logo

NTDB id 111880 T556 RS02090 WP 020997305.

NTDB id 1128 NGFG RS01490 WP 020997305.1
consensus

logo

NTDB id 111880 T556 RS02090 WP 020997305.

NTDB id 1128 NGFG RS01490 WP 020997305.1
consensus

logo

NTDB id 111880 T556 RS02090 WP 020997305.

NTDB id 1128 NGFG RS01490 WP 020997305.1
consensus

logo

NTDB id 111880 T556 RS02090 WP 020997305.

NTDB id 1128 NGFG RS01490 WP 020997305.1
consensus

logo

NTDB id 111880 T556 RS02090 WP 020997305.

NTDB id 1128 NGFG RS01490 WP 020997305.1
consensus

logo

NTDB id 111880 T556 RS02090 WP 020997305.

NTDB id 1128 NGFG RS01490 WP 020997305.1
consensus

logo

NTDB id 111880 T556 RS02090 WP 020997305.

NTDB id 1128 NGFG RS01490 WP 020997305.1
consensus

AL RSN 2 LBEALALAREELL L VA BRSO R L

MEFRRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVPLTVEYV
MERRWFLPCWVVGVAVSFALSVVPHWPFWLAAFAVLAVLARRFAFAGLMLCVLAGAAYGVFRTEAALSSQWRAEAVSGVPLTVEYV
I

TR RCERAAS TEILLLNRRE o S T LR LR ALV AL

TDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGVGGVGTVGADRVLL

TDMPRSDGRRVQFAAKAVDSGGRTFDLLLSDYKRREWAVGSRWRITARVHPVVGELNLRGLNREAWALSNGVGGVGTVGADRVLL
PELLLL e rrrrrrrrrrrrrrrrrrrrnd

79 ASRR A L RO LR U ST ALER AL

HGGSGWGIAVWRSRISRNWRQADADGGLSDGIGLMRALSVGEQSALRPGLWQAFRPLGLTHLVSISGLHVTMVAVLFAWLAKRLL
HGGSGWGIAVWRSRISRNWRQADADGGLSDGIGLMRALSVGEQSALRPGLWQAFRPLGLTHLVSISGLHVTMVAVLFAWLAKRLL
PULLLE e rrrrrrrrrrrrrrrrrrrrnd

L ORLATRL AL AR VTR LR AL AT (LT ALLY L

ACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLSAWATWWQALAAVLLFDPLAVLGVGTWLSFG
ACSPRLPARPRAWVLAAGCAGALFYALLAGFSVPTQRSVLMLAAFAWAWRRGRLSAWATWWQALAAVLLFDPLAVLGVGTWLSFG
PELLL L et

VLA RLTEARTAR AETLOOLL YL LA S TP E LA

LVAALIWACAGRLYEGKRQTAVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVSIPWFSWVLTPLALLGSVVPFAPLQQAGAFLA

LVAALIWACAGRLYEGKRQTAVRGQWAASVLSLVLLGYLFASLPLVSPLVNAVSIPWFSWVLTPLALLGSVVPFAPLQQAGAFLA
PELLLL e rrrrrrrrrrrrrrrrrrrrrnd

AP LA A L LT LR ALK A T L D

EYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLAGFVSYRPEAVPENEAAVTVWDAGQGLSVLVR

EYTLRFLVWLADVSPEFAVAAAPLPLLVLAVCAALLLLLPRGLGLRPWAVLLLAGFVSYRPEAVPENEAAVTVWDAGQGLSVLVR
I

T TARAT SRR ) UL et A G

TANRHLLFEDTGTVAAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQAVGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDF

TANRHLLEDTGTVAAAQTGIVPSLNAAGVRRLDKLVLSHHDSDHDGGFQAVGKIPNGGIYAGQPEFYEGARHCAEQRWQWDGVDF
P rrrrr et rrrr ettt e e rrrr et e rrrrrrrrnd

|

85
85

170
170

255
255

340
340

425
425

510
510

595
595



logo EH.R SERKN DDN KS V\.RWA AAH.W D\.DTK EES\.V KY N\.YSQ\/\.\/\. HH SNTSSS VH.NAVS EYAVASS
NTDB id 111880 T556 RS02090 WP 020997305.1 ININAZINACIREIINESIANNAANNeled VIRRANCHIMENIONIRANE QIR EIAAARANE: 1 (eRINESR AN RV A TN I 680
NTDB id 1128 NGFG RS01490 WP 020997305.1 EFLRPSERKNIDDNGKSCVLRVVAGGAALLVTGDLDTKGEESLVGKYGGNLYSQVLVLGHHGSNTSSSGVFLNAVSPEYAVASSG 680

consensus L T T T i i

YANAYKHEA\/QNR\/RAH ..................................................................

[
NTDB id 111880 T556 RS02090 WP 020997305.1 (PSS A:NRAURNNARYN:(CaneRRNRIRIer ANl R NI CINANAAQOR AT 739
NTDB id 1128 NGFG RS01490 WP 020997305.1 YANAYKHPTEAVQNRVRAHGIKLLRTDLSGALQFGLGRGGVKAQRLRVYKFYWQKKPF Eect]

consensus NN NN NN NN NN NN NN NN RN

K non conserved
B similar
> 507 conserved



