
logo MANQKKKTLPPQHQNQQPGFEYLMDPRPVFDKPKKAKKLEGKTAI ITGGDSGIGRAVSVLFAKEGANVVIVYLNEHQDAEETKQY
NTDB id 53775 K6J91 RS05570 WP 003245662.1 MANQKKKTLPPQHQNQQPGFEYLMDPRPVFDKPKKAKKLEGKTAIITGGDSGIGRAVSVLFAKEGANVVIVYLNEHQDAEETKQY 85
NTDB id 122 BSU 10400 NP 388921.1 MANQKKKTLPPQHQNQQPGFEYLMDPRPVFDKPKKAKKLEGKTAIITGGDSGIGRAVSVLFAKEGANVVIVYLNEHQDAEETKQY 85
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo VEKEGVKCLL IAGDVGDEAFCNDVVGQASQVFPS IDI LVNNAAEQHVQPS I EKITSHQL IRTFQTNI FSMFYLTKAVLPHLKKGS
NTDB id 53775 K6J91 RS05570 WP 003245662.1 VEKEGVKCLLIAGDVGDEAFCNDVVGQASQVFPSIDILVNNAAEQHVQPSIEKITSHQLIRTFQTNIFSMFYLTKAVLPHLKKGS 170
NTDB id 122 BSU 10400 NP 388921.1 VEKEGVKCLLIAGDVGDEAFCNDVVGQASQVFPSIDILVNNAAEQHVQPSIEKITSHQLIRTFQTNIFSMFYLTKAVLPHLKKGS 170
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo S I INTAS ITAYKGNKTL IDYSATKGAIVTFTRSLSQSLVQQGIRVNAVAPGP IWTPL IPASFAAKDVEVFGSDVPMERPGQPVEV
NTDB id 53775 K6J91 RS05570 WP 003245662.1 SIINTASITAYKGNKTLIDYSATKGAIVTFTRSLSQSLVQQGIRVNAVAPGPIWTPLIPASFAAKDVEVFGSDVPMERPGQPVEV 255
NTDB id 122 BSU 10400 NP 388921.1 SIINTASITAYKGNKTLIDYSATKGAIVTFTRSLSQSLVQQGIRVNAVAPGPIWTPLIPASFAAKDVEVFGSDVPMERPGQPVEV 255
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo APSYLYLASDDSTYVTGQTIHVNGGTIVNG
NTDB id 53775 K6J91 RS05570 WP 003245662.1 APSYLYLASDDSTYVTGQTIHVNGGTIVNG 285
NTDB id 122 BSU 10400 NP 388921.1 APSYLYLASDDSTYVTGQTIHVNGGTIVNG 285
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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