logo

NTDB id 1119 NGFG RS11465 WP 017147169.1
NTDB id 1191 AAC28468.1 484..945( )

NTDB id 1188 NELON RS01755 WP 003772458.1
NTDB id 1424 RS RS02795 WP 011000517.1

NTDB id 1002 ACIAD RS15100 WP 004923779.1
NTDB id 106797 ACAM42 RS33140 WP 369630677.1
NTDB id 1274 LPP RS09530 WP 011214168.1

NTDB id 1258 GCO85 RS09745 WP 014844212.1
consensus

logo

NTDB id 1119 NGFG RS11465 WP 017147169.1
NTDB id 1191 AAC28468.1 484..945( )

NTDB id 1188 NELON RS01755 WP 003772458.1
NTDB id 1424 RS RS02795 WP 011000517.1

NTDB id 1002 ACIAD RS15100 WP 004923779.1
NTDB id 106797 ACAM42 RS33140 WP 369630677.1
NTDB id 1274 LPP RS09530 WP 011214168.1

NTDB id 1258 GCO85 RS09745 WP 014844212.1
consensus

<0

logo

NTDB id 1119 NGFG RS11465 WP 017147169.1
NTDB id 1191 AAC28468.1 484..945( )

NTDB id 1188 NELON RS01755 WP 003772458.1
NTDB id 1424 RS RS02795 WP 011000517.1

NTDB id 1002 ACIAD RS15100 WP 004923779.1
NTDB id 106797 ACAM42 RS33140 WP 369630677.1
NTDB id 1274 LPP RS09530 WP 011214168.1

NTDB id 1258 GCO85 RS09745 WP 014844212.1
consensus

il

|

Wl

...... ATIGILAATIA

....... ATIGILAATIA PAYQDYT R V E LiWARNIZK A SIHAFQTDGITGMTAAAK.
AT GILAATIA BEAMRAGNSIWIA QAIMALASINAANAQSDLSVGS .
........ ATIGILAAIA PAYRWDYT RARV EGLINIAREIIK

ATIGILAA A PAYQDY]]

......... N CH N Y.V Y S ANV AN AN TIWAD S AL IS TATTNNALPATQAAT .
......... NNV S SN GR AN NN TIWAD S AIMLINEISTATITNNALPATQAAT .

ENEEE

ool Vot U it

EAAE LLa N
............ GVASPP DIKGKYVK

SVFT ..o oo PUIKN . . \JANL T
COSTE. L . VGVQE
YVLPRY. . ... .......
YVSPRIY. . .. ... ....
YVSPIY. . . .........
*

* X ** * * % % * % * % %

QAN sv T Ké
REEmEEL <%| AANAAJéQB ¥AT s KR #§$ k SE %DKAsDAK
WGRREN.S.KWFCGQPVTRADDDTVADA KDGKE DTKHLPS [@MDKASDAK
AASGQISTWTCAP AAN. .. ............ G

AVPAATSTGA DWACAS AKETADKRFGTGSGVAVGT
....SAPSHPEMIUT¥YAQNKAQAASSVA. . .PSGTMS
.LTPTYAS[§A TWKCTTT ...................

GSSTVPTG[gS EWLCRP ............... TGG
..... QANEDMTTETG ..................T
..... QAN[ED TWTCTG A |

X non conserved
B similar
Bl >50% conserved

Ao e

....... AI GILAA A PAYQDYTARAQV E LﬂﬂEGQK AV EYYLNHGKWPENNTSA

P Teeeleksy KT*T ﬁ

NNEIK

E EMKN . . . [QARVAINMLESEV . . . ... ..
NVIFDSANGLDGKYFAP@. ........GMTMT . PDT{¢ARINMARDINGANGE . . . ... .........
FNKTHAAGGGAGGAAAA QHASKYVK .....

166
153
188
168
147
170
136
136

T AL AT

VSENILNAGALVAGTP....

PTGLD

115
124
140
127
118
136
110
110



