
logo MNARKGIALVATLALMVVIALLVFGTFFTTQI ELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQQRGGTGGGGGCF
NTDB id 1115716 TTHNP4 RS02265 WP 124104347.1 MNRKGIALVATLALMVVIALLVFGTFFTTQIELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQQGGTGGGGGCF 80
NTDB id 1036 TT RS04330 WP 011173286.1 MNAKGIALVATLALMVVIALLVFGTFFTTQIELWTTRNDTTSVQAFYAAEAGLQKYKAALFQQYVWREQRGGTGGGGGCF 80
consensus !! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!

logo TSLARGLDLDRDGTITPFVNNRLVLAQNEVVTDANGNPVGRYTATLYKDAQDDGQLFTLVSEGTSGGAKARVQATFR I SNST
NTDB id 1115716 TTHNP4 RS02265 WP 124104347.1 TSLARGLDLDRDGTITPFVNNRLVLAQNEVVTDANGNPVGRYTATLYKDAQDGQLFTLVSEGTSGGAKARVQATFRISNT 160
NTDB id 1036 TT RS04330 WP 011173286.1 TSLARGLDLDRDGTITPFVNNRLVLAQNEVVTDANGNPVGRYTATLYKDAQDDQLFTLVSEGTSGGAKARVQATFRISNS 160
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!*

logo DYLEQAI FAGASGQANKWLNGGATIRGGVYVVGNSPNDNLPDQYVI EANGNFALYNRWYDLNTTYSEGI
V
A
TNRVEPSYQRQRAVQDLCASL

NTDB id 1115716 TTHNP4 RS02265 WP 124104347.1 DYLEQAIFAGSGQANKWLNGGATIRGGVYVVGSPNNLDQYVIEANGNFALYNWYDLNTYSGIANRVEPSYQRAQDLCASL 240
NTDB id 1036 TT RS04330 WP 011173286.1 DYLEQAIFAGAGQANKWLNGGATIRGGVYVVGNPNDPDQYVIEANGNFALYNRYDLTTYSEVTNRVEPSYRQVQDLCASL 240
consensus !!!!!!!!!! !!!!!!!!!!!!!!!!!!!!! !! *!!!!!!!!!!!!!!! !!! !!! * !!!!!!! !!!!!!!

logo RVQYGKI SVGGSTQIGEPNNKVKGVFVGRGAQDITGEQNVGVCQRNNKGVCTEAMGGFDLSDNPPPFPTLDAKLDSDACSAHYPS
NTDB id 1115716 TTHNP4 RS02265 WP 124104347.1 RVQYGKISVGGSTQIGEPNNKVKGVFVGRGAQDITGQNVGVCQNNKGVCTEAMGGFDLSNPPPFPTLDAKLDSDACSAHS 320
NTDB id 1036 TT RS04330 WP 011173286.1 RVQYGKISVGGSTQIGEPNNKVKGVFVGRGAQDITGENVGVCRNNKGVCTEAMGGFDLSDPPPFPTLDAKLDSDACSAYP 320
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!**

logo TWRADCLQGTKAALR IQR I
LGNI

V
L
PSVARSPLPGNAITLPSPSCLGQAMQSGTLTLDTQSVDCTFTRLDGSRGGFRYTYATGNNRSGQEGLL

NTDB id 1115716 TTHNP4 RS02265 WP 124104347.1 TWRDCLQTKAALRIQRLGNVPSVARPLGITLPPSCLGAMQSGTLTLDTQSVDCTFTRLDGSRGGFRYTYAGNNRSGQGLL 400
NTDB id 1036 TT RS04330 WP 011173286.1 TWRACLQGKAALRIQRIGNILSVASPPNATLSPSCLQAMQSGTLTLDTQSVDCTFTRLDGSRGGFRYTYTG....GQELL 396
consensus !!! !!! !!!!!!!!*!!**!!! !* !!*!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !****!! !!

logo EVFGDVVLEGI
V
D
N
A
VVLKNKRPTVDYRAVQSGSAKRSATLAVLKQLGGNGGNLDINAGNLLPDATFGLSFPGNHAVLGFLVAVEGKDI

LYQRGQHYV
NTDB id 1115716 TTHNP4 RS02265 WP 124104347.1 EVFGDVVLEGVNVVLKKPTDYRVQSGSARSATLAVLQLGGNGGNLDINANLLPDATFGSFPGHVLGLVVEKDLYQRGQYV 480
NTDB id 1036 TT RS04330 WP 011173286.1 EVFGDVVLEGIDAVLNRPVDYRAQSGSAKSATLAVLKLGGNGGNLDINGNLLPDATFGLFPNHALGFVAEGDIYQRGQHV 476
consensus !!!!!!!!!!* !! *! !!! !!!!!*!!!!!!! !!!!!!!!!!!*!!!!!!!!! !! ! !! ! ! !*!!!!!*!

logo MAPVYAGGTFRVVKDGNVLFGSVIASNQFCTTSAGNQMTSCNAGSQKAEVVYIR IPKENRPAVLLPSLRGGKPVFQVLSYERR
NTDB id 1115716 TTHNP4 RS02265 WP 124104347.1 MAPVYAGGTFRVVKDNVLFGSVIANQFCTTSAGNQTSCNAGQKAEVVYIRIPKENRPVLLPSLRGGKPVFQVLSYERR 558
NTDB id 1036 TT RS04330 WP 011173286.1 MAPVYAGGTFRVVKGNVLFGSVISNQFCTTSAGNQMSCNASQKAEVVYIRIPKENRPALLPSLRGGKPVFQVLSYERR 554
consensus !!!!!!!!!!!!!! !!!!!!!! !!!!!!!!!!! !!!! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!
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