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T10070 WP 014123908.1 NC 016052:523750-524034 .............MKNNPKYKPAFERKFKKHYKNMLKGGRYKKEDFEKVYWKLLYD.....EQLEPRYNDHPLV...NRK 59
T6257 WP 003831807.1 NC 011593:1564802-1565095 ..................MLKPDYTAAFQRDIKKLKRKH.TDLRPLKEVIRLVLEDTADSKEVLRRRHRAHTLT..GDLN 59
T6289 WP 003831807.1 NC 014169:c1181695-1181402 ..................MLKPDYTAAFQRDIKKLKRKH.TDLRPLKEVIRLVLEDTADSKEVLRRRHRAHTLT..GDLN 59
T10190 WP 176704754.1 NZ KY498026:c2572-2228 MSCSTNLKKTAASKRASLPRAADYTKSFIKDWERLSRSGRYDMNRLKEAMLLLIAN..D..APLGAEWLDHPLK..GDWA 74
T10111 QIP66200.1 MK544944:263-565 ..................MYSLVPTPTFKRDLKRLSKKH.WPMDELKTAVNLLAAGTNA..ELLSKKYADHALSSSSEWK 59
T10112 QIP66198.1 MK544943:263-565 ..................MYSLVPTPTFKRDLKRLSKKH.WPMDELKTAVNLLAAGTNA..ELLSKKYADHALSSSSEWK 59
T28 WP 000916169.1 NC 000915:c946611-946345 ..................VLKLNLKKSFQKDFDKLLLNG.FDDSVLNEVILTLRKK.....EPLDPQFQDHALK..GKWK 54
T6127 WP 000955518.1 NC 000915:c945963-945691 ..................MLTIETSKKFDKDLKILVKNG.FDLKLLYKVVGNLATE.....QPLAPKYKDHPLK..GGLK 54
T665 WP 002262889.1 NC 004350:850213-850491 ..................MLKIKQTRQFKKSLKKVVKQG.KDINKLFAIVELLCQK.....SELPLALRNHELK..GRWR 54
T6256 WP 012576472.1 NC 011593:c15445-15155 ..............MSGIRYTVKTTSRFRKDFKLARRRG.LDAGLFKQVVSILSEG.....GTLPDRYHDHALT..GNMT 58
T10095 WP 002596328.1 NC 013316:c2055913-2055623 ..............MKETKYTVKYTTSFKKDYKRAIKRG.LKIELLEQVVALLAMG.....EPLPDKNRDHDLS..GDWA 58
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T10070 WP 014123908.1 NC 016052:523750-524034 PERDLHIK...PDWLLIYKYDGE....FVRFIDTGTHADLFK. 94
T6257 WP 003831807.1 NC 011593:1564802-1565095 GVLECHIG.NAGDWLLLWIRDDG....TAMFMRTGSHDELLGK 97
T6289 WP 003831807.1 NC 014169:c1181695-1181402 GVLECHIG.NAGDWLLLWIRDDG....TAMFMRTGSHDELLGK 97
T10190 WP 176704754.1 NZ KY498026:c2572-2228 GHRECHVG...GDFLLAYKTDDSGKTGLIIFVRTGTHAELFNE 114
T10111 QIP66200.1 MK544944:263-565 GYRELHVDGPRGDWLLIYKIKQQD..LILTLVRTGSHHNLLGK 100
T10112 QIP66198.1 MK544943:263-565 GYRELHVDGPRGGWLLIYKIKQQD..LILTLVRTGSHHNLLGK 100
T28 WP 000916169.1 NC 000915:c946611-946345 PFRECHIK...PDVLLVYLVKDD....ELILLRLGSHSELF.. 88
T6127 WP 000955518.1 NC 000915:c945963-945691 DFRECHLK...PDLLLVYQIKKQE..NTLFLVRLGSHSELF.. 90
T665 WP 002262889.1 NC 004350:850213-850491 GIRELHIE...SDWLLAYQVLDDE..LVLLLIDTGSHAQMLGM 92
T6256 WP 012576472.1 NC 011593:c15445-15155 GFRECYIT...PDLLLVYLIEKDV..LVLTLTRTGTHSGLFGK 96
T10095 WP 002596328.1 NC 013316:c2055913-2055623 GHRECHIL...PDWLLVYRIEDDV..LVLTLARTGTHSDLFGK 96
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