
logo MADLLSSLKNLPSHNSSGVYQYFDKNHRQLLYIGKAKNLKKR IKSYFS IVRNNE ITPNHYRASLR IQMMVKQIAFLETI LVENEQ
NTDB id 47071 HPPN135 RS03950 WP 000774342.1 MADLLSSLKNLSHSSGVYQYFDKNHQLLYIGKAKNLKKRIKSYFSVRNNEITPNYRASLRIQMMVKQIAFLETILVENEQ 80
NTDB id 1206 C694 RS04180 WP 000774319.1 MADLLSSLKNLPNSSGVYQYFDKNRQLLYIGKAKNLKKRIKSYFSIRNNEITPNHRASLRIQMMVKQIAFLETILVENEQ 80
consensus !!!!!!!!!!!**!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!*!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!

logo DAL I LENSL IKQLKPKYNI LLRDDKTYPYIYMDFSTDFP IPL ITRKI LKQPGVKYFGPFTSGAKDI LDSLYELLPLVQKK
NTDB id 47071 HPPN135 RS03950 WP 000774342.1 DALILENSLIKQLKPKYNILLRDDKTYPYIYMDFSTDFPIPLITRKILKQPGVKYFGPFTSGAKDILDSLYELLPLVQKK 160
NTDB id 1206 C694 RS04180 WP 000774319.1 DALILENSLIKQLKPKYNILLRDDKTYPYIYMDFSTDFPIPLITRKILKQPGVKYFGPFTSGAKDILDSLYELLPLVQKK 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NC IKDKKAC I
MFYQI ERCKAPCENKITKEEYLKIAKECLEMI ENKDKRL IKELELKMERLSNNLRFEEAL IYRDR IAKIQKI

NTDB id 47071 HPPN135 RS03950 WP 000774342.1 NCIKDKKACMFYQIERCKAPCENKITKEEYLKIAKECLEMIENKDKLIKELELKMERLSNNLRFEEALIYRDRIAKIQKI 240
NTDB id 1206 C694 RS04180 WP 000774319.1 NCIKDKKACIFYQIERCKAPCENKITKEEYLKIAKECLEMIENKDRLIKELELKMERLSNNLRFEEALIYRDRIAKIQKI 240
consensus !!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo APFTCMDLAKLYDLDI FAFYGAKGSNKAVLVKMFMRGGKI I SSAFEKI
THSLNGFDTDEAMKQAI INHYQSHLPLMPEQI LLN

NTDB id 47071 HPPN135 RS03950 WP 000774342.1 APFTCMDLAKLYDLDIFAFYGKGNKAVLVKMFMRGGKIISSAFEKTHSLNGFDTDEAMKQAIINHYQSHLPLMPEQILLN 320
NTDB id 1206 C694 RS04180 WP 000774319.1 APFTCMDLAKLYDLDIFAFYGASNKAVLVKMFMRGGKIISSAFEKIHSLNGFDTDEAMKQAIINHYQSHLPLMPEQILLN 320
consensus !!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo ACSNETLKELQEF I SHRQYSKKIALS IPKKGDKLAL I E IAMKNAQE I FSQEKTSNEDL I LEEARSLFKLECMPYRVE I FDTV
NTDB id 47071 HPPN135 RS03950 WP 000774342.1 ACSNETLKELQEFISRQYSKKIALSIPKKGDKLALIEIAMKNAQEIFSQEKTSNEDLILEEARSLFKLECMPYRVEIFDV 400
NTDB id 1206 C694 RS04180 WP 000774319.1 ACSNETLKELQEFISHQYSKKIALSIPKKGDKLALIEIAMKNAQEIFSQEKTSNEDLILEEARSLFKLECMPYRVEIFDT 400
consensus !!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SHHASNSSQCVGGMVVYENHNAFQKNSYRRYHLKGSDNEYTQMSELLTRRALDFAKEPPPNLWVI
VDGGRAVQLNIALE I LKSSGS

NTDB id 47071 HPPN135 RS03950 WP 000774342.1 SHHANSQCVGGMVVYENHAFQKNSYRRYHLKGSNEYTQMSELLTRRALDFAKEPPPNLWVVDGGRVQLNIALEILKSSGS 480
NTDB id 1206 C694 RS04180 WP 000774319.1 SHHSSSQCVGGMVVYENNAFQKNSYRRYHLKGSDEYTQMSELLTRRALDFAKEPPPNLWVIDGGRAQLNIALEILKSSGS 480
consensus !!! !!!!!!!!!!!!*!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!! !!!!!!!!!!!!!!

logo FVEVIA I SKEKRDSKAYRSKGGAKDI IHTAPSDTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKLKNMKQIALLKEKGI
NTDB id 47071 HPPN135 RS03950 WP 000774342.1 FVEVIAISKEKRDSKAYRSKGGAKDIIHTASDTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKLKNMKQIALLKEKGI 560
NTDB id 1206 C694 RS04180 WP 000774319.1 FVEVIAISKEKRDSKAYRSKGGAKDIIHTPSDTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKLKNMKQIALLKEKGI 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo GEASVKKLLDYFGSFEAI EKASEQEKNAVLKKR I
NTDB id 47071 HPPN135 RS03950 WP 000774342.1 GEASVKKLLDYFGSFEAIEKASEQEKNAVLKKRI 594
NTDB id 1206 C694 RS04180 WP 000774319.1 GEASVKKLLDYFGSFEAIEKASEQEKNAVLKKRI 594
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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