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SFLQRYSSDPTGALTEDSIDDTFLPVPEYINQSVPKRPAGS-VQNPVYHNQPLNPA--PS
SFLQRYSSDPTGALTEDSLDDTFLPAPEYVNQSVPKRPAGS—-VQNPVYHNQPLSAA--PG
AFLQRYSSDPTGAVTEDNIDDAFLPVPEYVNQSVPKRPAGS-VQNPVYHNQPLHPA--PG
SFVQRYSTDPTV-ILEDSIDDEFLPVPEYVNQMVLKPL-VETQTNSVYQNLIPSGNTMSP
SFVQRYSSDPTGNFLEESIDDGFLPAPEYVNQLMPKKPSTAMVQNQIYNNISLTAISKLP
SMVLRYIPDPTERFQE————GDFQPAPGYNEYMNONE———SSMINPVYQQPHGPPRTLL—

PRKRILKRKRKL s aKewaataKIKRIKIKG DL aa s . Ka DK, s

RDPHYQDPHSTAVGNPEYLNTVQPTCVNSTF———DSPAHWAQKGSHQISLDNPDYQQDFF
RDPHYQNSHSNAVGNPEYLNTPRPACINGGL——-DGPAFWAQTGSHQINLDNPDYQQAFF
RDLHYQNPHSNAVGNPEYLNTAQPTCLSSGF-—-NSPALWIQKGSHQMSLDNPDYQQDFF
KENLYQNSHSNGLNNPEYLNADQTLVTKTDF-—-DYSSIWDQKANLQINLDNPDYQQDFF
MDSRYQNSHSTAVDNPEYLNTNQSPLAKTVF-—-ESSPYWIQSGNHQINLDNPDYQQDFL
————— HSSPALDETEEEYLNCFKSPAPASVVEYLNTSHTQLLSTKPFFSMDNPDYQODFC

A EE] SR f.: 22 =2 0 asia & fasnemac: 1 kekkekskkk Dk,
EGFR_human PKEAKPNGIFKGSTAENAEYLRVAPQSSEFIGA—— 1210
EGFR_pig PKEAKSNGICKGPAAENAEYLRAAPASSDLTGA—— 1168
EGFR_mouse PKETKPNGIFKGPTAENAEYLRVAPPSSEFIGA-— 1210
EGFR_frog PKEHKTNGHFKIPAAQNPEYFGLAPVT-DYVEASA 1208
EGFR_chicken PNETKPNGLLKVPAAENPEYLRVAAPKSEYIEASA 1226
EGFR_zebrafish PLELKTHTNGHLPAAQNQEYMGLEVH-——————— 1191
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