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NTDB id 981999 NST20 RS08915 WP 013859647.1 MNVLQQTISLRISTLPTSLSKESLVIRILPHEEQFQLSQISLFPSSTKKLMALLNHSHGMLIFSGPTGSGKSTTMYTLVE 159
NTDB id 96 BSU 24730 NP 390353.1 LKLKEGNVHLRMSTLPT.INEESLVIRVMPQYNIPSIDKLSLFPKTGATLLSFLKHSHGMLIFTGPTGSGKTTTLYSLVQ 159
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NTDB id 981999 NST20 RS08915 WP 013859647.1 HCAKRFLRNVITLEDPVEKQSDSFLQVQVNEKAGITYSTGLKAILRHDPDIILVGEIRDAETARIAVRASLTGHLVLTTL 239
NTDB id 96 BSU 24730 NP 390353.1 YAKKHFNRNIVTLEDPVETRDEDVLQVQVNEKAGVTYSAGLKAILRHDPDMIILGEIRDAETAEIAVRAAMTGHLVLTSL 239
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NTDB id 981999 NST20 RS08915 WP 013859647.1 HTRDAKGAIYRMMEFGVSIHEMEQTLLAVSAQRLITLRCPVCGGIRCPHDSQDCPRSREKRQTAVYELLYGKNLQRVLKE 319
NTDB id 96 BSU 24730 NP 390353.1 HTRDAKGAIYRLLEFGINMNEIEQTVIAIAAQRLVDLACPFCENG...CSSVYCRQSRNTRRASVYELLYGKNLQQCIQE 316
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NTDB id 981999 NST20 RS08915 WP 013859647.1 AKGEQVYYHYPTLKEWLRKGIVLGYISEEEYHRWIAEEEEADKPQTAGALSYPGR 374
NTDB id 96 BSU 24730 NP 390353.1 AKGNHANYQYQTLRQIIRKGIALGYLTTNNYDRWVYHEKD............... 356
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