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NTDB id 121755 MA06 RS09450 WP 006096043.1 ETFKKELPQTKTGMVQYLASDLFKGIGKRTAEKIVDHLGEHAISKIMDDPAALEGVV..NKQKAQEIYDTIIEHQGLEKVMSFLN 168
NTDB id 355 BSU 27480 NP 390625.1 EHFKKEIPTTKEGIIQYLSSDLFEGIGKKTAEEIVKKLGDSAINKILADASVLYDVPRLSKKKADTLAGALQRHQGLEQIMISLN 169
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NTDB id 121755 MA06 RS09450 WP 006096043.1 VRETVSLLNNQEGN...VTEEDILQCVEMMQGEGKIIIEEDRIYLASLFYSEKGVVKSIRRLMNQE.ETPSFPEAEVLLTLGKIE 334
NTDB id 355 BSU 27480 NP 390625.1 IIDTQSLLNQSAREGQRITEMDAANAIIALGENKDIVIEDGRCYFPSLFYAEQNVAKRVKHIASQTEYENQFPESEFLLALGELE 339
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NTDB id 121755 MA06 RS09450 WP 006096043.1 PACTIHRLLGWTPEGSFQRNETDPVQGKLLIIDEFSMVDIWLANQLFKSLPTNIQVIVVGDEDQLPSVGPGQVLKDLLDAGAIPT 504
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NTDB id 121755 MA06 RS09450 WP 006096043.1 .........MVTIDGQEMDVENISPYDFM..... 778
NTDB id 355 BSU 27480 NP 390625.1 ELEALQKELPFSVHDANIGMEGITPFDFMKEEQQ 798
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