
logo MADLLSSLKNLPSHNSSGVYQYFDKNRQLLYIGKAKNLKKR IKSYFS IVRNNE ITPNHRASLR IQMMVKQIAFLETI LVENEQDAL I L
NTDB id 46897 HPF57 RS04250 WP 000774361.1 MADLLSSLKNLSHSSGVYQYFDKNRQLLYIGKAKNLKKRIKSYFSVRNNEITPNHRASLRIQMMVKQIAFLETILVENEQDALIL 85
NTDB id 1206 C694 RS04180 WP 000774319.1 MADLLSSLKNLPNSSGVYQYFDKNRQLLYIGKAKNLKKRIKSYFSIRNNEITPNHRASLRIQMMVKQIAFLETILVENEQDALIL 85
consensus !!!!!!!!!!!**!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ENSL IKQLKPKYNI LLRDDKTYPYIYMDFSTDFP IPL ITRKI LKQPGVKYFGPFTSGAKDI LDSLYELLPLVQKKNC IKDKKAC I
M

NTDB id 46897 HPF57 RS04250 WP 000774361.1 ENSLIKQLKPKYNILLRDDKTYPYIYMDFSTDFPIPLITRKILKQPGVKYFGPFTSGAKDILDSLYELLPLVQKKNCIKDKKACM 170
NTDB id 1206 C694 RS04180 WP 000774319.1 ENSLIKQLKPKYNILLRDDKTYPYIYMDFSTDFPIPLITRKILKQPGVKYFGPFTSGAKDILDSLYELLPLVQKKNCIKDKKACI 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*

logo FYQI ERCKAPCENKITKEEYLKIAKECLEMI ENKDKRL IKELELKMERLSNNLRFEEAL IYRDR IAKIQKIAPFTCMDLAKLYDLD
NTDB id 46897 HPF57 RS04250 WP 000774361.1 FYQIERCKAPCENKITKEEYLKIAKECLEMIENKDKLIKELELKMERLSNNLRFEEALIYRDRIAKIQKIAPFTCMDLAKLYDLD 255
NTDB id 1206 C694 RS04180 WP 000774319.1 FYQIERCKAPCENKITKEEYLKIAKECLEMIENKDRLIKELELKMERLSNNLRFEEALIYRDRIAKIQKIAPFTCMDLAKLYDLD 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo I FAFYGSAGSNKAVLVKMFMRGGKI I SSAFEKIHSLNGFDTDEAMKQAI INHYQSHLPLMPEQI LLNATCSNETLKELQDEF I SHQYSK
NTDB id 46897 HPF57 RS04250 WP 000774361.1 IFAFYSGSNKAVLVKMFMRGGKIISSAFEKIHSLNGFDTDEAMKQAIINHYQSHLPLMPEQILLNTCSNETLKELQDFISHQYSK 340
NTDB id 1206 C694 RS04180 WP 000774319.1 IFAFYGASNKAVLVKMFMRGGKIISSAFEKIHSLNGFDTDEAMKQAIINHYQSHLPLMPEQILLNACSNETLKELQEFISHQYSK 340
consensus !!!!! *!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!*!!!!!!!!

logo KIALS IPKKGDKLAL I E IAMKNAQE I FSQEKTSNEDL I LEEARSLFKLECMPYRVE I FDTVSHHASNSSQCVGGMVVYENHNAEFQKNSY
NTDB id 46897 HPF57 RS04250 WP 000774361.1 KIALSIPKKGDKLALIEIAMKNAQEIFSQEKTSNEDLILEEARSLFKLECMPYRVEIFDVSHHANSQCVGGMVVYENHEFQKNSY 425
NTDB id 1206 C694 RS04180 WP 000774319.1 KIALSIPKKGDKLALIEIAMKNAQEIFSQEKTSNEDLILEEARSLFKLECMPYRVEIFDTSHHSSSQCVGGMVVYENNAFQKNSY 425
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! !!!!!!!!!!!!* !!!!!!

logo RRYHLKGSDNEYTQMSELLTRRALDFAKEPPPNLWVIDGGRAQLNIALE I LKSSGSFVEVIA I SKEKRDSKAYRSKGGAEKDI IHTAP
NTDB id 46897 HPF57 RS04250 WP 000774361.1 RRYHLKGSNEYTQMSELLTRRALDFAKEPPPNLWVIDGGRAQLNIALEILKSSGSFVEVIAISKEKRDSKAYRSKGGAEDIIHTA 510
NTDB id 1206 C694 RS04180 WP 000774319.1 RRYHLKGSDEYTQMSELLTRRALDFAKEPPPNLWVIDGGRAQLNIALEILKSSGSFVEVIAISKEKRDSKAYRSKGGAKDIIHTP 510
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!*

logo

N
SDTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKLKNMKQIALLKEKGIGEASVKKLLDYFGSFEAI EKASEQEKNAVLKKR I

NTDB id 46897 HPF57 RS04250 WP 000774361.1 NDTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKLKNMKQIALLKEKGIGEASVKKLLDYFGSFEAIEKASEQEKNAVLKKRI 594
NTDB id 1206 C694 RS04180 WP 000774319.1 SDTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKLKNMKQIALLKEKGIGEASVKKLLDYFGSFEAIEKASEQEKNAVLKKRI 594
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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