
logo MADLLSSLKNLPNSSGVYQYFDKNRQLLYIGKAKNLKKR IKSYFS IRNNE ITPNHRASLR IQMMVKQIAFLETI LVENEQ
NTDB id 1142665 DQL14 RS05295 WP 108168998.1 MADLLSSLKNLPNSSGVYQYFDKNRQLLYIGKAKNLKKRIKSYFSIRNNEITPNHRASLRIQMMVKQIAFLETILVENEQ 80
NTDB id 1206 C694 RS04180 WP 000774319.1 MADLLSSLKNLPNSSGVYQYFDKNRQLLYIGKAKNLKKRIKSYFSIRNNEITPNHRASLRIQMMVKQIAFLETILVENEQ 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo DAL I LENSL IKQLKPKYNI LLRDDKTYPYIYMDFSTDFP IPL ITRKI LKQPGVKYFGPFTSGAKDI LDSLYELLPLVQKK
NTDB id 1142665 DQL14 RS05295 WP 108168998.1 DALILENSLIKQLKPKYNILLRDDKTYPYIYMDFSTDFPIPLITRKILKQPGVKYFGPFTSGAKDILDSLYELLPLVQKK 160
NTDB id 1206 C694 RS04180 WP 000774319.1 DALILENSLIKQLKPKYNILLRDDKTYPYIYMDFSTDFPIPLITRKILKQPGVKYFGPFTSGAKDILDSLYELLPLVQKK 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo NC IKDKKAC I
MFYQI ERCKAPCEDNKITKEEYLSKIAKECLEMI ENKDKRL IKELELKMECRLSNSNLRFEEAL IYRDR IAKIQKI

NTDB id 1142665 DQL14 RS05295 WP 108168998.1 NCIKDKKACMFYQIERCKAPCEDKITKEEYSKIAKECLEMIENKDKLIKELELKMECLSSNLRFEEALIYRDRIAKIQKI 240
NTDB id 1206 C694 RS04180 WP 000774319.1 NCIKDKKACIFYQIERCKAPCENKITKEEYLKIAKECLEMIENKDRLIKELELKMERLSNNLRFEEALIYRDRIAKIQKI 240
consensus !!!!!!!!!*!!!!!!!!!!!! !!!!!!! !!!!!!!!!!!!!!*!!!!!!!!!!*!! !!!!!!!!!!!!!!!!!!!!

logo APFTCMDLAKLYDLDI FAFYGASNKAVLVKMFMRGGKI I SSATFEKIHSLNGFDTDEAMKQAI INHYQSHLPL IMPEQI LLN
NTDB id 1142665 DQL14 RS05295 WP 108168998.1 APFTCMDLAKLYDLDIFAFYGASNKAVLVKMFMRGGKIISSTFEKIHSLNGFDTDEAMKQAIINHYQSHLPLIPEQILLN 320
NTDB id 1206 C694 RS04180 WP 000774319.1 APFTCMDLAKLYDLDIFAFYGASNKAVLVKMFMRGGKIISSAFEKIHSLNGFDTDEAMKQAIINHYQSHLPLMPEQILLN 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!

logo ACSNEATLKELQEF I SHQYSKKIALS IPKKGDKLAL I E IAMKNAQE I FSQEKTSNEDL I LEEARSLFKLECMPYRVE I FDT
NTDB id 1142665 DQL14 RS05295 WP 108168998.1 ACSNEALKELQEFISHQYSKKIALSIPKKGDKLALIEIAMKNAQEIFSQEKTSNEDLILEEARSLFKLECMPYRVEIFDT 400
NTDB id 1206 C694 RS04180 WP 000774319.1 ACSNETLKELQEFISHQYSKKIALSIPKKGDKLALIEIAMKNAQEIFSQEKTSNEDLILEEARSLFKLECMPYRVEIFDT 400
consensus !!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo SHHASNSSQCVGGMVVYENNAFQKNSYRRYHLKGSDNEYDTQMSELLTRRALDFAKEPPPNLWVIDGGRAGQLNIALE I LKSSGS
NTDB id 1142665 DQL14 RS05295 WP 108168998.1 SHHANSQCVGGMVVYENNAFQKNSYRRYHLKGSNEYDQMSELLTRRALDFAKEPPPNLWVIDGGRGQLNIALEILKSSGS 480
NTDB id 1206 C694 RS04180 WP 000774319.1 SHHSSSQCVGGMVVYENNAFQKNSYRRYHLKGSDEYTQMSELLTRRALDFAKEPPPNLWVIDGGRAQLNIALEILKSSGS 480
consensus !!! !!!!!!!!!!!!!!!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!

logo FVEVIA I SKEKRDSKAYRSKGGAKDI IHTAPNSDTFKLLPSDKHRLQWVQKLRDESHRYAINFHRSTKLKNMKQIALLKEKGI
NTDB id 1142665 DQL14 RS05295 WP 108168998.1 FVEVIAISKEKRDSKAYRSKGGAKDIIHTANDTFKLLPSDKHLQWVQKLRDESHRYAINFHRSTKLKNMKQIALLKEKGI 560
NTDB id 1206 C694 RS04180 WP 000774319.1 FVEVIAISKEKRDSKAYRSKGGAKDIIHTPSDTFKLLPSDKRLQWVQKLRDESHRYAINFHRSTKLKNMKQIALLKEKGI 560
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!



logo GEASVKKLLDYFGNSFEAI EKASDEQEKNAVLKKR I
NTDB id 1142665 DQL14 RS05295 WP 108168998.1 GEASVKKLLDYFGNFEAIEKASDQEKNAVLKKRI 594
NTDB id 1206 C694 RS04180 WP 000774319.1 GEASVKKLLDYFGSFEAIEKASEQEKNAVLKKRI 594
consensus !!!!!!!!!!!!! !!!!!!!!*!!!!!!!!!!!
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