
logo MFSFFWKRKRKRKAKEQAEATPALPAEEPAPQAVQSAEPTAAPKSPVAESTEPVAQIVGNIKEDVESLAESVKGRAESAQ
VETLVSGAVEQVKEPTAVAHAEMVPASEPAVGP

NTDB id 202497 BKK79 RS08725 WP 071010901.1 MFSFWKKRKAEAAPAPAPAPASAPAPSPATP..........................QETL.........PAHAVPAPVP 45
NTDB id 1118 NGFG RS11455 WP 003696286.1 MFSFFRRKKKQETPALEEAQVQETAAKVESEVAQIVGNIKEDVESLAESVKGRAESAVETVSGAVEQVKETVAEMPSEAG 80
consensus !!!!****! !!* *!* *!* * **************************** !!*********** * *! * *

logo EAPAAERVESAKEAVAETTVAGEADAVGYEQLVQTELAPPVAVPTTEQEDHKRLQGWAMARRLKRAQGLASKSTRSDRKMAKNSLAGGTLVFGLGGVKQI
V
D
GEADLFYEELETAVL ILMT

NTDB id 202497 BKK79 RS08725 WP 071010901.1 EPAA............TA.DAYELTLPPVPTQEDRQGWMRRLRAGLSKTSR....NLGTLFLGVKVDEALFEELETALLM 108
NTDB id 1118 NGFG RS11455 WP 003696286.1 EAAERVESAKEAVAETVGEAVGQVQEAVATTEEHKLGWAARLKQGLAKSRDKMAKSLAGVFGGGQIGEDLYEELETVLIT 160
consensus !*! ************ ** * ** *! !** !! !!* !! !* **** !* *! ! * ! !*!!!!! !*

logo

A
GDAMGMVEATEYLLMGKDELVRGRRVKSLNEKGR I

L
E
KDAGENEGLVKRAGALKRETALLTYDL ILKRPLEKPTLMEVLGPERTEKEQPFLVI

MMI
LAGI

VNGAGKTTS IGKLACKHY
NTDB id 202497 BKK79 RS08725 WP 071010901.1 ADAGVEATEYLLGELRRRVKNERIEDAEGVKAALRTLLTDLLRPLEKTMELG.REQPLVMMIAGVNGAGKTTSIGKLCKH 187
NTDB id 1118 NGFG RS11455 WP 003696286.1 GDMGMEATEYLMKDVRGRVSLKGLKDGNELRGALKEALYDLIKPLEKPLVLPETKEPFVIMLAGINGAGKTTSIGKLAKY 240
consensus *! !*!!!!!!* **! !! * !* ***!!* ! !!**!!!!** !** ! !*!*!!*!!!!!!!!!!!!*!*

logo FQAHQYGKQSVLLAAGDTFRAAAREQLQTAIWGEGRNNVTVI
V
A
SQETSTGDPSAAVCI FDAVNQAAKRARGIDIVLMADTAGRLPTQLHLMEE I

L

NTDB id 202497 BKK79 RS08725 WP 071010901.1 FQHYGQSVLLAAGDTFRAAAREQLTIWGERNNVTVVAQESGDPAAVIFDAVNAARARGIDIVMADTAGRLPTQLHLMEEL 267
NTDB id 1118 NGFG RS11455 WP 003696286.1 FQAQGKSVLLAAGDTFRAAAREQLQAWGGRNNVTVISQTTGDSAAVCFDAVQAAKARGIDIVLADTAGRLPTQLHLMEEI 320
consensus !!* ! !!!!!!!!!!!!!!!!!! !! !!!!!!* ! *!!*!!!*!!!!*!!*!!!!!!!*!!!!!!!!!!!!!!!!*

logo KKVKRRVI
L
A
QKAI

MPGTAPHE I
V
I
L
L
VVI

LDANI
TGQNALVANQVKRAFDDALGLTGL ILVTKLDGTAKGGI LAAI

LARSDQRPVPVRYFYIGVGEGKI
V

NTDB id 202497 BKK79 RS08725 WP 071010901.1 KKVRRVIAKAMPTAPHEVLLVIDANTGQNALAQVRAFDDALGLTGLLVTKLDGTAKGGILAAIARQRPVPVYFIGVGEKV 347
NTDB id 1118 NGFG RS11455 WP 003696286.1 KKVKRVLQKAIPGAPHEIIVVLDANIGQNAVNQVKAFDDALGLTGLIVTKLDGTAKGGILAALASDRPVPVRYIGVGEGI 400
consensus !!!*!!* !!*! !!!!***!*!!! !!!!* !!*!!!!!!!!!!!*!!!!!!!!!!!!!!!*! !!!!! *!!!!! *

logo

D
EDLQRPFDKAERAEFAVDALLDG

NTDB id 202497 BKK79 RS08725 WP 071010901.1 EDLQPFKAEEFADALLG 364
NTDB id 1118 NGFG RS11455 WP 003696286.1 DDLRPFDARAFVDALLD 417
consensus *!! !! ! ! !!!!
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X ≥ 50% conserved


