Online Supporting Information S1. An analysis of the benchmark
dataset used in Hu et al. (Biopolymers, 2011, 95, 763-771)

I. Arg-methylation dataset

(A) Of the 180 samples in their learning positive dataset, the following 5 pairs contain a
duplicate sequence

Pair #| Protein Site Protein Site Duplicate sequence
1 P02686 241 | P02688 131 SQOGKGRGLSLS
2 P08199 656 | P08199 666 GGFGGRGGGRG
3 P08199 660 | P08199 674 GRGGGRGGFGG
4 P04256 194 | P09651 194 ASSSQRGRSGS
5 092804 483 | 092804 570 GYGGDRGGYGG

(B) Of the 2,171 samples in their learning negative dataset, the following 64 pairs contain
a duplicate sequence

Pair # Protein Site | Protein Site Duplicate sequence
1 P02686 139 | P02688 6 MASQKRPSQRH
2 P02686 143 | P02688 10 KRPSQRHGSKY
3 P02686 159 | P02688 26 TMDHARHGFLP
4 P02686 165 | P02688 32 HGFLPRHRDTG
5 P02686 167 | P02688 34 FLPRHRDTGIL
6 P02686 231 | 02688 121 NIVTPRTPPPS
7 P02686 247 | P02688 137 GLSLSRFSWGA
8 P02686 264 | P02688 154 FGYGGRASDYK
9 P02686 293 | P02688 184 FKLGGRDSRSG
10 P02686 296 | P02688 187 GGRDSRSGSPM
11 P02686 303 | P02688 194 GSPMARR----
12 P02686 304 | P02688 195 SPMARR——-———
13 Q07955 210 | Q07955 212 SRSRSRSRSRS
14 Q07955 210 | Q07955 214 SRSRSRSRSRS
15 P04264 199 | P08729 110 FIDKVRFLEQQ
16 P04256 14 P09651 14 EPEQLRKLFIG
17 P04256 31 | P09651 31 TDESLRSHFEQ
18 P04256 47 | P09651 47 DCVVMRDPNTK
19 P04256 53 | P09651 53 DPNTKRSRGFG
20 P04256 55 P09651 55 NTKRSRGFGFV
21 P04256 75 | P09651 75 AAMNARPHKVD
22 P04256 82 P09651 82 HKVDGRVVEPK
23 P04256 88 | P09651 88 VVEPKRAVSRE
24 P04256 92 P09651 92 KRAVSREDSOQR
25 P04256 97 | P09651 97 REDSQRPGAHL
26 P04256 122 | P09651 122 EEHHLRDYFEQ




27 P04256 140 | P09651 140 EIMTDRGSGKK
28 P04256 146 | P09651 146 GSGKKRGFAFV
29 P04256 196 | P09651 196 SSQRGRSGSGN
30 P04256 218 | P09651 218 NDNFGRGGNFS
31 P04256 232 | P09651 232 GFGGSRGGGGY
32 P04256 284 | P09651 336 GNFGGRSSGPY
33 P04256 300 | P09651 352 YFAKPRNQGGY
34 P04256 318 | P09651 370 SYGSGRRF—---
35 P04256 319 | P09651 371 YGSGRRF-—---
36 P11940 44 | 013310 44 SIRVCRDMITR
37 P11940 49 | 013310 49 RDMITRRSLGY
38 P11940 50 | 013310 50 DMITRRSLGYA
39 P11940 67 | Q13310 67 PADAERALDTM
40 P11940 89 | 013310 89 IMWSQRDPSLR
41 P11940 94 | 013310 94 RDPSLRKSGVG
42 P11940 166 | Q13310 166 MLLNDRKVFVG
43 P11940 172 | Q13310 172 KVFVGRFKSRK
44 P11940 176 | Q13310 176 GRFKSRKEREA
45 P11940 179 | 013310 179 KSRKEREAELG
46 P11940 565 | 013310 574 OMLGERLFPLI
47 P11940 604 | 013310 613 SPESLRSKVDE
48 Q013151 139 | P22626 153 QOSGKKRGFGFV
49 P70372 277 | P26378 330 NVKVIRDFNTN
50 092804 422 | 092804 450 GYGGDRSGGGY
51 092804 459 | 092804 467 GYGGDRGGGYG
52 092804 459 | 092804 475 GYGGDRGGGYG
53 092804 459 | 092804 490 GYGGDRGGGYG
54 P31942 84 | P31943 179 ERIGHRYIEIF
55 092804 422 | 092804 553 GYGGDRSGGGY
56 092804 459 | 092804 562 GYGGDRGGGYG
57 006787 245 | P51114 245 NIQQARKVPGV
58 013283 13 | Q9UN86 13 PLLVGREFVRQ
59 013283 17 | Q9UN86 17 GREFVRQYYTL
60 013283 78 | Q9UN8B6 78 CHTKIRHVDAH
61 P04256 14 | P51991 35 EPEQLRKLFIG
62 P04256 82 | P51991 103 HKVDGRVVEPK
63 P04256 88 | P51991 109 VVEPKRAVSRE
64 013283 407 | Q9UNS86 401 FRGEVRLNVEE

(C) Of the 10 samples in their testing positive dataset, the following 3 pairs contain a
duplicate sequence

Pair # Protein Site | Protein Site Duplicate sequence
1 P81558 107 | P02687 106 SQGKGRGLSLS
2 P81558 107 | P83487 108 SQGKGRGLSLS
3 P81558 107 | P06906 107 SQOGKGRGLSLS




(D) Of the 206 samples in their testing negative dataset, the following 46 pairs contain a
duplicate sequence

Pair # Protein Site Protein Site Duplicate sequence
1 P25274 5 P81558 5 —-ASQKRPSQRH
2 P25274 9 P81558 9 KRPSQRHGSKY
3 P25274 25 P81558 25 TMDHARHGFLP
4 P25274 31 P81558 31 HGFLPRHRDTG
5 P25274 25 P02687 23 TMDHARHGFLP
6 P25274 31 P02687 29 HGFLPRHRDTG
7 P25274 33 P02687 31 FLPRHRDTGIL
8 P25274 54 P81558 53 RGAPKRGSGKD
9 P25274 54 P02687 52 RGAPKRGSGKD
10 P81558 64 P02687 63 GHHAARTTHYG
11 P25274 95 P81558 97 NIVTPRTPPPS
12 P25274 95 P02687 96 NIVTPRTPPPS
13 P81558 113 | P02687 112 GLSLSRFSWGA
14 P25274 157 | P81558 160 FKLGGRDSRSG
15 P25274 160 | P81558 163 GGRDSRSGSPM
16 P25274 157 | P02687 158 FKLGGRDSRSG
17 P25274 167 | P81558 170 GSPMARR———-
18 P25274 160 | P02687 161 GGRDSRSGSPM
19 P25274 168 | P81558 171 SPMARR—=————
20 P25274 167 | P02687 168 GSPMARR———-
21 P25274 5 P83487 5 —-ASQKRPSQRH
22 P25274 168 | P02687 169 SPMARR—=————
23 P25274 9 P83487 9 KRPSQRHGSKY
24 P25274 5 P06906 5 —-ASQKRPSQRH
25 P25274 25 P83487 25 TMDHARHGFLP
26 P25274 9 P06906 9 KRPSQRHGSKY
27 P25274 31 P83487 31 HGFLPRHRDTG
28 P25274 25 P06906 25 TMDHARHGFLP
29 P25274 33 P83487 33 FLPRHRDTGIL
30 P25274 31 P06906 31 HGFLPRHRDTG
31 P25274 33 P06906 33 FLPRHRDTGIL
32 P81558 64 P83487 65 GHHAARTTHYG
33 P25274 54 P06906 54 RGAPKRGSGKD
34 P25274 95 P06906 97 NIVTPRTPPPS
35 P81558 113 | P83487 114 GLSLSRFSWGA
36 P81558 113 | P06906 113 GLSLSRFSWGA
37 P02687 129 | P06906 130 FGYGGRASDYK
38 P25274 157 | P83487 161 FKLGGRDSRSG
39 P25274 157 | P06906 160 FKLGGRDSRSG
40 P25274 160 | P83487 164 GGRDSRSGSPM
41 P25274 160 | P06906 163 GGRDSRSGSPM
42 P25274 167 | P83487 171 GSPMARR———-




43 P25274 167 | P06906 170 GSPMARR---—
44 P25274 168 | P83487 172 SPMARR-————
45 P25274 168 | P06906 171 SPMARR-————
46 009032 323 | Q15717 277 NVKVIRDFNTN

II. Lys-methylation dataset

(A) Of the 262 samples in their learning positive dataset, the following 3 pairs contain a
duplicate sequence

Pair # Protein Site | Protein Site Duplicate sequence
1 P81558 107 | P02687 106 SQGKGKGLSLS
2 P81558 107 | P83487 108 SQGKGKGLSLS
3 P81558 107 | P06906 107 SQGKGKGLSLS

(B) Of the 2,569 samples in their learning negative dataset, the following 506 pairs
contain a duplicate sequence

Pair # Protein Site Protein Site Duplicate sequence
1 P00042 85 P00043 86 YIPGTKMAFGG
2 P00042 17 P00044 17 GATLFKTRCLQ
3 P00042 28 P00044 28 CHTVEKGGPHK
4 P00042 33 P00044 33 KGGPHKVGPNL
5 P00042 85 P00044 85 YIPGTKMAFGG
6 P00042 92 P00044 92 AFGGLKKEKDR
7 P00042 93 P00044 93 FGGLKKEKDRN
8 P00042 95 P00044 95 GLKKEKDRNDL
9 P00047 19 P00048 16 GANLFKTRCAQ
10 P00042 85 P00048 84 YIPGTKMAFGG
11 P00051 19 P00060 19 GEKIFKTKCAQ
12 P00051 21 P00060 21 KIFKTKCAQCH
13 P00051 81 P00060 81 LLNPKKYIPGT
14 P00051 87 P00060 87 YIPGTKMVFPG
15 P00051 107 P00060 107 LIAYLKEATA-
16 P00060 12 P00061 12 PPGNPKAGEKI
17 P00060 16 P00061 16 PKAGEKIFKTK
18 P00051 19 P00061 19 GEKIFKTKCAQ
19 P00051 21 P00061 21 KIFKTKCAQCH
20 P00051 30 P00061 30 CHTVDKGAGHK
21 P00060 35 P00061 35 KGAGHKEGPNL
22 P00051 81 P00061 81 LLNPKKYIPGT
23 P00051 87 P00061 87 YIPGTKMVFPG
24 P00060 95 P00061 95 FPGLKKPQERA
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P16403
P16403
P16403
P16403
P16403
P16403
P16403
P62784
P62784
P62784
P62784
P62784
P62784
P62784
P16403
P16403
P16403
P16403
P16403
P68432
P07041
P59226
015819
P59226
P16403
P07041
P59226
015819

57
65
80
119
123
15
30
66
57
65
80
119
123
127
116
46
52
63
64
75
81
85
90
97
106
109
110

13
32
45
60
92
152
153
156
157
159
38
57
65
119
123
196
57
65
119

P68429
P68429
P68429
P68429
P68429
P68432
POATK2
POATK2
P68432
P68432
P68432
P68432
P68432
POATK2
P68696
P10412
P10412
P10412
P10412
P10412
P10412
P10412
P10412
P10412
P10412
P10412
P10412
P82888
P82888
pP82888
P82888
pP82888
P82888
P82888
P10412
P10412
P10412
P10412
P10412
P84229
P84229
P84229
P84229
P84229
P10412
P84249
P84249
P84249

57
65
80
116
123
15
30
60
57
65
80
116
123
121
116
46
52
63
64
75
81
85
90
97
106
109
110

13
32
45
60
92
152
153
156
157
159
38
57
65
116
123
197
57
65
116

IRKYQ
ELLIR
IAQDF
CAIHA
VTIMP
KSTGG
SAMEE
FDVIL
IRRYQ
ELLIR
IAQDF
CAIHA
VTIMP
AEVEV
ANVVE
SELIT
AVAAS
SLAAL
LAALK
GYDVE
NNSRI
IKLGL
KSLVS
TLVQT
ASGSF
SFKLN
FKLNK
MSGRG
RGKGG
GKGLG
IQGIT
RRGGV
TRGVL
VVYAL
PKKSA
KKSAK
AKKTP
KKTPK
TPKKA
TGGVK
IRRYQ
ELLIR
CAIHA
VTIMP
KAVKP
IRRYQ
ELLIR
CAIHA

STELL
LPFQOR
TDLRF
RVTIM
DIQLA
APRKOQ
FGVSA
AAGAN
STELL
LPFQOR
TDLRF
RVTIM
DIQLA
LADYL
AVAAS
ERSGV
KALAA
ALAAA
NNSRI
LGLKS
SLVSK
GTLVQ
GTGAS
LNKKA
KAASG
AASGE
GGKGL
GLGKG
GGAKR
PAIRR
RISGL
VFLEN
RQGRT
KTPKK
TPKKA
KAKKP
AKKPA
KPAAA
PHRYR
STELL
LPFQOR
RVTIM
DIQLA
AAKPK
STELL
LPFQOR
RVTIM
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313
314
315
316
317
318
319
320
321
322
323
324
325
326
327
328
329
330
331
332
333
334
335
336
337
338
339
340
341
342
343
344
345
346
347
348
349
350
351
352
353
354
355
356
357
358
359
360

P59226
P00060
P00060
P00051
P00051
P00051
P00051
P00051
P00051
P00060
P59226
P68432
P68432
P07041
P59226
P59226
P59226
060814
060814
060814
060814
060814
060814
060814
060814
060814
060814
060814
P06899
P06899
060814
060814
P59226
015819
P59226
015819
P59226
P68104
P68104
P02993
P02993
P02993
P68104
P68104
P02993
P02993
P68104
P68104

123
12
16
19
21
30
35
81
87
95
15
37
38
57
65
80

123

12
13
16
17
21
24
25
28
29
31
35
44
86
117
15
57
80
119
123

20
30
41
44
51
62
64
79
84

P84249
Q0DI31
Q0DI31
Q0DI31
Q0DI31
Q0DI31
Q0DI31
Q0DI31
Q0DI31
Q0DI31
016695
016695
016695
016695
016695
016695
016695
016778
016778
016778
016778
016778
016778
016778
016778
016778
016778
016778
016778
016778
016778
016778
042681
042681
042681
042681
042681
QO5VTEO
QO5VTEO
QO5VTEO
QO5VTEO
QO5VTEO
QO5VTEO
QO5VTEO
QO5VTEO
QO5VTEO
Q5VTEO
Q5VTEO

123
13
17
20
22
31
36
82
88
96
15
37
38
57
65
80

123

12
13
16
17
21
24
25
28
29
31
35
44
86
117
15
53
79
115
122

20
30
41
44
51
62
64
79
84

VTIMP
PPGNP
PKAGE
GEKIF
KIFKT
CHTVD
KGAGH
LLNPK
YIPGT
FPGLK
KSTGG
ATGGV
TGGVK
IRRYQ
ELLIR
IAQDF
VTIMP
MPEPA
SAPAP
APAPK
PKKGS
KKGSK
KKAVT
VTKAQ
TKAQK
QKKDG
KKDGK
DGKKR
RKRSR
SIYVY
LAHYN
VSEGT
KSTGG
LREIR
IAQDF
CAIHA
VTIMP
-—-MG
-MGKE
HVDSG
GHLIY
KRTIE
IEKFE
AAEMG
AWVLD
VLDKL
DISLW
KFETS

DIQLA
AGEKI
IFKTK
TKCAQ
CAQCH
GAGHK
QGPNL
YIPGT
MVFPG
PQERA
APRKOQ
KPHRY
PHRYR
STELL
LPFQOR
TDLRF
DIQLA
SAPAP
KGSKK
GSKKA
KAVTK
AVTKA
AQKKD
KDGKK
DGKKR
KRKRS
RKRSR
RSRKE
ESYSI
VLKQV
RSTIT
AVTKY
APRKOQ
YQKST
TDLRF
RVTIM
DIQLA
EKTHI
THINI
STTTG
CGGID
FEKEA
EAAEM
GSFKY
LKAER
AERER
FETSK
YYVTI
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361
362
363
364
365
366
367
368
369
370
371
372
373
374
375
376
377
378
379
380
381
382
383
384
385
386
387
388
389
390
391
392
393
394
395
396
397
398
399
400
401
402
403
404
405
406
407
408

P02993
P02993
P02993
P02993
P68104
P68104
P68104
P68104
P68104
P68104
P68104
P02993
P68104
P0299%4
P68104
P68104
P68104
P68104
P68104
P68104
P68104
P68104
P68104
P68104
P68104
P68104
P68104
P68104
P68104
P68104
P68104
P68104
P68104
P68104
P02993
P59226
P02993
P02993
P68104
P68104
P68432
P07041
P02993
P59226
P02993
P59226
P02993
P21251

100
129
146
154
172
179
180
212
215
219
244
255
273
288
318
330
371
376
378
385
386
392
395
408
439
443
444
450
453
457
460
462

20
15
30
41
44
51
38
57
62
65
64
80
100
14

Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q5VTEOQ
Q71v39
Q71v39
Q71v39
P10651
Q71Vv39
Q71Vv39
Q71Vv39
Q71v39
P10651
P10651
Q71Vv39
P10651
Q71v39
P10651
Q71v39
P11118

100
129
146
154
172
179
180
212
215
219
244
255
273
290
318
330
371
376
378
385
386
392
395
408
439
443
444
450
453
457
460
462

20
15
30
41
44
51
38
57
62
65
64
80
100
14

HRDFI
EAGIS
YTLGV
IVGVN
YEEIV
VSTYI
STYIK
NMPWF
WFKGW
WKVTR
TRPTD
LQDVY
ETGVL
VTTEV
KNVSV
VAGDS
AHIAC
KFAEL
AELKE
DRRSG
RRSGK
LEDGP
GPKFL
DMVPG
AVGVI
IKAVD
KAVDK
AAGAG
AGKVT
TKSAQ
AQKAQ
KAQKA
-—-MG
-MGKE
HVDSG
KSTGG
GHLIY
KRTIE
IEKFE
AAEMG
TGGVK
IRRYQ
AWVLD
ELLIR
VLDKL
IAQDF
HRDFI
QIAEF

NMITG
NGQTR
QLIVG
MDSTE
EVSTY
KIGYN
IGYNP
GWKVT
VTRKD
DGNAS
PLRLP
IGGIG
PGMVV
SVEMH
DVRRG
NDPPM
FAELK
EKIDR
IDRRS
KLEDG
LEDGP
FLKSG
SGDAA
PMCVE
AVDKK
KAAGA
AAGAG
VTKSA
SAQKA
AQKAK
AK———

STTTG
APRKOQ
CGGID
FEKEA
EAAEM
GSFKY
PHRYR
STELL
LKAER
LPFQOR
AERER
TDLRF
NMITG
EAFSL
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409
410
411
412
413
414
415
416
417
418
419
420
421
422
423
424
425
426
427
428
429
430
431
432
433
434
435
436
437
438
439
440
441
442
443
444
445
446
447
448
449
450
451
452
453
454
455
456

P02993
P21251
P02993
P21251
P02993
P02993
P02993
P68104
P02993
P02993
P02993
P68104
P68104
P68104
P68104
013310
013310
013310
P19984
013310
013310
P19984
013310
013310
013310
013310
060814
013310
060814
060814
060814
060814
013310
060814
060814
013310
060814
060814
060814
060814
060814
P39476
060814
060814
016778
016778
P39476
060814

129
22
146
31
154
179
180
244
255
290
313
371
376
378
453
30
95
108
91
113
129
116
167
174
177
268
12
348
13
16
17
21
568
24
25
615
28
29
31
35
44

86
117
121
126
49
12

Q71v39
P11118
Q71v39
P11118
Q71v39
Q71v39
Q71v39
Q71v39
Q71v39
Q71v39
Q71v39
Q71v39
Q71v39
Q71v39
Q71v39
P11940
P11940
P11940
Q95VF7
P11940
P11940
Q95VF7
P11940
P11940
P11940
P11940
099877
P11940
099877
099877
099877
099877
P11940
099877
099877
P11940
099877
099877
099877
099877
099877
P13123
099877
099877
099877
099877
P13123
099880

129
22
146
31
154
179
180
244
255
290
313
371
376
378
453
30
95
108
91
113
129
116
167
174
177
268
12
348
13
16
17
21
559
24
25
606
28
29
31
35
44

86
117
121
126
48
12

EAGIS
FSLFD
YTLGV
GTITT
IVGVN
VSAYI
SAYIK
TRPTD
LODVY
ITTEV
VGFNV
AHIAC
KFAEL
AELKE
AGKVT
AMLYE
DPSLR
IKNLD
GVITV
KSIDN
NILSC
ANVVE
LLNDR
FVGRF
RFKSR
VGRAQ
SAPAP
PEEAT
APAPK
PKKGS
KKGSK
KKAVT
PPQEQ
VTKAQ
TKAQK
ESLRS
QKKDG
KKDGK
DGKKR
RKRSR
SVYVY
VKFKY
LAHYN
VSEGT
TKAVT
KYTSS
GAVSE
SAPAP

NGQTR
DGDGT
QLIVG
ELGTV
MDSTE
KIGYN
IGYNP
PLRLP
IGGIG
SVEMH
NVSVK
FAELK
EKIDR
IDRRS
SAQKA
FSPAG
SGVGN
SIDNK
TSKAT
ALYDT
VVCDE
LADYL
VFVGR
SRKER
EREAE
KVERQ
KGSKK
AVTEM
GSKKA
KAVTK
AVTKA
AQKKD
OMLGE
KDGKK
DGKKR
VDEAV
KRKRS
RKRSR
RSRKE
ESYSV
VLKQV
GEEKE
RSTIT
AVTKY
YTSSK
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457
458
459
460
461
462
463
464
465
466
467
468
469
470
471
472
473
474
475
476
477
478
479
480
481
482
483
484
485
486
487
488
489
490
491
492
493
494
495
496
497
498
499
500
501
502
503
504

060814
060814
060814
060814
060814
060814
060814
060814
060814
060814
060814
060814
060814
016778
016778
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283
P40283

13
16
17
21
24
25
28
29
31
35
44
86
117
121
126
36
39
69
72
83
111
112
142
146

23
25
28
33
34
36
39
40
43
51
52
53
54
56
57
58
64
69
72
83
111
112

099880
099880
099880
099880
099880
099880
099880
099880
099880
099880
099880
099880
099880
099880
099880
Q9FFCO
Q9FFCO
Q9FFCO
Q9FFCO
Q9FFCO
Q9FFCO
Q9FFCO
Q9FFCO
Q9FFCO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO
Q9LZTO

13
16
17
21
24
25
28
29
31
35
44
86
117
121
126
31
34
64
67
78
106
107
137
141

18
20
23
28
29
31
34
35
38
46
47
48
49
51
52
53
59
64
67
78
106
107

APAPK
PKKGS
KKGSK
KKAVT
VTKAQ
TKAQK
QKKDG
KKDGK
DGKKR
RKRSR
SVYVY
LAHYN
VSEGT
TKAVT
KYTSS
AEKKP
KPKAG
KIYIF
IFKVL
IGISS
LARYN
ARYNK
VSEGT
TKAVT
APKAE
PKAEK
KPVEE
VEEKS
KSKAE
KAPAE
APAEK
AEKKP
KPKAG
PKAGK
GKKLP
GAGGD
AGGDK
GGDKK
GDKKK
KKKKM
KKKMK
KKMKK
SVETY
KIYIF
IFKVL
IGISS
LARYN
ARYNK

GSKKA
KAVTK
AVTKA
AQKKD
KDGKK
DGKKR
KRKRS
RKRSR
RSRKE
ESYSV
VLKQV
RSTIT
AVTKY
YTSSK
AGKKL
KLPKE
VLKQV
QVHPD
AMGIM
KPTIT
PTITS
AVTKF
FTSS-
KPAEK
PAEKK
SKAEK
AEKAP
APAEK
KPKAG
PKAGK
AGKKL
KLPKE
LPKEA
EAGAG
KKKMK
KKMKK
KMKKK
MKKKS
KKSVE
KSVET
SVETY
IYIFK
VLKQV
QVHPD
AMGIM
KPTIT
PTITS
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505
506

P40283
P40283

142
146

Q9LZTO
Q9LZTO

137
141

VSEGTKAVTKF
TKAVTKFTSS-

(C) Of the 48 samples in their testing positive dataset, the following 24 pairs contain a

duplicate sequence

Pair # Protein Site Protein Site Duplicate sequence
1 P00052 80 P62772 80 YLLNPKKYIPG
2 P59169 10 P09988 10 KQTARKSTGGK
3 P00052 94 P62772 94 VFPGLKKPQDR
4 P58876 47 P62807 47 VYKVLKQVHPD
5 P58876 58 P62807 58 TGISSKAMGIM
6 P62154 116 | P11121 116 TNLGEKLTDEE
7 P58876 109 | P62807 109 PGELAKHAVSE
8 P59169 5 Q6LCWS8 5 -MARTKQTARK
9 P59169 10 Q6LCWS 10 KQTARKSTGGK
10 P09988 37 Q6LCWS 36 ATGGVKKPHRY
11 P58876 47 P23527 47 VYKVLKQVHPD
12 P58876 58 P23527 58 TGISSKAMGIM
13 P58876 109 | P23527 109 PGELAKHAVSE
14 P58876 47 Q8N257 47 VYKVLKQVHPD
15 P58876 58 Q8N257 58 TGISSKAMGIM
16 P58876 109 | Q8N257 109 PGELAKHAVSE
17 P59169 5 P50564 5 -MARTKQTARK
18 P59169 10 P50564 10 KQTARKSTGGK
19 P58876 47 Q93079 47 VYKVLKQVHPD
20 P58876 58 093079 58 TGISSKAMGIM
21 Q6LCWS8 28 P50564 28 TKAARKTPATG
22 P58876 109 | Q93079 109 PGELAKHAVSE
23 P09988 37 P50564 36 ATGGVKKPHRY
24 P62154 116 | Q95NR9 116 TNLGEKLTDEE

(D) Of the 243 samples in their testing negative dataset, the following 111 pairs contain a
duplicate sequence

Pair # Protein Site Protein Site Duplicate sequence
1 P00052 19 P62772 19 GEKIFKTKCAQ
2 P00052 21 P62772 21 KIFKTKCAQCH
3 P00052 30 P62772 30 CHTVDKGAGHK
4 P62154 31 P07463 31 GTITTKELGTV
5 P00052 35 P62772 35 KGAGHKQGPNL
6 P00052 81 P62772 81 LLNPKKYIPGT
7 P00052 87 P62772 87 YIPGTKMVFPG
8 P59169 15 P09988 15 KSTGGKAPRKQ
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11
12
13
14
15
16
17
18
19
20
21
22
23
24
25
26
27
28
29
30
31
32
33
34
35
36
37
38
39
40
41
42
43
44
45
46
47
48
49
50
51
52
53
54
55
56

P00052
P59169
P59169
P58876
P59169
P58876
P58876
P58876
P62154
P58876
P62154
P58876
P62154
P58876
P62154
P58876
P62154
P62154
P58876
P62154
P58876
P58876
P58876
P62807
P59169
P62807
P62807
P62807
P58876
P58876
P58876
P59169
P58876
P59169
P58876
P59169
P58876
P59169
P59169
P59169
P62807
P58876
P62807
P62807
P58876
P62807
P58876
P58876

95
38
65
21
80
24
25
28
14
29
22
31
31
35
76
44
78
95
86
149
117
121
126
12
15
13
16
17
21
24
25
54
28
57
29
65
31
80
116
123
12
86
13
16
117
17
121
21

P62772
P09988
P09988
P62807
P09988
P62807
P62807
P62807
P11121
P62807
P11121
P62807
P11121
P62807
P11121
P62807
P11121
P11121
P62807
P11121
P62807
P62807
P62807
P23527
Q6LCWS8
P23527
P23527
P23527
P23527
P23527
P23527
Q6LCWS8
P23527
Q6LCWS8
P23527
Q6LCWS8
P23527
Q6LCWS8
Q6LCWS8
Q6LCWS8
08N257
P23527
08N257
08N257
P23527
08N257
P23527
Q08N257

95
38
65
21
80
24
25
28
14
29
22
31
31
35
76
44
78
95
86
149
117
121
126
12
15
13
16
17
21
24
25
53
28
56
29
64
31
79
115
122
12
86
13
16
117
17
121
21

FPGLKKPQDRA
TGGVKKPHRYR
ELLIRKLPFQR
KKAVTKAQKKD
IAQDFKTDLRF
VTKAQKKDGKK
TKAQKKDGKKR
OKKDGKKRKRS
QIAEFKEAFSL
KKDGKKRKRSR
FSLFDKDGDGT
DGKKRKRSRKE
GTITTKELGTV
RKRSRKESYSV
TMMARKMKDTD
SVYVYKVLKQV
MARKMKDTDSE
FRVFDKDGNGF
LAHYNKRSTIT
TMMTSK—————
VSEGTKAVTKY
TKAVTKYTSSK
KYTSSK—m———n
SAPAPKKGSKK
KSTGGKAPRKQ
APAPKKGSKKA
PKKGSKKAVTK
KKGSKKAVTKA
KKAVTKAQKKD
VTKAQKKDGKK
TKAQKKDGKKR
LREIRKYQKST
OKKDGKKRKRS
IRKYQKSTELL
KKDGKKRKRSR
ELLIRKLPFQR
DGKKRKRSRKE
IAQDFKTDLRF
CAIHAKRVTIM
VTIMPKDIQLA
SAPAPKKGSKK
LAHYNKRSTIT
APAPKKGSKKA
PKKGSKKAVTK
VSEGTKAVTKY
KKGSKKAVTKA
TKAVTKYTSSK
KKAVTKAQKKD

16



57
58
59
60
61
62
63
64
65
66
67
68
69
70
71
72
73
74
75
76
77
78
79
80
81
82
83
84
85
86
87
88
89
90
91
92
93
94
95
96
97
98
99
100
101
102
103
104

P58876
P58876
P58876
P04717
P04717
P23527
P04717
P04717
P58876
P04717
P04717
P58876
P04717
P58876
P04717
P58876
P04717
P23527
P62807
P04717
P62807
P62807
P04717
P62807
P58876
P04717
P58876
P58876
P58876
P04717
P58876
P58876
P58876
P58876
P59169
Q6LCWS
P58876
P58876
P58876
P59169
P58876
P59169
P62154
P59169
P62154
P59169
P62154
P62154

126
24
25
18
21
44

128

161
86

164

175

117

177

121

183

126

201

12
236
13
16
305
17
21
334
24
25
28
463
29
31
35
44
15
24
86
117
121
54
126
57
14
65
22
80
31
76

P23527
08N257
08N257
P27064
P27064
08N257
P27064
P27064
08N257
P27064
P27064
08N257
P27064
08N257
P27064
08N257
P27064
093079
093079
P27064
093079
093079
P27064
093079
093079
P27064
093079
093079
093079
P27064
093079
093079
093079
093079
P50564
P50564
093079
093079
093079
P50564
093079
P50564
Q95NR9
P50564
Q95NR9
P50564
Q95NR9
Q95NR9

126
24
25
18
21
44

128

161
86

164

175

117

177

121

183

126

201

12
236
13
16
305
17
21
334
24
25
28
463
29
31
35
44
15
24
86
117
121
53
126
56
14
64
22
79
31
76

KYTSSK—m———m
VTKAQKKDGKK
TKAQKKDGKKR
FKAGVKDYKLT
GVKDYKLTYYT
SIYVYKVLKQV
NVFGFKALRAL
QVERDKLNKYG
LAHYNKRSTIT
RDKLNKYGRPL
LGCTIKPKLGL
VSEGTKAVTKY
CTIKPKLGLSA
TKAVTKYTSSK
LGLSAKNYGRA
KYTSSK—m———n
GLDFTKDDENV
MPDPAKSAPAP
SAPAPKKGSKK
ETGEIKGHYLN
APAPKKGSKKA
PKKGSKKAVTK
VIDRQKNHGMH
KKGSKKAVTKA
KKAVTKAQKKD
GTVVGKLEGER
VTKAQKKDGKK
TKAQKKDGKKR
OKKDGKKRKRS
ACEVWKEIKFE
KKDGKKRKRSR
DGKKRKRSRKE
RKRSRKESYSV
SVYVYKVLKQV
KSTGGKAPRKQ
KQLATKAARKT
LAHYNKRSTIT
VSEGTKAVTKY
TKAVTKYTSSK
LREIRKYQKST
KYTSSK—m———m
IRKYQKSTELL
QIAEFKEAFSL
ELLIRKLPFQR
FSLFDKDGDGT
IAQDFKTDLRF
GTITTKELGTV
TMMARKMKDTD
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105
106
107
108
109
110
111

P59169
P62154
P62154
P62807
P62807
P62807
P62807

123
78
95
12
13
16
17

P50564
Q95NR9
Q95NR9
P58876
P58876
P58876
P58876

122
78
95
12
13
16
17

VTIMPKDIQLA
MARKMKDTDSE
FRVFDKDGNGF
SAPAPKKGSKK
APAPKKGSKKA
PKKGSKKAVTK
KKGSKKAVTKA
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