLDLVSRLVYWADAYLDYIEVVDYEGKGRQTIIQGILIEHLYGLTVFENYLYATNSDNANAQQKTSVIRVNRFNSTEYQVVTRVDKGGALHIYHQRRQPRVRSHACENDQYGKPGGCSDICLLANSHKARTCRCRSGFSLGSDGKSCKKPEHELFLVYGKGRPGIIRGMDMGAKVPDEHMIPIENLMNPRALDFHAETGFIYFADTTSYLIGRQKIDGTERETILKDGIHNVEGVAVDWMGDNLYWTDDGPKKTISVARLEKAAQTRKTLIEGKMTHPRAIVVDPLNGWMYWTDWEEDPKDSRRGRLERAWMDGSHRDIFVTSKTVLWPNGLSLDIPAGRLYWVDAFYDRIETILLNGTDRKIVYEGPELNHAFGLCHHGNYLFWTEYRSGSVYRLERGVGGAPPTVTLLRSERPPIFEIRMYDAQQQQVGTNKCRVNNGGCSSLCLATPGSRQCACAEDQVLDADGVTCLANPSYVPPPQCQPGEFACANSRCIQERWKCDGDNDCLDNSDEAPALCHQHTCPSDRFKCENNRCIPNRWLCDGDNDCGNSEDESNATCSARTCPPNQFSCASGRCIPISWTCDLDDDCGDRSDESASCAYPTCFPLTQFTCNNGRCININWRCDNDNDCGDNSDEAGCSHSCSSTQFKCNS243 3.5 - 29 29 14 14

16 tr|B2R8I2|B2R8I2_HUMAN cDNA, FLJ93914, highly similar to Homo sapiens histidine-rich glycoprotein (HRG), mRNA OS=Homo sapiens PE=2 SV=167498 MKALIAALLLITLQYSCAVSPTDCSAVEPEAEKALDLINKRRRDGYLFQLLRIADAHLDRVENTTVYYLVLDVQESDCSVLSRKYWNDCEPPDSRRPSEIVIGQCKVIATRHSHESQDLRVIDFNCTTSSVSSALANTKDSPVLIDFFEDTERYRKQANKALEKYKEENDDFASFRVDRTERVARVRGGEGTGYFVDFSVRNCSRHHFPRHPNVFGFCRADLFYDVEALDLESPKNLVINCEVFDPQEHENINGVPPHLGHPFHWGGHERSSTTKPPFKPHGSRDHHHPHKPHEHGPPPPPDERDHSHGPPLPQGPPPLLPMSCSSCQHATFGTNGAQRHSHNNNPSDLHPHKHHSHEQHPHGHHPHAHHPHEHDTHRQHPHGHHPHGHHPHGHHPHGHHPHGHHPHCHDFQDYGPCDPPPHNQGHCCHGHGPPPGHLRRRGPGKGPCPFHCRQIGSVYRLPPLRKGEVLPLPEANFPSFPLPHHKHPLKPDIQPFPQSVSESCPGKFKSGFPQVSMFFTHTFPK211 22.1 1 29 29 11 11

17 sp|O00602|FCN1_HUMAN Ficolin-1 OS=Homo sapiens GN=FCN1 PE=1 SV=2 42205 MELSGATMARGLAVLLVLFLHIKNLPAQAADTCPEVKVVGLEGSDKLTILRGCPGLPGAPGPKGEAGVIGERGERGLPGAPGKAGPVGPKGDRGEKGMRGEKGDAGQSQSCATGPRNCKDLLDRGYFLSGWHTIYLPDCRPLTVLCDMDTDGGGWTVFQRRMDGSVDFYRDWAAYKQGFGSQLGEFWLGNDNIHALTAQGSSELRVDLVDFEGNHQFAKYKSFKVADEAEKYKLVLGAFVGGSAGNSLTGHNNNFFSTKDQDNDVSSSNCAEKFQGAWWYADCHASNLNGLYLMGPHESYANGINWSAAKGYKYSYKVSEMKVRPA99 8.9 - 9 9 3 3

18 tr|A0A075B6R9|A0A075B6R9_HUMANProtein IGKV2D-24 (Fragment) OS=Homo sapiens GN=IGKV2D-24 PE=4 SV=114040 MRLLAQLLGLLMLWVPGSSGDIVMTQTPLSSPVTLGQPASISFRSSQSLVHSDGNTYLSWLQQRPGQPPRLLIYKVSNRFSGVPDRFSGSGAGTDFTLKISRVEAEDVGVYYCTQATQFP160 16.7 - 8 7 2 1

19 tr|D3DQX7|D3DQX7_HUMANSerum amyloid A protein OS=Homo sapiens GN=SAA1 PE=3 SV=1 15436 MKLLTGLVFCSLVLSVSSRSFFSFLGEAFDGARDMWRAYSDMREANYIGSDKYFHARGNYDAAKRGPGGAWAAEVISDARENIQRFFGHGAEDSLADQAANEWGRSGKDPNHFRPAGLPEKY105 20.5 - 10 9 3 2

20 sp|P07357|CO8A_HUMAN Complement component C8 alpha chain OS=Homo sapiens GN=C8A PE=1 SV=276870 MFAVVFFILSLMTCQPGVTAQEKVNQRVRRAATPAAVTCQLSNWSEWTDCFPCQDKKYRHRSLLQPNKFGGTICSGDIWDQASCSSSTTCVRQAQCGQDFQCKETGRCLKRHLVCNGDQDCLDGSDEDDCEDVRAIDEDCSQYEPIPGSQKAALGYNILTQEDAQSVYDASYYGGQCETVYNGEWRELRYDSTCERLYYGDDEKYFRKPYNFLKYHFEALADTGISSEFYDNANDLLSKVKKDKSDSFGVTIGIGPAGSPLLVGVGVSHSQDTSFLNELNKYNEKKFIFTRIFTKVQTAHFKMRKDDIMLDEGMLQSLMELPDQYNYGMYAKFINDYGTHYITSGSMGGIYEYILVIDKAKMESLGITSRDITTCFGGSLGIQYEDKINVGGGLSGDHCKKFGGGKTERARKAMAVEDIISRVRGGSSGWSGGLAQNRSTITYRSWGRSLKYNPVVIDFEMQPIHEVLRHTSLGPLEAKRQNLRRALDQYLMEFNACRCGPCFNNGVPILEGTSCRCQCRLGSLGAACEQTQTEGAKADGSWSCWSSWSVCRAGIQERRRECDNPAPQNGGASCPGRKVQTQAC244 15.2 - 28 28 8 8

21 tr|B2R6M6|B2R6M6_HUMAN cDNA, FLJ93024, highly similar to Homo sapiens EGF-containing fibulin-like extracellular matrix protein 1 (EFEMP1), transcript variant 1, mRNA OS=Homo sapiens PE=2 SV=160522 MLKALFLTMLTLALVKSQDTEETITYTQCTDGYEWDPVRQQCKDIDECDIVPDACKGGMKCVNHYGGYLCLPKTAQIIVNNEQPQQETQPAEGTSGATTGVVAASSMATSGVLPGGGFVASAAAVAGPEMQTGRNNFVIRRNPADPQRIPSNPSHRIQCAAGYEQSEHNVCQDIDECTAGTHNCRADQVCINLRGSFACQCPPGYQKRGEQCVDIDECTIPPYCHQRCVNTPGSFYCQCSPGFQLAANNYTCVDINECDASNQCAQQCYNILGSFICQCNQGYELSSDRLNCEDIDECRTSSYLCQYQCVNEPGKFSCMCPQGYQVVRSRTCQDINECETTNECREDEMCWNYHGGFRCYPRNPCQDPYILTPENRCVCPVSNAMCRELPQSIVYKYMSIRSDRSVPSDIFQIQATTVYANTINTFRIKSGNENGEFYLRQTSPVSAMLVLVKSLSGPREHIVDLEMLTVSSIGTFRTSSVLRLTIIVGPFSF224 9.7 6 22 22 4 4

22 tr|A0A5E4|A0A5E4_HUMAN Uncharacterized protein OS=Homo sapiens PE=2 SV=1 28363 MAWMMLLLGLLAYGSGVDSQTVVTQEPSVSVSPGGTVTLTCGLSSGSVSTSYYPSWYQQTPGQAPRTLIYYTNARSYGVPDRFSGSILGNKAALTITGAQADDESDYYCVVFLGSGISVFGGGTKVTVLGQPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPSKQSNNKYAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS1459 35.3 - 173 14 7 1

23 sp|Q13103|SPP24_HUMAN Secreted phosphoprotein 24 OS=Homo sapiens GN=SPP2 PE=1 SV=1 27041 MISRMEKMTMMMKILIMFALGMNYWSCSGFPVYDYDPSSLRDALSASVVKVNSQSLSPYLFRAFRSSLKRVEVLDENNLVMNLEFSIRETTCRKDSGEDPATCAFQRDYYVSTAVCRSTVKVSAQQVQGVHARCSWSSSTSESYSSEEMIFGDMLGSHKWRNNYLFGLISDESISEQFYDRSLGIMRRVLPPGNRRYPNHRHRARINTDFE138 15.6 - 14 14 3 3

24 tr|B4E335|B4E335_HUMAN cDNA FLJ52842, highly similar to Actin, cytoplasmic 1 OS=Homo sapiens PE=2 SV=145627 MDDDIAALVVDNGSGMCKAGFAGDDAPRAVFPSIVGRPRHQGVMVGMGQKDSYVGDEAQSKRGILTLKYPIEHGIVTNWDDMEKIWHHTFYNELRVAPEEHPVLLTEAPLNPKANREKMTQIMFETFNTPAMYVAIQAVLSLYASGRTTAILRLDLAGRDLTDYLMKILTERGYSFTTTAEREIVRDIKEKLCYVALDFEQEMATAASSSSLEKSYELPDGQVITIGNERFRCPEALFQPSFLGMESCGIHETTFNSIMKCDVDIRKDLYANTVLSGGTTMYPGIADRMQKEITALAPSTMKIKIIAPPERKYSVWIGGSILASLSTFQQMWISKQEYDESGPSIVHRKCF366 33.6 7 42 42 9 9

25 tr|X6RLJ0|X6RLJ0_HUMAN Complement C1q subcomponent subunit A (Fragment) OS=Homo sapiens GN=C1QA PE=4 SV=227065 MEGPRGWLVLCVLAISLASMVTEDLCRAPDGKKGEAGRPGRRGRPGLKGEQGEPGAPGIRTGIQGLKGDQGEPGPSGNPGKVGYPGPSGPLGARGIPGIKGTKGSPGNIKDQPRPAFSAIRRNPPMGGNVVIFDTVITNQEEPYQNHSGRFVCTVPGYYYFTFQVLSQWEICLSIVSSSRGQVRRSLGFCDTTNKGLFQVVSGGMVLQLQQGDQVWVEKDP58 11.8 1 8 8 3 3

26 tr|B4DNS6|B4DNS6_HUMAN cDNA FLJ54278, highly similar to SPARC-like protein 1 OS=Homo sapiens PE=2 SV=171190 MKTGLFFLCLLGTAAAIPTNARLLSDHSKPTAETVAPDNTAIPSLRAEDEENEKETAVSTEDDSHHKAEKSSVLKSKEESHEQSAEQGKSSSQELGLKDQEDSDGDLSVNLEYAPTEGTLDIKEDNSNAEMEEENASNVNKHIQETEWQSQEGKTGLEAISNHKETEEKTVSEALLMEPTDDGNTTPRNHGVDDDGDDDGDDGGTDGPRHSASDDYFIPSQAFLEAERAQSIAYHLKIEEQREKVHENENIGTTEPGEHQEAKKAENSSNEEETSSEGNMRVHAVDSCMSFQCKRGHICKADQQGKPHCVCQDPVTCPPTKPLDQVCGTDNQTYASSCHLFATKCRLEGTKKGHQLQLDYFGACKSIPTCTDFEVIQFPLRMRDWLKNILMQLYEANSEHAGYLNEKQRNKVKKIYLDEKRLLAGDHPIDLLLRDFKKNYHMYVYPVHWQFSELDQHPMDRVLTHSELAPLRASLVPMEHCITRFFEECDPNKDKHITLKEWGHCFGIKEEDIDENLLF116 9.6 4 13 13 4 4

27 tr|A0A087WT59|A0A087WT59_HUMANTransthyretin OS=Homo sapiens GN=TTR PE=3 SV=1 23099 MASHRLLLLCLAGLVFVSEAGPTGTGESKCPLMVKVLDAVRGSPAINVAVHVFRKAADDTWEPFASGKTSESGELHGLTTEEEFVEGIYKVEIDTKSYWKALGISPFHEHAEVSIQTFESFETDGCHGNRIQTCSSWSELQTSGFHQNVDVVFTANDSGPRRYTIAALLSPYSYSTTAVVTNPKE813 21.1 4 56 56 5 5

28 tr|A0A024R962|A0A024R962_HUMANHCG40889, isoform CRA_b OS=Homo sapiens GN=hCG_40889 PE=4 SV=1168295 MRLLAKIICLMLWAICVAEDCNELPPRRNTEILTGSWSDQTYPEGTQAIYKCRPGYRSLGNVIMVCRKGEWVALNPLRKCQKRPCGHPGDTPFGTFTLTGGNVFEYGVKAVYTCNEGYQLLGEINYRECDTDGWTNDIPICEVVKCLPVTAPENGKIVSSAMEPDREYHFGQAVRFVCNSGYKIEGDEEMHCSDDGFWSKEKPKCVEISCKSPDVINGSPISQKIIYKENERFQYKCNMGYEYSERGDAVCTESGWRPLPSCEEKSCDNPYIPNGDYSPLRIKHRTGDEITYQCRNGFYPATRGNTAKCTSTGWIPAPRCTLKPCDYPDIKHGGLYHENMRRPYFPVAVGKYYSYYCDEHFETPSGSYWDHIHCTQDGWSPAVPCLRKCYFPYLENGYNQNHGRKFVQGKSIDVACHPGYALPKAQTTVTCMENGWSPTPRCIRVKTCSKSSIDIENGFISESQYTYALKEKAKYQCKLGYVTADGETSGSITCGKDGWSAQPTCIKSCDIPVFMNARTKNDFTWFKLNDTLDYECHDGYESNTGSTTGSIVCGYNGWSDLPICYERECELPKIDVHLVPDRKKDQYKVGEVLKFSCKPGFTIVGPNSVQCYHFGLSPDLPICKEQVQSCGPPPELLNGNVKEKTKEEYGHSEVVEYYCNPRFLMKGPNKIQCVDGEWTTLPVCIVEESTCGDIPELEHGWAQLSSPPYYYGDSVEFNCSESFTMIGHRSITCIHGVWTQLPQCVAIDKLKKCKSSNLIILEEHLKNKKEFDHNSNIRYRCRGKEGWIHTVCINGRWDPEVNCSMAQIQLCPPPPQIPNSHNMTTTLNYRDGEKVSVLCQENYLIQEGEEITCKDGRWQSIPLCVEKIPCSQPPQIEHGTINSSRSSQESYAHGTKLSYTCEGGFRISEENETTCYMGKWSSPPQCEGLPCKSPPEISHGVVAHMSDSYQYGEEVTYKCFEGFGIDGPAIAKCLGEKWSHPPSCIKTDCLSLPSFENAIPMGEKKDVYKAGEQVTYTCATYYKM2249 30.5 1 277 12 33 2

29 tr|Q6MZL2|Q6MZL2_HUMANPutative uncharacterized protein DKFZp686M0562 (Fragment) OS=Homo sapiens GN=DKFZp686M0562 PE=2 SV=138922 NPGIYTCSAQGVWMNKVLGRSLPTCLPECGQPSRSLPSLVKRIIGGRNAEPGLFPWQALIVVEDTSRVPNDKWFGSGALLSASWILTAAHVLRSQRRDTTVIPVSKEHVTVYLGLHDVRDKSGAVNSSAARVVLHPDFNIQNYNHDIALVQLQEPVPLGPHVMPVCLPRLEPEGPAPHMLGLVAGWGISNPNVTVDEIISSDTRTLSDVLQYVKLPVVPHAECKTSYESRSGNYSVTENMFCAGYYEGGKDTCLGDSGGAFVIFDDLSQRWVVQGLVSWGGPEECGSKQVYGVYTKVSNYVDWVWEQMGLPQSVVEPQVER103 12.8 - 10 9 4 3

30 tr|D6RHH7|D6RHH7_HUMANCorticotropin-releasing factor-binding protein OS=Homo sapiens GN=CRHBP PE=4 SV=130563 MSPNFKLQCHFILIFLTALRGESRYLELREAADYDPFLLFSANLKRELAGEQPYRRALRCLDMLSLQGQFTFTADRPQLHCAAFFISEPEEFITIHYDQVSIDCQGGDFLKVFDGWILKGEKFPSSQDHPLPSAERYIDFCESGLSRRSIRSSQNVAMIFFRVHEPGNGFTLTIKTDPNLFPCNVISQTPNGKFTLVVPHQHRNCSFSIIYPVVIKISDLTLGHVNGLQLKVSCLLVS48 8 1 4 4 2 2

31 sp|P48740|MASP1_HUMAN Mannan-binding lectin serine protease 1 OS=Homo sapiens GN=MASP1 PE=1 SV=392409 MRWLLLYYALCFSLSKASAHTVELNNMFGQIQSPGYPDSYPSDSEVTWNITVPDGFRIKLYFMHFNLESSYLCEYDYVKVETEDQVLATFCGRETTDTEQTPGQEVVLSPGSFMSITFRSDFSNEERFTGFDAHYMAVDVDECKEREDEELSCDHYCHNYIGGYYCSCRFGYILHTDNRTCRVECSDNLFTQRTGVITSPDFPNPYPKSSECLYTIELEEGFMVNLQFEDIFDIEDHPEVPCPYDYIKIKVGPKVLGPFCGEKAPEPISTQSHSVLILFHSDNSGENRGWRLSYRAAGNECPELQPPVHGKIEPSQAKYFFKDQVLVSCDTGYKVLKDNVEMDTFQIECLKDGTWSNKIPTCKIVDCRAPGELEHGLITFSTRNNLTTYKSEIKYSCQEPYYKMLNNNTGIYTCSAQGVWMNKVLGRSLPTCLPVCGLPKFSRKLMARIFNGRPAQKGTTPWIAMLSHLNGQPFCGGSLLGSSWIVTAAHCLHQSLDPEDPTLRDSDLLSPSDFKIILGKHWRLRSDENEQHLGVKHTTLHPQYDPNTFENDVALVELLESPVLNAFVMPICLPEGPQQEGAMVIVSGWGKQFLQRFPETLMEIEIPIVDHSTCQKAYAPLKKKVTRDMICAGEKEGGKDACAGDSGGPMVTLNRERGQWYLVGTVSWGDDCGKKDRYGVYSYIHHNKDWIQRVTGVRN566 26 - 59 15 14 6



A-VS-B@Ratio@set,A1_113-VS-B1_114A-VS-B@Ratio@set,A2_115-VS-B2_116A-VS-B@QuantNumber@set,A1_113-VS-B1_114A-VS-B@QuantNumber@set,A2_115-VS-B2_116A-VS-B@Sig@set,A1_113-VS-B1_114A-VS-B@Sig@set,A2_115-VS-B2_116A-VS-B@MeanA-VS-B@SDKEGG(ko_id|rank|evalue|score|identity|ko_definition)GO Biological_ProcessGO Molecular_FunctionGO Cellular_Component

0.608 0.607 4 4 * * 0.6075 0.000707 K07605|1|0.0|736|hsa:3849|type II keratin, basicGO:0032980//keratinocyte activation;GO:0043616//keratinocyte proliferation;GO:0051546//keratinocyte migration;GO:0031424//keratinizationGO:0005200//structural constituent of cytoskeletonGO:0005794//Golgi apparatus;GO:0045095//keratin filament

0.562 0.549 8 8 - * 0.5555 0.009192 K06238|1|0.0|2052|hsa:1293|collagen, type VI, alphaGO:0007411//axon guidance;GO:0009749//response to glucose stimulus;GO:0007517//muscle organ development;GO:0007155//cell adhesion;GO:0030198//extracellular matrix organizationGO:0004867//serine-type endopeptidase inhibitor activityGO:0030133//transport vesicle;GO:0005615//extracellular space;GO:0005788//endoplasmic reticulum lumen;GO:0042383//sarcolemma;GO:0005589//collagen type VI

0.794 0.784 106 106 * - 0.789 0.007071 K05399|1|0.0|877|hsa:3929|lipopolysaccharide-binding proteinGO:0032722//positive regulation of chemokine production;GO:0002232//leukocyte chemotaxis involved in inflammatory response;GO:0032760//positive regulation of tumor necrosis factor production;GO:0090023//positive regulation of neutrophil chemotaxis;GO:0008063//Toll signaling pathway;GO:0050829//defense response to Gram-negative bacterium;GO:0032490//detection of molecule of bacterial origin;GO:0015920//lipopolysaccharide transport;GO:0042535//positive regulation of tumor necrosis factor biosynthetic process;GO:0060265//positive regulation of respiratory burst involved in inflammatory response;GO:0071223//cellular response to lipoteichoic acid;GO:0031663//lipopolysaccharide-mediated signaling pathway;GO:0044130//negative regulation of growth of symbiont in host;GO:0043032//positive regulation of macrophage activation;GO:0002281//macrophage activation involved in immune response;GO:0008228//opsonization;GO:0006953//acute-phase response;GO:0034145//positive regulation of toll-like receptor 4 signaling pathway;GO:GO:0005102//receptor binding;GO:0070891//lipoteichoic acid binding;GO:0051637//Gram-positive bacterial cell surface binding;GO:0051636//Gram-negative bacterial cell surface binding;GO:0001530//lipopolysaccharide binding;GO:0008289//lipid bindingGO:0005615//extracellular space

0.813 0.665 31 31 * - 0.739 0.104652 K03900|1|0.0|5347|hsa:7450|von Willebrand factorGO:0030168//platelet activation;GO:0001889//liver development;GO:0051260//protein homooligomerization;GO:0001890//placenta development;GO:0031589//cell-substrate adhesionGO:0047485//protein N-terminus binding;GO:0051087//chaperone binding;GO:0001948//glycoprotein binding;GO:0002020//protease binding;GO:0019865//immunoglobulin binding;GO:0005518//collagen binding;GO:0005178//integrin binding;GO:0042803//protein homodimerization activityGO:0009897//external side of plasma membrane;GO:0033093//Weibel-Palade body;GO:0005578//proteinaceous extracellular matrix;GO:0005783//endoplasmic reticulum

0.676 0.704 18 18 * * 0.69 0.019799 K14477|1|0.0|728|hsa:3250|haptoglobin-related protein!K01330|3|2e-46|186|mgp:100549554|complement component 1, r subcomponent [EC:3.4.21.41]GO:0006952//defense response;GO:0010942//positive regulation of cell death;GO:0006879//cellular iron ion homeostasis;GO:2000296//negative regulation of hydrogen peroxide catabolic process;GO:0006508//proteolysis;GO:0051354//negative regulation of oxidoreductase activityGO:0030492//hemoglobin binding;GO:0004252//serine-type endopeptidase activityGO:0031838//haptoglobin-hemoglobin complex;GO:0034366//spherical high-density lipoprotein particle

0.897 0.763 3 3 - * 0.83 0.094752 - GO:0002682//regulation of immune system process;GO:0006953//acute-phase response;GO:0006810//transportGO:0005515//protein bindingGO:0005615//extracellular space

0.739 0.71 14 14 * - 0.7245 0.020506 K04524|1|9e-12|68.6|aml:100477661|apolipoprotein EGO:0010873//positive regulation of cholesterol esterification;GO:0033344//cholesterol efflux;GO:0008203//cholesterol metabolic process;GO:0034379//very-low-density lipoprotein particle assembly;GO:0042157//lipoprotein metabolic process;GO:0010900//negative regulation of phosphatidylcholine catabolic process;GO:0048261//negative regulation of receptor-mediated endocytosis;GO:0034375//high-density lipoprotein particle remodeling;GO:0051005//negative regulation of lipoprotein lipase activity;GO:0033700//phospholipid efflux;GO:0006641//triglyceride metabolic process;GO:0045717//negative regulation of fatty acid biosynthetic process;GO:0034382//chylomicron remnant clearance;GO:0032375//negative regulation of cholesterol transport;GO:0010916//negative regulation of very-low-density lipoprotein particle clearanceGO:0031210//phosphatidylcholine binding;GO:0005504//fatty acid binding;GO:0004859//phospholipase inhibitor activity;GO:0060228//phosphatidylcholine-sterol O-acyltransferase activator activityGO:0042627//chylomicron;GO:0034361//very-low-density lipoprotein particle;GO:0034364//high-density lipoprotein particle;GO:0005783//endoplasmic reticulum

0.669 0.73 2 2 - * 0.6995 0.043134 - GO:0033344//cholesterol efflux;GO:0009749//response to glucose stimulus;GO:0034445//negative regulation of plasma lipoprotein particle oxidation;GO:0043691//reverse cholesterol transport;GO:0034384//high-density lipoprotein particle clearance;GO:0034375//high-density lipoprotein particle remodeling;GO:0042632//cholesterol homeostasis;GO:0034380//high-density lipoprotein particle assemblyGO:0005543//phospholipid binding;GO:0005319//lipid transporter activity;GO:0016209//antioxidant activityGO:0034362//low-density lipoprotein particle;GO:0034365//discoidal high-density lipoprotein particle;GO:0034361//very-low-density lipoprotein particle;GO:0034366//spherical high-density lipoprotein particle;GO:0005887//integral to plasma membrane

0.63 0.618 3 3 * - 0.624 0.008485 K07604|1|1e-177|624|hsa:3857|type I keratin, acidicGO:0007283//spermatogenesis;GO:0045109//intermediate filament organization;GO:0043588//skin developmentGO:0005200//structural constituent of cytoskeletonGO:0045095//keratin filament;GO:0048471//perinuclear region of cytoplasm

0.594 0.483 11 11 * * 0.5385 0.078489 K04391|1|0.0|675|hsa:929|CD14 antigenGO:0006909//phagocytosis;GO:0032760//positive regulation of tumor necrosis factor production;GO:0008063//Toll signaling pathway;GO:0034142//toll-like receptor 4 signaling pathway;GO:0050715//positive regulation of cytokine secretion;GO:0071223//cellular response to lipoteichoic acid;GO:0006915//apoptotic process;GO:0035666//TRIF-dependent toll-like receptor signaling pathway;GO:0007249//I-kappaB kinase/NF-kappaB cascade;GO:0006954//inflammatory response;GO:0034138//toll-like receptor 3 signaling pathway;GO:0009408//response to heat;GO:0045807//positive regulation of endocytosis;GO:0071222//cellular response to lipopolysaccharideGO:0070891//lipoteichoic acid binding;GO:0001530//lipopolysaccharide binding;GO:0001847//opsonin receptor activity;GO:0016019//peptidoglycan receptor activityGO:0045121//membrane raft;GO:0005615//extracellular space;GO:0031225//anchored to membrane;GO:0009986//cell surface;GO:0005886//plasma membrane;GO:0010008//endosome membrane

0.468 0.442 14 14 * * 0.455 0.018385 K07604|1|0.0|660|hsa:3858|type I keratin, acidicGO:0071277//cellular response to calcium ion;GO:0030216//keratinocyte differentiationGO:0030280//structural constituent of epidermisGO:0005737//cytoplasm;GO:0045095//keratin filament

0.79 0.622 5 5 * * 0.706 0.118794 K03989|1|0.0|3419|hsa:720|complement component 4GO:0006958//complement activation, classical pathway;GO:0045087//innate immune response;GO:0030449//regulation of complement activationGO:0004866//endopeptidase inhibitor activityGO:0005615//extracellular space;GO:0005886//plasma membrane

0.264 0.215 3 3 * * 0.2395 0.034648 K03898|1|8e-06|51.6|rno:25087|kininogen- - GO:0005576//extracellular region

0.844 0.653 29 29 - * 0.7485 0.135057 K03989|1|0.0|3417|hsa:721|complement component 4GO:0006958//complement activation, classical pathway;GO:0045087//innate immune response;GO:0030449//regulation of complement activationGO:0004866//endopeptidase inhibitor activityGO:0005615//extracellular space;GO:0005886//plasma membrane

0.816 0.801 19 18 * * 0.8085 0.010607 K10758|1|0.0|1219|hsa:5768|thiol oxidase [EC:1.8.3.2]GO:0045454//cell redox homeostasis;GO:0006662//glycerol ether metabolic processGO:0009055//electron carrier activity;GO:0016971//flavin-linked sulfhydryl oxidase activity;GO:0015035//protein disulfide oxidoreductase activityGO:0005615//extracellular space;GO:0030173//integral to Golgi membrane

0.721 0.829 17 17 * * 0.775 0.076368 K05399|1|1e-20|101|mmu:16803|lipopolysaccharide-binding protein!K08761|2|1e-19|98.6|mmu:18830|phospholipid transfer proteinGO:0043691//reverse cholesterol transport;GO:0055091//phospholipid homeostasis;GO:0006641//triglyceride metabolic process;GO:0034372//very-low-density lipoprotein particle remodeling;GO:0070328//triglyceride homeostasis;GO:0046470//phosphatidylcholine metabolic process;GO:0042157//lipoprotein metabolic process;GO:0010745//negative regulation of macrophage derived foam cell differentiation;GO:0034375//high-density lipoprotein particle remodeling;GO:0015914//phospholipid transport;GO:0034374//low-density lipoprotein particle remodeling;GO:0006898//receptor-mediated endocytosis;GO:0042632//cholesterol homeostasis;GO:0008203//cholesterol metabolic process;GO:0010874//regulation of cholesterol effluxGO:0017129//triglyceride binding;GO:0017127//cholesterol transporter activity;GO:0005548//phospholipid transporter activity;GO:0015485//cholesterol binding;GO:0031210//phosphatidylcholine bindingGO:0031982//vesicle;GO:0034364//high-density lipoprotein particle

0.731 0.894 5 4 * * 0.8125 0.115258 - GO:0010269//response to selenium ion;GO:0001887//selenium compound metabolic process;GO:0006979//response to oxidative stress;GO:0009791//post-embryonic development;GO:0007420//brain development;GO:0040007//growth;GO:0019953//sexual reproduction;GO:0007626//locomotory behaviorGO:0008430//selenium bindingGO:0005615//extracellular space

0.759 0.724 19 19 * - 0.7415 0.024749 - GO:0006953//acute-phase response- GO:0034364//high-density lipoprotein particle

0.774 0.751 11 11 * * 0.7625 0.016263 K04525|1|1e-97|357|oaa:100086374|serpin peptidase inhibitor, clade A, member 3!K03984|2|1e-91|337|tgu:100228673|alpha-1-antitrypsinGO:0010951//negative regulation of endopeptidase activity;GO:0030162//regulation of proteolysisGO:0004867//serine-type endopeptidase inhibitor activityGO:0005615//extracellular space

0.744 0.707 10 10 * * 0.7255 0.026163 K03989|1|9e-36|148|hsa:721|complement component 4GO:0045087//innate immune response;GO:0030449//regulation of complement activation- GO:0005576//extracellular region;GO:0005886//plasma membrane

0.359 0.325 32 32 * * 0.342 0.024042 K14480|1|0.0|699|hsa:8542|apolipoprotein LGO:0019835//cytolysis;GO:0031640//killing of cells of other organism;GO:0045087//innate immune response;GO:0042157//lipoprotein metabolic process;GO:0006869//lipid transport;GO:0006821//chloride transport;GO:0008203//cholesterol metabolic processGO:0008289//lipid binding;GO:0005515//protein binding;GO:0005254//chloride channel activityGO:0031224//intrinsic to membrane;GO:0034364//high-density lipoprotein particle;GO:0034361//very-low-density lipoprotein particle

0.504 0.562 21 22 * - 0.533 0.041012 K07605|1|0.0|779|hsa:3848|type II keratin, basicGO:0006979//response to oxidative stress;GO:0042730//fibrinolysis;GO:0008544//epidermis development;GO:0045765//regulation of angiogenesis;GO:0001867//complement activation, lectin pathwayGO:0004872//receptor activity;GO:0005515//protein binding;GO:0005200//structural constituent of cytoskeleton;GO:0030246//carbohydrate bindingGO:0045095//keratin filament;GO:0005886//plasma membrane

0.473 0.441 33 33 * - 0.457 0.022627 K03912|1|0.0|1008|hsa:3053|heparin cofactor IIGO:0006935//chemotaxis;GO:0010951//negative regulation of endopeptidase activity;GO:0007596//blood coagulation;GO:0030162//regulation of proteolysisGO:0004867//serine-type endopeptidase inhibitor activity;GO:0008201//heparin bindingGO:0005576//extracellular region

0.678 0.645 34 34 * * 0.6615 0.023335 K05768|1|0.0|1521|hsa:2934|gelsolinGO:0051593//response to folic acid;GO:0006921//cellular component disassembly involved in execution phase of apoptosis;GO:0014003//oligodendrocyte development;GO:0060271//cilium morphogenesis;GO:0042246//tissue regeneration;GO:0045471//response to ethanol;GO:0007568//aging;GO:0030155//regulation of cell adhesion;GO:0071276//cellular response to cadmium ion;GO:0051014//actin filament severing;GO:0016192//vesicle-mediated transport;GO:0048015//phosphatidylinositol-mediated signaling;GO:0051016//barbed-end actin filament cappingGO:0005509//calcium ion binding;GO:0003779//actin bindingGO:0030027//lamellipodium;GO:0015629//actin cytoskeleton;GO:0005615//extracellular space;GO:0005829//cytosol;GO:0001726//ruffle;GO:0043234//protein complex;GO:0048471//perinuclear region of cytoplasm

0.627 0.636 5 5 * * 0.6315 0.006364 K06840|1|0.0|1334|hsa:6405|semaphorin 3GO:0048843//negative regulation of axon extension involved in axon guidance;GO:0050919//negative chemotaxis;GO:0001755//neural crest cell migrationGO:0004872//receptor activity;GO:0045499//chemorepellent activityGO:0005615//extracellular space;GO:0016020//membrane

0.813 0.694 7 7 * - 0.7535 0.084146 K01446|1|0.0|1144|hsa:114770|N-acetylmuramoyl-L-alanine amidase [EC:3.5.1.28]GO:0032827//negative regulation of natural killer cell differentiation involved in immune response;GO:0044117//growth of symbiont in host;GO:0045087//innate immune response;GO:0001519//peptide amidation;GO:0009253//peptidoglycan catabolic process;GO:0032689//negative regulation of interferon-gamma production;GO:0016045//detection of bacterium;GO:0050830//defense response to Gram-positive bacteriumGO:0008270//zinc ion binding;GO:0008745//N-acetylmuramoyl-L-alanine amidase activity;GO:0042834//peptidoglycan binding;GO:0016019//peptidoglycan receptor activityGO:0005622//intracellular;GO:0005576//extracellular region;GO:0016020//membrane

0.451 0.452 9 9 - * 0.4515 0.000707 K09644|1|0.0|3858|hsa:4018|apolipoprotein(a) [EC:3.4.21.-]GO:0030168//platelet activation;GO:0022617//extracellular matrix disassembly;GO:2000048//negative regulation of cell-cell adhesion mediated by cadherin;GO:0006869//lipid transport;GO:0008285//negative regulation of cell proliferation;GO:0051918//negative regulation of fibrinolysis;GO:0010812//negative regulation of cell-substrate adhesion;GO:0002576//platelet degranulation;GO:0051919//positive regulation of fibrinolysis;GO:0006508//proteolysisGO:0004252//serine-type endopeptidase activity;GO:0019904//protein domain specific binding;GO:0043498//cell surface binding;GO:0001968//fibronectin binding;GO:0034185//apolipoprotein bindingGO:0031093//platelet alpha granule lumen;GO:0034358//plasma lipoprotein particle;GO:0031232//extrinsic to external side of plasma membrane

0.438 0.444 21 21 * * 0.441 0.004243 K08761|1|0.0|960|hsa:5360|phospholipid transfer proteinGO:0010189//vitamin E biosynthetic process;GO:0006629//lipid metabolic process;GO:0006869//lipid transport;GO:0030317//sperm motilityGO:0008289//lipid bindingGO:0005576//extracellular region

0.68 0.474 4 4 * * 0.577 0.145664 K06260|1|0.0|1009|hsa:2814|platelet glycoprotein VGO:0007160//cell-matrix adhesion;GO:0007597//blood coagulation, intrinsic pathway;GO:0010544//negative regulation of platelet activationGO:0005518//collagen bindingGO:0005887//integral to plasma membrane;GO:0009986//cell surface

0.94 0.815 18 18 - * 0.8775 0.088388 K03983|1|0.0|961|hsa:5345|alpha-2-antiplasminGO:0002034//regulation of blood vessel size by renin-angiotensin;GO:0070374//positive regulation of ERK1 and ERK2 cascade;GO:0030199//collagen fibril organization;GO:0030162//regulation of proteolysis;GO:0030168//platelet activation;GO:0051918//negative regulation of fibrinolysis;GO:0006953//acute-phase response;GO:0010757//negative regulation of plasminogen activation;GO:0045597//positive regulation of cell differentiation;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0010033//response to organic substance;GO:0051496//positive regulation of stress fiber assembly;GO:0002576//platelet degranulation;GO:0010951//negative regulation of endopeptidase activity;GO:0048514//blood vessel morphogenesis;GO:0046330//positive regulation of JNK cascade;GO:0048661//positive regulation of smooth muscle cell proliferation;GO:2000049//positive regulation of cell-cell adhesion mediated by cadherin;GO:0071636//positive regulation of transforming growth factor beta production;GO:0032967//posiGO:0042803//protein homodimerization activity;GO:0004867//serine-type endopeptidase inhibitor activity;GO:0002020//protease binding;GO:0043499//eukaryotic cell surface bindingGO:0005577//fibrinogen complex;GO:0031093//platelet alpha granule lumen

0.603 0.615 10 10 * * 0.609 0.008485 K08758|1|2e-48|190|hsa:336|apolipoprotein A-IIGO:0060695//negative regulation of cholesterol transporter activity;GO:0006641//triglyceride metabolic process;GO:0045416//positive regulation of interleukin-8 biosynthetic process;GO:0033344//cholesterol efflux;GO:0018206//peptidyl-methionine modification;GO:0009749//response to glucose stimulus;GO:0042157//lipoprotein metabolic process;GO:0030300//regulation of intestinal cholesterol absorption;GO:0043691//reverse cholesterol transport;GO:0051384//response to glucocorticoid stimulus;GO:0002740//negative regulation of cytokine secretion involved in immune response;GO:0008203//cholesterol metabolic process;GO:0031100//organ regeneration;GO:0018158//protein oxidation;GO:0006656//phosphatidylcholine biosynthetic process;GO:0034375//high-density lipoprotein particle remodeling;GO:0042632//cholesterol homeostasis;GO:0034384//high-density lipoprotein particle clearance;GO:0019048//virus-host interaction;GO:0002526//acute inflammatory response;GO:0050995//negative regulation of lipid catabolic process;GO:0046340//dGO:0042803//protein homodimerization activity;GO:0031210//phosphatidylcholine binding;GO:0060228//phosphatidylcholine-sterol O-acyltransferase activator activity;GO:0015485//cholesterol binding;GO:0055102//lipase inhibitor activity;GO:0034190//apolipoprotein receptor binding;GO:0046982//protein heterodimerization activity;GO:0008035//high-density lipoprotein particle binding;GO:0017127//cholesterol transporter activity;GO:0070653//high-density lipoprotein particle receptor bindingGO:0042627//chylomicron;GO:0005788//endoplasmic reticulum lumen;GO:0034361//very-low-density lipoprotein particle;GO:0034366//spherical high-density lipoprotein particle

0.857 0.825 11 11 - * 0.841 0.022627 K09821|1|0.0|964|hsa:183|angiotensinogenGO:0048169//regulation of long-term neuronal synaptic plasticity;GO:0048146//positive regulation of fibroblast proliferation;GO:0045742//positive regulation of epidermal growth factor receptor signaling pathway;GO:0035411//catenin import into nucleus;GO:0034374//low-density lipoprotein particle remodeling;GO:0014873//response to muscle activity involved in regulation of muscle adaptation;GO:0048143//astrocyte activation;GO:0001568//blood vessel development;GO:0040018//positive regulation of multicellular organism growth;GO:0002018//renin-angiotensin regulation of aldosterone production;GO:0001543//ovarian follicle rupture;GO:0008065//establishment of blood-nerve barrier;GO:0007200//phospholipase C-activating G-protein coupled receptor signaling pathway;GO:0014061//regulation of norepinephrine secretion;GO:0051145//smooth muscle cell differentiation;GO:0071260//cellular response to mechanical stimulus;GO:0051403//stress-activated MAPK cascade;GO:0050729//positive regulation of inflammatory response;GO:0006917/GO:0008083//growth factor activity;GO:0010698//acetyltransferase activator activity;GO:0005179//hormone activity;GO:0031703//type 2 angiotensin receptor binding;GO:0031702//type 1 angiotensin receptor binding;GO:0004867//serine-type endopeptidase inhibitor activity;GO:0008453//alanine-glyoxylate transaminase activityGO:0005615//extracellular space;GO:0044444//cytoplasmic part

0.797 0.895 5 5 * - 0.846 0.069296 - GO:0002682//regulation of immune system process;GO:0006953//acute-phase response;GO:0006810//transportGO:0005515//protein bindingGO:0005615//extracellular space

0.397 0.395 519 519 * - 0.396 0.001414 K14462|1|0.0|9117|hsa:338|apolipoprotein BGO:0010886//positive regulation of cholesterol storage;GO:0042953//lipoprotein transport;GO:0009615//response to virus;GO:0032496//response to lipopolysaccharide;GO:0045540//regulation of cholesterol biosynthetic process;GO:0010269//response to selenium ion;GO:0042159//lipoprotein catabolic process;GO:0034374//low-density lipoprotein particle remodeling;GO:0048844//artery morphogenesis;GO:0006898//receptor-mediated endocytosis;GO:0010744//positive regulation of macrophage derived foam cell differentiation;GO:0071356//cellular response to tumor necrosis factor;GO:0009566//fertilization;GO:0034383//low-density lipoprotein particle clearance;GO:0007283//spermatogenesis;GO:0009791//post-embryonic development;GO:0050900//leukocyte migration;GO:0034379//very-low-density lipoprotein particle assembly;GO:0019433//triglyceride catabolic process;GO:0030317//sperm motility;GO:0007596//blood coagulation;GO:0042158//lipoprotein biosynthetic process;GO:0030301//cholesterol transport;GO:0007399//nervous system development;GGO:0050750//low-density lipoprotein particle receptor binding;GO:0005543//phospholipid binding;GO:0046982//protein heterodimerization activity;GO:0008201//heparin binding;GO:0019899//enzyme binding;GO:0017127//cholesterol transporter activityGO:0030669//clathrin-coated endocytic vesicle membrane;GO:0034360//chylomicron remnant;GO:0005788//endoplasmic reticulum lumen;GO:0034361//very-low-density lipoprotein particle;GO:0005789//endoplasmic reticulum membrane;GO:0031904//endosome lumen;GO:0034363//intermediate-density lipoprotein particle;GO:0034359//mature chylomicron;GO:0005886//plasma membrane;GO:0034362//low-density lipoprotein particle;GO:0010008//endosome membrane;GO:0031983//vesicle lumen

0.835 0.757 12 12 - * 0.796 0.055154 K03898|1|0.0|816|hsa:3827|kininogenGO:0030168//platelet activation;GO:0035810//positive regulation of urine volume;GO:0007204//elevation of cytosolic calcium ion concentration;GO:0030195//negative regulation of blood coagulation;GO:0007162//negative regulation of cell adhesion;GO:0042311//vasodilation;GO:0007597//blood coagulation, intrinsic pathway;GO:0043065//positive regulation of apoptotic process;GO:0006954//inflammatory response;GO:0002576//platelet degranulation;GO:0006939//smooth muscle contraction;GO:0035815//positive regulation of renal sodium excretion;GO:0010466//negative regulation of peptidase activityGO:0005102//receptor binding;GO:0008270//zinc ion binding;GO:0008201//heparin binding;GO:0004869//cysteine-type endopeptidase inhibitor activityGO:0031093//platelet alpha granule lumen;GO:0005615//extracellular space;GO:0005886//plasma membrane

0.695 0.696 3 4 * - 0.6955 0.000707 K06251|1|3e-29|132|mmu:22370|vitronectinGO:0006955//immune response;GO:0008283//cell proliferationGO:0030247//polysaccharide binding;GO:0008195//phosphatidate phosphatase activity;GO:0005044//scavenger receptor activityGO:0005576//extracellular region;GO:0016021//integral to membrane

0.708 0.668 15 14 * * 0.688 0.028284 - GO:0006629//lipid metabolic process;GO:0010890//positive regulation of sequestering of triglyceride;GO:0006810//transport;GO:0070328//triglyceride homeostasisGO:0005319//lipid transporter activityGO:0034364//high-density lipoprotein particle;GO:0034361//very-low-density lipoprotein particle

0.468 0.416 7 7 * * 0.442 0.03677 K14462|1|0.0|3296|hsa:338|apolipoprotein BGO:0010886//positive regulation of cholesterol storage;GO:0042953//lipoprotein transport;GO:0009615//response to virus;GO:0032496//response to lipopolysaccharide;GO:0045540//regulation of cholesterol biosynthetic process;GO:0010269//response to selenium ion;GO:0042159//lipoprotein catabolic process;GO:0034374//low-density lipoprotein particle remodeling;GO:0048844//artery morphogenesis;GO:0006898//receptor-mediated endocytosis;GO:0010744//positive regulation of macrophage derived foam cell differentiation;GO:0071356//cellular response to tumor necrosis factor;GO:0009566//fertilization;GO:0034383//low-density lipoprotein particle clearance;GO:0007283//spermatogenesis;GO:0009791//post-embryonic development;GO:0050900//leukocyte migration;GO:0034379//very-low-density lipoprotein particle assembly;GO:0019433//triglyceride catabolic process;GO:0030317//sperm motility;GO:0007596//blood coagulation;GO:0042158//lipoprotein biosynthetic process;GO:0030301//cholesterol transport;GO:0007399//nervous system development;GGO:0050750//low-density lipoprotein particle receptor binding;GO:0005543//phospholipid binding;GO:0046982//protein heterodimerization activity;GO:0008201//heparin binding;GO:0019899//enzyme binding;GO:0017127//cholesterol transporter activityGO:0030669//clathrin-coated endocytic vesicle membrane;GO:0034360//chylomicron remnant;GO:0005788//endoplasmic reticulum lumen;GO:0034361//very-low-density lipoprotein particle;GO:0005789//endoplasmic reticulum membrane;GO:0031904//endosome lumen;GO:0034363//intermediate-density lipoprotein particle;GO:0034359//mature chylomicron;GO:0005886//plasma membrane;GO:0034362//low-density lipoprotein particle;GO:0010008//endosome membrane;GO:0031983//vesicle lumen

0.535 0.454 3 3 * * 0.4945 0.057276 - GO:0022414//reproductive processGO:0004872//receptor activity;GO:0046872//metal ion binding;GO:0005515//protein bindingGO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membrane;GO:0016021//integral to membrane;GO:0005576//extracellular region

1.748 1.988 6 6 * * 1.868 0.169706 K10789|1|0.0|1481|hsa:4353|myeloperoxidase [EC:1.11.1.7]GO:0006952//defense response;GO:0042744//hydrogen peroxide catabolic process;GO:0055114//oxidation-reduction process;GO:0034374//low-density lipoprotein particle remodelingGO:0046872//metal ion binding;GO:0004601//peroxidase activity;GO:0020037//heme binding;GO:0008201//heparin binding;GO:0003682//chromatin bindingGO:0005764//lysosome;GO:0030141//secretory granule;GO:0005615//extracellular space;GO:0005634//nucleus

2.168 1.75 7 7 * * 1.959 0.295571 K03989|1|3e-20|97.1|pon:100171517|complement component 4GO:0006958//complement activation, classical pathway;GO:0045087//innate immune response;GO:0030449//regulation of complement activationGO:0004866//endopeptidase inhibitor activityGO:0005615//extracellular space;GO:0005886//plasma membrane

2.859 2.981 14 14 * * 2.92 0.086267 K10104|1|7e-158|556|hsa:2220|ficolinGO:0008228//opsonization;GO:0007165//signal transduction;GO:0001867//complement activation, lectin pathwayGO:0003823//antigen binding;GO:0030246//carbohydrate binding;GO:0005509//calcium ion binding;GO:0005102//receptor binding;GO:0048306//calcium-dependent protein bindingGO:0005615//extracellular space;GO:0005581//collagen

1.18 1.258 48 48 * * 1.219 0.055154 K10104|1|2e-136|485|hsa:8547|ficolinGO:0007165//signal transduction;GO:0001867//complement activation, lectin pathwayGO:0030246//carbohydrate binding;GO:0005102//receptor bindingGO:0005615//extracellular space;GO:0005581//collagen

1.515 1.089 8 8 * - 1.302 0.301227 K00134|1|3e-150|530|hsa:2597|glyceraldehyde 3-phosphate dehydrogenase [EC:1.2.1.12]GO:0051402//neuron apoptotic process;GO:0055114//oxidation-reduction process;GO:0035606//peptidyl-cysteine S-trans-nitrosylation;GO:0050821//protein stabilization;GO:0000226//microtubule cytoskeleton organization;GO:0006096//glycolysis;GO:0006094//gluconeogenesis;GO:0044281//small molecule metabolic processGO:0051287//NAD binding;GO:0008017//microtubule binding;GO:0035605//peptidyl-cysteine S-nitrosylase activity;GO:0004365//glyceraldehyde-3-phosphate dehydrogenase (NAD+) (phosphorylating) activity;GO:0050661//NADP bindingGO:0005829//cytosol;GO:0015630//microtubule cytoskeleton;GO:0048471//perinuclear region of cytoplasm;GO:0005811//lipid particle;GO:0016020//membrane;GO:0005634//nucleus

1.512 1.505 7 7 * * 1.5085 0.00495 K13915|1|5e-54|209|ptr:450190|lysozyme C [EC:3.2.1.17]!K01185|5|7e-45|178|bta:781349|lysozyme [EC:3.2.1.17]GO:0042742//defense response to bacterium;GO:0006954//inflammatory response;GO:0019835//cytolysis;GO:0007586//digestion;GO:0016998//cell wall macromolecule catabolic processGO:0003796//lysozyme activityGO:0005615//extracellular space

2.028 1.684 4 4 * * 1.856 0.243245 - GO:0006094//gluconeogenesis;GO:0030324//lung development;GO:0060347//heart trabecula formation;GO:0050908//detection of light stimulus involved in visual perception;GO:0032868//response to insulin stimulus;GO:0048562//embryonic organ morphogenesis;GO:0045471//response to ethanol;GO:0032526//response to retinoic acid;GO:0034633//retinol transport;GO:0007283//spermatogenesis;GO:0008584//male gonad development;GO:0030277//maintenance of gastrointestinal epithelium;GO:0048706//embryonic skeletal system development;GO:0042572//retinol metabolic process;GO:0060068//vagina development;GO:0060044//negative regulation of cardiac muscle cell proliferation;GO:0060059//embryonic retina morphogenesis in camera-type eye;GO:0042574//retinal metabolic process;GO:0060157//urinary bladder development;GO:0051024//positive regulation of immunoglobulin secretion;GO:0048807//female genitalia morphogenesis;GO:0032024//positive regulation of insulin secretion;GO:0042593//glucose homeostasis;GO:0060065//uterus developmentGO:0034632//retinol transporter activity;GO:0005515//protein binding;GO:0016918//retinal binding;GO:0019841//retinol bindingGO:0005615//extracellular space

2.479 2.434 26 26 * * 2.4565 0.03182 K14736|1|0.0|856|bta:280705|transferrinGO:0042742//defense response to bacterium;GO:0090382//phagosome maturation;GO:0006508//proteolysis;GO:0033214//iron assimilation by chelation and transport;GO:0006959//humoral immune response;GO:0006826//iron ion transport;GO:0052572//response to host immune responseGO:0008199//ferric iron binding;GO:0005515//protein binding;GO:0004252//serine-type endopeptidase activity;GO:0008201//heparin bindingGO:0030141//secretory granule;GO:0097013//phagocytic vesicle lumen;GO:0005576//extracellular region

1.233 1.352 4 4 - * 1.2925 0.084146 K04004|1|8e-96|350|hsa:3075|complement factor HGO:0006869//lipid transportGO:0005319//lipid transporter activityGO:0005615//extracellular space

1.209 1.279 3 3 - * 1.244 0.049497 K07374|1|0.0|803|dpe:Dper_GL12416|tubulin alphaGO:0051084//'de novo' posttranslational protein folding;GO:0051301//cell division;GO:0051258//protein polymerization;GO:0000226//microtubule cytoskeleton organization;GO:0006184//GTP catabolic process;GO:0007018//microtubule-based movement;GO:0030705//cytoskeleton-dependent intracellular transportGO:0019904//protein domain specific binding;GO:0003924//GTPase activity;GO:0005200//structural constituent of cytoskeleton;GO:0005525//GTP bindingGO:0030496//midbody;GO:0005881//cytoplasmic microtubule

1.218 1.098 2 2 * - 1.158 0.084853 K03996|1|0.0|1581|hsa:730|complement component 7GO:0006957//complement activation, alternative pathway;GO:0019835//cytolysis;GO:0006958//complement activation, classical pathway- GO:0005579//membrane attack complex;GO:0005576//extracellular region

1.343 1.296 10 10 * - 1.3195 0.033234 K04004|1|6e-113|407|hsa:3075|complement factor HGO:0045087//innate immune response;GO:0030449//regulation of complement activation- GO:0005615//extracellular space

1.378 1.211 9 9 * * 1.2945 0.118087 K09025|1|0.0|713|hsa:116519|apolipoprotein A-VGO:0045723//positive regulation of fatty acid biosynthetic process;GO:0042246//tissue regeneration;GO:0010898//positive regulation of triglyceride catabolic process;GO:0031100//organ regeneration;GO:0006869//lipid transport;GO:0055090//acylglycerol homeostasis;GO:0051006//positive regulation of lipoprotein lipase activity;GO:0042157//lipoprotein metabolic process;GO:0048260//positive regulation of receptor-mediated endocytosis;GO:0070328//triglyceride homeostasis;GO:0010902//positive regulation of very-low-density lipoprotein particle remodeling;GO:0009725//response to hormone stimulus;GO:0042632//cholesterol homeostasisGO:0050750//low-density lipoprotein particle receptor binding;GO:0060230//lipoprotein lipase activator activity;GO:0008201//heparin binding;GO:0031210//phosphatidylcholine binding;GO:0019899//enzyme bindingGO:0042627//chylomicron;GO:0034361//very-low-density lipoprotein particle;GO:0034364//high-density lipoprotein particle;GO:0034362//low-density lipoprotein particle

1.427 1.471 4 4 * * 1.449 0.031113 K07964|1|0.0|1046|hsa:10855|heparanase 1 [EC:3.2.1.166]GO:0033690//positive regulation of osteoblast proliferation;GO:0061042//vascular wound healing;GO:0007160//cell-matrix adhesion;GO:0051798//positive regulation of hair follicle development;GO:0006027//glycosaminoglycan catabolic process;GO:0030200//heparan sulfate proteoglycan catabolic process;GO:0005975//carbohydrate metabolic process;GO:0010575//positive regulation vascular endothelial growth factor production;GO:0044281//small molecule metabolic process;GO:0030194//positive regulation of blood coagulation;GO:0051897//positive regulation of protein kinase B signaling cascadeGO:0004566//beta-glucuronidase activity;GO:0030305//heparanase activity;GO:0045545//syndecan binding;GO:0046983//protein dimerization activity;GO:0043169//cation bindingGO:0045121//membrane raft;GO:0005765//lysosomal membrane;GO:0005576//extracellular region;GO:0043202//lysosomal lumen;GO:0005634//nucleus

1.193 1.208 16 16 - * 1.2005 0.010607 K04550|1|0.0|8929|hsa:4035|low density lipoprotein-related protein 1 (alpha-2-macroglobulin receptor)GO:0042953//lipoprotein transport;GO:0035909//aorta morphogenesis;GO:0006898//receptor-mediated endocytosis;GO:0007568//aging;GO:2000587//negative regulation of platelet-derived growth factor receptor-beta signaling pathway;GO:0008283//cell proliferation;GO:0008203//cholesterol metabolic process;GO:0010875//positive regulation of cholesterol efflux;GO:0007205//protein kinase C-activating G-protein coupled receptor signaling pathway;GO:0042157//lipoprotein metabolic process;GO:0030178//negative regulation of Wnt receptor signaling pathway;GO:0014912//negative regulation of smooth muscle cell migration;GO:0032956//regulation of actin cytoskeleton organization;GO:0051222//positive regulation of protein transport;GO:0032429//regulation of phospholipase A2 activity;GO:0043277//apoptotic cell clearance;GO:0097242//beta-amyloid clearanceGO:0005041//low-density lipoprotein receptor activity;GO:0005509//calcium ion binding;GO:0070325//lipoprotein particle receptor binding;GO:0002020//protease binding;GO:0032403//protein complex binding;GO:0042954//lipoprotein transporter activity;GO:0034185//apolipoprotein bindingGO:0005905//coated pit;GO:0030425//dendrite;GO:0043025//neuronal cell body;GO:0005768//endosome;GO:0048471//perinuclear region of cytoplasm;GO:0030136//clathrin-coated vesicle;GO:0005887//integral to plasma membrane;GO:0005634//nucleus

1.28 1.223 18 18 - * 1.2515 0.040305 - GO:0043065//positive regulation of apoptotic process;GO:0010468//regulation of gene expression;GO:0032956//regulation of actin cytoskeleton organization;GO:0016525//negative regulation of angiogenesis;GO:0010543//regulation of platelet activation;GO:2000504//positive regulation of blood vessel remodeling;GO:0043254//regulation of protein complex assembly;GO:0002839//positive regulation of immune response to tumor cell;GO:0010593//negative regulation of lamellipodium assembly;GO:0050832//defense response to fungus;GO:0051918//negative regulation of fibrinolysis;GO:1900747//negative regulation of vascular endothelial growth factor signaling pathway;GO:0002576//platelet degranulation;GO:0043537//negative regulation of blood vessel endothelial cell migration;GO:2001027//negative regulation of endothelial cell chemotaxis;GO:0008285//negative regulation of cell proliferation;GO:0051894//positive regulation of focal adhesion assembly;GO:0050730//regulation of peptidyl-tyrosine phosphorylation;GO:0033629//negative reGO:0004869//cysteine-type endopeptidase inhibitor activity;GO:0008201//heparin binding;GO:0004867//serine-type endopeptidase inhibitor activity;GO:0020037//heme binding;GO:0019865//immunoglobulin binding;GO:0043395//heparan sulfate proteoglycan binding;GO:0008270//zinc ion binding;GO:0043498//cell surface bindingGO:0005886//plasma membrane;GO:0031093//platelet alpha granule lumen;GO:0005576//extracellular region

1.321 1.366 4 5 * * 1.3435 0.03182 K10104|1|0.0|636|hsa:2219|ficolinGO:0008228//opsonization;GO:0007165//signal transduction;GO:0001867//complement activation, lectin pathwayGO:0003823//antigen binding;GO:0030246//carbohydrate binding;GO:0005509//calcium ion binding;GO:0005102//receptor bindingGO:0005615//extracellular space;GO:0005581//collagen

1.346 1.158 6 6 * * 1.252 0.132936 K06554|1|4e-17|86.7|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|3|5e-11|66.2|mdo:100618555|pre-B lymphocyte gene- -  

1.459 1.048 7 7 * - 1.2535 0.290621 - GO:0030168//platelet activation;GO:0048246//macrophage chemotaxis;GO:0007204//elevation of cytosolic calcium ion concentration;GO:0048247//lymphocyte chemotaxis;GO:0050716//positive regulation of interleukin-1 secretion;GO:0045785//positive regulation of cell adhesion;GO:0006953//acute-phase response;GO:0050728//negative regulation of inflammatory response;GO:0030593//neutrophil chemotaxisGO:0001664//G-protein coupled receptor bindingGO:0034364//high-density lipoprotein particle

1.216 1.033 10 10 * - 1.1245 0.129401 K03997|1|0.0|1119|hsa:731|complement component 8 subunit alphaGO:0006957//complement activation, alternative pathway;GO:0019835//cytolysis;GO:0006958//complement activation, classical pathway- GO:0005615//extracellular space;GO:0005579//membrane attack complex

1.206 1.336 7 6 * * 1.271 0.091924 K08023|1|1e-34|148|acs:100560501|latent transforming growth factor beta binding proteinGO:0018108//peptidyl-tyrosine phosphorylation;GO:0006355//regulation of transcription, DNA-dependent;GO:0007601//visual perception;GO:0032331//negative regulation of chondrocyte differentiation;GO:0007173//epidermal growth factor receptor signaling pathwayGO:0005509//calcium ion binding;GO:0005006//epidermal growth factor-activated receptor activity;GO:0008083//growth factor activity;GO:0005154//epidermal growth factor receptor bindingGO:0005615//extracellular space;GO:0005578//proteinaceous extracellular matrix

1.594 1.193 3 3 * - 1.3935 0.28355 K06554|1|1e-77|289|mcc:100430606|immunoglobulin lambda-like polypeptide 1!K06553|4|2e-59|229|mcc:698694|pre-B lymphocyte gene- -  

1.208 1.231 5 5 * * 1.2195 0.016263 - GO:0006461//protein complex assembly;GO:0046849//bone remodeling;GO:0010951//negative regulation of endopeptidase activity;GO:0001501//skeletal system developmentGO:0004866//endopeptidase inhibitor activityGO:0043234//protein complex;GO:0005576//extracellular region

1.33 1.27 22 22 * * 1.3 0.042426 K05692|1|0.0|722|mdo:100024060|actin beta/gamma 1GO:0007411//axon guidance;GO:0034332//adherens junction organization;GO:0006928//cellular component movement;GO:0051592//response to calcium ion;GO:0045214//sarcomere organization;GO:0034329//cell junction assembly;GO:0007596//blood coagulation;GO:0051086//chaperone mediated protein folding independent of cofactorGO:0019901//protein kinase binding;GO:0050998//nitric-oxide synthase binding;GO:0019894//kinesin binding;GO:0030957//Tat protein binding;GO:0042802//identical protein binding;GO:0005524//ATP binding;GO:0005200//structural constituent of cytoskeletonGO:0030863//cortical cytoskeleton;GO:0031941//filamentous actin;GO:0005829//cytosol;GO:0030016//myofibril;GO:0030424//axon;GO:0014069//postsynaptic density;GO:0070688//MLL5-L complex;GO:0035267//NuA4 histone acetyltransferase complex;GO:0030529//ribonucleoprotein complex

1.178 1.254 2 2 - * 1.216 0.05374 K03986|1|3e-111|400|hsa:712|complement C1q subcomponent subunit AGO:0045087//innate immune response;GO:0006958//complement activation, classical pathway;GO:0007267//cell-cell signalingGO:0005515//protein bindingGO:0005602//complement component C1 complex;GO:0005581//collagen

1.336 1.124 8 8 * - 1.23 0.149907 K08136|1|2e-11|71.2|dre:562002|sparc/osteonectin, cwcv and kazal-like domains proteoglycan (testican)GO:0007165//signal transductionGO:0005509//calcium ion bindingGO:0005615//extracellular space;GO:0005578//proteinaceous extracellular matrix

1.202 1.129 45 45 * - 1.1655 0.051619 K07127|1|1e-13|76.3|spu:589020|5-hydroxyisourate hydrolase [EC:3.5.2.17]- GO:0005515//protein bindingGO:0005576//extracellular region

1.072 1.227 8 8 - * 1.1495 0.109602 K04004|1|0.0|2517|hsa:3075|complement factor HGO:0006957//complement activation, alternative pathway;GO:0030449//regulation of complement activation- GO:0005615//extracellular space

1.362 1.527 4 4 * * 1.4445 0.116673 K03992|1|0.0|650|pon:100439814|mannan-binding lectin serine protease 1 [EC:3.4.21.-]GO:0006508//proteolysis;GO:0045916//negative regulation of complement activation;GO:0001867//complement activation, lectin pathwayGO:0005509//calcium ion binding;GO:0048306//calcium-dependent protein binding;GO:0004252//serine-type endopeptidase activity;GO:0042803//protein homodimerization activityGO:0005615//extracellular space

1.539 1.112 3 3 * - 1.3255 0.301935 - GO:0071277//cellular response to calcium ion;GO:0048149//behavioral response to ethanol;GO:0045055//regulated secretory pathway;GO:0050795//regulation of behavior;GO:0007611//learning or memory;GO:0051460//negative regulation of corticotropin secretion;GO:0042445//hormone metabolic process;GO:0071356//cellular response to tumor necrosis factor;GO:0035865//cellular response to potassium ion;GO:0001963//synaptic transmission, dopaminergic;GO:0009755//hormone-mediated signaling pathway;GO:2000310//regulation of N-methyl-D-aspartate selective glutamate receptor activity;GO:0007565//female pregnancy;GO:0035690//cellular response to drug;GO:0002125//maternal aggressive behavior;GO:0006954//inflammatory response;GO:0071320//cellular response to cAMP;GO:0097211//cellular response to gonadotropin-releasing hormone;GO:1900011//negative regulation of corticotropin-releasing hormone receptor activity;GO:0033554//cellular response to stress;GO:0071392//cellular response to estradiol stimulus;GO:0071314//cellular response GO:0005515//protein binding;GO:0051424//corticotropin-releasing hormone bindingGO:0031045//dense core granule;GO:0043196//varicosity;GO:0043679//axon terminus;GO:0005615//extracellular space;GO:0005794//Golgi apparatus;GO:0005874//microtubule;GO:0030425//dendrite;GO:0005771//multivesicular body;GO:0005767//secondary lysosome;GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0043204//perikaryon

1.306 1.34 9 9 - * 1.323 0.024042 K03992|1|0.0|1427|ptr:460925|mannan-binding lectin serine protease 1 [EC:3.4.21.-]GO:0006508//proteolysis;GO:0045916//negative regulation of complement activation;GO:0001867//complement activation, lectin pathwayGO:0005509//calcium ion binding;GO:0048306//calcium-dependent protein binding;GO:0004252//serine-type endopeptidase activity;GO:0042803//protein homodimerization activityGO:0005615//extracellular space


	00.pdf
	supplementary table2-2.pdf
	supplementary table3-2.pdf


 
 
    
   HistoryItem_V1
   PageSizes
        
     动作：   使所有页面大小相同
     缩放：    宽和高等比例缩放
     旋转：                顺时针方向
     尺寸： 8.268 x 11.693 inches / 210.0 x 297.0 mm
      

        
     0
            
       D:20161103195844
       841.8898
       a4
       Blank
       595.2756
          

     Tall
     1
     1
     507
     200
    
     qi3alphabase[QI 3.0/QHI 3.0 alpha]
     None
     Uniform
            
                
         AllDoc
              

       CurrentAVDoc
          

      

        
     QITE_QuiteImposingPlus3
     Quite Imposing Plus 3.0f
     Quite Imposing Plus 3
     1
      

        
     1
     0
     1
      

   1
  

 HistoryList_V1
 qi2base



