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NTDB id 1109011 ACOBR5 RS11670 WP 005690004.1 MQHLPAREDVPTQLTWDLTTIYPDDSAWETDFKAVRAQAKAAVALKGTLGNSADALVTGIKAVLAVFRRFEKVYVYSSLK 80
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ..MSDNRTHLEEKYTWDLTTIFATDADWETEYESTVQDLKKASAYAGHLLDSAKNLLGATELYMSLMRRLEKIYVYASMK 78
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NTDB id 1109011 ACOBR5 RS11670 WP 005690004.1 SDQDTGNATYQAMNAKAESLGAELASQLAFLDPEILAIPSDKLTAWRDTE.SLKPFGHFIDAITVNREHVLTTAAEALIA 159
NTDB id 480 HSISS4 RS02090 WP 002890133.1 NDQDTTVGLYQEYQAKASNLYSQLSEAFAYFEPEFMALDDKKLAEFKEQEPGLGLYDHYFERLLANKDHVLSQEAEELLA 158
consensus !!!! * !! *!!! ! ! !* *!! *!** !! *** !* ! ** !* * * !**!!!* !! !*!

logo

A
SAGDAI FLNAGPSHTADTFNVLDNNASDI

L
L
QFGPFWVESDNEGDQGDETVVEQLSTHNGLNFYGIQTL IMERSKTDNRDKI

LRKEGAFYEALML
Y
G
R
A
TYEQSFLKQHNTFYAQTLQSGQVVK

NTDB id 1109011 ACOBR5 RS11670 WP 005690004.1 SAGDALNASHATFNVLNNSDLQFGFVENEDGETVQLSNGLYGQLIRSTNRKLRKEAFEALLRAYESLKNTFAQTLSGQVK 239
NTDB id 480 HSISS4 RS02090 WP 002890133.1 AAGDIFNGPTDTFNVLDNADILFPWVSDGQGDVVELTHGNFITLMESKDRDIRKGAYEAMYGTYEQFQHTYAQTLQGVVK 238
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NTDB id 1109011 ACOBR5 RS11670 WP 005690004.1 AHNFNATAHHYKNARAAAMASNHIPESVYTTLIDQVNTHLPLLHRYVALRKKVLAVDQLHMYDIYTPLTGQPPLTYTLEQ 319
NTDB id 480 HSISS4 RS02090 WP 002890133.1 VHNYQAKVRHYNSARHAALAANFIPESVYDSLLESVNKHLPLLHRYLDLRKKVLGLDELKMYDVYTPLSETETA.LTYEE 317
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NTDB id 1109011 ACOBR5 RS11670 WP 005690004.1 AKAEALKALAPLGDDYLEHVREIFDNRYIDVVENKGKRSGAYSGGAYDTNPFILLNWHDAVDELYTLVHETGHSVHSWYT 399
NTDB id 480 HSISS4 RS02090 WP 002890133.1 SLKKAEEVLAIFGEEYSKGVHAAFTERWIDVHPNKGKRSGAYSGGAYDTNAFMLLNWQDTLDNLFTLVHETGHSLHSTFT 397
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NTDB id 1109011 ACOBR5 RS11670 WP 005690004.1 RHNQPYVYGDYPIFVAEIASTTNENLLTDYFLTHSDDSKVRAYILNYYLDGFKGTVFRQTQFAEFEHWIHQQDQQGEPLT 479
NTDB id 480 HSISS4 RS02090 WP 002890133.1 RQTQPYVYGDYPIFLAEIASTTNENILTETLLKEVKDDKTRFAILNHYLDGFKGTVFRQTQFAEFEHAIHEADASGQILT 477
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logo ADTFSMNSKQLYYADLNAEKRYYGNLPEKAVAEDRDNPYE IAQFEWAER IPHFYMYNYYVYQYATGFAAASTYLAAEGKI SVHSGETEPDEADAKAEARYLDTYLKASGSSDK
NTDB id 1109011 ACOBR5 RS11670 WP 005690004.1 ATSMSQYYADLNARYYGPEVARDPEIAFEWARIPHFYYNYYVYQYATGFAAASTLAAGISSGEPDAAARYLDYLKSGSSK 559
NTDB id 480 HSISS4 RS02090 WP 002890133.1 ADFMNKLYADLNEKYYNLKAEDNYEIQFEWERIPHFYMNYYVYQYATGFAAASYLAEKIVHGTEEDKEAYLTYLKAGSSD 557
consensus ! ! !!!!! *!! * *!! !!! !!!!!! !!!!!!!!!!!!!!! !! ! *! ** !! !!! !!!



logo YAP I
L
D
E
T
V
I
MKKTAGVDMTKNPTDYLDEAAFKSVFEDQRLMVELEAKI

L
L
V
E
QKGVHLS

NTDB id 1109011 ACOBR5 RS11670 WP 005690004.1 YAIDTMKTAGVDMTKPDYLEAAFSVFEQRLMELEKILQKG.... 599
NTDB id 480 HSISS4 RS02090 WP 002890133.1 YPLEVIKKAGVDMTNTDYLDAAFKVFEDRLVELEALVEKGVHLS 601
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