
logo MLAELSTIKNFAI I EELTVSFEKRGLTVLTGETGAGKS I IMIDAI
VSLLVGGRGSSEFVRYGEAKKAELEGLFLLVEPAASDGHPVFLAGLV

NTDB id 1010132 ABNG17 RS11230 WP 284906997.1 MLAELTIKNFAIIEELTVSFEKGLTVLTGETGAGKSIMIDAVSLLVGGRGSSEFVRYGEKKAELEGLFLVPAADHPVFAL 80
NTDB id 352 BSU 24240 NP 390304.2 MLAELSIKNFAIIEELTVSFERGLTVLTGETGAGKSIIIDAISLLVGGRGSSEFVRYGEAKAELEGLFLLE.SGHPVLGV 79
consensus !!!!!*!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!*!!!*!!!!!!!!!!!!!!!!! !!!!!!!!!*** !!! **

logo CAEEQGIDAVSTDEMI
M
I
V
L
MRRDINSNTNSGKS IVCR I

VNGKLVTIASLSLRE I
VGRLLLDIHGQHDNQLLMEDENHLHQLLDKQFAGAGAEE I

V
A
E
P
SAL

NTDB id 1010132 ABNG17 RS11230 WP 284906997.1 CEEQGIDATDEMMILRRDINNNGKSICRINGKLVTISLLREVGRLLLDIHGQHDNQLLMEDENHLHLLDQFGAEEIAPAL 160
NTDB id 352 BSU 24240 NP 390304.2 CAEQGIDVSDEMIVMRRDISTSGKSVCRVNGKLVTIASLREIGRLLLDIHGQHDNQLLMEDENHLQLLDKFAGAEVESAL 159
consensus ! !!!!! *!!!***!!!! !!!*!!*!!!!!!! !!!*!!!!!!!!!!!!!!!!!!!!!!!*!!! !** !* *!!

logo

K
S
Q
TYQEAGYEQQRYTVKLTALKQKLKQLSENSEQEMAVHRLDL ILQFQLEE I EASAKQLELPGNEDEKQLQEERHQQI SNFYEKI FYESSLQNAYNALRNS

NTDB id 1010132 ABNG17 RS11230 WP 284906997.1 SQYQEAYEQYTKTAQKLKQLSENEQEMVHRLDLLQFQLEEIEAAQLEPGEDEKLQEERHQISNYEKIFSSLQNAYNALRN 240
NTDB id 352 BSU 24240 NP 390304.2 KTYQEGYQRYVKLLKKLKQLSESEQEMAHRLDLIQFQLEEIESAKLELNEDEQLQEERQQISNFEKIYESLQNAYNALRS 239
consensus !!!*! ! ! !!!!!!! !!!! !!!!!*!!!!!!!! ! !!* !!! !!!!!*!!!!*!!!* !!!!!!!!!!

logo EQGGLDWVGMASSASEQLEDQI
VSDE INDEDPLKKLMSEQSVSNSYYLLEDASTFQMRNSMLDEQLEFDPAERLDNLYI ESTRLNE I

MKQLKRKYGATT
NTDB id 1010132 ABNG17 RS11230 WP 284906997.1 EQGGLDWVGMSSSELEQVSEINDDLKKLSEQVSNSYYLLEDSTFQMRSMLDQLEFDPARLDLIESRLNEMKQLKRKYGTT 320
NTDB id 352 BSU 24240 NP 390304.2 EQGGLDWVGMASAQLEDISDINEPLKKMSESVSNSYYLLEDATFQMRNMLDELEFDPERLNYIETRLNEIKQLKRKYGAT 319
consensus !!!!!!!!!! ! !! *!*!!**!!!*!! !!!!!!!!!! !!!!! !!! !!!!! !! !!*!!!!*!!!!!!!! !

logo VEDE I LEYAASKI EEE IDQI EQNRDSHLQSTLKKNEKLDASMVGSKRDAVALLVEAALNVSEQI
LRKKTWAKKLADKEQIHQRTELKDSLYMEKSTFDTESFKS

NTDB id 1010132 ABNG17 RS11230 WP 284906997.1 VEEILEYAAKIEEEIDQIQNRDSHLQTLKNKLDAMSRDALLEALNVSELRKKWAKKLAKQIQTELKDLYMEKSTFDTSFS 400
NTDB id 352 BSU 24240 NP 390304.2 VEDILEYASKIEEEIDQIENRDSHLQSLKKELDSVGKDVAVEAANVSQIRKTWAKKLADEIHRELKSLYMEKSTFDTEFK 399
consensus !!*!!!!! !!!!!!!!! !!!!!!!*!! !! * *! *!! !!! *!! !!!!!! !* !!! !!!!!!!!!! !

logo

I
VRTYAPSFRSNSETDEANPLLVDNGKQPVQLGTEKNQGIDLQAVKQFLVI STNPTGEPLMKSLSKVASGGE I

LSRVMLAI
VKS I FSASKQQDEVTS I I FDEVDT

NTDB id 1010132 ABNG17 RS11230 WP 284906997.1 IRYAPFSSTDNPLLDGKPVQLGKNGIDQAQFVISTNPGEPMKSLSKVASGGEISRVMLAVKSIFSAKQEVTSIIFDEVDT 480
NTDB id 352 BSU 24240 NP 390304.2 VRTASR.NEEAPLVNGQPVQLTEQGIDLVKFLISTNTGEPLKSLSKVASGGELSRVMLAIKSIFSSQQDVTSIIFDEVDT 478
consensus *! !* * * !!* ! !!!! *!!! !*!!!!*!!!*!!!!!!!!!!!*!!!!!!*!!!!! !*!!!!!!!!!!!

logo GVSGRVAQAIAEKIHYKVASAIGSQVLC ITHLPQVAAMADTHLFYIASKERLSKADGRTLTTRSVKPLSHKEQEKVASE IGRMIAGVEVTDELT
NTDB id 1010132 ABNG17 RS11230 WP 284906997.1 GVSGRVAQAIAEKIYKVAAGSQVLCITHLPQVAAMADTHLFISKRSKAGRTLTSVKPLSHEEKVSEIGRMIAGVEVTELT 560
NTDB id 352 BSU 24240 NP 390304.2 GVSGRVAQAIAEKIHKVSIGSQVLCITHLPQVAAMADTHLYIAKELKDGRTTTRVKPLSKQEKVAEIGRMIAGVEVTDLT 558
consensus !!!!!!!!!!!!!!*!! !!!!!!!!!!!!!!!!!!!!!*! ! ! !!! ! !!!!!* !!! !!!!!!!!!!!!*!!



logo KQRHAKELLHKQADNDQVKTTG
NTDB id 1010132 ABNG17 RS11230 WP 284906997.1 KQHAKELLHQANDVKTTG 578
NTDB id 352 BSU 24240 NP 390304.2 KRHAKELLKQADQVKTTG 576
consensus ! !!!!!!*!! !!!!!

X non conserved
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X ≥ 50% conserved


