
 

EspY1SAKAI MKVSVPGMP---ATLLNMSNNDIYKMVSGDKMDMKMNIFQRLWETLRHLFWSDKQTE-AYKLLFNFV 
EspY2SAKAI MKVRNPEQ(7)TTKDPGLTNSQIIRMANLVKKTENMNIFEELWETLRNLFQSDKHSQTAARQILKDA 
EspY5'SAKAI MSVGN-------EEKYSITHKDITNL---IAGDRQSFLKLTLWEFILDLFPMYHIKE-AKETIVEFV 
EspY4SAKAI MYKERLSH(12)DKKYNVNSKDIENI---LDGKGDLFKKRTLWEFVRDLFPGSHIKE-VKGLIYEFV 
EspY3SAKAI MMKTITKQP---ILFTDVPVADLRNS---MKQDLNQNLIERLWNKIRDFFLDSDKQK-AFKSIHKYI 
SopDSALTY   MPVTLSFG---NHQNYTLNESRLAHL---LSADKEKAIHMGGWDKVQDHFRAEKKDH-ALEVLHSII 
SspH2SALTY  MPFHIGSG----CLPATISNRRIYRI---AWSDT--PPEMSSWEKMKEFFCSTHQTE-ALECIWTIC 
SseISALTY   MPFHIGSG----CLPAIISNRRIYRI---AWSDT--PPEMSSWEKMKEFFCSTHQAE-ALECIWTIC 
SseJSALTY   MPLSVGQG----YFTSSISSEKFNAI---KESAR--LPELSLWEKIKAYFFTTHHAE-ALECIFNLY 
sifASALTY  MPITIGNG----FLKSEILTNSP------RNTKE--AWWKVLWEKIKDFFFSTGKAK-ADRCLHEML 
sifBSALTY   MPITIGRG----FLKSEMFSQS-------AISQR--SFFTLLWEKIKDFFCDTQRST-ADQYIKELC 
slrPSALTY   MFNITN-------IQSTARHQSISNE---ASTEV--PLKEEIWNKISAFFSSEHQVE-AQNCIAYLC 
SspH1SALTY  MFNIRN-------TQPSVSMQAIAGA---AAPEA--SPEEIVWEKIQVFFPQENYEE-AQQCLAELC 
SG1856SODGL  MAMTIKSN-TLPFISETISDARIAYVK-NLAMTKEDATVMRIWDKIKDWFCGTRKKE-ALGHIYDLT 
72NO-3EDWIC MLPLPHSG----LFSRNLSRNDISLVKNATDIGHIGSRFNRIVNKVLDWCCNTKKTE-AMEQLFIVM 
CV2292CHRVI  MPHTMSSS(5)RQSAFSLSNERAARM---MSGDKQTATHMGLWDRFKDLFRSEKKQD-ALNALFDLV 
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