logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id

600
269
228
194
159
499
527
453
408
115
625
1313
1245
1214
1211
1334

1012082 ABMK85 RS01985 WP 104491228.1

1389
1130
1124
1123
1427
1165
1142
1205
1022
1074

consensus

KW2 RS01765 WP 011675413.1
KZH43 RS08665 WP 001085462.1
SPD RS09265 WP 001085462.1
SPR RS08825 WP 001085462.1
SP RS09750 WP 001085462.1
SM12261 RS08315 WP 078228268.1
SMSK321 RS11065 WP 001085454.1
Spy49 1753c ACI62003.1
SMU RS09530 WP 002262392.1
BSU 16940 NP 389576.2
LCA RS02525 WP 011374196.1
DR RS12030 WP 010888966.1
Cj1673c YP 002345041.1
NCTC11637 00359 SQJ03206.1
C694 RS00795 WP 000963128.1
RAOC RS04870 WP 004918236.1

A4U84 RS07560 WP 021112712.1
NGFG RS03960 WP 003688695.1
NGFG RS03960 WP 003688695.1
0K783 RS03845 WP 003688695.1
RS RS02760 WP 011000510.1
A1552VC RS01565 WP 000344154.1
GTF74 RS11550 WP 000344154.1
PSJM300 05545 AFN77183.1

ACIAD RS06390 WP 004925639.1
ABD1 RS10195 WP 000344167.1

AKK

, ﬂKﬁggéJiKﬁfQ@EéﬁKAL@éALQS.

. .KTNFDDITKKYGA
. .PKKLEEISKKFGA
.PKKLEEISKKFGA IMRLG

:.PKKLEEISKKFGA IMRLG
. .PKKLEEISKKFGA IMRLG
.PKKLDEISKKFGA IMRLG

. .PKKLDEISKKFGA IMRLG
. .LKKNEEITKKFGD MRLG
. . IKKTEEITKKFGD MRLG

............ IM LG
.......... IMR G

........... IEKEFGKG
........... IEKFFGKGAIM
........... IEKEFGKG
...... IEKWFGKG IM
........... IEKWFGKG IMRLG
........... IEKWNFGKG IMRLG
........... IEKWNFGKGA MR G

........... MRLG

et sl B il

MRLG
IMRLG

NANI D DIHDDIDI >

LDQALGMGGMP GRI
LDIZALGRGGMP GRI

GSLBLD
GSL LD

GSLBJLD
S

nNnunmmnwmnmmnwnn nn

*k ok K Dkkokd K KU Ukx Ll LD Tkl Lkk



logo

NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB
NTDB

id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id
id

600 KW2 RS01765 WP 011675413.1

269 KZH43 RS08665 WP 001085462.1
228 SPD RS09265 WP 001085462.1

194 SPR RS08825 WP 001085462.1

159 SP RS09750 WP 001085462.1

499 SM12261 RS08315 WP 078228268.1
527 SMSK321 RS11065 WP 001085454.1
453 Spy49 1753c ACI62003.1

408 SMU RS09530 WP 002262392.1

115 BSU 16940 NP 389576.2

625 LCA RS02525 WP 011374196.1
1313 DR RS12030 WP 010888966.1
1245 Cj1673c YP 002345041.1

1214 NCTC11637 00359 SQJ03206.1
1211 C694 RS00795 WP 000963128.1
1334 RAOC RS04870 WP 004918236.1
1012082 ABMK85 RS01985 WP 104491228.1
1389 A4U84 RS07560 WP 021112712.1
1130 NGFG RS03960 WP 003688695.1
1124 NGFG RS03960 WP 003688695.1
1123 0K783 RS03845 WP 003688695.1
1427 RS RS02760 WP 011000510.1
1165 A1552VC RS01565 WP 000344154.1
1142 GTF74 RS11550 WP 000344154.1
1205 PSJM300 05545 AFN77183.1

1022 ACIAD RS06390 WP 004925639.1
1074 ABD1 RS10195 WP 000344167.1

consensus

)

EIYGPESSGKTT
EIYGPESSGKTT

EI GPESSGKTT
EIYGPESSGKTT
EI GPESSGKTT
EI GPESSGKTT
EI GPESSGKTT
EIYGPESSGKTT
EI GPESSGKTT
EI GPESSGKTT
EIYGPESSGKTT
EIYGPESSGKTT
EIYGPESSGKTT

FPEINEINE

* % | | * I x

0 AT Tt A NP et L

AN QKEGGINAF IDAEHALDPRY AINALGVN
ANQKRGGINAF IDAEHALDPIY AFN\LGVN
ANQKRGGINAF IDAEHALDPIY AINLGVN
ANQxRGCINAF IDAEHALDPIY AF\LGVN
ANQKRGGINAF IDAEHALDPIY AFNNLGVN
ANQKHGGINAF IDAEHALDPIY AFNLGVN
ANAQKRGGINAF IDAEHALDPIY AFN\LGVN
AN QKMGGINAF IDAEHALDPIY AFNNLGVN
ARYQENG GANAF IDAEHALDPYY AL G VN
APRYQKNGGA IDAEA DPE(Y ANALGVN

15
IDDILL

ARENQKEAGGINMAF IDAEHALDPRUY ARSAL GVNGSDELL
AINSOKENGGUASAF IDAEHALDRSY AJSQYL GV NE¥D Ll
AIEOKINGGUAMAF IDAEHALDUIY AJSHL.GV gy I

AINSOKINGGUASAF IDAEHALDUSIY ASALGV N
AIINQKYJGGIWAAF IDAEHARGDIUNSIY AISLG N
AIIOKISGGAAGAEF DAEHALDP[NYAJSSLGVN DELL
AWQK[FYN¥AF IDAEHALDPYYY AL GVNIDELL
VUEGAF DAEHAIIDPNY ARISL G V]S
VUGAF DAEHAIIDPNY ARINL G V]S
VUEGAF DAEHAJJDPNY ARISL G V]S
INMAFIDAEHALDNMYY APINL G V]S
IQNOUAFIDAEHALDPNY AJSSLGVN
IQNOUAFIDAEHALDPNYY AJSSLGVN
SYNMAF DAEHALDPPYAGYL.GVN
INGAFIDAEHALDPNYABMSLGV  DNLL
INWAFTIDAEHALDP[NYAJASLGV DNLL
PEExDx] Ul Pl skeokoskoskok |

*k 111

SQPDYGEQALEI
SQPDIIGEQALEIY]
SQPD GEQALEIIR
L SQPD GEQALEI
SQPDEGEQALEI[)
SQPD GEQALEI}]
SQPDJGEQALEI
GEQALEI®
GEQALEI[®
GEQALEI®
GEQALEIN
GEQALEI® v
GEQALEI® v
GEQALEIp
SQPDEIGEQALEIN v
i
*

SQPDNGEQALETHA

PTUxT®D % cxk Dk

156
155
155
155
155
155
155
155
155
140
142
154
141
143
143
150
154
158
142
142
142
150
141
141
141
141
141



T 1

e D0Vl

50, v LR Sl FIRURALY. ETT AR

NTDB id 600 KWw2 RS01765 WP 011675413.1 DSVAALWUPKAEI G WGDSEVGLQAR MSQA K 235
NTDB id 269 KZH43 RS08665 WP 001085462.1 GDISGDSHVGLQAR MSQA K 234
NTDB id 228 SPD RS09265 WP 001085462.1 GDMGDSHVGLQAR MSQA K 234
NTDB id 194 SPR RS08825 WP 001085462.1 GDISGDSHVGLQAR MSQA K 234
NTDB id 159 SP RS09750 WP 001085462.1 GDMGDSHVGLQAR MSQA K 234
NTDB id 499 SM12261 RS08315 WP 078228268.1 GDISGDSHVGLQAR MSQA K 234
NTDB id 527 SMSK321 RS11065 WP 001085454.1 GDISGDSHVGLQAR MSQA K 234
NTDB id 453 Spy49 1753c ACI62003.1 GDMGDSHVGLQAR MSQA K 234
NTDB id 408 SMU RS09530 WP 002262392.1 GDI§GDSHVGLQAR MSQA K 234
NTDB id 115 BSU 16940 NP 389576.2 GDMGDSHVGLQAR MSQA K 219
NTDB id 625 LCA RS02525 WP 011374196.1 G MGD HVGLQAR MSQA K 221
NTDB id 1313 DR RS12030 WP 010888966.1 GDMGDSIBZGLQAR MSQA G . 233
NTDB id 1245 Cj1673c YP 002345041.1 GDMGDNHVGLQAR MSQA 221
NTDB id 1214 NCTC11637 00359 SQJ03206.1 GDMGDNHVGLQAR MSjslA 223
NTDB id 1211 C694 RS00795 WP 000963128.1 GDMGD[NHVGLQAR MSJsl|A 223
NTDB id 1334 RAOC RS04870 WP 004918236.1 GDMGDS GLRJAR MSQA . 229
NTDB id 1012082 ABMK85 RS01985 WP 104491228.1 GDMGDN GEQAR MSQA . 233
NTDB id 1389 A4U84 RS07560 WP 021112712.1 GDMGDSH GLQAR MSQA . 237
NTDB id 1130 NGFG RS03960 WP 003688695.1 GDMGDSHVGLQAR MSQA . 221
NTDB id 1124 NGFG RS03960 WP 003688695.1 GDMGDSHVGLQAR MSQA . 221
NTDB id 1123 0K783 RS03845 WP 003688695.1 GDMGDSHVGLQAR MSQA . 221
NTDB id 1427 RS RS02760 WP 011000510.1 G MGD [BgGLQAR MSQA . 229
NTDB id 1165 A1552VC RS01565 WP 000344154.1 G MGDSH GLQAR SQA . 220
NTDB id 1142 GTF74 RS11550 WP 000344154.1 G MGDSH GLQAR |#SQA . 220
NTDB id 1205 PSJM300 05545 AFN77183.1 G MGD HVGLQAR MSQA . 220
NTDB id 1022 ACIAD RS06390 WP 004925639.1 G MGDSH GLQAR MSQA . 220
NTDB id 1074 ABD1 RS10195 WP 000344167.1 G MGDSH GLQAR MSQA . 220
]
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