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NTDB id 345329 EXW30 RS21060 WP 215569212.1 KQYLVETFKKELPQTKAGMVQYLASDLFKGIGKRTAEKIVDHLGEHAISKIMDDPDALSGVV..NKQKAQEIYETIIEHQ 158
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NTDB id 345329 EXW30 RS21060 WP 215569212.1 ISLQLGHVYMEKGQLVRETMSLLNNQEG...RVNEEDIVGCVEMMQSEGKVIIEEERVYLASLFYSEKGVVKSIRRLMNQ 315
NTDB id 355 BSU 27480 NP 390625.1 TCLSEGHTYIETEQLIIDTQSLLNQSAREGQRITEMDAANAIIALGENKDIVIEDGRCYFPSLFYAEQNVAKRVKHIASQ 319
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NTDB id 345329 EXW30 RS21060 WP 215569212.1 E.ETPAFPEAEVLKTLGEIEEQLKVQYAPLQQEAVQTALHKPMMLLTGGPGTGKTTVIKGIVEMYASLHGVSLNPNEYSD 394
NTDB id 355 BSU 27480 NP 390625.1 TEYENQFPESEFLLALGELEERMDVQYAPSQKEAIQKALSSPMLLLTGGPGTGKTTVIRGIVELYGELHGVSLDPSAYKK 399
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NTDB id 345329 EXW30 RS21060 WP 215569212.1 VVKKVCENAKTKGFSARDVQVLAPMYRGPAGINVLNEALQEVFNPKREKSKEIAYGDVVYRRGDKVLQLVNQPESQVFNG 634
NTDB id 355 BSU 27480 NP 390625.1 VVEKVVANALKKGYTAKDIQVLAPMYRGKAGINELNVMLQDILNPPKEKRRELKFGDVVYRTGDKILQLVNQPENNVFNG 639
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NTDB id 345329 EXW30 RS21060 WP 215569212.1 DIGEIVSVFYAKENVEQQDMIIVSFDGIEVTYTKPDLNQITHAYCCSIHKSQGSEFPIVIMPIVKSYNRMLRRNLIYTGI 714
NTDB id 355 BSU 27480 NP 390625.1 DIGEITSIFYAKENTEKEDMAVVSFDGNEMTFTKKDFNQFTHAYCCSIHKSQGSEFPIVVLPVVKGYYRMLRRNLLYTAI 719
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NTDB id 345329 EXW30 RS21060 WP 215569212.1 TRSKKFLIICGEEAAFQSGVNRLDDAMRQTTLAGRLQESQGEVQ..........MVTVNGEEMDVENISPYDFM..... 778
NTDB id 355 BSU 27480 NP 390625.1 TRAKKFLILCGEEEALEWGVKNNDATVRQTSLKNRLSVQVEEMDAELEALQKELPFSVHDANIGMEGITPFDFMKEEQQ 798
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