
PmPPAE1 MKG--VTVVLWVCVVAWAAAAVGD-------------EQLSGKKREPQQP--------------NFNFGPN-------GSFRPSNNRPGFTPAGQSDCTGNRRN--------   68 
LvPPAE1 MKG--VTVALWVCVVAWAAAAVGD-------------EQVSRKKREPQQP--------------DFNFGPD-------GSFRPSNN-PGFNPGG-PDCTGNRRN--------   66 
PlPPAE  MKV--VVELLVLSLVTWAAVGVGVG---------VNVTQEEAHSRVKRQF--------------GFNRGRG-------GNPHRNNAPGHGHGHGGFIPPGHQGG--------   72 
PtSP     MRGRTVLVAAVLVVVLWAVVSAGPAPLEEDLLEEEEEEAEETLTRVERQAQGGRGNRGGGGRNINCNRRKNRDKEECQGNNNRPNRPNRGDRNDRPNRPGRRPNRPGRKPNK  112 
                                                                            

                                                                              
                                        C           C      C 
PmPPAE1  ---SRRCQNRPSGGQALGQGGG-----VSSAFQQIPWLSQLSRDQQN--LLIPNLPKTPSGGAQNRFFLLGTGKPDVPFQQCVTPRFERGHCRYLQHCIQPEFANNFNVFLR  170 
LvPPAE1  ---SRRCQNRPTGGQVVGQGGGG----VSSAFQQIPWLSQLSSDQRN--LLIPNLPKTPSRGAQSRFFLLGTGKPDVPFQQCVTPKFERGHCRYLQHCIQPEFVNNFNVFLR  169 
PlPPAE  ---NLHNIGRPGAGRPSAQTLGQ----GHNLNNQLSWFNDVVSGTNNNEITLKGLPRLPLRQAQNTFFQLGVGQPDVPFQQCRTPKGERGQCRFLQYCILPEFAQNFQAFLQ  177 
PtSP     GKTGINCNRRQNRDLPECQADGPPSQDVEVLAGSVPWLTDVAAGGNV--VELQGLPNTP--RMQSRRYQLAVNQPDLPFQSCRTPRREKGFCRYLQHCILPEFVSGFTAYLP  220 
 
 
 

      C           CC                                   ▼                               * 
PmPPAE1 YVCFIEGVYVGVCCPDTFNNNNATPPPPPTTPKPTTPRPVTPPSQSRGCGLIAKRPPTRIVGGKDADPQEWPWMAALMRDGASSYCGGVLITDSHILTAAHCVDGFDRNTIT  282 
LvPPAE1 YVCFIEGVYVGVCCPDTFNNNNVTPPPPPTTPRPTTPRPVTPPSQSRGCGLIAKRPPTRIVGGKDADPQEWPWMAALMRDGASSYCGGVLITDSHILTAAHCVDGFDRNTIT  281 
PlPPAE  YVCFIQGTYVGACCPTTVNNVGVTAPPPPPPTPAPTPRPTTPKSEANGCGLVAKRPPTRIVGGKPADPREWPWVAALLRQGSTQYCGGVLITNQHVLTAAHCVRGFDQTTIT  289 
PtSP      YACLIDSKYLGACCPTNFNSNNLQPSTPNPVTPAPTPRPTTPPSEARGCGLIAKPPPTRIVGGKPADPKEWPWIAALLRNGATQFCGGTLITNQHVLTAAHCIVDFTKESIT  332 
                             
 
 

              * 
PmPPAE1 VRLGEYTFDLADDTGHVDFKVADIRMHRSYDTTTYVNDIAIIKLQGSTNFNVDIWPVCLPEGDESYEGRTGTVTGWGTIYYGGPVSSTLQEVTVPIWTNKACDDAYEQNIID  394 
LvPPAE1 VRLGEYTFDRADDTGHVDFRVADIRMHSSYDTTTYVNDIAIIKLQGSTNFNVDIWPVCLPEGDESYEGRTGTVTGWGTIYYGGPVSNTLQEVTVPIWSNSDCDKAYEQNIID  393 
PlPPAE  IRLGEYDFKQTS-TGAQTFGVLKIKEHEAYDTTTYVNDIALITLDKSTEFNADIWPICLPDGDETYVDRQGTVVGWGTIYYGGPVSSVLMEVSIPIWTNADCDAAYGQDIID  400 
PtSP     VRLGEYTFDETGESPHVDFKIKTMKPHEHYDTNTYVNDIALITLDRTTDFNDAIWPVCLPQSDESYVGRDATVVGWGTIYFGGPVASTLQEVTIPVWTNEECNAAYEQDIID  444 
 
 
 

                                  * 
PmPPAE1 KQLCAGATDGGKDSCQGDSGGPLLLQQGSENRWAVVGVVSWGIRCAEPGNPGVYTRVSKYVDWIKNNAV : 463 
LvPPAE1 KQLCAGATDGGKDSCQGDSGGPLLLQQGAENRWAVAGVVSWGIRCAEPGNPGVYTRVSKYVDWIKNNAV : 462 
PlPPAE  KQLCAGDKAGGKDSCQGDSGGPLMLQQGGANRWAVVGVVSWGIRCAEAASPGVYTRISKYTDWIRANQ- : 468 
PtSP     KQICAGAREGGKDSCQGDSGGPLLLQQGGANRWAIAGVVSWGIRCAEPGNPGVYTRVSRYSQWIRNNAV : 513 
 


