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NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 MGNIMKLHFKPNKLWYAIYSTSMTFTWLMSSSVVQASDLQIYASPTAGKKTIVMMLDTSGSMGRTIQSGYSIYDDYGITS 80
NTDB id 1063 ABD1 RS15730 WP 000768961.1 .MKLKLKNFKPNNLWYAVCSSSMIFTWLMTSSVVQASDLQIYASPTAGKKTIVMMLDTSGSMTSNSY............. 66
consensus * * *!!!! !!!!**!*!! !!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! *************

logo
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NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 CSTTYVNSTTTPSYRRYYCGVSSNTTNSKVTNLATGCEKQADNSYRCYDRLTRLKDGMFSFLENNNPIFNNVSVGLGHFS 160
NTDB id 1063 ABD1 RS15730 WP 000768961.1 ..............................................GENRLAMLKNGMNAFLASNNPVLNDTRVGLGNFS 100
consensus *********************************************** !! !! !! !! !!!* ! !!!!*!!

logo
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T
YSSGTD

TGDGSRSSGEQI LVAPAANPLGDVAVGSTLNTMGSASQRVYAKLKNQAVAGSLETASGGYTPSTAHNAYAEAAAYLMGTRTTLKSNS ITNTALVDNAVAP I
M

NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 TYSSGTTGDGSSGEILVPAANLGVVG.....SAQRVALKNAVAGLEASGGTPTANAYAEAAAYLMGTRTLSSTTA.NVAM 234
NTDB id 1063 ABD1 RS15730 WP 000768961.1 A.....DGDSRSGQILVAAAPLGDASTLNTMGSQRYKLKQAVASLTASGYTPSAHAYAEAAAYLMGTTTLKNINLVDAPI 175
consensus ***** !! !! !!!*!!*!! ***** !! !!*!!! ! !!! !!*!*!!!!!!!!!!!! !! * **

logo YFKSYVYPTVYDLTQTSQTVYYACGNNSASGSTDNTKCTYTPTTIPSQSNLSNYSSNTTSSTNGNITTYTTYYYKTTGWFYPTTT
NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 YFKYYPVLTQTSQTVYYACGNNSASGSTDNTKCTYTPTTIPSQSNLSNYSSNTTSSTNGNITTYTTYYYKTTGWFYPTTT 314
NTDB id 1063 ABD1 RS15730 WP 000768961.1 YFSYVTYD........................................................................ 183
consensus !! ! * ************************************************************************
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NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 YYYKTTYSETKVTSSTPNYQSCTAYNSN..GCTTWSAASLTNPTTDTY..DTQCT....VNTVAGTCVYQTKTILGTNSY 386
NTDB id 1063 ABD1 RS15730 WP 000768961.1 ..........RRGRVITNYHACTEWNTEGTICNSWDSSSLSNPPVISGLQQASCTANIGWQLLSGTCYKKTGLITINNLD 253
consensus *********** *!!* !! *!* ** ! *! !!*!!* * ** !!**** * * !!! ! ! !

logo SGFNKSS IVQSGSSKDNPTDTDNQYSTQTYKNSPLPAPVASNQRQSCDGQGI
VYFI LSDGEPNTKNNTTVDNSTRSSVAS I LMASSTALGNSTFGLASDSFNSCNSGGLSNTT

NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 SGFNSSVQSSKDPDTNYTTYKSPLPPVSQRQSCDGQGVYILSDGEPTNNVNSSV...LASALN...LSSFSNSGGLS... 457
NTDB id 1063 ABD1 RS15730 WP 000768961.1 SGFNKSISGSKNT..DQSQYNSPLPAVANRQSCDGQGIYFLSDGEPNKTTDTRSASIMSTALGSTFGADFNCSGGLSNTT 331
consensus !!!! !* !! *** * ! !!!!*! *!!!!!!!!*! !!!!!! * **** *!! *** ! *!!!!!***
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NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 GGTNWDYMSNFAKALFNGGVIQSDANNATNPANVSIQTAFVGFGSALNALSTTDAKNACKMSSRTQIDRSGDDACSPNQG 537
NTDB id 1063 ABD1 RS15730 WP 000768961.1 ADSGWACMGEFAKRLFDK.........TKNPAGVSIQTAFVGFGSDFSSLSSSDVKNACRLSSRTQFDRGGDDLCSPNQT 402
consensus * * ! *! !!! !! ********* !!! !!!!!!!!!!!! !!**! !!!!**!!!!! !! !!! !!!!!



logo TNAI
V
S
TAPGYGNGGFFPSTQSAQGVTDSVIAF INNLDGKVPLEPLTTGAI SVPYDALNPKNLQEYGYLRAFEPDNPANATYLTWR

NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 TNAVSAPGYGNGGFFPTQSAQGVTDSVIAFINNLGKVPLEPLTTGAISVPYDALNPKNLQEYGYLRAFEPDPANAYLTWR 617
NTDB id 1063 ABD1 RS15730 WP 000768961.1 TNAITAPGYGNGGFFSTQSAQGVTDSVIAFINNLDKVPLEPLTTGAISVPYDALNPKNLQEYGYLRAFEPNPANTYLTWR 482
consensus !!!**!!!!!!!!!!*!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!

logo GNLKKYHVVLSGSTNAGAFEANSTGGLVYDNANTGAFRSTGTKDYWNSSSTYNDGGKVFFLGGASYASKNVPLP I
T
A
LGQNPEETRVDNASEQGNITK

NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 GNLKKYHVVLSGSNAGAFEANSGGLVYDANGAFRSGTKDYWNSSSYNDGGKVFLGGAYSNVPLPTLGQPEEVNSQGNITK 697
NTDB id 1063 ABD1 RS15730 WP 000768961.1 GNLKKYHVVLSGTNAGAFEANTGGLVYNATGAFRTGTKDYWNSSTYNDGGKVFFGGSYAKVPLPIAGQNETRDAEGNITK 562
consensus !!!!!!!!!!!!*!!!!!!!!*!!!!! ! !!!!*!!!!!!!!!*!!!!!!!! !! ! !!!! !!*! !!!!!

logo YYYAAVKQNSKIRNLFTDVSATVAATDGSLTKI STSTGNTNLLKIPAAPAPEVGNTNPFDTAVANTASYVLGKFDNPSSTGQDNI
VLKAFP I

VSLK
NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 YYYAAKNKIRNLFTDVSTVATDGSLTKISTTNTNLLKIPAAPAVNTNPFDTAANTASYVLGKFNSSTGQDVLKAFPVSLK 777
NTDB id 1063 ABD1 RS15730 WP 000768961.1 YYYAVQSKIRNLFTDVSAVAADGSLTKISTSGTNLLKIPAAPPEGTNPFDTVANTASYVLGKFDPSTGQNILKAFPISLK 642
consensus !!!! !!!!!!!!!! !! !!!!!!!!!* !!!!!!!!!!* !!!!!! !!!!!!!!!!! *!!!! *!!!!!*!!!

logo LKI
LLNYLGYPSTDI STATATLPSSTLTVTSNAEPYLSMGGS IHSFLPVQLTYNSGTLDDQNGNLTSAREQS I LYGSTMEGGLHIVDASSG

NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 LKLLNYLGYPTDITATALPSTLTTSNAPYLSMGGSIHSFPVQLTYSGTLDQNGNLTSAREQSILYGSMEGGLHIVDASSG 857
NTDB id 1063 ABD1 RS15730 WP 000768961.1 LKILNYLGYSTDISATTLPSSLVTSNEPYLSMGGSIHSLPVQLTYNGTLDDNGNLTSAREQSILYGTMEGGLHIVDASSG 722
consensus !!*!!!!!!*!!!*!! !!!*! !!! !!!!!!!!!!! !!!!!! !!!! !!!!!!!!!!!!!!!*!!!!!!!!!!!!!

logo

I
VEQMVF IVPADI LNDSTVASKALVVGQSDASSTAPAHQGMDGAWVSDPAYNITTTVGSGSSAVSKVTAKQMNIYGGMRMGGSSYYG

NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 VEQMVFIPADILNDTVASKALVVGQSDSTAPAQGMDGAWVSDPAYNITTTGSGSSAVSKVTAKQMNIYGGMRMGGSSYYG 937
NTDB id 1063 ABD1 RS15730 WP 000768961.1 IEQMVFVPADILNDSVASKALVVGQSDASAPAHGMDGAWVSDPAYNITTVGSGSSAVSKVTAKQMNIYGGMRMGGSSYYG 802
consensus *!!!!!*!!!!!!!*!!!!!!!!!!!! *!!!*!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo LDNVLNSPSTSPKQLLMFR IGADQSTDYSRMGQSWSKPVLANIRYNGAS IRRVLMIVGGGYDQCYEKPNITLSTDASCFSTNGKAKGNAVY
NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 LNVLNPSSPQLMFRIGADQSDYSRMGQSWSKPVLANIRYNGAIRRVMIVGGGYDQCYEKPNITLSDSCFSNGKAKGNAVY 1017
NTDB id 1063 ABD1 RS15730 WP 000768961.1 LDVLSPTSPKLLFRIGADQTDYSRMGQSWSKPVLANIRYNGSIRRVLIVGGGYDQCYEKPNITLTDACFTNGKAKGNAVY 882
consensus ! !! !*!! !*!!!!!!!*!!!!!!!!!!!!!!!!!!!!! !!!!*!!!!!!!!!!!!!!!!!*! !!*!!!!!!!!!!

logo I IDAKTGEQRLWWATSDTGSNNTDNANMKHS IVSR I STLDRDAGDGLVDHLYFGDLGGQI
VFRVDLNNNQTKQTNSTYSSFGI

VRVV
NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 IIDAKTGERLWWASDTGSNNDNANMKHSIVSRISTLDRDGDGLVDHLYFGDLGGQVFRVDLNNNQTQTNSTYSSFGIRVV 1097
NTDB id 1063 ABD1 RS15730 WP 000768961.1 IIDAKTGQRLWWTSDTGSNTDNANMKHSIVSRISTLDRDADGLVDHLYFGDLGGQIFRVDLNNNQTKTNSTYSSFGVRVV 962
consensus !!!!!!! !!!! !!!!!! !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!*!!!!!!!!!! !!!!!!!!!*!!!
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NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 RLANLATNDTTNDSGNDYTGGNAPRFYEPPTVTIHDYGVRSFITVGIASGDRSTPLDVYPIIGREGMSPSTALSGRPVNN 1177
NTDB id 1063 ABD1 RS15730 WP 000768961.1 RLANLATNDSTYDGTNDYTGGNAPRFYEPPTVTIHDYGIHTFITVGIASGDRSTPLDVYPLTGREGMTPTSALSGRPVNN 1042
consensus !!!!!!!!!*! ! !!!!!!!!!!!!!!!!!!!!!!!***!!!!!!!!!!!!!!!!!!!* !!!!!*!**!!!!!!!!!

logo VYGI IDRDF IVKKNLMSLSTDNSQLETKDI
L
I
TRSTGNLRKNPQI LRATGETRSVAGQI

VFFPSTTGI
VGKQAGGWYRSLSSTSDNGTEKADNNSFR

NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 VYGIIDRDFIKKNLMSLSDSQLETKDLIRSNLRKNPQILRAGETSVGQVFFPSTGIGQAGWYRSLSSTSNGTEKADNSFR 1257
NTDB id 1063 ABD1 RS15730 WP 000768961.1 VYGIIDRDFVKKNLMSLTDNQLETKDITRTGLRKNPQILRTGETRVAQIFFPTTGVGKGGWYRSLSSTSDGTEKANNSFR 1122
consensus !!!!!!!!!*!!!!!!!*! !!!!!!* !* !!!!!!!!! !!! !*!*!!!*!!*! *!!!!!!!!!! !!!!! !!!!

logo IKGGLMKAFEEP I
MAITGNL I IVPVYDPQGTGIVAASDPCLPRVVGETDRQTYCLPFGAVCLNSTDGS IDNHQNKEDNHNSGFEGTDQGTGTTN

NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 IKGGMKAFEEPIAITGNLIVPVYDPQGTGIVASDPCLPRVVGETDRQTYCLPFGVCLNTDGSINHNKEDNSGFGTDGT.. 1335
NTDB id 1063 ABD1 RS15730 WP 000768961.1 IKGGLKAFEEPMAITGNLIIPVYDPQGTGIVAADPCLPRVVGETDRQTYCLPFGACLNSDGSIDQNKENHSGFETQTGTN 1202
consensus !!!!*!!!!!!*!!!!!!!*!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !!!*!!!! *!!! *!!! ! **

logo

CPVGASEC
KNKLNVIGSGI

VRNS IVTFVPSTEDNPPSMPQTNSCGKLKLSGNEQGTGQWQCTSHYL IVPATRWYERYR
NTDB id 1006919 ABLB99 RS01625 WP 017392606.1 .......KNLNVIGSGVRNITFVPSEDNPSPQNSCGKLKLSGNEQGTGQWQCTSYLIPARWYERYR 1394
NTDB id 1063 ABD1 RS15730 WP 000768961.1 CPVGASECNKNVIGSGIRSVTFVPTEDNPPMTNSCGKLKLSGNEQGTGQWQCTSHLVPTRWYERYR 1268
consensus ********! !!!!!!*! *!!!!*!!!!** !!!!!!!!!!!!!!!!!!!!!!*!*! !!!!!!!
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