PROTEINA 1

>Fig]6666666.171271.peg.2319
MKLNNSN I FDDNND I SLDEYD IDSLVDKN I E INENNFPTVS IGTESPSIHSS I 1DDS 1 TSASDEN I AIENNNQEASVEA
YTEEENKIYNEIES NIGISEDDLNI I SDVDDFNLENHFQNVNNDETVEAYTEEENRIYNE IENNVG I SEDDLNAISDV
DDFNLESFFANSAPS IEDTAENDSNNNEDT IS 1DE I SEDNTNDVNNETVEAYTEEENRAYNE I ESNVG I SEDDLNA1SD
VDDFNLESFFANSTP I IEDSSNNATS INNEEAANE I SETNDNLENNND IAEN IEENND IAIDDNITEENDTTFETTVND
EINNALD NYLEAENSNSNDNND IAENIEENNDIAIDDNITEENDTTFETTVNDK INNALNNYLESESFENNNDNLENT
EIRENIDTDI INNETNNDEV IDELEKLDDLVENLDNTEY IEDNNNNNIAD IVSQGLAE IENIEYAENSSLQNDDSVVE
IDEESY INENNAN INKENDTTFETT INDE INNALDNYLEAESFENNNDNLENTE IKENIDTD 1 INNETNNDEV I DELEK
LDDLVENLDNTEYDNNN IAD 1VSQGLAE IEN IEYAENNSLKSDDN I 1K 1VDDNNDDVAAMVSEGLDE IEN I EHSLDNDD
KNITTENIHN IDVPD I1DDVDY IDESNY INENNNQDD I IELSGNELDL I TKDEN IEYKY 1QNNNKEYMDMNK I KKD 1 EEL
EIDELSNEENS ' YNNQ I SDADNNEVYEL TDAEVNMYKEY I ENNELDENELSNEE IDMYKSY IEGKEYTN IKEEES INNL
EG IDKKED INDLTDEEVNMYKEY I DRDDSEDKTDEL TDEEELMYKAY IENSSSDTS IENESNKTSDDLLSTEYKEE INN
NSESVQNSQEENK I I EEEKKDT I EEQAEDNNDFLTKLKQMNEEYKKEKEDKKEEENKEEDSNNFLAKLKQMNEEYKREK
EEKRKEE I KESNDFLLKQVNEEYKEENK I EENK I EENK 1 YEEKKEEQNKEEDNNDFLAKLKQMNEEYKEEEKERKEEES
KKEEKESNDFLAKLKQMNEEY IKEEEEKKTKN



BLAST ® » blastp suite » results for RID-M3WBFFJ2013

< Edit Search

Save Search Search Summary v

Job Title

RID

Program
Database
Query ID
Description
Molecule type
Query Length
Other reports

Graphic Summary

Protein Sequence
M3WBFFJ2013 Search expires on 09-16 271:13 pm
BLASTP @

Citation v
nr See details v
lcl|Query_93776
None

amino acid

1057

Distance tree of results Multiple alignment

@ How to read this report?

Download All v

(2]

MSA viewer

Alignments

Taxonomy

Home Recent Results

D3 BLAST Help Videos “DBack to Traditional

Filter Results

Saved Strategies

Help

Results Page

Organism oniy fop 20 will appear

[ ] exclude

Type common name, binomial, taxid or group name

=+ Add organism

Percent ldentity E value

Query Coverage

to to to

Reset

Sequences producing significant alignments

[] select all

1 sequences selected

Description
-

hypothetical protein [Brachyspira pilosicoli]

hypothetical

hypothetical

protein [Brachyspira pilosicoli]

protein [Brachyspira pilosicoli]

hypothetical

protein [Brachyspira pilosicoli]

hypothetical

protein [Brachyspira pilosicoli]

hypothetical

protein [Brachyspira pilosicoli]

hypothetical

protein [Brachyspira pilosicoli]

hypothetical

hypothetical

protein [Brachyspira pilosicoli]

protein [Brachyspira pilosicoli]

000000000

hypothetical

protein [Brachyspira pilosicoli]

Brachyspira pilosicoli

Erachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Erachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Download ~ [IE% Selectcolumns ~ Show e
GenPept Graphics Distance tree of resulis EEMSA Viewer
e oy Goet | otse | taant e Accession

- - - - - -

18910 1810 100% 00 100.00% 1057 WP_014936695 1

1877 1877 99% 00 93 49% 1559 WP_198294935 1

1833 1833 99% 00 96.60% 1500 WP_180956116.1

1568 1568 98% 00 88.91% 1672 WP_013244577 1

1519 1519 98% 00 92 14% 1497 WP_198295006 1

1504 1504 98% 00 90.00% 1640 WP_181894755 1

1355 1355 98% 00 85.00% 1733 WP_198391160 1

1344 1344 98% 00 80.17% 1769 WP_198294506 1

1042 1296 79% 00 93.95% 1171 WP_015274514 1

1041 1296 79% 00 95 81% 1755 WP_198391167 1




JjoooooouoouooUooooUooLUUo0UUoUn

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

orflab polyprotein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira murdochii]

hypothetical protein [Brachyspira murdochii]

hypothetical protein [Brachyspira hyodysenteriae]

hypothetical protein [Brachyspira hyodysenteriae]

hypothetical protein [Brachyspira hyodysenteriae]

hypothetical protein [Brachyspira hyodysenteriae]

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Erachyspira sp. SAP_772

Brachyspira pilosicoli

Brachyspira pilosicoli

Erachyspira pilosicoli

Erachyspira pilosicoli

Brachyspira pilosicoli

Erachyspira pilosicoli

Erachyspira pilosicoli

Brachyspira pilosicoli

Erachyspira pilosicoli

EBrachyspira pilosicoli

Brachyspira pilosicoli

Erachyspira pilosicoli

EBrachyspira pilosicoli

Brachyspira pilosicoli

Erachyspira murdochii

EBrachyspira murdochii

Erachyspira murdochii

Brachyspira hyodysenteriae

Brachyspira hampsonii

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

1039
1039
1034
1001
993
838
800
800
742
77
652
650
G644
605
537
456
423
399
231
230
168
83.2
82.0
82.0
80.1
774
e
76.3
V6.3
751
755

1294
1039
1034
1245
998
838
1587
200
919
880
652
550
644
667
537
456
423
399
408
403
236
832
82.0
148
a0.1
146
774
145
145
144
144

79%
1%
T1%
T9%
69%
95%
97 %
95%
65%
48%
35%
35%
36%
45%
28%
30%
21%
20%
22%
22%
16%
10%
18%
20%
18%
21%
16%
21%
21%
22%
19%

0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
2e-180
1e-148
2e-137
2e-128
Te-67
2e-66
be-45
Ge-15
Te-11
2e-11
Ge-11
4e-10
5e-10
1e-09
1e-09
2e-09
2e-09

95.67%
95.81%
95.28%
95.02%
94 .18%
62.21%
95.36%
61.15%
86.42%
96.38%
97.83%
97.83%
97.90%
96.20%
98.65%
84.40%
98.70%
100.00%
93.66%
93.66%
93.94%
94.59%
31.36%
34.63%
32.20%
I.BT%
33.33%
31.67%
I.BT%
30.80%
31.58%

1755
1395
1388
1837
72
1452
1360
1316
1048
414
1643
1027
427
442
297
327
23
215
138
138
99
106
769
3024
1528
2306
1299
1159
2860
1144
3138

WP_193294968.1

WP_193294953 1

WP_198391171.1

WP_181893518.1

WP_219711740.1

WP_199749269 .1

WP_198294578 1

WP_193391214.1

WP_014932415.1

MBW5E3B837386.1
WP_193294902 1

WP_157147135.1

MBW5399509 .1
MBEWSE399068.1
MBEWS378708.1
MBW5397110.1
MBEWSE383700.1
MBW5393276 1
MBW5E377794.1
MBWW53995843 1

WP_219808866.1

MBW5E383525 .1
WP_146079991.1

WP_0131143867 1

WP_157154037 .1

WP_144155578.1

WP_069724435 1

WP_144111137 1

WP_065203232 1

WP_144112483 1

WP_143272287 1




hypothetical protein [Brachyspira

hypothetical protein [Brachyspira

hyodysenteriae]

hyodysenteriae]

hypothetical protein [Brachyspira

hypothetical protein [Brachyspira

hypothetical protein [Brachyspira

har psonii]

aalborgi]

aalborgi]

hypothetical protein [Brachyspira

aalborgi]

putative uncharacterized protein [Brachyspira sp. CAG-700]

hypothetical protein A9X85_ 13450 [Brachyspira hyodysenteriae]

hypothetical protein [Brachyspira

aalborgi]

hypothetical protein [Brachyspira

intermedia]

aalborgi]

00000000 bunbon

hypothetical protein [Brachyspira

aalborgi]

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hampsonii

Brachyspira hyodysenteriae

Erachyspira hyodysenteriae

Brachyspira hampsonii
Brachyspira hyodysenteriae

Brachyspira hampsonii

Brachyspira aalborgi
Brachyspira aalborgi
Brachyspira aalborgi
Brachyspira sp. CAG:700

Brachyspira hyodysenteriae

Brachyspira aalborgi

Brachyspira hyodysenteriae

Brachyspira aalborgi

Brachyspira suanatina

Brachyspira aalborgi
Brachyspira intermedia

Brachyspira aalborgi

Brachyspira aalborgi

Brachyspira aalborgi

751
751
751
751
751
751
747
747
74.3
747
T4.3
73.9
73.9
73.6
73.9
T3.6
73.6
70.5
69.7
69.3
69.3
69.3
63.9
63.9
67.5
638.2
67.4
67.4
G6E.6
65.5
65.5

144
144
144
144
144
144
144
143
143
143
143
73.9
142
142
143
142
142
135
134
132
132
89.3
134
658.9
132
68.2
132
G67.4
130
130
130

19%
21%
19%
19%
19%
19%
19%
19%
19%
19%
19%
15%
19%
19%
19%
19%
20%
16%
16%
16%
16%
4%
16%
4%
16%
4%
16%
5%
16%
16%
16%

2e-09
2e-09
3=-09
3e-09
3e-09
3e-09
3e-09
3e-09
42-09
42-09
4e-09
be-09
S5e-09
S5e-09
Ge-09
Ge-09
Te-09
Se-08
9e-08
1e-07
1e-07
1e-07
1e-07
2e-07
3e-07
3e-07
be-07
ba-07
Ge-07
1=-06
2a-06

31.58%
31.67%
31.58%
31.58%
31.58%
31.58%
31.58%
31.58%
31.58%
31.58%
31.58%
35.08%
31.58%
31.58%
34.38%
31.58%
34.01%
37.91%
3I7T.91%
39.44%
39.44%
79.07%
37.91%
79.07%
37.25%
T6.74%
37.25%
67.86%
37.25%
36.60%
36.60%

25642
1161
2927
2750
2960
2806
1802
28599
1647
2831
2831
1474
1092
1093
2705
1081
2145
992
881
912
912
11284
1034
1245
S00
2339
S0&
2038
911
910
910

144445050.1

144157037 .1

1016385091

143272503.1

012670915.1

209303247 .1

052767676 1

209283659.1

144108697 .1

2093027811

209299295.1

069727386.1

144187197 .1

144175859.1

088859748.1

144151567 .1

069731966.1

147737463 .1

147718734 .1

147748412 .1

CCY V66981

TVLE2214 .1

WP

1477588561

TV 54934 1

WP

147561798.1

WP

048595351.1

WP

147529240.1

WP

0411771811

WP

147771102.1

WP

147546937 .1

WP

147775029 1




| hypathetical protein [Brachyspira aalborgi]

: hypathetical protein [Brachyspira aalborgi]

: hypathetical protein [Brachyspira aalborgi]

Brachyspira aalborg)

Brachyspira aalborgi

Brachyspira aalborgi

Bh5 655 3%

b5.1
b5.1

129
65.1

16%
3%

2e-06  76.19%
2e-06  76.19%
2e-06  76.19%

90 WP_147530596 1

901 WP_147527525.1

90 WP_1477393771




Threshold: 1.000 Window: 12

| Hame || Help || Example || Reference || Download || Contact |

Emini Surface Accessibility Prediction Results

Input Sequences

1 MELMNSNLFD DRMDISLDEY DIDSLVDEMI EIMEMMFPTY SIGTERPERIH S5IIDDSLITS
61 ASDENIALEM MNQEASVEAY TEEEMEIYME IESNIGISED DLNILZDONDD FNLENHFQNY
121 MMNDETVEANT EEENRIYMEL EMMNVGISEDD LMNALSDVODF MLELZFFANSA PLSIEDTAEND
181 SMNHMEDTLISL DELSEDNTHMD WNMETWEAYT EEEMNRAYNEL ESNVGOISEDD LMALZOVDDF
241 MLESFFANST PILEDSEZMNMA TRIMMEEAGN EISETMDMLE MMMDLAENLE ENMDIAIDDN
381 ITEENDTTFE TTWRDEIMNME LDNYLEAENS NSMDNMDILAE MIEEMNDIAL DOMITEEMDT
361 TFETTVNDEL MRALMMYLES ESFENMNDNL ENTEIRENID TDLINNETHNN DEVIDELEKEL
421 DOLVEMNLDNT EYIEDKMMMM ILADIVEOGLA ELIENIEYAEM SE:LOMDDEVY ELIDEESYIN
441 EMNANINEEMN DTTFETTIND EINMALDNYL EAESFENNMD NLEMTELKEN IDTDILMMET
541 MMNDEVIDELE KLDDLVEMNLD MTEYDMMMLA DIVSOGLAEL EMLEVAENNS LKSDDMILIKL
281 VDDMNDODVAS MVSEGQLDELIE MIEHSLONOD EMITTEMIHN LDWPDIDDVD YIDEZNYLNE
561 MNNQDOILEL SGMELDLITE DEMIEYEYLID NMMEEYMOMM KIKEDIEELE IDELSMEENS
F21 I¥KMQLSDAD MREVYELTDA EVMNMYKEYLE NMELDEMELS: MEEIDMYKSY IEGKEYTMIK
FEl EEESINNLEG IDEKEDINDL TDEEVMMYKE YIDEDDZEDK TDELTDEEEL MYEAYLEMNZS
B4l SDTSIENESM KTSDDOLLSTE YEEELMMMSE SVONSQEENK LIEEEKKDTI EEQAEDNMNDF
981 LTELKQMMEE YKKEKEDKKE EEMKEEDZNN FLAKLKDMNE EYKREKEEKR KEELKEZNDF
961 LLEKQVMEEYE EEMKIEEMEIL EEMELYEEKK EECMKEEDNM DFLAKLKOMMN EEYKEEEKER
1821 KEEESKKE EKESMDFLAK LEQMHNEEYIE EEEEEKTEN

Center position: & Window size: 12 Threshold: 1.000 Recalculate

MKLNNSN IFDDNND ISLDEYD IDSLVDKNIEINENNFPTVSIGTESPSIHSSI IDDSITSASDEN IAIENNNQEASV EAYTEEENKIYNEIESNIGISEDDLNI I SDVDDFNLENHFQNVNNDETVEAYTEEENRITYNEIENNVGI
SEDDLNAISDVDDFNLESFFANSAPSIEDTAENDSNNNEDT ISIDEISEDNTNDV NNETVEAYTEEENRAYNE IESNVG I SEDDLNAISDVDDFNLESFFANSTP I IEDSSNNATS INNEEAANE ISE TNDNLENNND TAENIEEN
NDIAIDDNITEENDTTEFETTVNDE INNALD NYLEAENSNSNDNNDIAENITEENND IAIDDNITEENDTTFETTVNDKINNALNNYLESESFENNNDNLENTEIRENIDTD I INNETNNDEV IDELEKL DDLVENLDNTEY 1EDNNN
NNIADI VSQGLAEIENIEYAENSSLQNDDSVVEI IDEESY INENNAN INKENDTTFETT INDE INNALDNYLEAESFENNNDNLENTEIKENIDT DI INNETNNDEV IDELEKLDDLVENLDNTEYDNNNIADIVSQGLAEIENIE
YAENNSLKSDDN I 1K1VDDNNDDVAAMVSEGLDEIENIEHSLDNDDKNITTENIHNIDVPD IDDVDY IDESNY INENNNQDD I FELSGNELDL I TKDENIEYKY 1QNNNKEYMDMNKIK KD IEELE IDELSNEENSI'YNNQISDAD
NNEVYELTDAEVNMYKEY IENNELDENELSNEE IDMYKSY IEGKEYTNIKEEES INNLEG IDKKED INDLTDEEVNMYKEY I1DRDD SEDKTDELTDEEELMYKAY IENSSSDTS IENESNKTSDDLLSTEYKEE INNNSESVQNSQ
EENK I IEEEKKDT I EEQAEDNNDFLTKLKQMNEEYKKEKEDKKEEENKEEDSNNFLAKLKQMNEEYKREKEEKRKEE IKESNDFLLKQVNEEYKEENK IEENKIEENK1YEEKKEEQNKEEDNNDFLAKLKQMNEEYKEEEKERKE
EESKKEEKESNDFLAKLKQMNEEY IKEEEEKKTKN




ABCpred Prediction Server

Threshold: 0.85

Window: 14

INPUT INFORMATION

Seguence name

Length of the sequence 1857
Number of l4mers from the input seguence 1244
Threshold setting (Default value is 9.5) | ERES

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.

Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

Rank Sequence Start position Score
1 ELEKLDDLVENLDN s48 2.91
[1 |[FETTVNDEINNALD [EEE [[e.=1
[1 |[TsTnnEERANETSE |[251 |le.o1
[2 |[A2nETSETHDNLEN |[258 |le. o2
[z |[pnLenTEIRENIDT |[52e |le.82
[3 |[envnnDETVEAYTE [118 |EREE
[4 [vTesEnkTVNETES |[s2 |EEE
4 [enzazennmgeasy |[54 |EREES
[s [ armnkEvromncK |[s2e |EEEES
[ |[EEVNMYKEYIDRDD |EEE [[e.5&
[s ||zsTDEISEDNTNDV |[288 |le.8s
[s |pTaEuDsHMNEDTT |[275 |le.8s
[7 ||evzEDnNNNNIADT |[431 |le.85
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LD NYLEAENSNSNDNNDITIAENITEENNDIAIDDNITEENDTTFETTVNDKINNALNNYLESESFENNNDNLENTEIRENID
TDIINNETNNDEV IDELEKLDDLVENLDNTEY IEDNNNNNIADI VSQGLAEIENIEYAENSSLQNDDSVVEIIDEESYIN
ENNANINKENDTTFETTINDE INNALDNYLEAESFENNNDNLENTEIKENIDT DI INNETNNDEV IDELEKLDDLVENLD
NTEYDNNNIADIVSQGLAEIENITEYAENNSLKSDDN I IKT1VDDNNDDVAAMVSEGLDEIENITEHSLDNDDKNITTENIHN
IDVPDIDDVDY IDESNY INENNNQDD I IELSGNELDLITKDENIEYKY IQNNNKEYMDMNKIK KDIEELEIDELSNEENS
1 YNNQISDADNNEVYELTDAEVNMYKEY IENNELDENELSNEE 1DM EGKEY TNTKEEES INNLEG IDKKED INDL
TDEEVNMYKEY IDRDDSEDKTDELTDEEELMYKAY IENSSSDTSIENESNKTSDDLLSTEYKEE INNNSESVQNSQEENK
1 lEEEKKDT IEEQAEDNNDFLTKLKQMNEEYKKEKEDKKEEENKEEDSNNFLAKLKQMNEEYKREKEEKRKEE IKESNDF
LLKQVNEEYKEENKIEENKIEENK1YEEKKEEQNKEEDNNDFLAKLKQMNEEYKEEEKERKEEESKKEEKESNDFLAKLK
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MSKKITTYLLSLLMALSLVFAGCKKASTAPGGEGPTKEDEVKPPTNLGGTGLFTDSGELDKYKGDP IQKSTEVAKYENGNYMRNP
VITVVGGSTVVVFYEIRYQTAGAGNDVALTGENAVSIAYVQSKDSGISFSTTGMGE IKYVGGAASSGAADAHGAP IVENTGDKI
IVVASAGIGLSSGVYNGNDKVSKLQYSVATITGNTVGEFGAWKDIVPEDKGTITTAGYTQFGTHSARGTVADDGTLLLPVTLAN
YQQSPSKFGYVLYTGTVNGDKVTWTQKGNKVDMPNSSGVVKETRIPKGTSESDYVYLAVSSDTVRISQGKGANSISSANIQGSD

GSVGTLVVPNWQGAASYDPSNYATNSGTKQAILSHVLGTEQNLAIRLVDENFASQTSGNFALGGAYEANAKSSSMDVLKDGT 1V
MIAEGGKVTDAATRPFY IYFSRFSQAY IASKTSGK
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glycoside hydrolase [Brachyspira pilosicoli] Brachyspira pilosicoli 914 914  100% 0.0 100.00% 455 WP_014936323.1
D glycoside hydrolase [Brachyspira pilosicoli] Brachyspira pilosicoli 702 T02 99% 0.0 8565% 450 WP_15714745911
[:] glycoside hydrolase [Brachyspira pilosicoli] Brachyspira pilosicoli 697 697 99% 0.0 85.43% 453 WP_014932772 1
E] glycoside hydrolase [Brachyspira pilosicoli] Erachyspira pilosicoli 452 452 99% 3e-163 5T7.63% 455 WP_157148719.1
D exo-alpha-sialidase [Brachyspira pilosicoli] Brachyspira pilosicoli 436 436 100% 3e-146 56.60% 464 WP_101503288.1
(] glycoside hydrolase [Brachyspira sp. SAP_772] Brachyspira sp. SAP_772 41 411 99%  6e-137 54.58% 458 WP_157150854.1
[:] exo-alpha-sialidase [Brachyspira pilosicoli] Brachyspira pilosicoli 221 221 99% 5e-63 37.27% 470 WP_157145812.1
E] glycoside hydrolase [Brachyspira pilosicoli] Brachyspira pilosicoli 210 210 100% 1e-568 39.39% 473 WP_157145489.1
D glycoside hydrolase [Brachyspira pilosicoli] Brachyspira pilosicoli 201 201 100% Je-55 37.30% 480 WP_014932770.1
D glycoside hydrolase [Brachyspira pilosicoli] Brachyspira pilosicoli 198 198 99% Ge-54 3790% 482 WP_219709518.1
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glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicoli]

hypaothetical protein [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

exo-alpha-sialidase [Brachyspira pilosicoli]

sialidase (neuraminidase) family protein-like protein [Brachyspira pilosicoli $5/1000]

glycoside hydrolase [Brachyspira pilosicoli]

Brachyspira pilosicoli

Erachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli
Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

iz

Brachyspira sp. SAP

Brachyspira pilosicoli

Brachyspira sp. SAP

iz

Brachyspira pilosicoli
Brachyspira pilosicoli
Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira sp. SAP

iz

Brachyspira pilosicoli
Brachyspira pilosicoli
Brachyspira pilosicoli

Brachyspira sp. SAP

iz

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli
Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

951000

Brachyspira pilosicoli

188
185
184
183
180
179
179
178
169
166
166
162
121
161
161
160
157
156
148
144
136
135
135
128
116
114
114
112
111
111
111

93%
93%
99%
93%
99%
99%
99%
98%
99%
93%
99%
93%
99%
100%
100%
99%
$8%
93%
99%
99%
81%
81%
81%
81%
81%
81%
81%
81%
81%
81%
81%

3e-50

3e-459
Se-459
2e-48
de-47
de-47
9e-47
1e-46
4e-43
Je-42
de-42
Ge-41

2e-40
2e-40
Je-40
Se-40
1e-38
2e-38
2e-35
3e-34
4e-31

Se-31

1e-30
1e-28
de-24
3e-23
1e-23
1e-22
2e-22
3e-22
3e-22

35.71%
35.92%
35.95%
35.28%
37.43%
35.92%
3537%
35.45%
34.46%
33.66%
35.43%
32.19%
34.51%
32.39%
34.88%
33.74%
34.52%
34 .38%
33.20%
30.58%
31.10%
31.43%
31.26%
30.68%
29.43%
28.88%
29.36%
28.64%
29.36%
29.29%
29.29%

474
474
483
486
492
475
476
472
47T
479
476
47T
456
466
4a7
476
479
479
476
475
507
51
511
525
513
515
514
510
504
506
514

WP_157144098.1

WP_157147493 1

WP_015274321.1

WP_101503286.1

WP_219699565.1

WP_219676658.1

WP_219695460.1

WP_014936325.1

WP_115589225 1

WP_157150858.1

WP_013244950.1

WP_157150857.1

WP_219709520.1

WP_147732247 1

WP_147730681.1

WP_157143341.1

WP_1571595944.1

WP_115599586.1

WP_157146511.1

WP_157150859.1

WP_115599558.1

WP_115589227.1

WP_219695466.1

WP_157150856.1

WP_157159945.1

WP_219699572.1

WP_157143342 .1

WP_219676690.1

WP_157146509.1

ADK31599.1
WP_041747857.1
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glycoside hydrolase [Brachyspira pilosicoli]

sialidase (neuraminidase) family proteindike protein [Brachyspira pilosicoli P43/6/78]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira catarrhinii]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase family 16 protein [Brachyspira aalborgi]

glycoside hydrolase family 16 protein [Brachyspira aalborgi]

uncharacterized protein BN758_00182 |Brachyspira sp. CAG:700]

exo-alpha-sialidase [Brachyspira pilosicoli]

Brachyspira pilosicoli

Brachyspira pilosicoli P43/6/78

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira catarrhinii

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira aalborgi

Brachyspira aalborgi

Brachyspira sp. CAG:700

Brachyspira pilosicoli

m

10
10
110
06.6
64.7
543
531
524
52.0
52.0
493

111
10
10
10
b6.6
bd.7
54.3
3.1
52.4
52.0
52.0
49.3

61%
61%
61%
61%
60%
45%
63%
63%
%
%
%
63%

Je-22
be-22
fe-22
Te-22
1e-07
5e-07
ge-04
0.002
0.004
0.004
0.005
0.037

29.12%
28.57%
28.57%
28.57%
23.99%
30.37%
29.51%
29.08%
75.76%
75.76%
75.76%
26.43%

514
514
510
506
445
481
435
435
424
424
424
435

WP_157144784 1
AGAG6269.1

WP_219711436.1
WP_1440441551
WP _115589226.1
WP_137999038.1
WP _157143605.1
WP_015274338 1
WP _147748244 1
WP_147523631.1
CCY78026.1

WP_219693957 1




Threshold: 1.000 Window: 12

Emini Surface Accessibility Prediction Results

Input Sequences

1 MSKKIIYLLS LLMALSLVFA GCKEASTAPG GEGPTKEDEVW KPPTNLGGTG LFTDSGELDK
61 YKGDPIQKST EVAKYEMNGNY MRNPVITWG GSTWWWIRYEL RYQTAGAGND VALTGEMAVS
121 TAYVQSKDSG ISFSTTGMGE IKYWVGGAASS GAADAHGAPT VFNTGDKIIV VASAGIGLSS
181 GVYNGNDEVS KLOYSVATIT GNTVGEFGAW KDIVPEDKGT ITTAGYTQFG THSARGTWAD
241 DGQTLLLPYTL ANYQOSPSKF GYWVLYTGTVN GDENVTWTOKG MEVDMPHSSG WEKETRIPKG
381 TSESDYWYLA VSSDTVRISQ GKGAMSISSA NIQGSDGSVGE TLVVPHNEOQGA ASYDPSMNYAT
361 NSGTKQAILS HVLGTEQNLA IRLVDEMFAS QTSGMNFALGG AYEAMNAKSSS MDVLKDGTIV
421 MIAEGGENTD AATRPFYIYF SRFSQAYIAS KTSGK

Center position: 6 Window size: 12 Threshold: 1.000 Recalculate

MSKKT1YLLSLLMALSLVFAGCKKASTAPGGEGPTKEDEVKPPTNLGGTGLFTDSGELDKYKGDP 1QKSTEVAKYENGNYMRNP
VITVVGGSTVVVFYEIRYQTAGAGNDVALTGENAVSIAYVQSKDSGISFSTTGMGE IKYVGGAASSGAADAHGAP IVENTGDKI
1VVASAGIGLSSGVYNGNDKVSKLQYSVATITGNTVGEFGAWKD IVPEDKGTITTAGYTQFGTHSARGTVADDGTLLLPVTLAN
YQQSPSKFGYVLYTGTVNGDKVTWTQKGNKVDMPNSSGVVKETRIPKGTSESDYVYLAVSSDTVRISQGKGANSISSANIQGSD
GSVGTLVVPNWQGAASYDPSNYATNSGTKQAILSHVLGTEQNLAIRLVDENFASQTSGNFALGGAYEANAKSSSMDVLKDGT 1V
MIAEGGKVTDAATRPFY 1YFSRFSQAY IASKTSGK



Threshold: 0.85 Window: 14

ABCpred Prediction Server

INPUT INFORMATION

Sequence name

Length of the sequence 455
Number of l4mers from the input sequence 442
Threshold setting (Default value iz 8.5) @.85

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

Rank Seguence Start positicn Score

[1 |[HvLGTEQNLATRLY [372 |e.s2 ||]
[1 |[smDKvsKLgvsvaT |[185 [e.22 ||]
[2 |[kkasTaPGEEGPTH |EE) |EER ||]
[z |[saecpTKEDEVKPP |EE | EREE ||]
|4 |[strvrripvITYVES |EB |25 ||]
[4 |[sELDKYKEDPIGHS | B | ERES ||:|

B |[TvnaDKvTHTOKEN || 282 |EEEE ||]




PROTEINA 2

>F1g]|6666666.171271.peg-1802

MSKKIIYLLSLLMALSLVFAGEKKASTAPGGEGPTKEDEVKPPTNLGGTGLFTDSGELDKYKGDPIQKSTEVAKYENGNYMRNP
VITVVGGSTVVVFYEIRYQTA CTGENAVSTAYVUSKDSG I SFSTTGMGE IKYVGGAASSGAADAHGAP IVENTGDK
I1VVASAGIGLSSGVYNGNDKVSKLQYSVAT I TGNTVGEFGAWKD IVPEDKGTITTAGYTQFGTHSARGTVADDGTLLLPVTLAN
YQQSPSKFGYVLYTGTVNGDKVTWTQKGNKVDMPNSSGVVKETRIPKGTSESDYVYLAVSSDTVRISQGKGANSISSANIQGSD
GSVGTLVVPNWQGAASYDPSNYATNSGTKQAILSHVLGTEQNLAITRLVDENFASQTSGNFALGGAYEANAKSSSMDVLKDGT 1V
MIAEGGKVTDAATRPFY IYFSRFSQAY IASKTSGK




PROTEINA 3

>F1g|6666666.171271.peg.1804
MSKKT1TYLLSLLMALSLVFASCKKNNGLDPNNGGLEPPKEEDNTAGKIDAETGLVTDDQVSSLPADKPLKKVT IFKGDANNY

LRNPVVVVMGTDRSTPVVFAEKRYNGPGAANDVG I DGKATVDVVYKVGAQSGQNFGAET IVSRGATGPNDSHGAPVVFKVGD
NQVVVVASAGAGIARTEEAASAKAASKIEYAVGTLSGTTFTWDTPWTELKVNNQSLLDT IKT IKTGNNSDNFEQMGTQAARG
YVGIDNKTLILPVVMAQQGT TSSVKELMGVYFVKGTVSGNTVNWQNLGTDARVVFTAKTDSNFSTHKESQV IAGTSDSDVKY
VAVPSPWGSPVTDNYGLGTGKTDQPKATQIKGHDGAPGYLAFKWFGATSYQASTYKDQAADAGLFLGPKNNAANTTLYLVNK

DTLNKEGKADGFELNAIGKSGSIDVLGDGTVVTAAEEGNNGDRNYYTSFTRYSQSYLASILQ
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< Edit Search

Job Title

RID

Program
Database
Query ID
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Molecule type
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Other reports
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amino acid

455

Distance tree of results Multiple alignment MSA viewer @
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- - - - - -
glycoside hydrolase [Brachyspira pilosicoli] Brachyspira pilosicoli 914 914 100% 0.0 100.00% 455 WP_014936323 1
glycoside hydrolase [Brachyspira pilosicoli] Brachyspira pilosicoli 702 702 99% 0.0 85.65% 450 WP_157147491.1
glycoside hydrolase [Brachyspira pilosicoli] Brachyspira pilosicoli 697 697 99% 0.0 85.43% 453 WP_014932772.1
glycoside hydrolase [Brachyspira pilosicoli] Brachyspira pilosicoli 452 452  99%  3e-153 5763% 455 WP_157148719.1
exo-alpha-sialidase [Brachyspira pilosicoli] Brachyspira pilosicoli 436 436 100% 3e-146 56.60% 464 WP_101503288.1
glycoside hydrolase [Brachyspira sp. SAP_T772] Brachyspira sp. SAP_772 411 411 99% 6e-137 5458% 458 WP_157150854.1
exo-alpha-sialidase [Brachyspira pilosicoli] Brachyspira pilosicoli 221 221 99%  5e-63 3IT27% 470 WP_157145812.1
glycoside hydrolase [Brachyspira pilosicoli] Brachyspira pilosicoli 210 210 100%  1e-58  39.39% 473 WP_157145485.1
glycoside hydrolase [Brachyspira pilosicoli] Brachyspira pilosicoli 201 201 100%  3e-55 37.30% 480 WP_0145932770.1
glycoside hydrolase [Brachyspira pilosicoli] Brachyspira pilosicoli 198 198 99%  6e-54 3790% 482 WP_219709518.1
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glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira sp. SAP_T72]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira sp. SAP_772]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicoli]

sialidase (neuraminidase) family protein-like protein [Brachyspira pilosicoli 95/1000]

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira sp. SAP_T72

Brachyspira pilosicoli

Brachyspira sp. SAP_772

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira sp. SAP_772

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira sp. SAP_T772

Brachyspira pilosicoli

Brachyspira pilosicoli
Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli 95/1000

glycoside hydrolase [Brachyspira pilosicoli]

Brachyspira pilosicoli

188
185
184
183
180
179
179
178
169
166
166
162
161
161
161
160
157
156
148
144
136
135
135
128
116
114
114
12
111
111
111

188
185
184
183
180
179
179
178
169
166
166
162
161
161
161
160
157
156
148
144
136
135
135
128
116
114
114
112
m
m
m

58%
98%
99%
8%
59%
59%
99%
98%
99%
98%
99%
8%
59%
100%
100%
99%
98%
98%
99%
59%
81%
81%
81%
81%
81%
81%
81%
81%
81%
81%
81%

3e-50
3e-49
Se-49
2e-48
4e-47
4e-47
9e-47
1e-46
4e-43
Je-42
4e-42
Ge-41
2e-40
2e-40
Je-40
Se-40
1e-38
2e-38
2e-35
Je-34
4e-3
Ge-31
1e-30
4e-28
4g-24
Je-23
4e-23
1e-22
2e-22
3e-22
3e-22

35.71%
35.92%
35.95%
35.26%
37.43%
35.92%
35.37%
35.45%
34.46%
33.66%
35.43%
32.19%
34.51%
32.39%
34.88%
33.74%
34.52%
34.38%
33.20%
30.58%
31.10%
31.43%
31.26%
30.68%
29.43%
28.88%
29.36%
28.64%
29.36%
29.29%
29.29%

474
474
463
488
452
475
476
472
477
479
476
477
458
468
467
476
479
479
476
475
507
51
51
525
513
515
514
510
504
506
514
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1571474931
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0152743211

WP,
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WP,

219676685.1

WP
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WP

01459363251

WP

1155892256 1

WP,

157150858 .1

WP

013244950 1

WP,

1571508571

WP,

2197095201

WP,

147732247 1

WP

1477306811

WP

1571433411

WP

157159944 1

WP,

115599586.1

WP,

1571465111

WP,

157150859.1

WP,

1155995881

WP,

115589227 1

WP

2196954661

WP

157150856.1

WP

157159945 1

WP,

219699572 .1

WP,

1571433421

Wwp

219676690.1

WP,

1571465091

ADK31999.1

WP

041747857 1
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glycoside hydrolase [Brachyspira pilosicoli]

sialidase (neuraminidase) family protein-like protein [Brachyspira pilosicoli P43/6/78]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase [Brachyspira pilosicali]

glycoside hydrolase [Brachyspira catarrhinii]

glycoside hydrolase [Brachyspira pilosicaoli]

glycoside hydrolase [Brachyspira pilosicoli]

glycoside hydrolase family 16 protein [Brachyspira aalborgi]

glycoside hydrolase family 16 protein [Brachyspira aalborgi]

uncharacterized protein BN7558_ 00132 [Brachyspira sp. CAG:700]

exo-alpha-sialidase [Brachyspira pilosicoli]

Brachyspira pilosicoli

Brachyspira pilosiceli PA3/6/78

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira catarrhinii

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira aalborgi

Brachyspira aalborgi

Brachyspira sp. CAG:700

Brachyspira pilosicoli

111
110
110
110
666
647
543
531
524
52.0
52.0
493

m
110
110
110
BB.6
64.7
543
531
524
5210
52.0
493

81%
81%
81%
81%
80%
45%
63%
63%
7%
7%
%
B3%

Je-22
Ge-22
Te-22
Te-22
Te-07
Se-07
Se-04
0.002
0.004
0.004
0.005
0.037

29.12%
28.57%
28.57%
28.57%
23.99%
30.37%
29.51%
29.08%
75.76%
75.76%
75.76%
28.43%

514
514
510
506
445
431
435
435
424
424
424
435

WP_157144784 1

AGABG269.1
WP_219711436.1

WP_1440441551
WP_115589226.1

WP_137399038 1

WP_157149605.1

WP_015274838 1

WP_147748244 1

WP_147529831.1
CCY7a026.1

WP_219699957 1




Threshold: 1.000 Window: 12

Emini Surface Accessibility Prediction Results

Input Sequences

1 MSKKIIYLLS LLMALSLWFA SCEKNNGLDP MNGGLEPPKE EDNTAGKIDA ETGLWTODOW
61 SSLPADKPLE ENTIFEGDAN NYLRNPWVWY MGTDRSTPWVY FAEKRYNGPG AANDVGIDGK
121 ATVDVVYENG AQSGONFGAE TIVSRGATGR MDSHGAPWWE KVGDMOWWAY ASAGAGIART
181 EEAASAKAAS KIEYAVGTLS GTTFTWDTPW TELEWMNQSL LDTIKTIKTG MMSDMFEQMG
241 TOAARGYWVGI DHETLILPWY MAQQGTTSSV KELMGWYFVE GTWVSGHNTVME QMLGTDARWY
301 FTAKTDSNFS THKESQVIAG T5DSOVENYVA VPSPWGSPYT DNYGLGTGKT DQPEATQIKG
361 HDGAPGYLAF EMFGATSYQA STYRDQAADA GLFLGPKHMNA ANITLYLVME DTLMKEGKAD
421 GFELMNAIGKS GSIDVLGDGT WTAAEEGHN GDRMYYTSFT RYSQSYLASI LOQ

Center position: & Window size: 12 Threshold: 1.000 | Recalculate |

MSKKT1YLLSLLMALSLVFASCKKNNGLDPNNGGLEPPKEEDNTAGK IDAETGLVTDDQVSSLPADKPLKKVT IFKGDANNYLRNPV
VVVMGTDRSTPVVFAEKRYNGPGAANDVG IDGKATVDVVYKVGAQSGQNFGAET IVSRGATGPNDSHGAPVVFKVGDNQVVVVASAG
AGIARTEEAASAKAASKIEYAVGTLSGTTFTWDTPWTELKVNNQSLLDT IKTIKTGNNSDNFEQMGTQAARGYVGIDNKTLILPVVM
AQQGTTSSVKELMGVYFVKGTVSGNTVNWONLGTDARVVFTAKTDSNFSTHKESQV IAGTSDSDVKYVAVPSPWGSPVTDNYGLGTG
KTDQPKATQ I KGHDGAPGYLAFKWFGATSYQASTYKDQAADAGLFLGPKNNAANITLYLVNKDTLNKEGKADGFELNAIGKSGSIDV
LGDGTVVTAAEEGNNGDRNYYTSFTRYSQSYLASILQ



ABCpred Prediction Server Threshold: 0.85  Window: 14

INPUT INFORMATION

Sequence name

|Length of the sequence ”4?2

|Humber of ldmers from the input sequence ”459 |

Threshold setting (Default valus is @.5) @.85

| | |
TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

IM—USewence—Usmtpos:m—Hsﬂre—\

|| arvvETAKTDSNFS ||297 |le.52 |
|2 [[rerLRPVVVVIMGETD |ERS |EREE |H
[3 |[LkvnngsLLDTIRT [[223 ||e.88 ||:|
[3 ||acaa1anTEEASA ||273 |[e.28 ||:|
[3 || LvFascxknnGLDP [[27 |[e.28 ||:|
[z |[ToerATVDVVYKYG |[127 |[2.58 ||:|
4 ||maToRSTRPVVFAEK [[22 |le.87 ||:|
[s ||PseuasPyTONYEL [[332 |ER ||]
s ||asTvkDOAADAGLF ||382 ||e.55 ||:|
G |[ePPxEEDNTAGKTD |ES |[2-85 ||]
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s ||krmaLoeinGELER |24 ||e.55 ||:|
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MSKK I 1YLLSLLMALSLVFASCKKNNGLDPNNGGLEPPKEEDNTAGKI DAETGLVTDDQVSSLPADKPLKKVT I FKGDANNYLRNP
VVVVMGTDRSTPVVFAEKRYNGPGAANDVG I DGKATVDVVYKVGAQSGONFGAET I VSRGATGPNDSHGAPVVFKVGDNQVVVVAS
AGAGIARTEEAASAKAASKIEYAVGTLSGTTFTWDTPWTELKVNNQSLLDT IKT IKTGNNSDNFEQMGTQAARGYVGIDNKTLILP
VVMAQQGTTSSVKELMGVYFVKGTVSGNTVNWQNLGTDARVVFTAKTDSNESTHKESQV IAGTSDSDVKYVAVPSPWGSPVTDNYG
LGTGKTDQPKATQIKGHDGAPGYLAFKWFGATSYQASTYKDQAADAGLFLGPKNNAANITLYLVNKDTLNKEGKADGFELNAIGK
SGSIDVLGDGTVVTAAEEGNNGDRNYYTSFTRYSQSYLASILQ
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MMKK IFVL ILMSLNTL ILNANINS ILNQNKTYE 1 YKADYKEKTENAVRY INNNYSKDK IKAKN1YSTSS I1DVYLENGLTVDE
K1 LKEILSQTMKAYELEKYLYGD IKTKL I LL IMD INGGHTGAKPYMQGYS I FEGNYNE I ENENKN I 1 FLDY INGWDNVDSVL
NT I IHELQH I IHYSNLRESKKTDFDVWVDEALSEAAV IAYRGYLPENRLQYYNSDSMYL I TKGDYFVNWSSGYTVHKYATVS
LFMYWLA IHSKNGFE I YKD 1 ANAPEEYKHTYKA I LYAANKN I KQFKDWSEL YATWLEANYKNEASGLYGYKG I INTKPKVIT
ASANFPMSPGAA1YVQGDFFSDDKLLRYVELGNNVYVVYNPDVNAKGKDRYL ILNSYY
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peptidase M30,_hyicolysin [Brachyspira pilosicoli] Brachyspira pilosicoli 774 774 100% 0.0  10000% 386 MWP_014936920.1
[] peptidase M30 _hyicolysin [Brachyspira pilosicoli] Brachyspira pilosicoli 1 771 100% 0.0 99.48% 386 WP_01493411581
E] peptidase M30, hyicolysin [Brachyspira pilosicoli] Brachyspira pilosicoli w771 100% 0.0 99.48% 386 WP_115585728.1
E] peptidase M30 [Brachyspira pilosicoli] Brachyspira pilosicoli 769 769 100% 0.0 9922% 386 WP_0417528311
(] peptidase M30,_hyicolysin [Brachyspira pilosicoli] Brachyspira pilosicoli 769 765 100% 0.0 99.22% 386 WP_157146691.1
E] peptidase M30_hyicolysin [Brachyspira pilosicoli SP16] Brachyspira pilosicoli SP16 769 769 100% 0.0 98.96% 394 PLV55207.1

(] peptidase M30,_hyicolysin [Brachyspira pilosicoli] Brachyspira pilosicoli 769 765 100% 0.0 95.96% 386 WP_157145671.1
E] conserved hypothetical protein [Brachyspira pilosicoli 35/1000] Brachyspira pilosicoli 95/1000 769 769 100% 0.0 98.96% 394 ADK31177.1

E] peptidase M30. hyicolysin [Brachyspira pilosicoli] Brachyspira pilosicoli 768  Tog 100% 0.0 99.22% 386 WP_219711574.1
[] peptidase M30 [Brachyspira pilosicoli] Brachyspira pilosicoli 768  Te2  100% 0.0 958.96% 386 MWP_041747694.1
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Threshold: 1.000 Window: 12

Emini Surface Accessibility Prediction Results

Input Sequences

1 MMKKIFVLIL MSLNTLILMA MINSILMOWNE TYEIYRADYK EKTFMAVRYI NMNYSKDKIK
61 AKNIYSTSS5I DVYLENGLTY DEKILKEILS QTMEAYELEK YLYGDIKTKL ILLIMDINGG
121 HTGAKPYMOG YSIFEGNYME IENEMKNIIF LDYINGWDNY DSWLNTIIHE LOQHIIHYSML
131 RESKKTDFDV LWWDEALSEAA WIAYRGYLPE MRLOYYNSDS MYLITKGDYF WHWSSGYTWH
2471 EYATVSLFMY WLAIHSKMGF EIYEDIAMAP EEYKHTYKAI LYAAMKHIKD FEDWSELYAT
381 WLEANYENEA SGLYGYKGII NTEPEVITAS ANFPMSPGAA IYWQGDFFSD DELLRYVELG
351 NMWYWVWYNPD WMAKGKDRYL ILNSYY

Center position: & Window size: 12 Threshold: 1.000 | Reacalculate |

MMKKITFVLILMSLNTLILNANINSTLNQNKTYEI'YKADYKEKTFNAVRY INNNYSKDKIKAKNIYSTSSIDVYLENGLTVDEKI
LKEITLSQTMKAYELEKYLYGD IKTKLILL IMDINGGHTGAKPYMQGYSIFEGNYNEIENENKNI IFLDY INGWDNVDSVLNTI I
HELQHI ITHYSNLRESKKTDFDVWVDEALSEAAVIAYRGYLPENRLQYYNSDSMYL I TKGDYFVNWSSGYTVHKYATVSLFMYWL
ATHSKNGFETYKD IANAPEEYKHTYKATLYAANKN IKQFKDWSELYATWLEANYKNEASGLYGYKGI INTKPKVITASANFPMS

PGAA1YVQGDFFSDDKLLRYVELGNNVYVVYNPDVNAKGKDRYLILNSYY



ABCpred Prediction Server Threshold: 0.85 Window: 14

INPUT INFORMATION

|Sequence name

|Length of the sequence

|Mumber of ldmers from the input sequence

|Threshold setting (Default value is @.5)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

”Sequence ”Start position

||ETvkDIANAPEEYK |

[evTvHicvaTuSLFH |[238

||eDYFvmssaYTVH [|227

|| DHsELYATHLEANY | EEE

|| GYNETENENKNIT 138
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MMKK 1 FVL ILMSLNTL ILNANINS I LNQNKTYE I YKADYKEKTENAVRY INNNYSKDK I KAKN 1YSTSS IDVYLENGLTVDEK I L
KE ILSQTMKAYELEKYLYGD IKTKL I LL IMD INGGHTGAKPYMQGYS I FEGNYNE I ENENKN I I FLDY INGWDNVDSVLNT I IHE
LOH I IHYSNLRESKKTDFDVWVDEALSEAAV IAYRGYLPENRLQYYNSDSMYL I TKGDYFVNWSSGYTVHKYATVSLFMYWLAIH
SKNGFE 1 YKD IANAPEEYKHTYKA I LYAANKN IKQFKDWSEL YATWLEANYKNEASGLYGYKG I INTKPKV 1 TASANFPMSPGAA
1YVQG YVVYNPDVNAKGKDRYL ILNSYY
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MKKVLLILFAACYLIYGOQDTNITNENIKDSEDYQLAQRYRELAITEAHNAGDYTQSVEFSKQSKEYSDKVIAKFGVYGLVLNAQRY
AERNLALLKGVGGDTNESSISLYEDSVMDYESGNT IFNAATNDTDYSNSITKYTDSSLKSKLGYDLVSIGLRRDYLINEGAITNA
DSNDNK ILNLRYNAVMFSKAKDYNNS ISNANEAINILDMLEAP IAYAKAQEALNKAKEDGYNETKMTNYNQASTTL IFAKQALDG
EDFSNSLFNSKLV IEMVNAMYNGADYNQETT IVETTGVLFPKYYKVQYRKVGTDSLWK1TASYDF1YGDGNLWKK1YEANKDKIKD
PNIHINGQILLIPSLKGETRDGTYDSNNEYGNIKDIK
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{ TmpB family_outer membrane protein [Brachyspira pilosicoli] Brachyspira pilosicoli 756 756 100% 0.0 100.00% 377 WP_014935632 1
E] TmpB protein [Brachyspira pilosicoli] Brachyspira pilosicoli 754 754 100% 0.0 99.73% 377 WP_157147650.1
E] TmpB family outer membrane protein [Brachyspira pilosicoli] Brachyspira pilosicoli 753 753 100% 0.0 99.47% 377 WP_0149334951
E] TmpB family outer membrane protein [Brachyspira pilosicoli] Brachyspira pilosicoli 753 753 100% 0.0 99.47% 377 WP_015273831.1
[:] TmpE protein [Brachyspira pilosicoli] Brachyspira pilosicoli 753 753 100% 0.0 99.20% 377 WP_157143645.1
[:] TmpB protein [Brachyspira pilosicoli] Brachyspira pilosicoli 753 753 100% 0.0 99.47% 377 WP_101503758.1
E] TmpB protein [Brachyspira pilosicoli] Brachyspira pilosicoli 753 753 100% 0.0 99.47% 377 WP_219711372.1
E] TmpB protein [Brachyspira pilosicoli] Brachyspira pilosicoli 752 752 100% 0.0 99.20% 377 WP_219695655.1
E] TmpB family outer membrane protein [Brachyspira pilosicoli] Brachyspira pilosicoli 752 752 100% 0.0 99.20% 377 WP_0132434841
[:] TmpE protein [Brachyspira pilosicoli] Brachyspira pilosicoli 751 751 100% 0.0 99.20% 377 WP_157145168.1
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Threshold: 1.000 Window: 12

Emini Surface Accessibility Prediction Results

Input Sequences

1 MEKVLLILFA ACYLIYGQDT MITHENIKDS EDYQLAQRYR ELATEAHMAG DYTOQSVEFSK
2l QSKEYSDKVI AKFOWYGLWL NAQRYAERML ALLKGWGGEDT MESSISLYED SWMDYESGNT
121 IFMAATHDTD YSMSITKYTD SSLESKLGYD LVSIGLRRDY LIMEGAITHMA DSHDNEILML
1581 RYNAVMFSKA KDYMWSISHNA MEAINILDML EAPIAYAKAQ EALNKAKEDG YMETKMTHYN
241 QASTTLIFAK QALDGEDFSM SLFNSKLVIE MVNAMYNGAD YNQETTIVET TGVWLFPEYYK
381 VOYRKMGTDS LWKIASYDFI YGDGMLWEKI YEAMKDKIKD PHNIIIMGQIL LIPSLKGETR
361 DGTYDSMNEY GNIKDIK

Center position: 8 Window size: 12 Threshold: 1 000 | Recalculate |

MKKVLLILFAACYLIYGQDTNITNENIKDSEDYQLAQRYRELAIEAHNAGDYTQSVEFSKQSKEYSDKVIAKFGVYGLVLNAQR
YAERNLALLKGVGGDTNESSISLYEDSVMDYESGNT IFNAATNDTDYSNSITKY TDSSLKSKLGYDLVSIGLRRDYLINEGAIT
NADSNDNKILNLRYNAVMFSKAKDYNNS ISNANEAINILDMLEAP IAYAKAQEALNKAKEDGYNETKMTNYNQASTTL 1 FAKQA
LDGEDFSNSLFNSKLVIEMVNAMYNGADYNQETTIVETTGVLFPKYYKVQYRKVGTDSLWKITASYDF1'YGDGNLWKKTYEANKD
KIKDPNITINGQILLIPSLKGETRDGTYDSNNEYGNIKDIK



ABCpred Prediction Server Threshold: 0.85 Window: 14

INPUT INFORMATION

|Sequence name

|Length of the sequence

|Mumher of 1l4mers from the input sequence

|Thresh01d setting (Default valus is 8.5)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

”Sequence ”Start position

||LFeryvRVgYRKYE |EEE
|| TLIFAKQALDGEDF |[245

|| LkevseDTHESSTS |EE

|[psLukIASYDFIYVG [|322

[meaInILDMLEART [|ze2




PROTEINA 5

>F1g|6666666.171271.peg.-840

MKKVLLILFAACYL1YGQDTNITNENIKDSEDYQLAQRYRELAITEAHNAGDY TQSVEFSKQSKEYSDKV I AKFGVYGLVLNAQR
YAERNLALLKGVGGDTNESSISLYEDSVMDYESGNT IFNAATNDTDYSNSITKYTDSSLKSKLGYDLVSIGLRRDYLINEGAIT
NADSNDNKITLNLRYNAVMFSKAKDYNNS ISNANEAINITLDMLEAP1AYAKAQEALNKAKEDGYNETKMTNYNQASTTL I FAKQA

LDGEDFSNSLFNSKLVIEMVNAMYNGADYNQETTIVETTGqLFPKYYKVQYRKVGTDSLWKIASYDFIYGDGNLWKKIYEANKD
KIKDPNITTINGQILLIPSLKGETRDGTYDSNNEYGNIKDIK




PROTEINA 6

>F1g|6666666.171271.peg.1529

MIRKLFY I IFIILFCSNLFSQIVKNEISEKY IKENTAVFEIQDVSTGYSKDLGKKVTTLIENSLTRMKRFNTVDRENLYKY
LKEMELQLTGITDEQVIEMGKIYGYSKAITGKITHSSTRYDYDSDDGTGT I'YANVDLVLQIVDVSTTKILYSSKVSGSSYY
SIDRYPSQAFRDAAIDEACNDLVYKVSAKMRNIFKITLKISDITDGNI ILLAGYDHGLTKNTRFKVYSKSEDIVLPSGNVI
EGQYKQKGTLRIKDMGSEYSIATISRGRNIQVGDIVRETY IGNFIFGLNINYASYKINPLVKEFQGTNSAGGK IKVNLNKN
DYALGMHLKFGYDFQLFSPNLSMGLLFGDFFKTSYGIDTRENFDINIKIYQEIVRFVLTPYVGLGVTFTDIGEVYGGDYRN
GNLLIPNGTKIKSTDVMLGIGLLANIQYNITDTLGINAGVGYRFYTKP INAGTYYEDNSFNMPEEIKTVNLTGLEFMVGVY
GLF
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: curli production assembly protein CsgG [Brachyspira pilosicoli] Brachyspira pilosicoli 976 976  100% 0.0 100.00% 489 WP_014936120.1
curli production assembly protein CsgG [Brachyspira pilosicoli] Brachyspira pilosicoli 970 970 100% 0.0 99.59% 489 WP_219711539.1
curli production assembly protein CsgG [Brachyspira pilosicoli] Brachyspira pilosicoli 969 969 100% 0.0 99.39% 489 WP_1571482421
curli production assembly protein CsgG [Brachyspira pilosicoli] Brachyspira pilosicoli 969 969 100% 0.0 99.39% 489 WP_157143524 1
curli production assembly protein CsgG [Brachyspira pilosicoli] Brachyspira pilosicoli 968 968 100% 0.0 99.39% 489 WP_013243193.1
curli production assembly protein CsgG [Brachyspira pilosicoli] Brachyspira pilosicoli 968 968 100% 0.0 99.18% 489 WP_157143087 1
curli production assembly protein CsgG [Brachyspira pilosicoli] Brachyspira pilosicoli 967 967 100% 0.0 99.18% 489 WP_115568963.1
curli production assembly protein CsgG [Brachyspira pilosicoli] Brachyspira pilosicoli 967 967 100% 0.0 99.18% 489 WP_157145557 1
curli production assembly/transport component CsgG [Brachyspira pilosicoli] Brachyspira pilosicoli 963 963 100% 0.0 98.36% 489 WP_014532531.1
curli production assembly protein CsgG [Brachyspira pilosicoli] Brachyspira pilosicoli 960 960 100% 0.0 98.16% 489 WP_101503411.1
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hypothetical protein [Candidatus Marinimicrobia bacterium]

hypothetical protein [Planctomycetes bacterium]

hypothetical protein [Candidatus Poribacteria bacterium]

hypothetical protein [Megamonas funiformis]

hypothetical protein [Endomicrobiales bacterium]

hypothetical protein [candidate division KSB1 bacterium]

hypothetical protein [Megamonas rupellensis]

hypothetical protein [Candidatus Marinimicrobia bacterium]

TPA: hypothetical protein [Candidatus Marinimicrobia bacterium]

hypothetical protein [Megamonas funiformis]

hypothetical protein [Candidatus Marinimicrobia bacterium]

hypothetical protein [Candidatus Schekmanbacteria bacterium)]

hypothetical protein [Elusimicrobia bacterium]

hypothetical protein [Candidatus Marinimicrobia bacterium]

hypothetical protein [Proteobacteria bacterium]

Brachyspira hyodysenterias

Brachyspira hampsonii
Brachyspira suanatina
Brachyspira hampsonii

Spirochaetes bacterium

Candidatus Marinimicrobia bacterium

Planctomycetes bacterium

Candidatus Poribacteria bacterium

Megamonas funiformis

Candidatus Marinimicrobia bacterium

Megamonas

Endomicrobiales bacterium

candidate division KSB1 bacterium

Megamaonas rupellensis
Candidatus Poribacteria bacterium

Candidatus Poribacteria bacterium

Candidatus Poribacteria bacterium

Megamaonas rupellensis

Candidatus Marinimicrobia bacterium

Candidatus Marinimicrobia bacterium

Candidatus Marinimicrobia bacterium

Candidatus Marinimicrobia bacterium

Thaumarchaeota archaeon

Candidatus Marinimicrobia bacterium

Megamonas funiformis

Candidatus Marinimicrobia bacterium

Candidatus Schekmanbacteria bact. .

Elusimicrobia bacterium

bacterium TMED46

Candidatus Marinimicrobia bacterium

Proteobacteria bacterium

595
593
592
535
266
7.0
782
77.0
738
755
7386
724
747
724
743
7389
738
7186
7238
709
705
705
701
69.7
67.3
639
67.8
66.6
68.2
67.8
66.2

585
593
592
535
266
7.0
78.2
7.0
738
755
136
T2.4
747
72.4
743
735
7386
7.6
728
708
T0.5
705
0.1
69.7
G678
63.9
67.8
66.6
68.2
678
66.2

95%
95%
95%
84%
99%
34%
58%
56%
53%
42%
53%
45%
52%
53%
55%
55%
55%
53%
43%
67%
68%
68%
68%
49%
53%
43%
56%
23%
46%
47%
51%

0.0
0.0
0.0
0.0
2e-79
1e-11
4e-11
1e-10
2e-10
2e-10
2e-10
5e-10
5e-10
Ge-10
Te-10
&e-10
1e-09
1e-09
2e-09
Ge-09
Te-09
9e-09
1e-08
1e-08
2e-08
2e-08
2e-08
4e-08
5e-08
Ge-08
Te-08

62.21%
62.47%
62.00%
63.13%
33.33%
31.03%
26.42%
26.69%
25.89%
24.69%
25.89%
26.15%
28.73%
2553%
26.35%
26.35%
26.37%
25.53%
23.44%
22.22%
21.66%
21.66%
21.66%
24.73%
25.09%
24.79%
22.97%
30.17%
24.12%
22.31%
24.09%

439
439
439
417
503
253
551
630
254
502
294
263
591
254
618
616
617
294
504
479
452
452
4594
474
294
454
290
265
452
439
2493

WP_047115938.1
WP_008726314.1
WP_048594851.1
MBEWS5409461.1
MBI4976824 1
MBN2280277.1
MBWS035542 .1
MAT78798.1
WP_193526127 1
NOU27443 1
WP_117585452.1
MBEN1622114.1
MBEN1350508.1
WP_117976780.1
MBP36464 1
MBFT4301.1
MBR56232.1
WP_018998632.1
NOTS7953 .1
NOV38267.1
HIAS0457 .1
HIB31678.1
MBE44706.1
MBT3590648.1
WP_204965427 1
MBC38401792.1
MBI2571660.1
MEBEI4348578.1
RPHO6716.1
MBEOG1980.1
MBU2520867 .1
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hypaothetical protein [Desulfobacteraceae bacterium]

hypothetical protein [bacterium]

hypothetical protein [Candidatus Eisenbacteria bacterium]

hypothetical protein [Firmicutes bacterium]

hypothetical protein [Candidatus Marinimicrobia bacterium]

hypothetical protein [FCE group bacterium]

TPA: hypothetical protein [Candidatus Aerophobetes bacterium]

hypothetical protein DWQO05_08640 [Calditrichasota bacterium]

CsgG/HfaB family protein [Proteobacteria bacterium]

CsgG/HfaB family protein [Protecbacteria bacterium]

hypothetical protein [Candidatus Poribacteria bacterium)]

hypothetical protein [Candidatus Marispirochaeta associata]

TPA: hypothetical protein [lgnavibacteria bacterium)

hypothetical protein [Candidatus Marinimicrobia bacterium)]

hypothetical protein [Megamonas hypermegale]

hypothetical protein [Megamonas hypermegale]

hypothetical protein FSK33_16290 [bacterium]

hypothetical protein [Candidatus Brocadiales bacterium]

hypothetical protein [Megamonas hypermegale]

hypothetical protein [Candidatus Poribacteria bacterium]

Desulfobacteraceae bacterium
bacterium
Candidatus Eisenbacteria bacterium

Firmicutes bacterium

Candidatus Marinimicrobia bacterium

FCEB group bacterium

Candidatus Aerophobetes bacterium

Calditrichaeota bacterium

Deltaproteobacteria bacterium
Candidatus Marinimicrobia bacterium

Deltaprotecbacteria bacterium

Proteobacteria bacterium

Proteobacteria bacterium

Candidatus Poribacteria bacterium

Candidatus Marispirochaeta associata

lgnavibacteria bacterium

Megamonas funiformis

Desulfonema magnum

Candidatus Marinimicrobia bacterium
Megamonas hypermegale
Megamonas hypermegale
bacterium

Candidatus Brocadiales bacterium

Megamonas hypermegale
Candidatus Poribacteria bacterium
Deltaprotecbacteria bacterium

Armmatimonadetes bacterium CGO7_ .

candidate division KSB1 bacterium ...

65.5
65.5
65.5
65.1
639
63.2
62.0
62.0
62.8
62.8
62.0
61.6
61.6
624
61.2
60.5
60.1
60.5
61.2
60.1
60.1
60.1
60.5
59.7
58.9
58.5
582
56.6

655
655
655
651

63.9
63.2
62.0
62.0
G2.8
G2.8
62.0
G616
G616
G624
61.2
605
60.1

60.5
61.2
60.1
60.1
60.1
605
597
58.9
58.5
58.2
56.6

51%
33%
50%
35%
48%
48%
55%
39%
54%
3IT%
51%
65%
65%
55%
3%
57%
44%
26%
55%
44%
44%
35%
36%
44%
55%
55%
57%
32%

1e-07
2e-07
2e-07
4e-07
1e-06
1e-06
2e-06
2e-06
2e-06
Je-06
Je-06
4e-06
4e-06
4e-06
4e-06
5e-06
Te-06
Te-06
Ge-06
de-06
de-06
Se-06
9e-06
1e-05
4e-05
5e-05
Ge-05
Te-05

23.74%
30.11%
21.86%
25.84%
22.30%
23 11%
22.58%
25.36%
25.18%
26.83%
26.46%
22.60%
22.60%
25.00%
26.62%
24.35%
26.20%
25.85%
23.03%
26.20%
26.20%
26.78%
25.80%
26.20%
24.66%
24.29%
24.34%
30.06%

293
324
341
461
475
438
322
321
470
676
452
377
377
616
358
284
283
317
477
283
283
324
406
283
616
494
416
253

MBA3018106.1
MBL 7995485.1

MBD3368327.1
NLN18455.1
MBL7014200.1
NOZ75370.1
HDZ50032.1
KAA3G18100.1
MBI5561441.1
RKY53510.1
MBI5235995.1
MBU1640658.1
MBU0GE80398.1
MAJT3112 .1
WP_069893365.1
HELS0958.1
WP_193526270.1
WP_207680380.1
MBT3299564.1
WP_027890743.1
WP_087385990.1
KAB2877514.1
MBC8552167.1
WP_204935792 1
MAP91240.1
MEBI5885432.1
PIUBT748.1
OPX32774.1




Threshold: 1.000 Window: 12

Home Help Example Reference Download Contact

Emini Surface Accessibility Prediction Results

Input Sequences

1 MIRKLFYIIF IILFCSNLFS QIVKMEISEK YIKENIAVFE IQDVSTGYSK DLGKKVTTLI
51 EMSLTRMKRF NIVDRENLYK YLKEMELQLT GITDEQVIEM GKIYGYSKAI TGKITHSSTR
121 YDYDSDDGTG TIYAMVDLVL QIVOVSTTKI LYSSKVSGSS YYSIDRYPSQ AFRDAAIDEA
181 CNDLWYKVSA KMANIFKITL KISDITDGNI ILLAGYDHGL TKNTRFKVYS KSEDIVLPSG
241 NVIEGQYKQK GTLRIKDMGS EYSIATISRG RNIQVGDIVR ETYIGNFIFG LNINYASYKI
381 NPLVKEFQGT NSAGGKIKVN LNKNDYALGM HLKFGYDFQL FSPNLSMGLL FGDFFKTSYG
361 IDTRFNFDIN IKIYQEIVRF VLTPYVGLGY TFTDIGEVYG GDYRMGMLLI PNGTKIKSTD
421 VMLGIGLLAN IQYNITDTLG IMAGVGYRFY TKPINAGTYY EDNSFNMPEE IKTWNLTGLE

481 FMVGVYGLF

Center position: 6 Window size: 12 Threshold: 1 000 | Recalculate |

MIRKLFYT1FIILFCSNLFSQIVKNEISEKY IKENTAVFEIQDVSTGYSKDLGKKVTTLIENSLTRMKRFENTVDRENLYKYLK
EMELQLTGITDEQVIEMGKIYGYSKAITGKITHSSTRYDYDSDDGTGT I'YANVDLVLQIVDVSTTKILYSSKVSGSSYYSIDR
YPSQAFRDAAIDEACNDLVYKVSAKMRNITFKITLKISDITDGNITLLAGYDHGLTKNTRFKVYSKSED IVLPSGNVIEGQYKQ
KGTLRIKDMGSEYSIATISRGRNIQVGDIVRETY IGNFIFGLNINYASYKINPLVKEFQGTNSAGGK IKVNLNKNDYALGMHL
KFGYDFQLFSPNLSMGLLFGDFFKTSYGIDTRFNFDINIKIYQEIVRFVLTPYVGLGVTFTDIGEVYGGDYRNGNLLIPNGTK
IKSTDVMLGIGLLANTQYNITDTLGINAGVGYRFYTKPINAGTYYEDNSFNMPEEIKTVNLTGLEFMVGVYGLF



Threshold: 0.85 Window: 14
ABCpred Prediction Server

INPUT INFORMATION

|5equence name

|Length of the segquence

|Number of ldmers from the input seguence

|Threshn1d setting (Default value is @.5)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

”Sequence ”Start position

|GLevTFTDIGEVYE [|387

|| TLLAGYDHGELTHNT [[212

||EnLvkyLKEMELQL [|7¢

|LTeNTRFKVYSKSE [|22e




PROTEINA 6

>Fig|6666666.171271.peg.1529

MIRKLFY I IF 1 ILFCSNLFSQIVKNE ISEKY I KEN 1AVFE 1QDVSTGYSKDLGKKVTTL 1ENSLTRMKRFN 1VDRENLYKYLK
EMELQLTGITDEQV IEMGK 1 YGYSKAITGK I THSSTRYDYDSDDGTGT I YANVDLVLOIVDVSTTKILYSSKVSGSSYYSIDR
YPSQAFRDAA I DEACNDLVYKVSAKMRN I FK ITLK1SD I TDGN I I LLAGYDHGLTKNTREKVYSHKSED I'VLPSGNV IEGQYKQ
KGTLR IKDMGSEYS IAT ISRGRN 1QVGD I'VRETY IGNF I FGLN INYASYK INPLVKEFQGTNSAGGK I KVNLNKNDYALGMHL
KFGYDFQLFSPNLSMGLLFGDFFKTSYGIDTRENFDINIKIYQE IVRFVLTPYVGLGVTETDIGEVYGGDYRNGNLL I PNGTK
IKSTDVMLGIGLLANIQYNITDTLG INAGVGYRFYTKP INAGTYYEDNSFNMPEE IKTVNLTGLEFMVGVYGLF




PROTEINA 7

>Fig|6666666.171271_peg.2232
MIKKILIIVVICLSFANISYSFQNGVY ISPKF 1'YS IKGNNNMFVGAGAS
IGYNFNILSKYSPIRVEFEYLYKNGLEVNNYPNNIDNINIHSMLENAYY
DINL 1Y INYDGEENNIYRNGKRHIMT ISLGFSLGGN IDYSLSSSFNEKF
GLVKNYSYSDNFAFMYGPN I SEGFHLNPT I TLELGYRLLLDTAINLNHD
VLLFMRLNF




BLAST @ » blastp suite » results for RID-M7PB3YNVO1R Home RecentResults Saved Strategies Help

< Edit Search Save Search Search Summary v © How to read this report? @3 BLAST Help Videos 'OBack to Traditional Results Page
Job Title Protein Sequence Filter Results
RID M7YPB3YNVO1R Search expires on 09-18 07-55 am Download All v
- Organism only top 20 will appear [] exclude
Program BLASTP @ Citation v
Database 0 See details v Type common name, binomial, taxid or group name
=+ Add organism
Query ID lcl|Query_462632
Description None Percent Identity E value Query Coverage
Molecule type amino acid to to to
Query Length 205
Other reports  Distance tree of results Multiple alignment MSA viewer @ m Reset
Graphic Summary Alignments Taxonomy
Sequences producing significant alignments Download Select columns > Show e
[ ] selectall ¢ sequences selected GenPept Graphics Distance tree of results EMSA Viewer
Descrpon sefenic Name Soore Seore Cover value | Idem | Lon  Accessr
v - - - - v
tia invasion determinant [Brachyspira pilosicoli] Brachyspira pilosicoli 399 399 100% 3e-140 100.00% 205 WP_014936637.1
[:] tia invasion determinant [Brachyspira pilosicoli] Brachyspira pilosicoli 395 395 100% 3e-138 99.02% 205 WP_0152744991
E] tia invasion determinant [Brachyspira pilosicoli] Brachyspira pilosicoli 395 395 100% 3e-138 99.02% 205 WP_014932441.1
E] tia invasion determinant [Brachyspira pilosicoli] Brachyspira pilosicoli 393 393 100% 1e-137 98.54% 205 WP_157147847.1
[:] tia invasion determinant [Brachyspira pilosicoli] Brachyspira pilosicoli 393 393 100% 1e-137 98.54% 205 WP_013244610.1
E] tia invasion determinant [Brachyspira pilosicoli] Brachyspira pilosicoli 391 391 100% 7Te-137 98.05% 205 WP_101503087 1
[:] tia invasion determinant [Brachyspira pilosicoli] Brachyspira pilosicoli 391 391 100% 7Te-137 98.05% 205 WP_157144234 1
E] tia invasion determinant [Brachyspira pilosicoli] Brachyspira pilosicoli 391 391 100% Be-137 97.56% 205 WP_219709751.1
E] tia invasion determinant [Brachyspira pilosicoli] Brachyspira pilosicoli 361 361 94% de-125 92.78% 205 WP_147731683.1
E] tia invasion determinant [Brachyspira sp. SAP_772] Brachyspira sp. SAP_T72 361 361 94% Te-125 93.30% 205 WP_1571518891
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outer membrane beta-barrel protein [Brachyspira aalborgi]

outer membrane beta-barrel protein [Brachyspira aalborgi]

tia invasion determinant [Brachyspira innocens]

outer membrane beta-barrel protein [Brachyspira murdochii]

outer membrane beta-barrel protein [Brachyspira aalborgi]

outer membrane beta-barrel protein [Brachyspira aalborgi]

outer membrane beta-barrel protein [Brachyspira aalborgi]

outer membrane beta-barrel protein [Brachyspira murdochii]

outer membrane beta-barrel protein [Brachyspira catarrhinii]

tia invasion determinant [Brachyspira catarrhinii]

tia invasion determinant [Brachyspira hampsonii]

outer membrane beta-barrel protein [Brachyspira aalborgi]

tia invasion determinant [Brachyspira hampsonii]

tia invasion determinant [Brachyspira hampsonii]

tia invasion determinant [Brachyspira suanatina)

tia invasion determinant [Brachyspira alvinipulli]

tia invasion determinant [Brachyspira hyodysenteriae]

hypothetical protein [Brachyspira aalborgi]

Brachyspira aalborgi
Brachyspira aalborgi
Brachyspira aalborgi

Brachyspira innocens

Brachyspira murdochii
Brachyspira aalborgi
Brachyspira aalborgi

Brachyspira aalborgi

Brachyspira aalborgi

Brachyspira aalborgi

Brachyspira aalborgi

Brachyspira murdochii

Brachyspira catarrhinii

Brachyspira catarrhinii
Brachyspira aalborgi

Brachyspira intermedia

Brachyspira sp. G79
Erachyspira aalborgi
Brachyspira sp.
Brachyspira aalborgi
Brachyspira hampsonii
Brachyspira aalborgi
Brachyspira hampsonii

Brachyspira hampsonii

Brachyspira hampsonii

Brachyspira suanatina

Erachyspira alvinipulli

Brachyspira hyodysenterias

Brachyspira hyodysenterias

Brachyspira aalborgi

172
171
171
171
171
170
170
170
170
169
169
169
168
169
168
168
167
166
169
183
162
161
161
158
158
150
146
143
142
955

172
171

171

171

171

170
170
170
170
169
169
169
168
169
168
165
167
166
169
163
162
161
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158
158
150
146
143
142
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100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
92%
100%
100%
100%
100%
100%
100%
100%
92%

3e-50
5e-50
Se-50
Te-50
1e-49
1e-45
2e-49
2e-49
2e-49
Je-49
Je-49
Ge-49
9e-49
9e-49
9e-49
1e-42
Je-48
Te-48
Te-47
Te-47
2e-46
4e-46
Se-46
1e-44
1e-44
2e-41
Se-40
Te-39
1e-38
2e-20

42.25%
41.78%
41.31%
42.66%
40.83%
41.78%
41.78%
41.78%
41.31%
41.31%
41.31%
40.83%
38.32%
38.32%
41.31%
42.20%
41.74%
41.31%
41.31%
40.36%
39.45%
41.41%
39.45%
38.07%
43.38%
38.36%
36.07%
39.64%
39.19%
32.00%

213
213
213
221
221
213
213
213
213
213
213
221
214
220
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221
221
213
413
213
221
199
221
221
221
222
219
222
222
212

WP_147771547 1
WP_147776899.1
WP_147558467.1
WP_020003440.1
WP_013114446.1
WP_147531418.1
WP_147527203.1
WP_147739258.1
WP_1475474588.1
WP_021958309.1
WP_147525732 .1
WP_157153634.1
WP_161976098.1
TKZ35817.1
WP_147737433.1
WP_014488799.1
WP_096737045.1
WP_147718350.1
MBS54764549 .1
WP_147758915.1
WP_008723721.1
WP_158634603.1
WP_107926293.1
WP_008727223.1
WP_069726592.1
WP_048593491.1
WP_028330778.1
WP_020064295.1
WP_012671779.1
WP_147545860.1
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hypothetical protein [Brachyspira aalborgi]

tia invasion determinant [Brachyspira aalborgi]

invasin [Brachyspira murdochii]

tia invasion determinant [Brachyspira aalborgi]

invasin [Brachyspira suanatina)

tia invasion determinant [Brachyspira sp. CAG:700]

invasin [Brachyspira murdochii]

hypaothetical protein [Brachyspira murdochii]

invasin [Brachyspira hyodysenteriag]

tia invasion determinant [Brachyspira aalborgi]

invasin [Brachyspira hyodysenteriag]

invasin [Brachyspira sp. G79]

invasin [Brachyspira innocens]

invasin [Brachyspira intermedia]

Brachyspira aalborgi
Brachyspira aalborgi

Brachyspira aalborgi

Brachyspira aalborgi
Brachyspira aalborgi
Brachyspira aalborgi
Brachyspira aalborgi
Brachyspira aalborgi

Brachyspira aalborgi

Brachyspira aalborgi
Brachyspira aalborgi

Erachyspira alvinipulli

Brachyspira aalborgi
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Brachyspira aalborgi

Erachyspira suanatina

Brachyspira sp. CAG:700

Brachyspira murdachii

Brachyspira murdachii
Brachyspira aalborgi

Brachyspira hampsonii

Brachyspira hampsonii
Erachyspira aalborgi

Brachyspira hampsonii

Brachyspira hyodysenteriae
Brachyspira aalborgi

Brachyspira hyodysenteriae

Brachyspira sp. G79
Erachyspira innocens

Erachyspira intermedia
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9.7
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913
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89.4
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859
859
85.1
84.7
84.3
843
84.0
836
83.2
83.2
83.2
83.2
82.4
82.4
82.0
793
783

93.2
92.4
M7
"7
M3
801
89.4
88.6
88.2
87.8
87.8
87.8
87.4
87.4
859
859
85.1
84.7
843
843
84.0
83.6
83.2
83.2
83.2
83.2
82.4
82.4
82.0
79.3
76.3

92%
99%
99%
99%
92%
99%
99%
92%
99%
92%
92%
97%
99%
92%
88%
99%
99%
99%
88%
88%
99%
99%
99%
92%
88%
99%
92%
99%
68%
88%
88%

2e-19
4e-19
Ge-19
Te-19
ge-19
2e-18
5e-16
1e-17
2e-17
2e-17
2e-17
2e-17
2e-17
Je-17
1e-16
1e-16
2e-16
Je-16
4e-16
4e-16
Ge-16
Te-16
1e-15
1e-15
1e-15
1e-15
2e-15
2e-15
Je-15
Je-14
4e-13

31.50%
30.52%
30.37%
30.37%
31.66%
30.37%
30.59%
32.16%
30.59%
31.50%
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31.22%
30.59%
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31.16%
32.82%
30.45%
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30.00%
32.31%
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tia invasion determinant [Brachyspira sp. SAP_772]

tia invasion determinant [Brachyspira pilosicoli]

tia invasion determinant [Brachyspira pilosicoli]

tia invasion determinant [Brachyspira pilosicoli]

tia invasion determinant [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

tia invasion determinant [Brachyspira pilosicoli]
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tia invasion determinant [Brachyspira pilosicoli]

tia invasion determinant [Brachyspira pilosicoli WesB]

tia invasion determinant [Brachyspira pilosicoli]

tia invasion determinant [Brachyspira pilosicoli P43/6/7 8]

tia invasion determinant [Brachyspira pilosicoli]

outer membrane beta-barrel protein [Pseudodesulfovibrio sp.]

Brachyspira hampsonii

Brachyspira sp. SAP_772

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli

Brachyspira pilosicoli WesB

Brachyspira pilosicoli

Brachyspira pilosicoli P43/6/78

Brachyspira pilosicoli

Pseudodesulfovibrio sp.

Candidatus Mailhella merdigallinarum

TPA: outer membrane beta-barrel protein [Candidatus Mailhella merdigallinarum]

porin family protein [Desulfovibrionaceae bacterium]

porin family protein [Enterobacter cloacae]

porin family protein [Desulfovibrionaceae bacterium]

porin family protein [Desulfovibrio sp. 6_1_46AFAA]

Desulfovibrionaceae bacterium

Enterobacter cloacas

Desulfovibrionaceae bacterium

Desulfovibrio sp. 6_1_46AFAA

Desulfovibrio sp.

Acinetobacter sp. MBS

Desulfovibrionales bacterium GWAZ2_ 65
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Threshold: 1.000 Window: 12

Emini Surface Accessibility Prediction Results

Input Sequences

1 MIKKILIINY ICLSFANISY SFONGVYISP KFIYSIKGMM NMFVGAGASI GYMFHNILSKY
61 SPIRVEFEYL YKMGLEWVNNY PMMIDMINIH SMLFNAYYDI MLIYINYDGE ENNMIYRMGKR
121 HIMTISLGFS LGGNIDYSLS SSFHMEKFGLY KMYSYSDMWFA FMYGPNISFG FHLMPTITLE
181 LGYRLLLDTA IMLNHDVLLF MRLNF

Center position: 8 Window size: 12 Threshold: 1 000 Recalculate

MIKKILIIVVICLSFANISYSFQNGVY ISPKFIYSIKGNNNMFVGAGASIGYNFNILSKYSPIRVEFEYLYKNGLEVNNYPNNI
DNINITHSMLFNAYYDINLTY INYDGEENNI'YRNGKRHIMT I SLGFSLGGN IDYSLSSSFNEKFGLVKNYSYSDNFAFMYGPNIS
FGFHLNPTITLELGYRLLLDTAINLNHDVLLFMRLNF



Threshold: 0.85 Window: 16
ABCpred Prediction Server

INPUT INFORMATION

|5equence name

|Length of the sequence

|Mumber of 1émers from the input seguence

|Threshold zetting (Default value is 8.5)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

”Sequence ”Start position

|| AFMYGPNISFGFHLNP |10
[[EvLvknGLEvIRY RN | EE

||WPTITLELGYRLLLDT ||174




PROTEINA 7

>Fig|6666666.171271 .peg.2232
MIKKILIIVVICLSFANISYSFQNGVY I SPKF1YSIKGNNNMFVGAGAS I GYNFEN ILSKY

S IRVEFEYLYKNGLEVNNYPNNIDEINIHSMLFNAYYDINLIYINYDGEENNIYRNGKR

H CGFSLG FGLVKNYSYSDNFAFMYGPNISFGFHLNPTITLE
LGYRLLLDTAINLNHDVLLFMRLNF




PROTEINA 8

>T1g]|6666666.171271_.peqg.2472

MKDP I LFDSNSSVVNTNKYAETLDYLSLVLKSTNILNIYIEGHIDSSEVRYMNKNTVYNL
STTNNILYLYDRNNEVDLSYLRSLAVGDLLTDNDNKLKAIGLONLIDYGTPEQNRRVEFRV
I IENSNDMYMYTNY 1YNLY
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: OmpA family protein [Brachyspira pilosicoli] Brachyspira pilosicoli 270 270 100%  2e-90 99.28% 197 WP_0132444381
E] hypothetical protein [Brachyspira pilosicoli] Brachyspira pilosicoli 270 270 100% 2e-90 99.28% 195 WP_219677064.1
E] Omph family protein [Brachyspira pilosicoli] Brachyspira pilosicoli 270 270 100% 2e-90 99.28% 198 WP_1571425941
E] hypothetical protein [Brachyspira pilosicoli] Erachyspira pilosicali 269 269 100% 8e-90 97.84% 200 WP_2197092851
E] OmpA family protein [Brachyspira pilosicoli] Brachyspira pilosicoli 268 268 100% 2e-89 98.56% 197 WP_014932253.1
E] hypothetical protein [Brachyspira pilosicoli] Brachyspira pilosicoli 244 244 100% 1e-79 89.21% 214 WP_147731758.1
E] hypothetical protein [Brachyspira sp. SAP_772] Brachyspira sp. SAP_772 238 238 100% 2e-77 86.33% 213 WP_157151210.1
[:] Omph family protein [Brachyspira aalborgi] Brachyspira aalborgi 1200 120 98%  9e-31 5429% 223 WP_147771417.1
E] OmpA family protein [Brachyspira aalborgi] Erachyspira aalborgi 120 120 98% 1e-30 54.29% 223 WP_1475273981
E] OmpA family protein [Brachyspira aalborgi] Erachyspira aalborgi 120 120 98% 1e-30 54.29% 223 WP_147736968.1




putative uncharacterized protein [Brachyspira sp. CAG:700]

OmpA family_protein [Brachyspira aalborgi]

OmpA family_protein [Brachyspira aalborgi]

hypothetical protein [Brachyspira murdochii]

hypothetical protein [Brachyspira murdochii]

hypothetical protein [Brachyspira hyodysenteriae]

hypothetical protein [Brachyspira murdochii]

hypothetical protein [Brachyspira sp. G79]

hypothetical protein [Erachyspira hampsonii]

hypothetical protein [Brachyspira alvinipulli]

OmpA family_ protein [Candidatus Kuenenia stuttgartiensis]
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flagellar motor protein MotB [Candidatus Omnitrophica bacterium)

OmpA family protein [Candidatus Omnitrophica bacterium]

hypothetical protein AUJT4 06905 [Candidatus Omnitrophica bacterium CG1_02_ 4 .

Candidatus Omnitrophica bacterium

Candidatus Omnitrophica bacterium

Candidatus Omnitrophica bacterium CG1 ...

hypothetical protein A2Y05_ 03595 [Omnitrophica WOR_2 bacterium GWAZ 53 _43]

Omnitrophica WOR_2 bacterium GWAZ2 &

OmpA family protein [Candidatus Omnitrophica bacterium]

TPA: hypothetical protein [Candidatus Omnitrophica bacterium)]

hypothetical protein CBC05_00565 [Crocinitomicaceae bacterium TMED45]

Candidatus Omnitrophica bacterium

Candidatus Omnitrophica bacterium

Crocinitomicaceae bacterium TMED45
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Threshold: 1.000 Window: 12

Home Help Example Reference Download Contact

Emini Surface Accessibility Prediction Results

Input Sequences

1 MKDPILFDSN SSWWNTMKYA ETLDYLSLVL KSTNILNIYI EGHIDSSEWVR YMMKNTWYML
61 STTNHILYLY DRMNEVDLSY LRSLAVGDLL TDMDMELKAI GLONLIDYGT PEQHRRVEFV
121 TTENSNDMYM YTHNYIYMLY

Center position: & Window size: 12 Threshold: 1 000 | Recalculate |

MKDP ILFDSNSSVVNTNKYAETLDYLSLVLKSTNILNTYIEGHIDSSEVRYMNKNTVYNLSTT
NNILYLYDRNNEVDLSYLRSLAVGDLLTDNDNKLKAIGLQNLIDYGTPEQNRRVEFVIIENSN
DMYMY TNY FYNLY



Threshold: 0.85 Window: 16

ABCpred Prediction Server

INPUT INFORMATION

|Sequence name

|Length of the sequence

|Number of lémers from the input seguence

|Thresh01d setting (Default value is @.5)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

”Sequence ”Start position

||EcrIDSSEVRYMNENT |42

|[TPEQURRVEFVIIENS |[112

|louLIDYETPEQURRVE |EEE




PROTEINA 8

>Fig|6666666.171271._peg.2472

MKDP ILFDSNSSVVNTNKYAETLDYLSLVLKSTNILNITY IEGHIDSSEVRYMNKNTVYN
LSTTNNILYLYDRNNEVDLSYLRSLAVGDLLTDNDNKLKA

FVIIENSNDMYMYTNY TYNLY




PROTEINA 9

>Fig|6666666.171271.peg.693

MPK I EDLERLGSLAF I I GNKNLPKELSQEDYNNFKSVFTDEYMANSTPNNDDDVPS I DDLDNLDNLDLPDDNTNDNLGLSDD
LGLPEELDTADNLDNNNTELDNLPDSTNDDLGLPDDLGLPEELNTADNLDNNNTELDNLPDS I1DDDLGLPDDLGLPDDLDDI
KNDNKKLDNDTDLTNLDLPKDKELENKLNSE INDSYNSKLNNNIPDLP I LDDLPLPESLDDYSNDSNDSIEETITDDIDNLA
DNLPDDLDDTLEEE I INNDSNLDDLDNLES I LDDDTSEKEESKQEDTDNLDDLES I LDDDTNEKEEPKQEDTDNLDDLES I L
DDDTSEKEEPKQEDTDNLDDLES I LDDDTSEKEEPKQEDTDNLDDLDS I LDDDTSEKEEPKQEDTDNLDDLDS I LDDNAKEE
SNNNLETALDDD I KTQDADELENN I DNNSLESNNDNLMVENVAGNVR I I EEENTLPSPDSADSLGESKYEDVDKD INDDEV I
DNIKRLSP I TRYHVLDAILNEKLSKNSMQKLLKALEKGESNEY I TDF INNELGLS ISDSRGGLLD I IPIPSSLKEYAKI IR
AATFLVLFVGVVLFSYQF I YKPVLANRYFKMGLEN I YNSQFDEAERNFAKGDRLTPKK I KWYNKYAKEY I DRSAFDYALKKL
ETSVDIKPRNIDTRLLFGYYYRNKGEKELSEEDYNSGEELYNNLMTYTDKEKDLKR 1 YDDLGVLMISRAKTLVEPNYYNNAY
ENYREM INKFGDNV I PRKRVML 1K 1 YQDNYQDVKDLQNH INRLKNGY 1 DDDVYPKLAKYLLDKDDFYGARKLFEKLLAKYTN
NLES IVGYADYEARLKHYDRAKE I L INSALPLYTSNPYNVGEEYVYNMLGQ1YYNLKEYGSA INNFKLALEKNSLYPDANFN
LANLYFYQDNDYKKAKEHYK 1 AYDNLAPDLRSDQLLYNLSWLYYLDGEYDLAFQGFNDLFYKNPDNS IVSYALGNSLLHLDR
ANLANGFYRNALNKALESRRDKFEMRTEKDFMF I SYLASLHNN IGVSYAYNSVVSNK I ENEQMAFKNFVVASEYFDQLRTSN
I DLDMAEKRTVN IDNQN I GASKYNMMA 1QSKRNLKNSV 1 1DDY I PKTMFNLK
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Job Title Protein Sequence

RID M7TT1HEPMO16 Search expires on 09-18 08:41 am Download All v
Program BLASTP @ Citation v

Database nr  See details v

Query ID lcl|Query_83810
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Query Length 1118
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v w w w w w
tetratricopeptide repeat protein [Brachyspira pilosicali] Brachyspira pilosicoli 2164 2164 100% 0.0 10000% 1118 WP_014535532.1
G tetratricopeptide repeat protein [Brachyspira pilosicali] Brachyspira pilosicoli 2133 2133 100% 0.0 96.20% 1158 WP_157146450.1
G tetratricopeptide repeat protein [Brachyspira pilosicali] Brachyspira pilosicoli 2131 2131 100% 0.0 96.03% 1158 WP_157155594 1
D tetratricopeptide repeat protein [Erachyspira pilesicoli] Erachyspira pilosicoli 2131 2131 100% 0.0 96.10% 1154 WP_157147563.1
D tetratricopeptide repeat protein [Erachyspira pilosicoli] Erachyspira pilosicoli 2131 2131 100% 0.0 96.35% 1152 WP_157149664 .1
G tetratricopeptide repeat protein [Brachyspira pilesicali] Brachyspira pilosicali 2128 2128 100% 0.0 95.77% 1158 WP_013244809.1
G tetratricopeptide repeat protein [Brachyspira pilesicali] Brachyspira pilosicali 2128 2128 100% 0.0 95.85% 1158 WP_157143400.1
G tetratricopeptide repeat protein [Brachyspira pilesicali] Brachyspira pilosicali 2125 2125 100% 0.0 95.94% 1159 WP_015274391.1
[:] tetratricopeptide repeat protein [Brachyspira pilosicali] Brachyspira pilosicoli 2123 2123 100% 0.0 95.77% 1159 WP_115599651.1
[:] tetratricopeptide repeat protein [Brachyspira pilosicali] Brachyspira pilosicoli 2121 2121 100% 0.0 9567% 1154 WP_157145716.1
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tetratricopeptide repeat protein [Brachyspira pilosicali]

tetratricopeptide repeat protein [Brachyspira pilosicali]

tetratricopeptide repeat protein [Brachyspira sp. SAP_772]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

tetratricopeptide repeat protein [Brachyspira pilosicoli]

TPR repeat-containing protein [Brachyspira pilosicoli WesB]

tetratricopeptide repeat protein [Brachyspira aalborgi]

tetratricopeptide repeat protein [Brachyspira aalborgi]

tetratricopeptide repeat protein [Brachyspira aalborgi]

tetratricopeptide repeat protein [Brachyspira aalborgi]

tPR repeat-containing protein [Brachyspira sp. CAG:700]

tetratricopeptide repeat protein [Brachyspira aalborgi]

tetratricopeptide repeat protein [Brachyspira intermedia]

Brachyspira pilosicoli

Brachyspira pilosicoli

Erachyspira pilosicoli

Erachyspira pilosicoli

Brachyspira pilosicoli
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82.21%
82.14%
88.08%
99.40%
95.61%
53.98%
54.29%
53.22%
53.96%
53.98%
53.47%
53.47%
53.39%
53.57%
53.56%
53.63%
53.34%
64.52%
59.84%
62.88%
51.16%
68.29%
67.76%
67.76%

1116
1118
1233
1083
838
1227
1058
1059
1099
671
714
1113
1070
1113
1106
1107
1113
113
1113
1113
1112
1114
1074
754
841
1365
1364
1455
1342
1477

Wwp

157144158.1

WP

115589287 .1

WP

1015031941

WP

2196771931

WP

041755563.1

WP

157149997 1

WP

2197117681

WP

21970015661

WP

1477313741

CCG56245.1

WP

21970975881

WP

147530510.1

WP

147529388.1

WP

147525992 1

WP

147718194.1

WP

1477713581

WP

147748376.1

CCY77583.1

WP

147557717 1

WP

1477391851

WP

147545317 .1

WP

147737247 1

WP

147758821.1

WP

038375260.1

WP

147561916.1

WP

0144871131

WP

0131133551

WP

048595103.1

Wwp

0888597491

WP

209303217 1
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tetratricopeptide repeat protein [Brachyspira murdochii]

hypothetical protein BFL38 04440 [Brachyspira hampsonii]

tetratricopeptide repeat protein [Brachyspira hyodysenteriae]

tetratricopeptide repeat protein [Brachyspira hyodysenteriae]

tetratricopeptide repeat protein [Brachyspira hyodysenteriae]

tetratricopeptide repeat protein [Brachyspira hyodysenteriae]

tetratricopeptide repeat protein [Brachyspira hyodysenteriae]

tetratricopeptide repeat protein [Brachyspira hyodysenterias]

hypothetical protein S745_10640 [Brachyspira hyodysenteriae]

tetratricopeptide repeat protein [Brachyspira hyodysenteriae]

tetratricopeptide repeat protein [Brachyspira hyodysenterias]

tetratricopeptide repeat protein [Brachyspira hyodysenteriae]

tetratricopeptide repeat protein [Brachyspira hyodysenteriae]

tetratricopeptide repeat protein [Brachyspira sp.]

tetratricopeptide repeat protein [Brachyspira hyodysenteriae]

Brachyspira murdochii

Brachyspira hampsanii

Brachyspira hyodysenteriae
Brachyspira hyodysenteriae
Brachyspira hyodysenteriae
Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae
Brachyspira hyodysenterias

Erachyspira hyodysenterias

Brachyspira hyodysenteriae
Brachyspira hyodysenterias

Erachyspira hyodysenterias

Brachyspira hyodysenterias
Brachyspira hyodysenterias

Brachyspira hyodysenterias

Brachyspira hyodysenteriae
Brachyspira hyodysenteriae
Brachyspira hyodysenteriae
Brachyspira hyodysenteriae
Brachyspira hyodysenteriae
Brachyspira hampsanii
Brachyspira innocens

Brachyspira hampsanii

Brachyspira hyodysenterias
Erachyspira hyodysenterias

Erachyspira hyodysenterias

Brachyspira hyodysenterias
Brachyspira hyodysenterias
Brachyspira sp.

Brachyspira hyodysenterias

929
927
927
927
926
926
926
925
924
921
921
98
M3
918
M7
M7
M7
M7
916
AL
914
914
914
914
913
M3
M3
M2
M2
92
92

1040
927
1064
1061
1060
1061
1060
1058
1059
921
921
918
918
918
917
917
917
917
916
916
914
914
914
914
913
913
913
912
912
912
912

100%
59%
84%
84%
84%
84%
84%
84%
84%
59%
59%
59%
59%
59%
59%
59%
59%
59%
59%
59%
59%
59%
60%
58%
59%
59%
59%
59%
59%
64%
59%

0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0

50.59%
68.05%
67.76%
G67.76%
67.76%
67.76%
67.76%
G67.76%
67.61%
67.76%
67.76%
67.76%
67.76%
67.76%
G67.76%
67.76%
G67.76%
67.76%
G67.76%
67.76%
67.61%
68.27%
66.72%
68.58%
67.76%
67.76%
67.76%
G67.76%
67.76%
63.44%
67.76%

1379
1164
1462
1461
1472
1460
1449
1449
1449
187
11958
1126
131
1103
1101
1083
1060
1062
103
1032
1032
734
725
733
728
783
737
732
™
729
730

WP_157152776.1
OEJ13951.1
WP_2093027721
WP_012670735.1
WP_101638493.1
WP_209283644.1
WP_209293287 1
WP_085765215.1
WP_085203234 1
WP_047114919.1
TVLT5282.1
WP_144174263.1
WP_085168995.1
WP_144110668.1
WP_215271360.1
WP_144155612.1
KLI54831.1
WP_215268187 1
WP_144172452 1
WP_047107952.1
WP_1441502321
WP_219710663.1
WP_020004720.1
MBWW5409245 1
WP_047116058 1
WP_215270906.1
WP_215268332.1
WP_152658628.1
WP_047111190.1
MBS4764441.1
WP_047104696.1
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tetratricopeptide repeat protein [Brachyspira hyodysenteriae]

tetratricopeptide repeat protein [Brachyspira hyodysenteriae]

tetratricopeptide repeat protein [Brachyspira hyodysenteriae]

tetratricopeptide repeat protein [Brachyspira murdochii]

tetratricopeptide repeat protein [Brachyspira hampsonii]

hypothetical protein [Brachyspira pilosicoli]

hypothetical protein [Brachyspira pilosicoli]

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira sp. G739
Brachyspira hampsonii

Brachyspira hampsonii

Brachyspira hampsonii

Brachyspira murdechii

Brachyspira hampsonii

Brachyspira catarrhinii

Brachyspira pilosicoli

Spirochaetes bacterium
Brachyspira pilosicali

Brachyspira pilosicoli

Brachyspira catarrhinii

Spirochaetes bacterium

Spirochaetes bacterium

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae
Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Brachyspira hyodysenteriae

Spirochaetes bacterium

Brachyspira aalborgi

912
912
911
911
910
910
509
907
908
504
897
890
582
323
348
T
321
285
142
137
124
123
122
123
123
122
121
133
127

912
912
911
911
910
910
909
907
906
904
897
290
582
323
406
640
321
285
142
137
124
123
122
123
123
122
121
133
127

59%
59%
59%
59%
59%
59%
68%
59%
59%
59%
59%
67%
T3%
14%
T8%
28%
27%
17%
51%
48%
17%
17%
17%
17%
20%
17%
17%
56%
36%

0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
0.0
Te-100
6e-99
Te-97
3e-96
2e-85
4e-30
92-29
2e-28
de-28
te-28
te-28
1e-27
1e-27
1e-27
2e-27
2e-27

B7.76%
67.76%
B67.61%
B67.61%
67.61%
B67.61%
61.24%
67.82%
B7.82%
B67.67%
B7.32%
651.89%
46.94%
100.00%
30.38%
93.81%
69.66%
70.62%
26.02%
2530%
45.78%
46.70%
45.05%
45.05%
46.12%
45.05%
48.57%
24 81%
Jg.44%

729
770
780
729
BET
743
767
707
7
7
B&8
827
796
159
1025
226
351
194
1045
1019
175
170
170
187
216
177
170
1034
390

WP_047117379.1
WP_144151689.1
WP_047102130.1
WP_047108703.1
TVL75829.1
WP_020064486.1
WP_143277892.1
WP_008722731.1
WP_215700797 1
WP_219698731.1
WP_146080033.1
WP_146164995.1
WP_137998941.1
MBW5379078.1
MBI4976337 .1
MBW5377215.1
MBW5357847.1
TKZ23335.1
RKX95713.1
MBEN2325101.1
KLI32026.1
KLI40256.1
KLI25316.1
KLI54319.1
KLI52479.1
KLI24607.1
KLIM5147.1
HEB32591.1
TXJ55086.1




Home

Emini Surface Accessibility Prediction Results

Input Sequences

Help | | Example

1 MPKIEDLERL
61 DNLDMLDLPD

121

LPEELNTADN

181 DLPKDKELEN
241 DIDNLADMNLP
381 SILDDDTNEK

361

EEPKQEDTDN

421 DDIKTQDADE
481 DVDKDINDDE
541 MMELGLSISD

681

RYFKMGLENI

661 DIKPRNIDTR
721 MISRAKTLVE

781

LKNGYIDDDV

GSLAFTIGME
DNTNDMLGLS
LDMMNTELDN
KLNSEINDSY
DDLDDTLEEE
EEPKQEDTDN
LDDLDSILDD
LENNIDNNSL
VIDNIKRLSP
SRGGLLDIIP
YNSQFDEAER
LLFGYYYRNK

Reference

HNLPKELSQED
DOLGLPEELD
LPDSIDDDLG
NSKLHMNNIPD
ITNNDSHLDD
LDDLESILDD
DTSEKEEPKD
ESNMDNLMVE
ITRYHVLDAI
IPSS5LKEYAK
NFAKGDRLTP
GEKELSEEDY

PNYYNMAYEN YREMINKFGD

YPKLAKYLLD

841 AKEILINSAL PLYTSNPYNV
FNLANLYFYQ DNDYKKAKEH YKIAYDMLAP

9@1
961
1821

LFYKNPDNST
LASLHNHIGY

VSYALGNSLL
SYAYNSVVSH

1681 NQNIGASKYN MMAIQSKRML

Center position: 6 Window size:

MPK1EDLERLGSLAF I IGNKNLPKELSQEDYNNFKSVFTDEYMANSTPNNDDDVPSIDDLDNLDNLDLPDDNTNDNLGLSDDLGLPEELDTADNLDNNNTELDNLPDSTND
DLGLPDDLGLPEELNTADNLDNNNTELDNLPDS IDDDLGLPDDLGLPDDLDD IKNDNKKLDNDTDLTNLDLPKDKELENKLNSE INDSYNSKLNNNIPDLPILDDLPLPES
LDDYSNDSNDSIEETITDD IDNLADNLPDDLDDTLEEE I INNDSNLDDLDNLESILDDDTSEKEESKQEDTDNLDDLESILDDDTNEKEEPKQEDTDNLDDLESILDDDTS
EKEEPKQEDTDNLDDLESILDDDTSEKEEPKQEDTDNLDDLDS I1LDDDTSEKEEPKQEDTDNLDDLDS I LDDNAKEESNNNLETALDDD IKTQDADELENN IDNNSLESNN
DNLMVENVAGNVRI 1EEENTLPSPDSADSLGESKYEDVDKD INDDEV IDNIKRLSPITRYHVLDA I LNEKLSKNSMQKLLKALEKGESNEY I'TDF INNELGLS1SDSRGGL
LDIIPIPSSLKEYAKI IRTAAIFLVLFVGVVLFSYQF 1 YKPVLANRYFKMGLEN IYNSQFDEAERNFAKGDRLTPKKIKWYNKYAKEY IDRSAFDYALKKLETSVD IKPRN
IDTRLLFGYYYRNKGEKELSEEDYNSGEELYNNLMTYTDKEKDLKR1YDDLGVLMISRAKTLVEPNYYNNAYENYREMINKFGDNV IPRKRVMLIKITYQDNYQDVKDLQNH
INRLKNGY IDDDVYPKLAKYLLDKDDFYGARKLFEKLLAKYTNNLES1VGYADYEARLKHYDRAKEILINSALPLYTSNPYNVGEEYVYNMLGQIYYNLKEYGSAINNFKL
ALEKNSLYPDANFNLANLYFYQDNDYKKAKEHYKIAYDNLAPDLRSDQLLYNLSWLYYLDGEYDLAFQGFNDLFYKNPDNSI1VSYALGNSLLHLDRANLANGFYRNALNKA
LESRRDKFEMRTEKDFMF ISYLASLHNNIGVSYAYNSVVSNKITENEQMAFKNFVVASEYFDQLRTSNIDLDMAEKRTVN IDNQN I GASKYNMMATQSKRNLKNSVIIDDY

PKTMFENLK

KDDFYGARKL
GEEYVYNMLG

HLDRAMLANG

KIENEQMAFK
KNSVIIDDYI

12

Download

YNMFKSVETD
TADNLDNNNT
LPDDLGLPDD
LPILDDLPLP
LDMLESTILDD
DTSEKEEPKQ
EDTDNLDDLD
NVAGNVRIIE
LMEKLSKNSM
IIRIAATIFLV
KEKIKWYMNEYA
NSGEELYMNL
NVIPRKRVML
FEKLLAKYTHN
QIYYNLKEYG
DLRSDOLLYHN
FYRNALNKAL

Contact

EYMANSTPMNN
ELDMLPDSTH
LDDIKNDMKK
ESLDDYSNDS
DTSEKEESKQ
EDTDNLDDLE
SILDDMAKEE

DDOVPSIDDL
DDLGLPDDLG
LDNDTDLTHNL
MDSIEETITD
EDTDNLDDLE
SILDDDTSEK
SMNMNLETALD

EENTLPSPDS ADSLGESKYE

QKLLKALEKG
LFVGVVLESY

ESNEYITDFI
QFIYKPVLAN

KEYIDRSAFD YALKKLETSV

MTYTDKEKDL

KRIYDDLGVL

TKIYQDNYQD VKDLOQMHINR
MLESIVGYAD YEARLKHYDR

SAINNFKLAL

EKNSLYPDAN

LSWLYYLDGE YDLAFQGFND

ESRRDKFEMR

TEKDFMFISY

NFVVASEYFD QLRTSNIDLD MAEKRTVMID

PETMFNLE

Threshold: 1. 000

| Recalculate |

Threshold: 1.000 Window: 12



ABCpred Prediction Server )
Threshold: 0.85 Window: 14

INPUT INFORMATION

|Sequence name

|Length of the sequence

|Mumber of l4mers from the input sequence

|Threshnld zetting (Default valus is 8.5)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

”Sequence ”Start positicon

|| saznmFxLALEKNS |

|| ToF INMELGLS1SD 537

[ebTonLDDLESILD [|315

|ervynLkevesaIn ||871

[[mLswLyvipeEvDL | EZ

||ouoTDLTNLDLPKD [172




PROTEINA 9

>Fig|6666666.171271_peg.693

MPK I EDLERLGSLAF I I GNKNLPKELSQEDYNNFKSVFTDEYMANSTPNNDDDVPS I DDLDNLDNLDLPDDNTNDNLGLSDDLG
LPEELDTADNLDNNNTELDNLPDSTNDDLGLPDDLGLPEELNTADNLDNNNTELDNLPDS IDDDLGLPDDLGLPDDLDD IKNDN
KKLDNDTDLTNLDLPKDKELENKLNSE INDSYNSKLNNNIPDLPI1LDDLPLPESLDDYSNDSNDSIEET 1TDD IDNLADNLPDD
LDDTLEEE I INNDSNLDDLDNLESILDDDTSEKEESKQEDTDNLDDLESILDDDTNEKEEPKQEDTDNLDDLESILDDDTSEKE
EPKQEDTDNLDDLESILDDDTSEKEEPKQEDTDNLDDLDSI LDNAKEESNNN LETALD
DD IKTQDADELENN IDNNSLESNNDNLMVENVAGNVR I lEEENTLPSPDSADSLGESKYEDVDKD INDDEV IDNIKRLSPITRY
HVLDA I LNEKLSKNSMQKLLKALEKGESNEY I TDF INNELGLS1SDSRGGLLD I IPIPSSLKEYAKI IRIAAIFLVLFVGVVLF
SYQF 1 YKPVLANRYFKMGLEN I YNSQFDEAERNFAKGDRLTPKK IKWYNKYAKEY I1DRSAFDYALKKLETSVD IKPRNIDTRLL
FGYYYRNKGEKELSEEDYNSGEELYNNLMTYTDKEKDLKR 1YDDLGVLMISRAKTLVEPNYYNNAYENYREMINKFGDNV I PRK
RVML IK1YQDNYQDVKDLQNHINRLKNGY IDDDVYPKLAKYLLDKDDFYGARKLFEKLLAKYTNNLESI1VGYADYEARLKHYDR
AKETLINSALPLYTSNPYNVGEEYVYNMLGQIYYNLKEYGSAINNFKLALEKNSLYPDANFNLANLYFYQDNDYKKAKEHYKIA
YDNLAPDLRSDQLLYNLSWLYYLDGEYDLAFQGFNDLFYKNPDNS IVSYALGNSLLHLDRANLANGFYRNALNKALESRRDKFE
MRTEKDFMF ISYLASLHNNIGVSYAYNSVVSNK I ENEQMAFKNFVVASEYFDQLRTSN I DLDMAEKRTVN IDNQN I GASKYNMM
A1QSKRNLKNSV I 1DDY I PKTMFNLK




PROTEINA 10

>F1g|6666666.171271_.peg.2613
MKKTIYTIFLILST1ISCNNNNKTTSNNEISISLGGEPKTLDPTLNSLSFGSIYMIHFFEGLTKKDKNDEVTASMAKSWD 1SED

GLTYTFYLRDDAKWSDGEKVKAQDFEYALKRAADPKTAATYSHMLNVVKNGSLV ISGKTNIDALGVKAIDDSTLEIVLENPTP
YFLEYLSVSSAYFPVRKD IVEKYGDDWSRNPETY I'VNGAYVMTERKTDEKTVMEVNTNYYDKES IVAKKINVI IMSDSNTSLA
ATKRGDIQFSVIEAPLGEISSLIKENY ILQEPAYGIYFLEINSKKGVLTNKNIRKALALAFDRNY I ISNITKMNQTPAYAFVP
YGMKDGDGKDFRENGSNYLDLGSYDAN I KEAKRLMELSGY TNGDNFPVLEIRTTPGYFTLICEAMQEMYKENLGIDVT IKSEE
YNETFQAMVEKNYDLARTGWTADY SDPLAMISFFSEVSAVNNSGFSSREFNDLLKFASSTTNTDERTKALHKAEDLIFDYMPI
IP11YRMDPFMINPKLKGAIFNPLGRYRFHYAYLEK




BLAST ® » blastp suite » results for RID-M535AR2D013
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RID
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Database
Query ID
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Description
-

peptide ABC fransporter substrate-binding protein [Brachyspira pilosicoli]

peptde ABC fransporter substrate-binding protein [Brachyspira pilosicol]

peptide ABC fransporter substrate-binding protein [Brachyspira pilosicoli]

peptde ABC fransporter substrate-binding protein [Brachyspira pilosicoli]

ABC transporter subsirate-binding protein [Brachyspira pilosicoli]

peptde ABC fransporter substrate-binding protein [Brachyspira pilosicoli]

peptde ABC fransporter substrate-binding protein [Brachyspira pilosicol]

peptide ABC fransporter substrate-binding protein [Brachyspira pilosicoli]

Scientific Name
-

Brachyspira pilosicoli
Brachyspira pilosicoli
Brachyspira pilosicoli
Brachyspira pilosicoli
Brachyspira pilosicoli
Brachyspira pilosicoli
Brachyspira pilosicoli

Brachyspira pilosicoli

Maz

Scone
-

1091

1020

1077

1078

1078

1078

1075

1074

Total

Score
-

1081

1080

1077

1076

107G

1078

1075

1074

Query

Cower
-

100
100
100%%
1003
100
1003
100

1003

value
-

(L]

0.0

Q.0

a0

(]

0.0

0.0

(L]

Fer Ao
ldent Len
- -

100.00% 524 WP

0140358061

28.98% 534 WE

1571488481

28.31% 534 WE

1571444321

97 0d4% 534 WFE

167147781.1

88 13% 534 WP

2197001841

9B.13% 534 WE

0152747386.1

28.13% 534 WE

1155998131

98 13% 534 WFE

1571584181

Accession




peptide ABC transporter substrate-binding protein [Brachyspira pilosicali]

peptide ABC transporter substrate-binding protein [Brachyspira pilosicali]

peptide ABC transporter substrate-binding protein [Brachyspira pilosicali]

peptde ABC fransporter substrate-binding profein [Brachyspira pilosicoli]

ABC fransporter substrate-binding protein [Brachyspira pilosicoli]

peptde ABC fransporter substrate-binding profein [Brachyspira pilosicoli]

ABC transporter substrate-binding protein [Brachyspira pilosicoli]

ABC transporter substrate-binding protein [Brachyspira pilosicoli]

peptide ABC fransporter substrate-binding protein [Brachyspira pilosicoli]

peptide ABC fransporter substrate-binding protein [Brachyspira pilosicoli]

peptide ABC transporter substrate-binding protein [Brachyspira pilosicoli]

peptide ABC fransporter substrate-binding protein [Brachyspira sp. SAP 772]

peptide ABC transporter substrate-binding protein [Brachyspira pilosicali]

peptide ABC transporter substrate-binding profein [Brachyspira aalborgi]

peptide ABC transporter substrate-binding profein [Brachyspira aalborgi]

peptide ABC transporter substrate-binding profein [Brachyspira aalborgi]

peptde ABC fransporter substrate-binding protein [Brachyspira salborgi]

peptde ABC fransporter substrate-binding protein [Brachyspira salborgi]

peptide ABC transporter substrate-binding profein [Brachyspira aalborgi]

peptide ABC transporter substrate-binding protein [Brachyspira eatamhinii]

peptide ABC transporter substrate-binding protein [Brachyspira alvinipuilli]

peptide ABC transporter substrate-binding profein [Brachyspira aalborgi]

peptide ABC transporter substrate-binding profein [Brachyspira aalborgi]

peptde ABC fransporter substrate-binding protein [Brachyspira salborgi]

peptde ABC fransporter substrate-binding protein [Brachyspira salborgi]

peptde ABC fransporter substrate-binding protein [Brachyspira salborgi]

S 0000000000Q0000e0R.

peptide ABC transporter substrate-binding profein [Brachyspira aalborgi]

peptide ABC transporter substrate-binding protein [Brachyspira alvinipuilli]

EBrachyspira pilosicoli
EBrachyspira pilosicoli
EBrachyspira pilosicoli
Brachyspira pilosicoli
Brachyspira pilosicoli
Brachyspira pilosicoli
Brachyspira pilosicoli
EBrachyspira pilosicoli
Brachyspira pilosicoli
Brachyspira pilosicoli
Brachyspira pilosicoli
Brachyspira sp. SAP

Fir

EBrachyspira pilosicoli
EBrachyspira azlbongi
EBrachyspira azlbongi
EBrachyspira azlbongi
Brachyspira azlbongi
Brachyspira azlbongi
Brachyspira azlbongi

Brachyspira catarrhini

EBrachyspira alvinipulli
Brachyspira azlbongi
Brachyspira azlbongi
Brachyspira azlbongi
Brachyspira azlbongi
Brachyspira azlbongi
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IEDB Analysis Resource

Home Help Example Reference Download Contact

Emini Surface Accessibility Prediction Results

Input Sequences

1 MKKTIYIIFL ILSIISCHNNMN NKTTSHNMEIS ISLGGEPKTL DPTLNSLSFG SIYMIHFFEG
61 LTKKDKMND EVTASMAKSW DISEDGLTYT FYLRDDAKWS DGEKVKAQDF EYALKRAADP
121 KT AATYSH MLMVVKNGSL VISGKTNIDA LGVKAIDDST LEIVLEMPTP YFLEYLSVSS
181 AYFP VRKD IVEKYGDDWS RNPETYIVNG AYVMTERKTD EKIVMEVNTN YYDKESIVAK
241 KINVII MS DSHTSLAAIK RGDIQFSVIE APLGEISSLI KENYILQEPA YGIYFLEINS

301 KKGVLTNK NIRKALALAF DRNYIISNIT KMNQTPAYAF VPYGMKDGDG KDFRENGSNY
361 LDLGSYDANI KEAKRLME LSGYTMGDMF PVLEIRTTPG YFTLICEAMQ EMYKENLGID
421 VTIKSEEYNE TF QAMVEK NYDLARTGWT ADYSDPLAMI SFFSEVSAVN NSGFSSREFN
481 DLLKFASSTT NTDE RTKA LHKAEDLIFD YMPIIPIIYR MDPFMINPKL KGAIFNPLGR

541 YRFHYAYLEK

Center position: 6 Window size: 12 Threshold: 1.000 Recalculate

MKKTIYTTFLILSTISCNNNNKTTSNNEISISLGGEPKTLDPTLNSLSFGSIYMIHFFEGLTKKDKNDEVTASMAKSWD ISE
DGLTYTFYLRDDAKWSDGEKVKAQDFEYALKRAADPKTAATYSHML NVVKNGSLV 1SGKTNIDALGVKAIDDSTLEIVLENP
TPYFLEYLSVSSAYFPVRKD IVEKYGDDWSRNPETY IVNGAYVMTERKTDEKIVMEVNTNYYDK ES IVAKKINV I IMSDSNT
SLAAIKRGDIQFSVIEAPLGEISSLIKENYILQEPAYGIYFLEINSKKGVLTNKNIRKALALAFDRNY I ISNITKMNQTPAY
AFVPYGMKDGDGKDFRENGSNYLDLGSYDANIKEAKRLMELSGYTNGDNFPVLEIRTT PGYFTL ICEAMQEMYKENLGIDVT

IKSEEYNETFQAMVEKNYDLARTGWTADYSDPLAMISFF SEVSAVNNSGFSSREFNDLLKFASSTTNTDERTKALHKAEDL
IFDYMPITIPI1YRMDPFMINPKLKGAIFNPLGRYRFHYAYLEK



ABCpred Prediction Server _
Threshold: 0.85  Window: 14

INPUT INFORMATION

|5EC|IJEI'IEE nama

|Length of the segquence

|Nunher of ldmers from the input sequence

|Ihre5hnld setting (Default walus is B.5)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.
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PROTEINA 10

>Fig|6666666.171271.peg.2613
MKKT 1Y 1 TFLILS T ISCNNNNKTTSNNE ISISLGGEPKTLDPTLNSLSFGS1YMIHFFEGLTKKDKNDEVTASMAKSWD I SED
GLTYTFYLRDDAKWSDGEKVKAQDFEYALKRAADPKTAATYSHMLNVVKNGSLV I SGKTNIDALGVKAIDDSTLE IVLENPTP
YFLEYLSVSSAYFPVRKD I VEKYGDDWSRNPETY IVNGAYVMTERKTDEK I VMEVNTNYYDKES IVAKK INV I IMSDSNTSLA
ATKRGD IQFSVIEAPLGE I SSLIKENY ILQEPAYG I YFLE INSKKGVLTNKN IRKALALAFDRNY I I SN I TKMNQTPAYAFVP
YGMKDGDGKDFRENGSNYLDLGSYDAN I KEAKRLMELSGYTNGDNFPVLE IRTTPGYFTL I CEAMQEMYKENLG IDVT IKSEE
YNETFQAMVEKNYDLARTGWTADYSDPLAMI SFFSEVSAVNNSGFSSREFNDLLKFASSTTNTDE

RTKALHKAEDL IFDYMP1 1P I 1YRMDPFMINPKLKGA I FNPLGRYRFHYAYLEK

Predicao combinada

>F1g]|6666666.171271.peg-2613
MKKTIYTIFLILSTISCNNNNKTTSNNEISISLGGEPKTLDPTLNSLSFGSIYMIHFFEGLTKKDKNDEVTASMAKSWDISED
GLTYTFYLRDDAKWSDGEKVKAQDFEYALKRAADPKTAATYSHMLNVVKNGSLVISGKTNIDALGVKAIDDSTLEIVLENPTP
YFLEYLSVSSAYFPVRKDIVEKYGDDWSRNPETYIVNGAY%MTERKTDEKIVMEVNTNYYDKESI¥AKKINVIIMSDSNTSLA
AITKRGDIQFSVIEAPLGEISSLIKENYILQEPAYGIYFLEI I SNITKMNQTPAYAFVP
YGMKDGDGKDFRENGSNYLDLGSYDAN IKEAKRLMELSGYTNGDNFPVLEIRTT PGYFTLICEAMQEMYKENLGIDVTIKSE

EYNETFQAMVEKNYDLARTGWTADYSDPLAMISFFSEVSAVNNSGFSSREFNDLLKFASSTTNTDERTKALHKAEDLIFDYMP
11P11YRMDPFMINPKLKGAITFNPLGRYRFHYAYLEK




PROTEINA 11

>Fig|6666666.171271.peg.429
MKKLCLILS I IFAVSCSSNTTSSSSNVNVLDSKTDKK I VWEMGGRLPAQTGMDKN I GTAGLLYGSLENKY 1VVGGGANFPEESV
LNGGAKKTYSD 1 YMLEDNNGVLEVVEHINWENELGYGASITTTNGIYY IGGSSNPEADDD I LF I TLKNNKLNVEK I GDLPFTLQ
NGVAVYKDNKLY I I TGKQSGKGSDKVYEYDLATKETKELAPVPNQASRTQAVAQLLNGN 1 YVFSGGDATAYTDGYKYDFANNTW
EQVSDVALNNEG I SLLGAVSVKLNEQEMLV I GGFNKAVYDDAVYNLGNLQEEALADFRAGYFGADPYEFDWNSK I LIYNCESNT
WKT IGDVPFDAPCGEGL I L IGNK1YS INGE IKPGVRTDKMYVGT IMAK
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cyclically-permuted muiarofase family protein [Brachyspira pilosicoli]

cyclically-permuted muiarofase family protein [Erachyspira pilosicoli]
cyclically-permuted muiarofase family protein [Brachyspira pilosicoli]
bhypothetical profein BPSP16 10525 [Brachyspira pilosicoli SP 18]

cyclically-permuted muiarofase family protein [Brachyspira pilosicoli]

cyclically-permuted mutaroiase family protein [Erachyspira sp. SAP 77

cyclically-permuted mutarofase family protein [Brachyspira pilosicoli]

cyclically-permuted mutarofase family protein [Brachyspira hyodysenieriae]

cyclically-permuted mutarofase family protein [Brachyspira hyodysenieriae]

cyclically-permuted muiaroiase family protein [Brachyspira hyodysenierise]

cyclically-permuted muiaroiase family protein [Erachyspira hyodysenieriae]

cyclically-permuted mutarofase family protein [Brachyspira hyodysenieriae]

cyclically-permuted muiarofase family protein [Brachyspira intermedia]

cyclically-permuted muiarofase family protein [Brachyspira innocens]

cyclically-permuted mutaroiase family protein [Erachyspira susnatina]

cyclically-permuted mutarofase family protein [Brachyspira hampsomnii]

cyclically-permuted muiarofase family protein [Brachyspira hampsomii]

cyclically-permuted muiarofase family protein [Brachyspira murdochii]

cyclically-permuted muiarofase family protein [Brachyspira hampsomnii]

cyclically-permuted muiarofase family protein [Brachyspira hampsomnii]

cyclically-permuted muiarofase family protein [Brachyspira hampsomii]

cyclically-permuted muiarofase family protein [Brachyspira sp. G748

cyclically-permuted mutarofase family protein [Brachyspira alvinipulli]

cyclically-permuted mutaroiase family protein [Erachyspira murdochii]

cyclically-permuted muiarofase family protein [Brachyspira murdochii]

cyclically-permuted muiarofase family protein [Fusocbacterum sp.]

cyclically-permuted mutaroizse family protein [Fusobacterium ulcerans]
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cyclically-permuted muiarofase family protein [Fusobacterum ulcerans]
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oyclically-permuted muiarptase family protein [Fusobacterum mortiferum]

cyclically-permuted mutaroiase family protein [Fusobacterium perfostens)

oyclically-permuted muiarotase family protein [Fusobacterium mortiferum]

cyclically-permuted mutaroiase family protein [Fusobacterium necrogenes)

oyclically-permuted mutaroiase family protein [Fusocbacterum sp. FSA-330-WT-34]

oyclically-permuted muiarotase family protein [Fusobacterium mortiferum]

cyclically-permuted mutarotase family protein [Candidates Fusobacterum pullicols]

cyclically-permuted mutaroiase family protein [Fusobacterium moriiferum)]

MULTISPECIES: cyclically-permuted mutarotase family protein [Clostridiurm]

oyclically-permuted mutarotase family protein [Closindium butyricwm]

cyclically-permuted mutaroiase family protein [Closiridium butyricwmm)

cyclically-permuted mutaroiase family protein [Closiridium butyricwmm)

MULTISPECIES: cyclically-permuted mutarotase family protein [Clostridiurm]

cyclically-permuted mutarotase family protein [Fusobacterum sp.]

2 B-oyclic-nucleatide phosphodiesterase [Bacllus sp. FJAT-27225]

cyclically-permuted mutarotase family orotein [Bacillus enclensis)

2 B-cyclic-nuclectide phosphodiesterase [Bacilus enclensis]

cyclically-permuted mutaroiase family protein [Bacillus sp. FJAT-2T225]

cyclically-permuted mutaroiase family protein [Bacillus salipaludis)

cyclically-permuted mutarpiase family protein [Bacillus salipaludis)

cyclically-permuted mutarotase family protein [Wirdibacillus sp. JMUCC-5]

cyclically-permuted mutarotase family orotein [Pradoshia eisenias]

cyclically-permuted mutarotase family protein [Cytobacillus firmus)

cyclically-permuted mutarotase family protein [Bacillus sp. FJAT-50051)

cyclically-permuted mutarotase family protein [Romboutsia sp. BSD2TE0081637E 17120...
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MULTISPECIES: cyclically-pemuted mutarotase family protein [Rombouwtsial
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170424 HZ]
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cyclically-permuted mutaroiase family protein [Lysinibacillus contsminans]

cyclically-permuted mutaroiase family protein [Cytobacillus firmus]

cyclically-permuted mutaroiase family protein [Clostridium tarantellae]

cyclically-permuted mutaroiase family protein [Bacillus velezensis]

cyclically-permuted mutaroiase family protein [Lysinibagillus sp. JNUCC-52]

cyclically-permuted mutaroiase family protein [Romboutsia sp. 1001713B8170131 17050 ..
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MULTISPECIES: syclically-permuted mutarotase family protein [unclassified Fusobacteri ..

unclassified Fusobactarium
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unclassified Fusobacterum

cyclically-permuted mutaroiase family protein [Bacillus sp. FJAT-18017)
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Emini Surface Accessibility Prediction Results

Input Sequences

1 MEKLCLILSI IFAVSCSSNT TSS5SSNVNVL DSKTDREKIMVG EMGGRLPAQT GMDENIGTAG
61 LLYGSLEM EYIVWGGGAM FPEESVLNGGO AKKTYSDIYM LEDHMNGWLEY WEHIMWEMEL
121 GY GASITT TNGIYYIGGS SMPEADDDIL FITLEMMKLN WEKIGDLPFT LOQNGVAWYKD
181 NELY IITG KQSGKGSDEW YEYDLATKET KELAPVPHNQA SRTQAVAQLL NGNIYWFSGG
241 DATAYT DG YEYDFAMNNTE EQVSDVALMNW EGISLLGAVS WKLMEQEMLY IGGFMNKAWYD
381 DAVYNLGN LQEEALADFR AGYFGADPYE FDWHNSKEILIY MCESHTWKTI GDVPFDAPCS

3561 EGLILIGNKI YSINGEIK PGVRTDEMYYW GTIMAK

Center position: & Window size: 12 Threshold: 1 000 | Recalculate |

>Fig|6666666.171271.peg.429

MKKLCLILS I IFAVSCSSNTTSSSSNVNVLDSKTDKK IVWEMGGRLPAQTGMDKN IGTAGLLYGSLENKY 1VVGG
GANFPEESVLNGGAKKTYSD 1 YMLEDNNGVLEVVEHINWENELGYGASITTTNG1YY IGGSSNPEADDDILFITL
KNNKLNVEK I GDLPFTLQNGVAVYKDNKLY I I TGKQSGKESDKVYEYDEATKETKELAPVPNQASRTQAVAQLLN
GN1YVFSGGDATAYTDGYKYDEANNTWEQVSDVALNNEG I SLLGAVSVKLNEQEMLV I GGFNKAVYDDAVYNLGN
L QEEALADFRAGYFGADPYEFDWNSK I L1 YNCESNTWKT IGDVPFDAPCGEGL IL IGNK1YSINGE I KPGVRTDK
MYVGT IMAK



ABCpred Prediction Server
Threshold: 0.85  Window: 14

INPUT INFORMATION

|Sequence name

|Length of the sequence

|Number of l4mers from the input sequence

|Thre5huld setting (Default value is 8.5)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

|Rank ||5equence ”Start position ”Scnre |

1 ||avLEVVEHINWENE |[104 |e.92 ||:|
2 ||asLeEnkyTVVGGEA |54 .91 ||:|
|2 |[eTkELAPVRNQASR ||202 ||e.91 ||:|
E |[vDLATKETKELAPY |[197 ||e.as Ml
E |[WENELGYGASTTTT |[114 ||e.as Ml
B |[vynLGnLQEEALAD |[295 ||e.87 ||:|
|4 ||akosekasDKVYEY |[184 ||e.87 ||:|

E ||GavsvkLNEQEMLY ||289 IEREE ||:|




PROTEINA 11

>Fig|6666666.171271.peg.429

MKKLCLILS I IFAVSCSSNTTSSSSNVNVLDSKTDKK IVWEMGGRLPAQTGMDKN IGTAGLLYGSLENKY 1VVGG
GANFPEESVLNGGAKKTYSD I YMLEDNNGVLEVVEH INWENELGYGASITTTNGIYY IGGSSNPEADDDILFITL
KNNKLNVEK I GDLPFTLQNGVAVYKDNKLY I I TGKQSGKGSDKVYEYDLATKETKELAPVPNQASRTQAVAQLLN
GN1YVFSGGDATAYTDGYKYDFANNTWEQVSDVALNNEG I SLLGAVSVKLNEQEMLY I GGFNKAVYDDAVYNLGN
LOEEALADFRAGYFGADPYEFDWNSK 1L I'YNCESNTWKT 1GDVPFDAPCGEGL IL IGNK 1YSINGE IKPGVRTDK
MYVGT IMAK

Predicao combinada

>T1g]|6666666.171271.peg.-.429
MKKLCLILSTIFAVSCSSNTTSSSSNVNVLDSKTDKKIVWEMGGRLPAQTGMDKN IGTAGLLYGSLENKY IVVGG
GANFPEESVLNGGAKKTYSD 1 YMLEDNNGVLEVVEHINWENELGYGASITTTNGIYY IGGSSNPEADDDILFITL
KNNKLNVEKIGDLPFTLQNGVAVYKDNKLYIITGKQSGKGSDKVYEVDLATKETKELAPVPNQASRrQAVAQLLN
GN1YVFSGGDATAYTDGYKYDFANNTWEQVSDV DAVYNLGN
LOEEALADFRAGYFGADPYEFDWNSKILITYNCESNTWKT IGDVPFDAPCGEGL ILIGNKTYSINGEIKPGVRTDK
MYVGT IMAK
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>Fig]6666666.171271.peg.1294
MPRYEQLKAKSKG ISYTRRIRSEDKEFNFKKP I 1 I1SVSFILLVSILFTVIKKYSPMVD IAVKDFFS INHREALTLETTGSEE
ENK I SELDNVPLFNFF IKSNTNETLS IMAYETNSMLETSVNTQNTNSMQNNST I TRESLSVFFNNNQNNQLNNTKD 1 EEQKD
NN TENTEEQN INN IVNDSYNY 1QEM 1 QQNRGVNNNNNNNT INENNNLENNNLNNLTEEKNNYLEKVTNS INNKTSDEK I AAN
NSN1SSSIFYDILKPKENTTRD IKTMRPATTTYSSTPPSYMRNNNEPKEKYNTNNYNYYFREDKKKK I 11 1 LEKE
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Description MNone Percent Identity E value Query Coverage
Molecule type  amino acid to to to
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spore germination protein [Brachyspira pilosicoli B2804] Brachyspira pilosicoli B2B04 18 G618  100% 0.0 100.00% 321 AFRTOG35.1
GerfilM domain-containing_protein [Brachyspira pilosicoli] Brachyspira pilosicol g02 G602 87% 0.0 90.35% 638 WP _1571458309.1
GerfiM domain-containing_profein [Brachyspira pilosicoli] Brachyspira pilosicol 802 G602 87% 0.0 98 35% 6838 WP 157148751.1
GerfiM domain-containing_ protein [Brachyspira pilosicoli] Brachyspira pilosicol 801 G1 87H 0.0 SB.04% 842 WP 101503535.1
GerfM domain-containing protein [Brachyspira pilosicoli] Brachy=pira pilosicol 53 g8 27% 0.0 20 4% 830 WP 1571493851
GerfiM domain-containing protein [Brachyspira pilosicoli] Brachyspira pilosicol 508 508 B7% 0.0 90 04% 832 WP 157150824 .1
GerfiM domain-containing protein [Brachyspira pilosicoli] Brachyspira pilosical fateh RGB B7% 0.0 90 4% 834 WP 0132428781
GerfiM domain-containing_profein [Brachyspira pilosicoli] Brachyspira pilosicol 53 588 BT% 0.0 88.73% 842 WP 1155098501
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ra hyodysenterias]

GerMM domain-containing protein [Brachyspi
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SerMM domain-containing protein [Brachyspi

ra intermedia)
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GerMi domain-containing protein [Brachyspira aalborgi]

GerhM domain-containing protein [Brachyspira aalborgi]

GerhM domain-containing protein [Brachyspira aalborgi]

SerlM domain-containing protein [Brachyspira aalborgi]

GerhM domain-containing protein [Brachyspira aalborgi]

GerMM domain-containing protein [Brachyspira ahvinipulli]
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Emini Surface Accessibility Prediction Results

Input Sequences

1 MPRYEQLKAK SKGISYTRRI RSEDKEFNFE KPIIISWVSFI LLVSILFTVI KEYSPMVDIA
61 VKDFFSINHR EALTLETTGS EEEMKISFLD MVPLFMFFIK SMNTHWETLSIM AYETHNSMLET
121 SVNTOQNTNSM QNMSTITRES L5WFFNNNQN NQLNNTKDIE EQEDNMIENT EEQNINNIVM
131 DEYMYIQEMI QQMRGVMMNN MNMTINEMNN LENMMLNMLT EERKNMYLEKW THNSINWETSD
241 EKTAANMSNI SS55IFYDILK PKENTTRDIE TMRPATTTYS STPPSYMRNM NEPKEKYNTM
381 NYNYYFREDE KKKIITTILEK E

Center position: 6 Window size: {2 Threshold:1.000 | Recalculate |

>F1g]|6666666.171271.peg.1294
MPRYEQLKAKSKGISYTRRIRSEDKEFNFKKPITISVSFILLVSILFTVIKKYSPMVDIAVKDFFSINHREALTLETTGSEE
ENKISFLDNVPLFNFFIKSNTNETLS IMAYETNSMLETSVNTQNTNSMQNNST ITRESLSVFFNNNQNNQLNNTKD IEEQKD
NNITENTEEQNINNITVNDSYNY IQEMIQQNRGVNNNNNNNT INENNNLENNNLNNLTEEKNNYLEKVTNS INNKTSDEKTAAN
NSNISSSIFYDILKPKENTTRD IKTMRPATTTYSSTPPSYMRNNNEPKEKYNTNNYNYYFREDKKKKT I'1'1LEKE



ABCpred Prediction Server Threshold: 0.85 Window: 12 (14 nao apareceu nada)

INPUT INFORMATION

|Sequence name

|Length of the sequence

|Number of 12mers from the input sequence

|Thre5huld setting (Default walue is B.5)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

|Rank ||5equence ”Start position ”Scure |

1 |(MmuLTEEKNNYLE ||217 ||e.ss Ml
2 |[vEQLKAKSKGIS |4 ||e.s3 Ml
E |[MmvLEKVTNS TN ||224 ||e.s2 Ml

E ||RRIRSEDKEFNF |18 ||e.s2 Ml




ABCpred Prediction Server Threshold: 0.85 Window: 16

INPUT INFORMATION

|Sequence name || |
|Length of the sequence ”321 |
|Number of 1emers from the input sequence ”365 |
|Threshc]d setting (Default value is @.5) ”6.35

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural networlk.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

I

Il

I

Il

I

I

Il

Il

|Rank ”Sequence ”start pesition ”Scure |
[1 |[T¥ssTePSYMANNNER |l278 S
E |[vrevzoemIooNREIN |l1e2 [[e.2a
E || repr=EqronNTENTE |[126 ||e.22
[+ |[TLsTMAYETNSMLETS ||[1ee [[e.51
B |[vETnsMLETSVNTGNT |l122 ||e.=8
B ||rrraseDkeFFKiP |12 [|e.22
[7 ||sssTFrDILKPKENTT |EER |[e.=e
E |[veerreaeeyereDRRK |EE |[e.22
B ||[zTazsLsvEFINGIN |FES ||e.2s

Il




PROTEINA 12

>F1g]|6666666.171271_peg.1294
MPRYEQLKAKSKGISYTRRIRSEDKEFNFKKPI T 1SVSFILLVSILFTVIKKYSPMVDIAVKDFFSINHREALTLETTGSEE
ENKISFLDNVPLFNFFIKSNTNETLS IMAYETNSMLETSVNTQONTNSMQNNST ITRESLSVFFNNNQNNQLNNTKD IEEQKD
NNITENTEEQNINNIVNDSYNY IQEMIQQNRGVNNNNNNNT INENNNLENNNLNNLTEEKNNYLEKVTNS INNKTSDEK1AAN
NSNISSSIFYDILKPKENTTRD IKTMRPATTTYSSTPPSYMRNNNEPKEKYNTNNYNYYFREDKKKK I 11 1 LEKE

Predicdo combinada abcPred Threshold: 0.85 Window: 12 (14 n3o apareceu nada)

>F1g|6666666.171271.peg.1294
MPRYEQLKAKSKGISYTRRIRSEDKEFNFKKPITISVSFILLVSILFTVIKKYSPMVDIAVKDFFSINHREALTLETTGSEE
ENKISFLDNVPLFNFFIKSNTNETLS IMAYETNSMLETSVNTQNTNSMQNNST ITRESLSVFFNNNQNNQLNNTKD IEEQKD
NNITENTEEQNINNITVNDSYNY IQEMIQQNRGVNNNNNNNT INENNNLENNNLNNLTEEKNNYLEKVTNS INNKTSDEKTAAN
NSNISSSIFYDILKPKENTTRD IKTMRPATTTYSSTPPSYMRNNNEPKEKYNTNNYNYYFREDKKKK T I'1' 1LEKE

abcPred Threshold: 0.85 Window: 16

>F1g]|6666666.171271.peg.1294
MPRYEQLKAKSKGISYTRRIRSEDKEFENFKKPI I ISVSFILLVSILFTVIKKYSPMVDIAVKDFFSINHREALTLETTGSEE
ENKISFLDNVPLFENFFIKSNTNETLS IMAYETNSMLETSVNTONTNSMONNST ITRESLSVFENNNONNQLNNTKD 1EEQKD
NNIENTEEQNINNIVNDSYNY 1QEMIQONRGVNNNNNNNT INENNNLENNNLNNLTEEKNNYLEKVTNS INNKTSDEK1AAN
NSNISSSIFYDILKPKENTTRDIKTMRPATTTYS%TPPSYMRNNNEP*EKYNTNNYNYYFREDKKKKIIIILEKE




PROTEINA 13

>Fig|6666666.171271.peg.235

MKNRILL I LFL I LVSFSFAYPKKMVLTLACLPPEGNMNDDAKLSYVTAVETAFTDAGHLVADRQRLDKLMKEVLLQQTSGMV
DETTAAAEAGKVMKVKYLVAV I VDKWDEEQVNSAASARAAANM I GSFLGNSQTTVSSGDSDL I TVEKVRVSVKY IDVETSFV
LASGVGQGKLKDDPSK I TKK 1 VKDLEKQLKKRL
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Emini Surface Accessibility Prediction Results

Input Sequences

1 MENRILLILF LILVSFSFAY PEEMVLTLAC LPPEGMMNDD AKLSYWTAVE TAFTDAGHLY
&1 ADRQRLDKLM KEVLLOQTSG MVDETTAAAE AGKVMEVEYL VAVIVDEWDE EQVMSAASAR
121 AAAMMIGSFL GNSQTTVSSG DSDLITWEKY RVSWENIDVE TSFVLASGVG QOKLKDDPSK
181 ITKKIVEDLE KQLEKRL

Center position: & Window size: {2 Threshold: {1.000 | Recalculate |

>F1g|6666666.171271.peg-235

MKNRILLILFLILVSFSFAYPKKMVLTLACLPPEGNMNDDAKLSYVTAVETAFTDAGHLVADRQRLDKLMKEVLLQQTSGMV
DETTAAAEAGKVMKVKYLVAV IVDKWDEEQVNSAASARAAANMIGSFLGNSQTTVSSGDSDL ITVEKVRVSVKVIDVETSFV
LASGVGQGKLKDDPSKITKKIVKDLEKQLKKRL



ABCpred Prediction Server Threshold: 0.85  Window: 14

INPUT INFORMATION

|Sequence name

|Length of the sequence

|Number of l4mers from the input sequence

|Thre5huld setting (Default valus is 8.5)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

[Rank ||sequence ||start position ||score |

1 ||keEvLLoQTSGEMVDE |71 ||e.91 |ﬂ
B |[xvmkvicyLVAVIVD |EE ||e.so ll
E |[LokLekEvLLGOTS |88 ||e.87 ll
E |[MmDDAKLSYVTAY |3 ||e.87 ll

B || TvDKWDEEQUNSAA ||104 ||e.8s |ﬂ




PROTEINA 13

>F1g]|6666666.171271.peg-235
MKNRILLILFLILVSFSFAYPKKMVLTLACLPPEGNMNDDAKLSYVTAVETAFTDAGHLVADRQRLDKLMKEVLLQQTSGMV
DETTAAAEAGKVMKVKYLVAVIVDKWDEEQVNSAASARAAANMIGSFLGNSQTTVSSGDSDL ITVEKVRVSVKVIDVETSFV
LASGVGQGKLKDDPSKITKKIVKDLEKQLKKRL

Predicao combinada

>F1g]6666666.171271.peg-235

MKNRILLILFLILVSFSFAYPKKMVLTLACLPPEGNMNDDAKLSYVTAVETAFTDAGHqugRQRLDKLMKEVLLQQTSGMV
DE[TTAAAEAGKVMKVKYLVAVIVDKWDEEQVNSAASARAAANMIGSFLGNSQTTVSSGDSD

CASGVGQGKLKDDPSKITKKIVKDLEKQLKKRL



PROTEINA 13

>F1g|6666666.171271._.peg.434

MRIRTDRLGVLAGPRNWRFVAGLTGANIASGL ILHNTGAPNTQQENTENNDKKGVDKFVPSALVAFGYDSDLFGIAAGYEFT
WKSPTYMVHTP ILHMTALNDSFRINIPISIGVGQKSYVNDKSLKGTMVISTAIEGRYYFAED IPALSHLRFYFNYGNST 1KA
LDFKDASFTQQSVGGEFRMYFKILTENIKIEPIFRVRFDAALATTYKNIDEANRGSILDSYAVSAKGFIPDDPGGTGANITAA
GGANASGTLQGGY IASIPSGYYAKEPYRLGLAIPVGFTATSADENISFYFEPALSLTIVNAKETYTFGQHAWEDVASRHRRT
NPFYAFGYVVYAELY IRPVKNLEWYTELQTGGSTVAGDLSTASSTTIVENASTGITWYF
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Emini Surface Accessibility Prediction Results

Input Sequences

1 MREIRTDRLGY LAGPRMNWRFY AGLTGANIAS GLILHMTGAF NTQQENTENMW DEKGVDEFWE
61 SALVAFGYDS DLFGIAAGYE FTHESPTYMW HTPILHMTAL MDSFRINIPI SIGWVGEIKSYV
121 NDESLEGTMY ISTAILEGRYY FAEDIPALSH LRFYFNYGNS TIKALDFEDA SFTOOSWGGE
151 FREYFEILTE NIKIEPLFRW RFDAALATTY KNIDEANRGS ILDSYAVSAE GFIPDDPGGT
241 GANIAAGGAM ASGTLOGGYI ASIPSGYYAK EPYRLGLAIP VGFTATSADE MISFYFEPAL
281 SLTIVMAKET YTFGOHAWED WVASRHRRTHP FYAFGYWWYA ELYIRPWVENL EWYTELQTGG
361 STWVAGDLSTA SSTTIVFHAS TGITWYF

Center position: 6 Window size: 12 Threshold: 1.000 | Recalculate |

>F1g|6666666.171271._.peg.434

MRIRTDRLGVLAGPRNWRFVAGLTGANITASGL ILHNTGAPNTQQENTENNDKKGVDKFVPSALVAFGYDSDLFGIAAGYEFT
WKSPTYMVHTPILHMTALNDSFRINIPISIGVGQKSYVNDKSLKGTMVISTAIEGRYYFAED IPALSHLRFYFNYGNST IKA
LDFKDASFTQQSVGGEFRMYFKILTENIKIEPIFRVRFDAALATTYKNIDEANRGSILDSYAVSAKGF IPDDPGGTGANIAA
GGANASGTLQGGY IASIPSGYYAKEPYRLGLAIPVGFTATSADENISFYFEPALSLTIVNAKEIYTFGQHAWEDVASRHRRT
NPFYAFGYVVYAELY IRPVKNLEWYTELQTGGSTVAGDLSTASSTTIVFNASTGITWYF



ABCpred Prediction Server
Threshold: 0.85 Window: 14

INPUT INFORMATION

|Sequence name

|Length of the sequence

|Number of l4mers from the input sequence

|Thre5huld setting (Default values is 8.5)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

|Rank ||5equence ”Start position ”SEDFE |

|1 |[TeanTAAGGANASE |240 |e.ss Il
|2 |[TsapENISFYFERA ||236 \|o.a8 Il
|2 |[AALATTYKNIDEAN ||204 ||e.s6 Ml

E ||1PALSHLRFYFNYG |[145 ||e.8s |ﬂ
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>F1g|6666666.171271_peg.434 ©

MRIRTDRLGVLAGPRNWRFVAGLTGANTASGL ILHNTGAPNTQQENTENNDKKGVDKFVPSALVAFGYDSDLFGIAAGYEFT
WKSPTYMVHTP ILHMTALNDSFRINIPISIGVGQKSYVNDKSLKGTMVISTAIEGRYYFAED IPALSHLRFYENYGNST IKA
LDFKDASFTQQSVGGEFRMYFKILTENIKIEPIFRVRFDAALATTYKNIDEANRGSILDSYAVSAKGF IPDDPGGTGANIAA
GGANASGTLQGGY IASIPSGYYAKEPYRLGLAIPVGFTATSADENISFYFEPALSLTIVNAKETYTFGQHAWEDVASRHRRT
NPFYAFGYVVYAELY IRPVKNLEWYTELQTGGSTVAGDLSTASSTTIVENASTGITWYF

Predicao combinada

>T1g|6666666.171271._.peg.434

MRIRTDRLGVLAGPRNWRFVAGLTGANIASGL ILHNTGAPNTQQENTENNDKKGVDKFVPSALVAFGYDSDLFGIAAGYEFT
WKSPTYMVHTP ILHMTALNDSFRINIPISIGVGQKSYVNDKSLKGTMVISTAIEGRYYFAED IPALSHLRFYFENYGNST IKA
LDFKDASFTQQSVGGEFRMYFKILTENIKIEP IFRVRFDAALATTYKN IDEANRGE I LDSYAVSAKGF IPDDPGGTGANIAA
GGANASGTLQGGY 1ASIPSGYYAKEPYRLGLAIPVGFTATSADENTSFYFEPALSLT IVNAKE I YTFGQHAWEDVASRHRRT
NPFYAFGYVVYAELY IRPVKNLEWYTELQTGGSTVAGDLSTASSTTIVFENASTGITWYF




PROTEINA 15

>F1g]6666666.171271_peg.-1083
MTKRKDRITTFIFVLVIIVLINATVNQFTPFIDLTKDKVYSLSSGSKSLVKSLKEPLSVKFFLTPNLPPPFSTYEKY IKDLF
AEYKSAAGKNISFET IDASTNTIVANQYGITSTQINVLEKDQTSSKIAYMGLAFIYGDSIESIPFVRSTEGLEYNIDTIIRK
L IDKNDKLSRLENNLNVYY ISSPEVYELLPIGAIEL IPDSIMQAVTEANKNLMNKVVFTHVDMSSPNQENED I IKNLILKN
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Emini Surface Accessibility Prediction Results
Input Sequences

1 MTKREDRIIT FIFVLVIIVL INAIVHNQFTP FIDLTEDEWY 5L55G5K5LY KSLKEPLSWVE
61 FFLTPNLP PPFSTYEKYI KDLFAEYKSA AGKNISFEITI DASTNTIVAN QYGITSTQIN
121 VL EKDQTS SKIAYMGLAF IYGDSIESIP FWRSTEGLEY MIDTIIRKLI DENDELSRLE
181 NMLM WYYI SSPEVYELLP IGAIELIPDS IMQAVTEANK MLMMKNMYETH VDMSSPNQEM
241 EDIIKN LI LKN

Center position: 6 Window size: 12 Threshold: 1.000 | Recalculate |

>F1g]|6666666.171271.peg.-1083

MTKRKDRITTFIFVLVIIVLINAIVNQFTPFIDLTKDKVYSLSSGSKSLVKSLKEPLSVKFFLTPNLPPPFSTYEKY IKDLF
AEYKSAAGKNISFEI IDASTNTIVANQYGITSTQINVLEKDQTSSKIAYMGLAF1YGDSIESIPFVRSTEGLEYNIDTI IRK
L IDKNDKLSRLENNLNVYY 1SSPEVYELLPIGAIELIPDS IMQAVTEANKNLMNKVVFTHVDMSSPNQENED I IKNLILKN



ABCpred Prediction Server Threshold: 0.85  Window: 14

INPUT INFORMATION

|5equence name

|Length of the sequence

|NumbEP of 1dmers from the input sequence

|Threshnld setting (Default wvalue i= @.5)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

|Rank ”5equence ”5tart position ”Scnre |
E || SAAGKNISFETIDA |87 .91 |[|
E ||QInvLEKDQTSSKT 118 ||e.72 ||]

E || LTPDSTMQAVTEAN || 208 .78 |U




Threshold: 0.85 Window: 16

ABCpred Prediction Server

INPUT INFORMATION

|Sequence name ||

|Length of the sequence H245 |
|Mumber of 1smers from the input sequence ”23@

|Threshc1d setting (Default value is @.5) HB.SS |
TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

I

|Ftank: ||sequence ||51:art position ||S|:u::-re |
[1 |[sFETIDASTHTTVANG |ES |EER
2 |[PosTgavTEARIKRILM |[ze2 e85

Il
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>Fig]6666666.171271.peg.1083

MTKRKDR I I TEIFVLV I IVLINATVNQFTPF IDLTKDKVYSLSSGSKSLVKSLKEPLSVKFFLTPNLPPPFSTYEKY IKDLF
AEYKSAAGKN ISFE I IDASTNT IVANQYG I TSTQINVLEKDQTSSK IAYMGLAF 1YGDS IESIPFVRSTEGLEYNIDT I IRK
L IDKNDKLSRLENNLNVYY ISSPEVYELLP I1GAIEL IPDS IMQAVTEANKNLMNKVVFTHVDMSSPNQENED I IKNL I LKN

Predicao combinada AbcPred Threshold: 0.85 Window: 14

>Fig]6666666.171271.peg.1083
MTKRKDR I I TEIFVLV 1 1VLINATVNQFTPFIDLTKDKVYSLSSGSKSLVKSLKEPLSVKFFLTPNLPPPFSTYEKY IKDLF

ﬁlEYKSAAGKN ISFE I IDASTNT IVANQYGITSTQINVLEKDQTSSKIAYMGLAF1YGDSIESIPFVRSTEGLEYNIDT I IRK
L ISSPEVYELLPIGAIELIPDS IMQAVTEANKNLMNKVVFTHVDMSSPNQENED I IKNLILKN

Predicao combinada AbcPred Threshold: 0.85 Window: 16

>Fig]6666666.171271.peg.1083

MTKRKDRI ITFIFVLV I VL INATVNQFTPF IDLTKDKVYSLSSGSKSLVKSLKEPLSVKFFLTPNLPPPFSTYEKY IKDLF
AEYKSAAGKN I SFE 1 IDASTNT IVANQYG I TSTQINVLEKDQTSSK IAYMGLAF 1 YGDS IESIPFVRSTEGLEYNIDT I IRK
L IDKNDKLSRLENNLNVYY ISSPEVYELLP I1GAIEL I PDS IMQAVTEANKNLMNKVVFTHVDMSSPNQENED I IKNL I LKN
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>T1g]|6666666.171271.peqg.1772
MYKKILLIMLCFLAAMACSSPSNPDNTNNGD IVNGGGSGNGGGSGNTGDGGSTGDGGNTDIPWTEIAPPLPVLDEEAIKYGI
DISQEDSVIKEQIRTKIQQYNKDKGGYKVIFIGTPKSEYTQQSSLAKLVIDIAEELYKYKKYKYRNRY
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leucine-rich repest domain-containing_protein [Brachyspirs pilosicoli] Erachyspira pilosicoli 107 107 59% Be-25  483.53% 31T WP 1015033011

leucine-rich repest domain-containing_protein [Brachyspirs pilosicoli] Erachyspira pilosicoli 106 1086 53% Je-24  4315% 318 WP 1671458221
leucine-rich repeat domain-containing_protein [Brachyspira pilosicoli] Erachyspira pilosicoli 105 106 82% 4e-24 43.20% 320 WP 1571485271
leucine-rich repeat domain-containing protein [Brachyspira alvinipulli] Brachyspira alvinipulli 103 102 50% 1e-23 GB.00% 2897 WP 0223328207.1
hypothetfical profein BFSF16 04140 [Brachyspira pilosicoli SP 18] Brachyspira pilosicoli SP16 83.2 932 B2% 2e-18  43.80% 308 PLWVEZ126.1

leucine-rich repeat domain-containing protein [Brachyspira hyedysenteriae] Brachyspira hyodysenterias 220 920 D2% fe-18  44.83% 2099 WP 0471180221
leucine-rich repeat domain-containing protein [Brachyspira hyedysenteriae] Brachyspira hyodysenterias 220 920 D2% fe-18  44.83% 2899 WP 0471047221
leucine-rich repeat domain-containing_protein [Erachyspira hyodysenterize] Brachyspira hyodysenterias 21.7 817 02% Te-18  4483% 208 WP 1441110081
leucine-rich repeat domain-containing_protein [Erachyspira hyodysenteriae] Brachyspira hyodysenterias ape 208 D% 1e-18  44.83% 200 WP C020084178.1
hypothetical profein [Brachyspira murdochii] Brachyspira murdochii BY.0 370 50% 1e-18 5487% 1323 WP 0131148241
leucine-rich repeat domain-containing_protein [Erachyspira hyodysenteriae] Brachyspira hyodysenterias ak1 801 82% Je-18  4483% 208 WP 0851882331
leucine-rich repeat domain-containing protein [Brachysgpira hyedysenterize] Erachyspira hyodysenterias 287 98T B2% Je-18  44.20% 2099 WP 0471173681
leucine-rich repeat domain-containing protein [Brachysgpira hyedysenterize] Erachyspira hyodysenterias 287 98T B2% Je-18  4420% 285 WP 0471041541
leucine-rich repeat domain-containing protein [Brachyspira sp. GT9] Erachyspira sp. G7H 280 280 46% He-18  57.14% 278 WP OBGTIEE18.1
leucine-rich repeat domain-containing protein [Brachysgpira hyedysenterize] Erachyspira hyodysenterias 28.2 882 B2% 1e-17  4480% 301 WP 04T105282.1
leucine-rich repeat protein [Brachyspira innocens] Brachyspira innocens 2582 2509 2% 2e-17  51.28% 188 WP 0200038871
leucine-rich repeat domain-containing_ protein [Brachyspira murdochii] Brachyspira murdochii 7.0 3870 46% 2e-17  BEETW 277 WP 157153768.1
leucine-rich repeat domain-containing_protein [Brachyspira hampsonii] Brachyspira hampsoni 7.0 870 46% 3e-17 BTV 14% 277 WP 0897316341
leucine-rich repeat protein [Brachysgira pilosicoli] Brachyspira pilosicoli 236 834 02% Te-1§ 3587% 313 WP 2197082551
leucine-rich repeat domain-containing_protein [Brachyspira pilosicoli] Brachyspira pilosicoli 320 820 02% 2e-15  3545% 204 WP 1571588371
leucine-rich repeat domain-containing_protein [Brachyspira pilosicoli] Erachyspira pilosicoli 820 820 B2% 2e-15  35.45% 284 WP 1571447181
leucine-rich repeat domain-containing_protein [Brachyspira pilosicoli] Erachyspira pilosicoli 820 820 B2% 2e-15  35.45% 284 WP 16571433281
leucine-rich repeat domain-containing_protein [Brachyspira pilosicoli] Erachyspira pilosicoli 813 813 82% 4e-15  35.45% 284 WP 157148514 1
leucine-rich repeat domain-containing_protein [Brachyspira pilosicoli] Erachyspira pilosicoli 208 208 B2% He-15  35.45% 284 WP 1571485251
leucine-rich repeat domain-containing_protein [Brachyspira pilosicoli] Erachyspira pilosicoli 208 208 B2% Te-15  35.51% 5 313 WP 0148227545 1
leucine-rich repeat domain-containing_ protein [Brachyspira sp. SAP 7T Brachyspira sp. SAP 772 2005 2305 02% 1e-14 46.78% . 324 WP 167150836 1
leucine-rich repeat domain-containing_protein [Brachyspira pilosicoli] Brachyspira pilosicoli 201 301 02% 2e-14  3525%_.313 WP A5T7143336 1
leucine-rich repeat domain-containing_protein [Brachyspira pilosicoli] Brachyspira pilosicoli 201 301 02% 2e-14  3525% 313 WP 0132448311

leucine-rich repeat protein [Erachyspira pilosicoli] Brachyspira pilosicoli TT  TBY B2%  Ze-i4 3525% 313 WE Z19800332 1
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Emini Surface Accessibility Prediction Results

Input Sequences

1 MYKKILLIML CFLAAMACSS PSNPDNTNMG DIVNGGEGSGN GGOSGNTGDG GSTGDGGMTD
ol IPWTEIAPPL PVLDEEALKY GQIDISQEDSY IKEQIRTKIQ QYMKDKGGYK VIFIGTPKSE
121 YTOQOQSSLAKL VIDIAEELYK YEEYKYRMRY

Center position: & Window size: 12 Threshold: 1000 | Recalculate |

>T1g|6666666.171271.peqg.1772
MYKKILL IMLCFLAAMACSSPSNPDNTNNGD IVNGGGSGNGGGSGNTGDGGSTGDGGNTDIPWTEIAPPLPVLDEEAIKYGI
DISQEDSVIKEQIRTKIQQYNKDKGGYKVIFIGTPKSEYTQQSSLAKLVIDIAEELYKYKKYKYRNRY



ABCpred Prediction Server Threshold: 0.85  Window: 14

INPUT INFORMATION

|Sequence name

|Length of the sequence

|Number of ld4mers from the input sequence

|ThrE5thd setting (Default walue iz @.5)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

|Rank ”5equence ”5tart position ”Scare |
E ||4PPLPVLDEEATKY &7 2.9z I
|2 || EDSVIKEQIRTKIQ |87 ||e.s8 I
|2 | PLTEIAPPLPYLDE 62 |ERE I

E || NGGGSGNTGDGGST | ] ] ] ] ||f-a |e.87 I




PROTEINA 16

>F1g|6666666.171271._.peqg.1772
MYKK1TLL IMLCFLAAMACSSPSNPDNTNNGD IVNGGGSGNGGGSGNTGDGGSTGDGGNTDIPWTEIAPPLPVLDEEAIKYGI
DISQEDSVIKEQIRTKIQQYNKDKGGYKVIFIGTPKSEYTQQSSLAKLVIDIAEELYKYKKYKYRNRY

Predicao combinada

>F1g|6666666.171271.peqg.1772
MYKKILL IMLCFLAAMACSSPSNPDNTNNGD IVNGGGSGNGGGSGNTGDGGSTGDGGNTDIPWTEIAPPLPVLDEEAIKYGI
DIQQEDSVIKEQIRTKIQQYNKDMGGYKVIFIGTPKSEYTQQSSLAKLVIDIAEELYKYKKYKYRNRY




PROTEINA 17

>F1g|6666666.171271.peqg.878

MSKIKFILILTIFIENISYTQTISHKFFWNLKVGERIESVKTADVEYYENGLLKKTYKERNIVDLTVIAIAPKGGYRVSGVF
KIFRLYDGNSVFHLEEEYSSDFI THTNGKFEVPYNYFMPNVRHIPTFPDKE I SLTHSWNSEAME 1VKVNNAPNLAMALSADY

LFANTETNENNDPLAVIQYHIMTDKDLLQAGLSRNGYPERTYGFNYGTFLWDMNKNIPVSQTERYQILFGYGKNLSHLSLQY
KMNITISTYETYSTITEEENELNRKN
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Ornpety family outer membrane protein [Brachyspira pilosicoli B2A04] Brachyspira pilosicoli 22204 558 558 100% 0.0 100.00% 271 AFRTO225.1
Ormpd, family protein [Brachyspira pilosicoli] Brachyspira pilosicoli 553 553 DO% 0.0 0B 83% 401 WP 1571476351
Omnpd family protein [Brachysgira pilosicoli] Brachyspira pilosicoli 552 582  29% 0.0 oB.25% 401 WP 1ME583838.1
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Ornpet, family protein [Brachyspira pilosicoli] Brachyspira pilosicoli 550 550 DPO% 0.0 OB 82% 401 WP 218708075.1
Ornpet family protein [Brachyspira pilosicoli] Brachyspira pilosicoli S40 548 POo% 0.0 08 38% 401 WP 115800117.1
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Emini Surface Accessibility Prediction Results

Input Sequences

1 MSKIKFILIL TIFIFMISYT QTISHKFFWW LKVGERIESY KTADMEYYEM GLLEKKTYKER
61 NIVDLTWIAL APKGGYRWSG VFKIFRLYDG MSVFHLEEEY SSDFITHTNG KFEWPYNYFM
121 PMVRHIPTFFP DKEISLTHSW MSEAMEIVEN NMAPHLAMAL SADYLFANIE THMEMMDPLAW
181 IQYHIMTDED LLQAGLSRNG YPERIYGFWY GTFLWDMMEN IPVSQTERYD ILFGYGKNLS
241 HLSLOYEMNI ISTYEIYSTI TEEEMELMRE N

Center position: & Window size: 12 Threshold: 1.000 | Recalculate |

>Fig|6666666.171271.peg.878

MSKIKFILILTIFIENISYTQTISHKFFWNLKVGER IESVKTADVEYYENGLLKKTYKERN 1VDLTV IAIAPKGGYRVSGVF
K 1FRLYDGNSVFHLEEEYSSDF I IHTNGKFEVPYNYFMPNVRH I PTFPDKE I SLTHSWNSEAME 1 VKVNNAPNLAMALSADY
LFANIETNENNDPLAV 1QYH IMTDKDLLQAGLSRNGYPERIYGFNYGTFLWDMNKNIPVSQTERYQILFGYGKNLSHLSLQY
KMNTISTYE1YST ITEEENELNRKN



Threshold: 0.85 Window: 14
ABCpred Prediction Server

INPUT INFORMATION

|Sequence name

|Length of the sequence

|NumbEP of ld4mers from the input segquence

|Thre5huld setting (Default valus is @.%)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

|Rank ”Sequence HStart position ”Scare |
[1 || LSRNGYPERTYGFN 136 |le.87 Il
E || KTYKERNIVDLTVI |EE ||e.82 Il

2 || LFANTETNENNDPL 185 .82 Il




ABCpred Prediction Server Threshold: 0.85 Window: 16

INPUT INFORMATION

|Sequence name

|Length of the sequence

|Number of 16mers from the input sequence

|Threshnld setting (Default value iz @.5)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

|Rank ”Sequence ”5tart positian ”Scure |
1 ||saTERYOILFGYEKNL ||224 | EREE: Il
1 ||RTYGFIYGTF LIDMINE ||ze4 |e.oe Il
|2 || YETYSTITEEENELNR ||254 IEEE Il
E || TQTISHKFFUNLKVGE ||ze ||e.as Il
|4 ||aERTESVKTADVEYYE ||34 IEEE Il

|4 ||MALSADYLFANIETNE ||158 IEEE Il




PROTEINA 17

>F1g|6666666.171271.peg.-878
MSKIKFILILTIFIFNISYTQTISHKFFWNLKVGERIESVKTADVEYYENGLLKKTYKERNIVDLTVIAIAPKGGYRVSGVF
KIFRLYDGNSVFHLEEEYSSDF I IHTNGKFEVPYNYFMPNVRHIPTFPDKE I SLTHSWNSEAME I VKVNNAPNLAMALSADY
LFANTETNENNDPLAVIQYHIMTDKDLLQAGLSRNGYPERIYGFNYGTFLWDMNKNIPVSQTERYQILFGYGKNLSHLSLQY
KMNITISTYEI'YSTITEEENELNRKN

Predicao combinada Threshold: 0.85 Window: 14

>F1g|6666666.171271.peg.878

MSKIKFILILTIFIENISYTQT ISHKFFWNLKVGERIESVKTADVEYYENGLLKKTYKERNIVDLTVIAIAPKGGYRVSGVF
KIFRLYDGNSVFHLEEEYSSDFI ITHTNGKFEVPYNYFMPNVRHIPTFPDKE I SLTHSWNSEAME 1VKVNNAPNLAMALSADY
LFANTETNENNDPLAVIQYHIMTDKDLLQAGLSRNGYPERITYGENYGTFLWDMNKNIPVSQTERYQILFGYGKNLSHLSLQY
KMNITISTYETYSTITEEENELNRKN

Predicdo combinada Threshold: 0.85 Window: 16

>Fig|6666666.171271.peg.878
MSKIKFILILTIFIFNISYTQT I SHKFFWNLKVGER IESVKTADVEYYENGLLKKTYKERNIVDLTV IAIAPKGGYRVSGVF
K1 FRLYDGNSVFHLEEEYSSDF I IHTNGKFEVPYNYFMPNVRH I PTFPDKE I SLTHSWNSEAME I VKVNNAPNLAMALSADY |
LFANTETNENNDPLAV 1QYHIMTDKDLLQAGLSRNGYPERIYGFNYGTFLWDMNKN I PVSQTERYQILFGYGKNLSHLSLQY
KMNT ISTYETYST I TEEENELNRKN




PROTEINA 18

>F1g|6666666.171271.peg.1917
MKTYAAVLASVITVVAILIGVFITKVSTLSSPERYFQKGKRYYELENYNEAINNLNEYLSIDSRSKPVSNVAESYFIVADSL
KKMKNYNLAKNRLSE I IDGVGFEAYQLDAT IAYADIARLQNSADQY I  AKLONNLKPADKSLAST INMQYGYQLFFEKKYGE
ALSYFLRSDGELAVLGRARVYFAMNEYDRAFEIYEDFLKYYNTSIYYNEVSRTYLIQVPAIAHRMYVQKNYVKARMYYNKIA
TLFPRTKYQEEALFKIGESYYNEKNYNSAVDYFNRVRLNNVYTLDAEALLY IGLSYFKVGRYSDSYKALDTFVNTYPDNPNV
SRAKDYMAALQETLLAIN
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Spirochaetes bacterium ADurb.B...

Spirochaetes bacterium
Spirochaetes bacterium
Spirochaetes bacterium
Spirochaetes bacterium
Spirochaetes bacterium
Spirochaetes bacterium
Spirochaetes bacterium
Spirochaetes bacterium

Syntrophobacieraceas bacterium

Spirochaetes bacterium

119
12
112
105
104
104
103
101
22z
a4
237
5.2
H1Z
2.2
B55
B5.1
516
E0D
B0.5
T4
TEG
T4
e
e
TG
T6.2
THe
4T

T3.2

119

112

112

105

104

104

103

101
g2
7.4
2E.T
25.2
232
21.2
25.5
251
238
20.8
20.5
T4
788
T78.8
7r.a
7r.a
6.8
6.3
Th.8
T4T

732

B5%
B5%
B5%
B1%
T
B7%
a7
el
hiF%%
43%
B3%
el
4T
TE%
el
5%
G5%
a7
43%
4T
ftid
5%
43%
hZ%
45
4T
52%
G0%
HZ%

He-Z27
1e-24
Ge-24
2e-21
Je-21
fe-21
2e-20
Ge-20
Ge-18
2e-18
Je-18
4e-18
Se-17
Te-18
Je-14
Ze-14
1e-13
He-13
e-12
Je-12
Be-12
Ge-12
He-12
He-12
2e-11
2e-11
42-11
1e-10

2e-10

31.45%
21.45%
20.47%
27.85%
20.88%
30.80%
ZE.49%
28.18%
31.47%
33.54%
20.45%
27.22%
24.T6%
27.14%
24.79%
27.01%
20.18%
27.02%
25.24%
20.38%
ZE.23%
28.00%
30.59%
20.10%
20.08%
20.38%
28.10%
20.73%

20.08%

324
351
351
414
351
422
412
414
357
414
408
403
407
322
428
408
415
410
412
255
425
415
413
407
410
410
408
408
412

HHEE2044 1
HEO02452.1
HGEDET24. 1
PrL37354.1
MBU10TE420. 1
PHL18210.1
OHDE2004. 1
MEBNZ2180488. 1
MEM1388754.1
MLWE6345.1
OHDTO0143.1
MEM1487386.1
MBP2043743.1
HGDEGEET. 1
TAL3IT108.1
MBPTT3I658T.1
MBN1501464. 1
MBEPGEI217T.1
OPZ38416.1
MBPG221202.1
MBEMN2401384 1
HGHE2624. 1
MBN2042035.1
MBP20Z4260.1
HGPTE328 1
MBP2B3TET 3. 1
MBPED31382.1
NTW3G465.1

MBM2435074.1
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tefratricopeptide repeat protein [Spirochastes bacterium]

tefratricopeptide repeat protein [Spirochastes bacterium]

hypothetical protein [Spirochastes bacterdum]

feiratricopeptide repeat protein [Elusimicrobia bacterium]

fefratricopeptide repeat protein [Spirochastes bacterium]

tefratricopeptide repeat protein [Leptospira interrogans]

tefratricopeptide repeat protein [Leptospira interrogans]

tefratricopeptide repeat protein [Leptospira kmetyi]

fefratricopeptide repeat protein [Leptospira interrogans str 2002000635]

fefratricopeptide repeat protein [Leptospira interrogans)

tefratricopeptide repeat protein [Leptospira interrogans]

tefratricopeptide repeat protein [Leptospira interrogans]

tefratricopeptide repeat protein [Leptospira interrogans]

tefratricopeptide repeat protein [Leptospira interrogans]

fefratricopeptide repeat protein [Leptospira interrogans)

tefratricopeptide repeat protein [Leptospira interrogans serovar Grippotyphosa str. LT2135)

tefratricopeptide repeat protein [Leptospira interrogans str. L1207]

MULTISPECIES: tefratricopeptide repeat profein [Leptospira)

tefratricopeptide repeat protein [Leptospira interrogans str 2006001854]

fefratricopeptide repeat profein [Leptospira santarosai)

MULTISPECIES: tetratricopeptide repeat protein [Leptospira]

tefratricopeptide repest profein [Leptospira santarosai]

tefratricopeptide repest protein [Leptospira santarosai]

tefratricopeptide repest profein [Leptospira santarosai]

hypothetical protein DRP34 02505 [Spirochastes bacterium]

tefratricopeptide repeat protein [Leptospira stimsonii)

tefratricopeptide repeat protein [Leptospira noguchii]

tefratricopeptide repeat protein [Leptospira moguchii]

fefratricopeptide repeat protein [Leptospira stimsonii)

Spirochaetes bacterium
Spirochaetes bactenum

Spirochaetes bacterum

Elusimicrobia bacterium

Spirochastes bacterdum
Leptospira interrogans
Leptospira interrogans

Leptospira kmetyi

Leptospira interrogans sir. 20020

Leptospira interrogans
Leptospira interrogans
Leptospira interrogans
Leptospira interrogans
Leptospira interrogans

Leptospira interrogans

Leptospira interrogans serovar ...

Leptospira interrogans sir. L1207

Leptospira

Leptospira interrogans sir. 20060...

Lepiospira santarosai
Leptospira

Leptospira santarosai
Leptospira santarosai
Leptospira santarosai
Spirochastes bacterdum
Leptospira stimsaoni
Leptospira noguchii
Leptospira moguchii

Leptospira stimsoni

T3.2
T28
G6g.2
G8.6
GT.4
G7.4
65.5
G68.2
G68.2
G52
G65.9
65.9
65.9
65.9
G52
G65.5
G52
65.9
65.9
G5.5
G65.5
G5.5
65.5
G85.1
G5.1
G4.7
547
G4.7

G4.7

732
723
5.3
G58.8
a7.4
G7.4
G5.5
542
542
5.8
5.0
G5.9
G5.9
G5.9
5.8
G5.5
5.8
G5.9
G5.9
5.5
G5.5
5.5
G5.5
G5.1
5.1
Ga.7
547
G477
Ga.7

525
475
D66
43%
38%
420
4208
4208
4208
42
420
4208
4208
4208
42
420
42
4208
38%
42
420
42
4208
285%
aT%
425%
42
4208
4258

Je-10
He-10
Te-0F
2e-08
2e-08
2e-08
He-08
He-08
Ge-08
Te-08
Te-08
Te-08
Te-08
Te-08
Te-08
Se-08
fe-08
fe-08
fe-08
ge-08
1e-07
1e-07
1e-07
1e-07
1e-07
2e-07
2e-07
2e-07

2e-07

20.008%
28 05%:
25.90%
31.79%:
3.11%
31.81%
20.97%:
20.97%:
20.97%:
20.87%
20.97%
20.97%:
20.97%:
20.97%:
20.87%
20.97%
20.87%
20.97%:
32 12%:
20.87%
20.97%
20.87%
20.97%:
2. 12%:
20.00%
20.87%
20.87%
20.97%:

20.07%:

412
410
410
850
321
ara

251

354
ar4
373
are
310
are
373
a7
are
ara
are
373
373
3g2
373
378
373

373

MBN2435074.1
MMBS4482 1
MBPTE01723.1
MBN2407840. 1
MEPTE04875.1
WP 0812861751
WP 000885335.1
WE 1358545551
EMY 04054 1
WP 0010820551
WP 081268718.1
WE 001082054.1
WP 0287815851
WE 001082048.1
WP D020 428.1
EMGOE382.1
EMMN43243. 1
WE 0047538421
EMME054 1
WP D04453 964 .1
WP 0044507451
WP D48882 888, 1
WE 0044741211
WE 018754870.1
REXE27T8.9

WE 118680025, 1
WE D045 5621
WE 0021533251

WE 1M18087235.1
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tefratricopeplide repeat protein [Leptospira stim=sonii]

tetratricopeptide repeat protein [Leptospira noguchii]

tefratricopeptide repeat protein [Leptospira noguchii]

hypothelical protein B2G50 05425 [Lepiospira intemogans serowvar Canicola]

tefratricopeplide repeat protein [Firmicutes bacterum]

tefratricopeptide repeat protein [Balneolacese bacterium]

tetratricopeptide repeat profein [Leptospira sp. 201803070]

fod-pal system protein YbgF [Fibrobacter sp.]

tefratricopeptide repeat protein [Leptospira sp. 201803071]

Leplospira stimsoni
Leptospira noguchii

Leptospira noguchii

Leplospira interrogans serovar C...

Firmicutes bacterium
Balneclacess bacterium

Leptospira sp. 201803070

Fibrobacter sp.
Leptospira sp. 20180307 1

64.7
64.2
64.2
64.2
G65.1
64.7
G35
G2a
635

547
54.3
G54.3
G4.3

118
547
G3.5
G2.8
G3.5

42%
42%
42%
43%
25%
82%
42%
32%
42%

2e-07
2e-07
2e-07
2e-07
3e-07
3e-07
He-07
He-07
He-07

30.87%
30.87%
30.97%
30.82%
23.76%
27.00%
30.32%
20.46%
30.32%

373
373
373
373
tialid
514
ars
268
373

WP 118867235 1
WP 0044185451
WP 00217DESE.1
ASVDEG2E. 1
MCY53087 1
MEN2731182.1
WP 2052314771
MLW3EZES 1
WP 205375055 1




Emini Surface Accessibility Prediction Results

Input Sequences

1 METYAAVLAS VITWAILIG VFITEWSTLS SPERYFQKGK RYYELEWYNE AINMLWEYLS
6l IDSRSKPY SWWAESYFIV ADSLEKMENY MLAKNRLSEI IDGVGFEAY(D LDATIAYADI
121 AR LONSAD QYTIIAKLOMMN LKPADKSLAS TINMOQYGYQL FFEKKYGEAL SYFLRSDGEL
181 AVLG RARV YFAMMEYDRA FEIYEDFLKY YNTSIYYMEV SRTYLIQVPA IAHRMYWORKM
241 YWEKARM YY NEIATLFPRT EYQEEALFEI GESYYMEKNY MNSAVDYFHRY RLNMWYTLDA

381 EALLYIGL SYFEVGRYSD SYKALDTFWM TYPDHNPHVSR AKDYMAALQE TLLAIM

Center position: 6 Window size: 12 Threshold: 1 000 | Recalculate |

>F1g]|6666666.171271.peg.-1917
MKTYAAVLASVITVVAILIGVFITKVSTLSSPERYFQKGKRYYELENYNEAINNLNEYLSIDSRSKPVSNVAESYFI1VADSL
KKMKNYNLAKNRLSE I IDGVGFEAYQLDAT TAYAD IARLQNSADQY I IAKLQNNLKPADKSLAST INMQYGYQL
FFEKKYGEALSYFLRSDGELAVLGRARVYFAMNEYDRAFEITYEDFLKYYNTSIYYNEVSRTYLIQVPATAHRMYVQKNYVKA
RMYYNKIATLFPRTKYQEEALFKIGESYYNEKNYNSAVDYFNRVRLNNVYTLDAEALLY IGLSYFKVGRYSDSYKALDTFVN
TYPDNPNVSRAKDYMAALQETLLAIN



ABCpred Prediction Server Threshold: 0.85  Window: 14

INPUT INFORMATION

|Sequence namsa

|Length of the sequence

|Number aof ldmers from the input sequence

|Threshuld cetting (Default wvalue is @.%)

TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

|Rank HSEquencE HStart position HSEDPE
|1 || NYNEATHNLNEYLS IEE IEEE
|2 || FAMNEYDRAFETYE 192 |e.8s

E || TKYQEEALFKIGES 258 IEEE




Threshold: 0.85 Window: 16
ABCpred Prediction Server

INPUT INFORMATION

[sequence name I |
|Leng‘th of the sequence ||3$E |
|Mumber of 1emers from the input sequence ”331 |
|Threshc]d setting (Defzult walue is 8.5) ||e.ES |
TABULAR RESULT

Predicted B-cell epitope

The predicted B cell epitopes are ranked according to their score obtained by trained recurrent neural network.
Higher score of the peptide means the higher probability to be as epitope.
All the peptides shown here are above the threshold value chosen.

Il

[

I

[

I

|Rank ||Sequence ||5tart pesition ||Sc0re |
[1 |[LseTTDGVEFEATRLD |[== |24
E |[v_stDSRSKPVSIVAE |[s= |le.=2
[z |[¥veLenvneaTnnine [|+2 |le.51
E |[LFeTaESYNEKNYHS |[252 ||e. 5@
B |[rervPOHPHYSRAKDYM |[z22 |le.8=
E ||FrvervsDsYKALDTE [[ze= ||e.88
G |[FrermamrrvnczaTy |[222 ||e. 28
[ |[rspaELAVLERARVYF [[171 |le.55

Il




PROTEINA 18

>F1g]|6666666.171271.peg.-1917
MKTYAAVLASVITVVAILIGVFITKVSTLSSPERYFQKGKRYYELENYNEAINNLNEYLSIDSRSKPVSNVAESYFI1VADSL
KKMKNYNLAKNRLSE I IDGVGFEAYQLDAT TAYAD IARLQONSADQY I lAKLQNNLKPADKSLAST INMQYGYQLFFEKKYGE
ALSYFLRSDGELAVLGRARVYFAMNEYDRAFEIYEDFLKYYNTSIYYNEVSRTYLIQVPATAHRMYVQKNYVKARMYYNKIA
TLFPRTKYQEEALFKIGESYYNEKNYNSAVDYFNRVRLNNVYTLDAEALLY IGLSYFKVGRYSDSYKALDTFVNTYPDNPNV
SRAKDYMAALQETLLAIN

Predicao combinada AbcPred Threshold: 0.85 Window: 14

>T1g]|6666666.171271.peg.1917
MKTYAAVLASVITVVAILIGVFITKVSTLSSPERYFQKGKRYYELENYNEAINNLNEYLSIDSRSKPVSNVAESYFIVADSL
KKMKNYNLAKNRLSE I IDGVGFEAYQLDAT1AYAD IARLQNSADQY I IAKLONNLKPADKSLAST INMQYGYQLFFEKKYGE
ALSYFLRSDGELAVLGRARVYFAMNEYDRAFEIYEDFLKYYNTSIYYNEVSRTYLIQVPAIAHRMYVOKNYVKARMYYNKIA
TLFPRTKYQEEALFKIGESYYNEKNYNSAVDYFNRVRLNNVYTLDAEALLY IGLSYFKVGRYSDSYKALDTFVNTYPDNPNV
SRAKDYMAALQETLLAIN

Predicao combinada AbcPred Threshold: 0.85 Window: 16

>F1g|6666666.171271._.peg.1917
MKTYAAVLASVITVVAILIGVFITKVSTLSSPERYFOKGKRYYELENYNEAINNLNEYLSIDSRSKPVSNVAESYFI1VADSL
KKMKNYNLAKNRLSE I IDGVGFEAYOQLDATTAYAD IARLQNSADQY I lAKLOQNNLKPADKSLASTINMQYGYQLFFEKKYGE
ALSYFLRSDGELAVLGRARVYFAMNEYDRAFEIYEDFLKYYNTSIYYNEVSRTYLIQVPATAHRMYVQKNYVKARMYYNKIA
ILFPRTKYQEE4EFKIGESYYNEKNYNSANDYFNRVRLNNVYTLDAEALLYIGLSYFKVGRYSDSYKALDTFVNTYPDNPNV
SRAKDYMAALQETLLAIN




EPITOPOS ESCOLHIDOS:

PROTEINA 1: YIQNNNKEYMDMNKIK PROTEINA 10: MTERKTDEKIVMEVNTNYYDKESI

PROTEINA 2: KKASTAPGGEGPTKEDEVKPP PROTEINA 11: GKQSGKGSDKVYEYDLATKETKELAPVPNQASR
PROTEINA 3: GGLEPPKEEDNTAGK PROTEINA 12: TPPSYMRNNNEP

PROTEINA 4: EIYKDIANAPEEYKHTY PROTEINA 13: DROQRLDKLMKEVLLQQTSGMVDE

PROTEINA 5: LFPKYYKVQYRKVG PROTEINA 14: AALATTYKNIDEANRG

PROTEINA 6: GLTKNTREKVYS PROTEINA 15: EYKSAAGKNISFEI IDA

PROTEINA 7: PIRVEFEYLYKNGLEVNNYPNNID PROTEINA 16: QEDSVIKEQIRTKIQQYNKDK

PROTEINA 8: EGHIDSSEVRYMNKNTVYN PROTEINA 17: MALSADYLFANIETNENNDPL

PROTEINA 9: DDTSEKEEPKQEDTDNLDDLDSILD | | PROTEINA 18: LFEKIGESYYNEKNYNSA




PROTEINA QUIMERA: | 2-3-8-7-13-15-6-10-11-14-9-1-17-18-16-4-5-12

KKASTAPGGEGPTKEDEVKPPGPGPGGGLEPPKEEDNTAGKGPGPGEGH IDSSEVRYMNKNTVYNGPGPGPIRVEFEYLYKNGLE
VNNYPNNIDGPGPGDRQRLDKLMKEVLLQQTSGMVDEGPGPGEYKSAAGKN ISFEI IDAGPGPGGLTKNTRFKVYSGPGPGMTER
KTDEKTVMEVNTNYYDKES IGPGPGGKQSGKGSDKVYEYDLATKETKELAPVPNQASRGPGPGAALATTYKNIDEANRGGPGPGD
DTSEKEEPKQEDTDNLDDLDSILDGPGPGY IQNNNKEYMDMNKIKGPGPGMALSADYLFANIETNENNDPLGPGPGLFKIGESYY
NEKNYNSAGPGPGQEDSVIKEQIRTKIQQYNKDKGPGPGEI'YKD IANAPEEYKHTYGPGPGLFPKYYKVQYRKVGGPGPGTPPSY
MRNNNEP

Boa solubilidade em agua (Pepcalc)

Extinction coefficients: Ectimated half-1ife:
This protein does not contain any Trp residues. Experience shows that The N-terminal of the sequence considered is K (Lys).
this could result in more than 18% error in the computed extinction coefficient.

The estimated half-life is: 1.3 hours (mammalian reticulocytes, in witro).
Extinction coefficients are in units of M1 cm™l, at 280 nm measured in water. 3 min ':}"Eﬁstrll"l'v'l"f'cj: . o

3 min (Escherichia coli, in wvivo).

Ext. coefficient 38740
Abs ©.1% (=1 g/1) 9.83% Instability index:
The instability index (II) is computed to be 34.82
This classifies the protein as stable.

Simlaridade apenas com Brachyspira no

Aliphatic index: 48.77

Blast-p

Grand average of hydropathicity (GRAVY): -1.188



PROTEINA QUIMERA: | 2-8-3-7-13-15-14-10-6-11-9-17-1-4-5-18-16-12

KKASTAPGGEGPTKEDEVKPPGPGPGEGHIDSSEVRYMNKNTVYNGPGPGGGLEPPKEEDNTAGKGPGPGP IRVEFEYLYKNGLE
VNNYPNNIDGPGPGDRQRLDKLMKEVLLQQTSGMVDEGPGPGEYKSAAGKN ISFEI IDAGPGPGEYKSAAGKNISFE T 1DAGPGP
GMTERKTDEKIVMEVNTNYYDKES IGPGPGGLTKNTRFKVYGPGPGGKQSGKGSDKVYEYDLATKETKELAPVPNQASGPGPGDD
TSEKEEPKQEDTDNLDDLDS ILDGPGPGMALSADYLFANIETNENNDPLGPGPGY IQNNNKEYMDMNK IKGPGPGETYKD IANAP
EEYKHTYGPGPGLFPKYYKVQYRKVGGPGPGLFKIGESYYNEKNYNSAGPGPGQEDSVIKEQIRTKIQQYNKDKGPGPGTPPSYM
RNNNEP

Boa solubilidade em agua (Pepcalc)

Estimated half-life:
Extinction coefficients:
The MN-terminal of the sequence considered is K (Lys).
This protein does not contain any Trp residues. Experience shows that
this could result in more than 18% error in the computed extinction coefficient. The estimated half-life is: 1.3 hours (mammalian reticulocytes, in vitro).
3 min (yeast, in wivo).
3 min (Escherichia coli, in wiwvo).

Extinction coefficients are in wnits of M1 :m'LJ at 288 nm measured in water.

Ext. ccgfflcleqt 38?4@ Instability index:
Abs 9.1% (=1 g/1) 8.248

The instability index (II) is computed to be 33.81
This classifies the protein as stable.

Simlaridade apenas com Brachyspira

Aliphatic index: 49.56

Canaripox e Chiloscyllium no Blast-p

Grand average of hydropathicity (GRAVY): -1.@75




