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T6121 WP 002966807.1 NC 007618:c959804-959559 .....MKIIWDEPKRQTNIAKHGLDFADLHFEFFLSAK.....VFPTKADRLMAIGEFNGLIIIAVI...FKPVGSEALS 67
T2224 WP 002966807.1 NC 007618:c959804-959559 .....MKIIWDEPKRQTNIAKHGLDFADLHFEFFLSAK.....VFPTKADRLMAIGEFNGLIIIAVI...FKPVGSEALS 67
T167 WP 000589156.1 NC 002506:333953-334219 ....MIKFEFDENKSRSNLEKHGIDFHTAQGLWNDSDLIEIPA.NTSDEPRYLVVGLLNGKHWSGVI.....TYRGTNIR 70
T6082 AIA61630.1 KJ534569:c4124-3828 MFFMEQYFEWDEAKNRKNQKKHDISFETASLVFEDPLRISIQDRHTNGEERWQTIGRVKGVLMLLVAHTIFDEDDCEIIR 80
T6081 AIA61620.1 KJ534568:c4122-3826 MFFMEQYFEWDEAKNRKNQKKHDISFETASLVFEDPLRISIQDRHTNGEERWQTIGRVKGVLMLLVAHTIFDEDDCEIIR 80
T10188 WP 000438826.1 NZ CP015486:11267-11554 ...MEQYFEWDEAKNRKNQKKHDISFETASLVFEDPLRISIQDRHTNGEERWQTIGRVKGVLMLLVAHTIFDEDDCEIIR 77
T6086 NP 463387.1 NC 003197:4785667-4785954 ...MPMEFEWDANKAKSNLRKHGVRFEDAVLVFDDPRHLSRQERYENGEYRWQTLGLVHGIVVILVAHSVRFESGFEVIR 77
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T6121 WP 002966807.1 NC 007618:c959804-959559 VISMRSASQKERKL.... 81
T2224 WP 002966807.1 NC 007618:c959804-959559 VISMRSASQKERKL.... 81
T167 WP 000589156.1 NC 002506:333953-334219 IISVRRSRKAEVSLYESA 88
T6082 AIA61630.1 KJ534569:c4124-3828 IISARQVTKAERNKYEHG 98
T6081 AIA61620.1 KJ534568:c4122-3826 IISARQVTKAERNKYEHG 98
T10188 WP 000438826.1 NZ CP015486:11267-11554 IISARQVTKAERNKYEHG 95
T6086 NP 463387.1 NC 003197:4785667-4785954 IISARKADRKERNRYEHG 95
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