
logo

MSEQTQTC
M
A
S
E
S
E
QIQAMTDNAASCVNQHSMPTSKESTKEKINLMLDNLDNTRKQAEQMRAELFADEMGEKPFRADQLMKWLIYHFGVESDDNFEDENMS

TNINKVLRQEKL
NTDB id 32767 SBAL117 RS15795 WP 011847345.1 .....................MSEKKINLLDLDRKAMRALFADMGEKPFRADQLMKWLYHFGVSDFEEMTNINKVLRQKL 59
NTDB id 1457 ASU2 RS00455 WP 014990913.1 MSEQTQTCASEIQAMNAAVQHPKSEKINLMNLTRQEMRELFAEMGEKPFRADQLMKWIYHFGEDNFDNMSNINKVLREKL 80
NTDB id 1392 A4U84 RS02730 WP 010786053.1 .......MSEQIQATDASCNSTKTEKINLLNLNRQQMRELFAEMGEKPFRADQLMKWIYHFGEDNFDNMTNINKVLREKL 73
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NTDB id 32767 SBAL117 RS15795 WP 011847345.1 AARCEIVAPEISSFQKSTDGTIKFAINVGQGQEVETVYIPEDDRATLCVSSQVGCALECTFCSTGQQGFNRNLTVSEIVG 139
NTDB id 1457 ASU2 RS00455 WP 014990913.1 KQIAEIKAPEVSVEQRSSDGTIKWAMQVGD.QQIETVYIPEADRATLCVSSQVGCALACKFCSTAQQGFNRNLTVSEIIG 159
NTDB id 1392 A4U84 RS02730 WP 010786053.1 KRIAEIKAPEVAVEQRSADGTIKWAMWVGD.QQIETVYIPEDDRATLCVSSQVGCALACTFCSTAQQGFNRNLSVSEIIG 152
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NTDB id 32767 SBAL117 RS15795 WP 011847345.1 QIWRVSHFLGFAKDTGERPITNVVMMGMGEPLLNLANVIPAMDIMLDDFGFSLSKRRVTLSTSGVVPALDKLGDAIDVAL 219
NTDB id 1457 ASU2 RS00455 WP 014990913.1 QVWRASKIIGNFGVTGVRPITNVVMMGMGEPLLNLNNVIPAMEIMLDDFAYGLSKRRVTLSTAGVVPALDIMREKIDVAL 239
NTDB id 1392 A4U84 RS02730 WP 010786053.1 QVWRASKIIGNFGVTGIRPITNVVMMGMGEPLLNMNNVIPAMEIMLDDFAYGLSKRRVTLSTSGVVPALDKMREQIDVAL 232
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VNDDGSVTDEQHAHEQLADEKLVMLKDNTPSCKINL IP
NTDB id 32767 SBAL117 RS15795 WP 011847345.1 AVSIHAPNDELRDILVPINKKYQLDEFLAGIRRYIAKSNANRGRVTVEYVMLDHINDSTDQAHELAKLMKDTPCKINLIP 299
NTDB id 1457 ASU2 RS00455 WP 014990913.1 AISLHAPNDELRDEIMPINKKYNIKMLMDSVHKYLEVSNANHGKVTIEYVLLDHVNDGTEHAHQLAEVLKNTPCKINLIP 319
NTDB id 1392 A4U84 RS02730 WP 010786053.1 AISLHAPNDELRNELIPLNKKYNIKMLIDSVNKYLEVSNANHGKVTIEYVMLSHVNDDVEHAHQLADVLKNTPSKINLIP 312
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NTDB id 32767 SBAL117 RS15795 WP 011847345.1 FNPYPGSPYGRSSNSRIDRFSKVLMEYGFTVIVRKTRGDDIDAACGQLAGDIRDRTKRLAKKRMQENQISVTMN 373
NTDB id 1457 ASU2 RS00455 WP 014990913.1 WNPFPEAPYGKSSNSRVDRFQKTLMEYGFTVIVRKTRGDDIDAACGQLAGDVIDRTKRTMEKRKFGKGIAVQNH 393
NTDB id 1392 A4U84 RS02730 WP 010786053.1 WNPFPEAPYAKSSNTRIDRFQKTLMEYGFTVTVRKTRGDDIDAACGQLAGDVIDRTKRTFEKRKFGEGIAVQNQ 386
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