
 

1y1p_A ARII, aldehyde reductase II; rossmann fold, short chain dehydrogenase reductase, oxidoreductase; 

HET: NMN AMP; 1.60A {Sporidiobolus salmonicolor} SCOP: c.2.1.2 PDB: 1ujm_A* 1zze_A 

Probab=100.00  E-value=3.6e-40  Score=298.98  Aligned_cols=318  Identities=30%  Similarity=0.433  Sum_probs=0.0

Q ss_pred             CeEEEECCchHHHHHHHHHHHHCCCEEEEEeCCHHHHHHHHHhcccC--CceEEEEeccCCCchhHHHHHhhccCCCcEE

Q no_name_0         1 MSVFVSGANGFIAQHIVDLLLKEDYKVIGSARSQEKAENLTEAFGNN--PKFSMEVVPDISKLDAFDHVFQKHGKDIKIV   78 (342)

Q Consensus         1 ~~vlItGatG~iG~~l~~~L~~~g~~V~~~~R~~~~~~~~~~~~~~~--~~~~~~~~~Dl~~~~~~~~~~~~~~~~~d~v   78 (342)

                      |+|||||||||||++|+++|+++||+|+++.|+.++...+.......  ......+.+|+.|.+.+.+++    ..+|.|

T Consensus        12 k~VlVTGatGfIGs~lv~~Ll~~G~~V~~lvR~~~~~~~~~~~~~~~~~~~~~~~~~~Di~d~~~~~~~~----~~~~~v   87 (342)

T 1y1p_A           12 SLVLVTGANGFVASHVVEQLLEHGYKVRGTARSASKLANLQKRWDAKYPGRFETAVVEDMLKQGAYDEVI----KGAAGV   87 (342)

T ss_dssp             CEEEEETTTSHHHHHHHHHHHHTTCEEEEEESSHHHHHHHHHHHHHHSTTTEEEEECSCTTSTTTTTTTT----TTCSEE

T ss_pred             CEEEEECCCcHHHHHHHHHHHHCcCEEEEEeCChhHHHHHHHhhcccccccccEEEeccccCHHHHHhhh----ceeeEE

Q ss_pred             EEcCCCcCCCCCChHHHHHHHHHHHHHHHHHHHHHhCCCCcCEEEEeCcHHHhcCCcccCCCCceeCcccCCCcchhhh-

Q no_name_0        79 LHTASPFCFDITDSERDLLIPAVNGVKGILHSIKKYAADSVERVVLTSSYAAVFDMAKENDKSLTFNEESWNPATWESC-  157 (342)

Q Consensus        79 ih~a~~~~~~~~~~~~~~~~~nv~~~~~ll~~~~~~~~~~~~~~v~~SS~~~~~~~~~~~~~~~~~~e~~~~~~~~~~~-  157 (342)

                      +|+|+......  .....+++|+.++.+++++|.+.+ . +++|||+||++ .+............+|+.+.....+.. 

T Consensus        88 ~~~a~~~~~~~--~~~~~~~~nv~~t~n~l~~~~~~~-~-i~~~v~~SS~~-~~~~~~~~~~~~~~~e~~~~~~~~~~~~  162 (342)

T 1y1p_A           88 AHIASVVSFSN--KYDEVVTPAIGGTLNALRAAAATP-S-VKRFVLTSSTV-SALIPKPNVEGIYLDEKSWNLESIDKAK  162 (342)

T ss_dssp             EECCCCCSCCS--CHHHHHHHHHHHHHHHHHHHHTCT-T-CCEEEEECCGG-GTCCCCTTCCCCEECTTCCCHHHHHHHH

T ss_pred             eeecccccccc--chhHHHhHHHHHHHHHHHHHHhcc-c-ccccccccceE-EEeccCCCcccccccccccCcccccccc

Q ss_pred             ------cccchhHHHHHHHHHHHHHHHHHHhCCCCCCeEEEEEeCCccCCCCccccccccccccHHHHHHHHHhCCCCCC

Q no_name_0       158 ------QSDPVNAYCGSKKFAEKAAWEFLEENRDSVKFELTAVNPVYVFGPQMFDKDVKKHLNTSCELVNSLMHLSPEDK  231 (342)

Q Consensus       158 ------~~~p~~~Y~~sK~~~E~~~~~~~~~~~~~~g~~~~~lrp~~v~g~~~~~~~~~~~~~~~~~~~~~~~~~~~~~~  231 (342)

                            +..|.++|+.||.++|.+++.+.+.++.  ++.++++||+.+|||...+.   .....+..++..+++|.....

T Consensus       163 ~~~~~~~~~~~~~Y~~sK~~~E~~~~~~~~~~~~--~~~~~~i~p~~v~Gp~~~~~---~~~~~~~~~i~~~~~g~~~~~  237 (342)

T 1y1p_A          163 TLPESDPQKSLWVYAASKTEAELAAWKFMDENKP--HFTLNAVLPNYTIGTIFDPE---TQSGSTSGWMMSLFNGEVSPA  237 (342)

T ss_dssp             HSCTTSTTHHHHHHHHHHHHHHHHHHHHHHHHCC--SSEEEEEEESEEECCCSCTT---TCCCHHHHHHHHHHTTCCCHH

T ss_pred             ccccCCccCCcchHHHHHHHHHHHHHHHHHHhCC--CcceEEecCcceECCCcCcc---cccccHHHHHHHHHcCCCCcc

Q ss_pred             C-cccCCCeeEHHHHHHHHHHHHcCCCCCCceEEEeCCC-cCHHHHHHHHHHHCccccccCCCCCCCcccccCCcceeec

Q no_name_0       232 I-PELFGGYIDVRDVAKAHLVAFQKRETIGQRLIVSEAR-FTMQDVLDILNEDFPVLKGNIPVGKPGSGATHNTLGATLD  309 (342)

Q Consensus       232 ~-~~~~~~~i~v~D~a~a~~~~~~~~~~~g~~~nv~~~~-~s~~e~~~~i~~~~~~~~~~i~~~~~~~~~~~~~~~~~~d  309 (342)

                      . +...++|+|++|+|++++.+++++. .++.||++++. +++.|+++.+.+.+|..  .++...+.............+

T Consensus       238 ~~~~~~~~~i~v~D~a~~~i~al~~~~-~~g~~~~~~~~~~t~~ei~~~i~~~~p~~--~i~~~~~~~~~~~~~~~~~~~  314 (342)

T 1y1p_A          238 LALMPPQYYVSAVDIGLLHLGCLVLPQ-IERRRVYGTAGTFDWNTVLATFRKLYPSK--TFPADFPDQGQDLSKFDTAPS  314 (342)

T ss_dssp             HHTCCSEEEEEHHHHHHHHHHHHHCTT-CCSCEEEECCEEECHHHHHHHHHHHCTTS--CCCCCCCCCCCCCCEECCHHH

T ss_pred             cCCCCceeeeeHHHHHHHHHHHHhCCC-cCCeEEEEcCCcEeHHHHHHHHHHHcCCC--cCCCCCCCCCCCccccChhHH

Q ss_pred             cHHHHHHhCC-CCCCHHHHHHHHHHHHH

Q no_name_0       310 NKKSKKLLGF-KFRNLKETIDDTASQIL  336 (342)

Q Consensus       310 ~~~~~~~lG~-~~~~~~~~i~~~~~~~~  336 (342)

                      .++++. +|| +.++++|+|+++++|.+

T Consensus       315 ~~~lk~-lg~~~~~~lee~i~d~ies~~  341 (342)

T 1y1p_A          315 LEILKS-LGRPGWRSIEESIKDLVGSET  341 (342)

T ss_dssp             HHHHHH-TTCCSCCCHHHHHHHHHCCSC

T ss_pred             HHHHHH-cCCCCCcCHHHHHHHHHHHCc


