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NTDB id 610 V4T04 RS10165 WP 012897346.1 IKLDIKASRTKEKAVEKIADKIYKFS.....VKEDKRQEVTDQAVVAVASTLTGVPITQMTKSESDRLINLEKELHKRVV 520
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NTDB id 297 STER RS00545 WP 011680614.1 ISGDIGAAVKQYKANQ.........K.....AKFPKPALVDADQIMQTLSRLSGIPVEKMTQTDSKRYLNLESELHKRVI 521
NTDB id 329 STU RS10020 WP 011225298.1 ISGDIGAAVKQYKANQ.........K.....AKFPKPALVDADQIMQTLSRLSGIPVEKMTQTDSKRYLNLESELHKRVI 521
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NTDB id 601 KW2 RS02615 WP 021036805.1 GQDEAVDKISKAIRRSRVGLGKPNRPIGSFLFVGPTGVGKTELAKQLAKELFGSSESMIRFDMSEYMEKHSVAKLIGAPP 527
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NTDB id 378 SMU RS02690 WP 002263569.1 GQDAAVDKIAKAIRRNRVGLGTPNRPIGSFLFVGPTGVGKTELSKQLAIELFGSEDSMIRFDMSEYMEKHAVAKLVGAPP 534
NTDB id 85 BSU 00860 NP 387967.1 GQDEAVVAVAKAVRRARAGLKDPKRPIGSFIFLGPTGVGKTELARALAESIFGDEESMIRIDMSEYMEKHSTSRLVGSPP 591
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NTDB id 329 STU RS10020 WP 011225298.1 GQDEAVSAISRAIRRNQSGIRTGKRPIGSFMFLGPTGVGKTELAKALAEVLFDDESALLRFDMSEYMEKFAASRLNGAPP 601
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