
logo MSLKCYKKYNCNLKPLS ILGVSLALSSFAATMAADSPFAIAPQHLSSTATI
V
K
RKTTVTTPHYATDI FHKQQQS IVTNTTVRGMQGAKP

NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 MSLKCKKYNCNLKPLSIGVSLALSSFAAMAADSPFAIAPQHLSSTATIRKTTVTTPHTDIHKQQQSVTNTTVRGMQGAKP 80
NTDB id 1189 QG077 RS09545 WP 019389114.1 MSLKYKKYNCNLKPLSLGVSLALSSFATMAADSPFAIAPQHLSSTATVKKTTVTTPYADIFKQQQSITNTTVRGMQGAKP 80
consensus !!!!*!!!!!!!!!!!*!!!!!!!!!! !!!!!!!!!!!!!!!!!!!**!!!!!!!* !!*!!!!!*!!!!!!!!!!!!!

logo NIMLLVLDDSGSMGTAEQRAVGPGSGRRSTRQQI LQNSSLASNQI
VVAKKYGNNQI

VNWGI
L
I
KAFNDNQTSRSARFYNSLVP I

LGTDNAYDSKTVHVNSLS IKRTFPADNGLTT
NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 NIMLVLDDSGSMTERAG..RSTRQQILQNSLANIVKKYNNQVNWGIKAFNNTSRRYSVPIGTDADKVHSLIKTFPADGTT 158
NTDB id 1189 QG077 RS09545 WP 019389114.1 NIMLLLDDSGSMGAQVPGSGRTRQQILQSSLSQVVAKYGNQINWGLIAFNDQSSAFNLPLGTNYSTVVNSIKRFPANGLT 160
consensus !!!!*!!!!!!! *** !!!!!!! !! **! !! !!*!!!* !!! ! * *!*!! !* !! !!! ! !

logo PTITSTYI EKAAVDDTLNKAGIKQYRCQKNSYLVML
VSDGDSNFYPSMTYFLEPDRENATGVENAYRSPRGRTYNQRGMLLTPSSYFLHRYPHQWLVAYINQREKI

LNEKFYDFWKR
NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 PTITTYIEAADDLNKAIKYRCQKNYLVMVSDGDSNFSTYLPDNTGVEYSRRTYNRGLLPSFHYPQWLAINQKLNEFDFWK 238
NTDB id 1189 QG077 RS09545 WP 019389114.1 PTITSYIKAVDTLNKGIQYRCQKSYLVMLSDGDSNYPMYFEREAGVNARPG...QMLTSYLRYPHWVYINREINKYDFWR 237
consensus !!!!*!! ! ! !!!*! !!!!! !!!!*!!!!!!** ! * !! * *** ! * *!!*!* !! *! *!!!*
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WCDSANLPQEQFAVYYPYSGI STDGPDLDFTTTSAYNRFINYYMVKNTW
NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 KIFKSSAYNRTYTKNSSKFLSMCNPAYLTARSPYTKQAQKYEQYICDNLPQEFAYYPYSGITDGLF.....YNFYYVK.. 311
NTDB id 1189 QG077 RS09545 WP 019389114.1 ELLTKDG..KLIDRNSSKYRGMCSTAYQKSNS........NVKNWCSALPQQFVYYPYSGISDPDDTTTSAYRINYMNTW 307
consensus * **** *!!!!* !! *!! !******** ! !!! ! !!!!!!!*!* *****! !* **
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NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 ........GLTPIQGLTSNLDLLNNREVKYQRTGQ.............APIFPLAHLTAYSGDMLGYLSEPLFQTDLRTA 370
NTDB id 1189 QG077 RS09545 WP 019389114.1 SGIFAKKYTEYPLRDLTNDLDFLDSGSAYYTNTNLPSSGFGRYKKFFFNNQPILAPQTQYAGAMLSFFSEPINKIDLRI. 386
consensus ******** !* !! !! ! ! ! ************* * **!! ! ! ! !! * !!!* !!! *
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NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 SDGTDAAGKSWDSSDFPNQNITTFTIGFGTGLSQYGLSLLQGGASTIRIKDPITKQMISQKAYYSATDENSLQKAFDSIF 450
NTDB id 1189 QG077 RS09545 WP 019389114.1 .GGNDATGKSWDDSAFPTQNITTFTIGFGNGLSESGLALLRGGASNIKLKDGT.....VQKAYYSASDQTALQKAFDAIL 460
consensus * ! !! !!!!! ! !! !!!!!!!!!!! !!! !! !! !!!! !**!!* ***** !!!!!!!*! !!!!!! !

logo

A
NQI

VEARENPPPSNSNP IDLPPTTNTLP I SATPTAGTVPNRQQSVMAETSYATSPPSATGASNS IPNMAASVFVPAGLKSSELR
NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 NQIERENPPPSNSNPIDLPPTTNTLPISTPTAGTPNRQQSVMAETSYATSPPSATGASNSIPNMAASVFVPAGLKSSELR 530
NTDB id 1189 QG077 RS09545 WP 019389114.1 AQVEAENPPPSNSNPIDLPPTTNTLPISAPTAGVPNRQQSVMAETSYATSPPSATGASNSIPNMAASVFVPAGLKSSELR 540
consensus !*! !!!!!!!!!!!!!!!!!!!!!!! !!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo FYALNSKAQADTSSWLSVADFSQRKAL IRTDSSGVHRWAVNRDANSLDNNTFFGLLSADEMTQTPQRTDEWNKALLPWTTRTVEGSDDSK
NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 FYALNSKAQADTSSWSVADFSQRKALIRTDSGVHWVRDASLNNTFFGLSAEMQTPQRTDEWNKALLPWTTRTVEGSDDSK 610
NTDB id 1189 QG077 RS09545 WP 019389114.1 FYALNSKAQADTSSWLVADFSQRKALIRTSSGVRWANDANLDNTFFLLSADTQTPQRTDEWNKALLPWTTRTVEGSDDSK 620
consensus !!!!!!!!!!!!!!! !!!!!!!!!!!!! !!!*! !! ! !!!! !!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IKALMNYPTPYR IRP IPPTDSPRNSTGVVDEYNMGDVLDTP IVATGKNGIAEQGNRQEFL ITAANDGMVYLFQSNPDI
VNAKNPY

NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 IKAMNYPTPYRIRPIPPTDSPRNTVVDEYNMGDVLDTPIVATGKNGIEQGNRQEFLITAANDGMVYLFQSNPDINAKNPY 690
NTDB id 1189 QG077 RS09545 WP 019389114.1 IKALNYPTPYRIRPIPPTDSPRSTGVDEYNMGDVLDTPIVATGKNGIAQGNRQEFLITAANDGMVYLFQSNPDVNAKNPY 700
consensus !!!*!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!

logo SLKLNYLPATMPRQTLTDTHATHYYKDLAHEDGYAKDSARPHLFMINGGITVRTTSAKSNRQNTFMVGALGQGGRGMYALNI
NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 SLKLNYLPATMPRQTLTDTHATHYKDLAHEGYAKDSARPHLFMINGGITVRTTSAKSNRQNTFMVGALGQGGRGMYALNI 770
NTDB id 1189 QG077 RS09545 WP 019389114.1 SLKLNYLPATMPRQTLTDTHATYYKDLAHEDYAKDSARPHLFMINGGITVRTTSAKSNRQNTFMVGALGQGGRGMYALNI 780
consensus !!!!!!!!!!!!!!!!!!!!!!*!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GGKALDSGNAIGLNAEDSTWNTSVPLYESNPNNSTDFSSLGYTVGYPQIGR IAKYNTDGSLSDNSLKTGVYYASFLSSGF
NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 GGKALDSGNAIGLNAEDSTWNTSVPLYESNPNNSTDFSSLGYTVGYPQIGRIAKYNTDGSLSDNSLKTGVYYASFLSSGF 850
NTDB id 1189 QG077 RS09545 WP 019389114.1 GGKALDSGNAIGLNAEDSTWNTSVPLYESNPNNSTDFSSLGYTVGYPQIGRIAKYNTDGSLSDNSLKTGVYYASFLSSGF 860
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SSLNASQETALYIQDALGVDVGGGANTAATANGNTKGKLLAKVVVPGGVGGLASPTLLDVNRDGVYDFVFAGDYGGNMYR
NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 SSLNASQETALYIQDALGVDVGGGANTAATANGNTKGKLLAKVVVPGGVGGLASPTLLDVNRDGVYDFVFAGDYGGNMYR 930
NTDB id 1189 QG077 RS09545 WP 019389114.1 SSLNASQETALYIQDALGVDVGGGANTAATANGNTKGKLLAKVVVPGGVGGLASPTLLDVNRDGVYDFVFAGDYGGNMYR 940
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo FDLRKIDLSNGTVTDGAVKKIYSGSTTQP ITSAPAI SMQKNGRYVVAFGTGSDMYASDYNSTAEQAVYGIYQRFNERLDP
NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 FDLRKIDLSNGTVTDGAVKKIYSGSTTQPITSAPAISMQKNGRYVVAFGTGSDMYASDYNSTAEQAVYGIYQRFNERLDP 1010
NTDB id 1189 QG077 RS09545 WP 019389114.1 FDLRKIDLSNGTVTDGAVKKIYSGSTTQPITSAPAISMQKNGRYVVAFGTGSDMYASDYNSTAEQAVYGIYQRFNERLDP 1020
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IDINNPTAAETITPLTAGNLLEQTLTTATAKMAEGTSNEKEVTVREGSTNAI ESPSDKSKLAYGGWKVRLGNTTSVQDGE
NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 IDINNPTAAETITPLTAGNLLEQTLTTATAKMAEGTSNEKEVTVREGSTNAIESPSDKSKLAYGGWKVRLGNTTSVQDGE 1090
NTDB id 1189 QG077 RS09545 WP 019389114.1 IDINNPTAAETITPLTAGNLLEQTLTTATAKMAEGTSNEKEVTVREGSTNAIESPSDKSKLAYGGWKVRLGNTTSVQDGE 1100
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo RVVVTPTVI FGTL I LSTR IYKEKPVATVNNNAWSENNWQADGWVKVREDLDQNRETELSPWSGWKE I STNSTSTTSSGDI
VCT

NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 RVVVTPTVIFGTLILSTRIYKEKPVATVNNNAWSENNWQADGWVKVREDLDQNREELPWSGWKEISTNSTSTTSSGDVCT 1170
NTDB id 1189 QG077 RS09545 WP 019389114.1 RVVVTPTVIFGTLILSTRIYKEKPVATVNNNAWSENNWQADGWVKVREDLDQNRTESPWSGWKEISTNSTSTTSSGDICT 1180
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!*!!

logo GTVNTSTKMQEREKRKRVNYETITTYEKVQPSENQSSGWI LVLNATNGGAVKVSSGTGVDFLGKYDASNFNPNDTAHSNTYF
NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 GTVNTSTKMQEREKRVNYETITTYEKVQPSENQSSGWILVLNATNGGAVKVSSGTGVDFLGKYDASNFNPNDTAHSNTYF 1250
NTDB id 1189 QG077 RS09545 WP 019389114.1 GTVNTSTKMQERERKVNYETITTYEKVQPSENQSSGWILVLNATNGGAVKVSSGTGVDFLGKYDASNFNPNDTAHSNTYF 1260
consensus !!!!!!!!!!!!!**!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TVGLYSSSGLPNHTLLTNDSNVHSLGSAMTRDGEARTNGEDGDLTPGGEKAKDDCFNNTDGNYVLTGNTATGIGATFSVV
NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 TVGLYSSSGLPNHTLLTNDSNVHSLGSAMTRDGEARTNGEDGDLTPGGEKAKDDCFNNTDGNYVLTGNTATGIGATFSVV 1330
NTDB id 1189 QG077 RS09545 WP 019389114.1 TVGLYSSSGLPNHTLLTNDSNVHSLGSAMTRDGEARTNGEDGDLTPGGEKAKDDCFNNTDGNYVLTGNTATGIGATFSVV 1340
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GRRCGKKIQIRRLSWRE I F
NTDB id 1103704 ACNR0F RS01260 WP 003789470.1 GRRCGKKIQIRRLSWREIF 1349
NTDB id 1189 QG077 RS09545 WP 019389114.1 GRRCGKKIQIRRLSWREIF 1359
consensus !!!!!!!!!!!!!!!!!!!
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