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ScPex34     1 ------------------------------------------------------------ 
KpPex36     1 ---MSNLEKQIRLKNLLESLNGSKSQADLKKESQTLIDIFKQTRQK--MIHDQQSNLHPV 
HsPEX16     1 MEKLRLLGLRYQEYVTRHPAATAQLETAVRGFSYLLAGRFADSHELSELVYSASNLLVLL 
 
ScPex34     1 ------------------------------------------------------------ 
KpPex36    56 TSIQGKKLLNLRKALQNHQKHRDNIKVVKTNAEPVSTHDQTVDSNSDSSSSETLIDTSTS 
HsPEX16    61 NDGILRKELRKKLPVSLSQQKLLTWLSVLECVEVFMEMGAAKVWGEVGRWLVIALIQLAK 
 
ScPex34     1 -------------------------------------------------------MVSKK 
KpPex36   116 SSFDNIKRWLHETNSNESQSKGRPSEYTHVNSPDSGVSSKSGQLSMLTQDSNQILLLIKQ 
HsPEX16   121 AVLRMLLLLWFKAGLQTSPPIVPLDRETQAQPPDGDHSPGNHEQSYVGKRSNRVVRTLQN 
 
ScPex34     6 NTAEIS-------AKD-IWENIWSGVSSLLD---FFAVLENLGVVNDKLYVSGLLR---- 
KpPex36   176 LTAKYN-------MLESFFINSFEQLIALFDNFYFLSSLIGFNTSNSNSKITRLLRNFIK 
HsPEX16   181 TPSLHSRHWGAPQQREGRQQQHHEELSATPTPLGLQETIAEFLYIARPLLHLLSLGLWGQ 
 
ScPex34    51 ---KVWLCYSCISVIKCVWKLIKLC----KVKFKIDQRLDGEGN---------------- 
KpPex36   229 QASKIWLVIIFLTVKNLFIRMIKLNRTEKKVKLERDILMSRSPNSSIQYEYDAMLLTIRT 
HsPEX16   241 RSWKPWLLAGVVDVTSLSLLSDRKG-----LTRRERRELRR------------------- 
 
ScPex34    88 ----------GLVKDKLINFKKKYNEHIRHITAALLQDLSYLMVLIYPGTRLFKR----L 
KpPex36   289 SKISTFLEMLGNVNEFAFYLIQVMNWKVSKKVKNILAGISWIMSIYRMSKDEIQETNPSI 
HsPEX16   277 -------------RTILLLYYLLRSPFYDRFSEARILFLLQLLADHVPGVGLVTR--PLM 
 
ScPex34   134 SNIITLCRIIV---- 
KpPex36   349 NNGLKSSDDIIDEYA 
HsPEX16   322 DYLPTWQKIYFYSWG 

ScPex34     1 ------------------------------------------------------------ 
KpPex36    1 ---------------MSNLEKQIRLKNLLESLNGSKSQADLKKESQTLIDIFKQTRQK-- 
HsPEX16     1 ------------MEKLRLLGLRYQEYVTRHPAATAQLETAVRGFSYLLAGRFADSHELSE 
YlPex16     1 MTDKLVKVMQKKKSAPQTWLDSYDKFLVRNAASIGSIESTLRTVSYVLPGRFNDVEIATE 
 
ScPex34     1 ------------------------------------------------------------ 
KpPex36    44 MIHDQQSNLHPVTSIQGKKLLNLRKALQN-----HQKHRDNI--------------KVVK 
HsPEX16    49 LVYSASNLLVLLNDGILRKELRKKLPVSL-----SQQKLLTW--------------LSVL 
YlPex16    61 TLYAVLNVLGLYHDTIIARAVAASPNAAAVYRPSPHNRYTDWFIKNRKGYKYASRAVTFV 
 
ScPex34     1 ------------------------------------------------------------ 
KpPex36    85 TNAEPVSTHDQTVDSNSDSSSSETLIDTSTSSSFDNIKRWLHETNSNESQSKGRP---SE 
HsPEX16    90 ECVEVFMEMGAAKVWGEVGRWLVIALIQLAKAVLRMLLLLWFKAGLQTSPPIVPL---DR 
YlPex16   121 KFGELVAEMVAKKNGGEMARWKCIIGIEGIKAGLRIYML-----GSTLYQPLCTTPYPDR 
 
ScPex34     1 --------------------------------MVSKKNTAEIS-------AKD-IWENIW 
KpPex36   142 YTHVNSPDS---GVSSKSGQLSMLTQDSNQILLLIKQLTAKYN-------MLESFFINSF 
HsPEX16   147 ETQAQPPDG---DHSPGNHEQSYVGKRSNRVVRTLQNTPSLHSRHWGAPQQREGRQQQHH 
YlPex16   176 EVTGELLETICRDEGELDIEKGLMDPQW-KMPRTGRTIPEI------APTNVEGYLLTKV 
 
ScPex34    21 SGVSSLLD---FFA------VLENLGVVNDKL----------------YVSGLLR----- 
KpPex36   192 EQLIALFDNFYFLS------SLIGFNTSNSNS----------------KITRLLRNFIKQ 
HsPEX16   204 EELSATPTPLGLQE------TIAEFLYIARPL----------------LHLLSLGLWGQR 
YlPex16   229 LRSEDVDRPYNLLSRLDNWGVVAELLSILRPLIYACLLFRQHVNKTVPASTKSKFPFLNS 
 
ScPex34    51 --KVWLCYSCISVIKCVWKLI--------KLC----KVKFKIDQRLDGEGN--------- 
KpPex36   230 ASKIWLVIIFLTVKNLFIRMI--------KLNRTEKKVKLERDILMSRSPNSSIQYEYDA 
HsPEX16   242 SWKPWLLAGVVDVTSLSLLSD--------RKG-----LTRRERRELRR------------ 
YlPex16   289 PWAPWIIGLVIEALSRKMMGSWLLRQRQSGKT-----PTALDQMEVKG------------ 
 
ScPex34    88 -----------------GLVKDKLINFKKKYNEHIRHITAALLQDLSYLMVLIYPGTRLF 
KpPex36   282 MLLTIRTSKISTFLEMLGNVNEFAFYLIQVMNWKVSKKVKNILAGISWIMSIYRMSKDEI 
HsPEX16   277 --------------------RTILLLYYLLRSPFYDRFSEARILFLLQLLADHVPGVGLV 
YlPex16   332 --------------------RTNLLGWWLFRGEFYQAYTRP-LLYSIVARLEKIPGLGLF 
 
ScPex34   131 KR----LSNIITLCRIIV----- 
KpPex36   342 QETNPSINNGLKSSDDIIDEYA- 
HsPEX16   317 TR--PLMDYLPTWQKIYFYSWG- 
YlPex16   371 GA--LISDYLYLFDRYYFTASTL 

ScPex34     1 ------------------------------------------------------------ 
KpPex36    1 ---------------MSNLEKQIRLKNLLESLNGSKSQADLKKESQTLIDIFKQTRQK-- 
HsPEX16     1 ------------MEKLRLLGLRYQEYVTRHPAATAQLETAVRGFSYLLAGRFADSHELSE 
YlPex16     1 MTDKLVKVMQKKKSAPQTWLDSYDKFLVRNAASIGSIESTLRTVSYVLPGRFNDVEIATE 
 
ScPex34     1 ------------------------------------------------------------ 
KpPex36   44 MIHDQQSNLHPVTSIQGKKLLNLRKALQN-----HQKHRDNI--------------KVVK 
HsPEX16    49 LVYSASNLLVLLNDGILRKELRKKLPVSL-----SQQKLLTW--------------LSVL 
YlPex16    61 TLYAVLNVLGLYHDTIIARAVAASPNAAAVYRPSPHNRYTDWFIKNRKGYKYASRAVTFV 
 
ScPex34     1 ------------------------------------------------------------ 
KpPex36   85 TNAEPVSTHDQTVDSNSDSSSSETLIDTSTSSSFDNIKRWLHETNSNESQSKGRP---SE 
HsPEX16    90 ECVEVFMEMGAAKVWGEVGRWLVIALIQLAKAVLRMLLLLWFKAGLQTSPPIVPL---DR 
YlPex16   121 KFGELVAEMVAKKNGGEMARWKCIIGIEGIKAGLRIYML-----GSTLYQPLCTTPYPDR 
 
ScPex34     1 --------------------------------MVSKKNTAEIS-------AKD-IWENIW 
KpPex36  142 YTHVNSPDS---GVSSKSGQLSMLTQDSNQILLLIKQLTAKYN-------MLESFFINSF 
HsPEX16   147 ETQAQPPDG---DHSPGNHEQSYVGKRSNRVVRTLQNTPSLHSRHWGAPQQREGRQQQHH 
YlPex16   176 EVTGELLETICRDEGELDIEKGLMDPQW-KMPRTGRTIPEI------APTNVEGYLLTKV 
 
ScPex34    21 SGVSSLLD---FFA------VLENLGVVNDKL----------------YVSGLLR----- 
KpPex36  192 EQLIALFDNFYFLS------SLIGFNTSNSNS----------------KITRLLRNFIKQ 
HsPEX16   204 EELSATPTPLGLQE------TIAEFLYIARPL----------------LHLLSLGLWGQR 
YlPex16   229 LRSEDVDRPYNLLSRLDNWGVVAELLSILRPLIYACLLFRQHVNKTVPASTKSKFPFLNS 
 
ScPex34    51 --KVWLCYSCISVIKCVWKLI--------KLC----KVKFKIDQRLDGEGN--------- 
KpPex36  230 ASKIWLVIIFLTVKNLFIRMI--------KLNRTEKKVKLERDILMSRSPNSSIQYEYDA 
HsPEX16   242 SWKPWLLAGVVDVTSLSLLSD--------RKG-----LTRRERRELRR------------ 
YlPex16   289 PWAPWIIGLVIEALSRKMMGSWLLRQRQSGKT-----PTALDQMEVKG------------ 
 
ScPex34    88 -----------------GLVKDKLINFKKKYNEHIRHITAALLQDLSYLMVLIYPGTRLF 
KpPex36  282 MLLTIRTSKISTFLEMLGNVNEFAFYLIQVMNWKVSKKVKNILAGISWIMSIYRMSKDEI 
HsPEX16   277 --------------------RTILLLYYLLRSPFYDRFSEARILFLLQLLADHVPGVGLV 
YlPex16   332 --------------------RTNLLGWWLFRGEFYQAYTRP-LLYSIVARLEKIPGLGLF 
 
ScPex34   131 KR----LSNIITLCRIIV----- 
KpPex36  342 QETNPSINNGLKSSDDIIDEYA- 
HsPEX16   317 TR--PLMDYLPTWQKIYFYSWG- 
YlPex16   371 GA--LISDYLYLFDRYYFTASTL 
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SlPex11    1 ------------------------------------------------------------ 
AcPEX11    1 ------------------------------------------------------------ 
OpPex25    1 MSSNDDLYREGGALGVYSYYYQTKKDNFNKVRLTSPIRGQTMTSVNGGHLPPSRLQTPVS 
KpPex36    1 MSNLE------------------------------------------------------- 
 
SlPex11    1 -------------------MVSGK--VATGITGRNWA--DSLDTVIKVLNDKDGKDKTLK 
AcPEX11    1 ------------------------------------------------------------ 
OpPex25   61  MNRVPRLDIMSPHPIEEDLVIPNKELVADAIQRKPLIRPSNLDLWIRVMSQLAGKDKVGK 
KpPex36    6 -----------------------KQ-----IRLKNLL----------------------- 
 
SlPex11   38  VIQYTGKLILWAGARKPLKATFDSYP------------------------IANRIDPLVS 
AcPEX11    1 ------------------------------------------------------------ 
OpPex25  121  CIQYGLRILIAYSIRARKTQFLNNFKLTSVDFNGKTQDVLRQLVARPELIVVFFLGQFEA 
KpPex36   15 ------------------------------------------------------------ 
 
SlPex11   74  NL-------SGFRKTIRLGNWLSTGRAMIKAGLEEA------------------EWIDFI 
AcPEX11    1 -------------------------------MLSYSRGYGLGPEDEDVLVR----GLSVL 
OpPex25  181  RFVGLTKILSIYRQMLRAGTVPTKVLKMLSRISETAGVLQSSEKASTKLQRLKSDWCNFK 
KpPex36   15 ------------------------------------------------------ESLNGS 
 
SlPex11  109  DLYTEIC-------DDLYLLAKIGTVSFRDAKVHKRWVEIFDREACRGWFLAIIINLYG- 
AcPEX11   26  CNVADQL--YYP-CEHVAWAADTGII---RASSSKWWDA-STRLWGFSLLLGVLRSLRI- 
OpPex25  241 SL-GEICALYYAWFDESLLAYKIGLL---DEKTTPNYRKFAVRHEALAWYTNIILGLRAQ 
KpPex36   21  KSQADLK-----------KESQTLIDIFKQTRQKMIHDQQSNLHPVTSIQGKKLLNLRKA 
 
SlPex11  161 --EYKKRLTIE-------------RKIQAEVRQKDS--------EKQGTLVDSSTAS-EL 
AcPEX11   78 ---LFRLRKKL--------------------RQQST------------------SSLQDH 
OpPex25  297  FEKLSQLSNKENSLKINYQVKQRAKRLVSTIKPDQSPISLYGPLENTDTKTQLVQYSTEL 
KpPex36   70  LQNHQKHRDNIKVVKTN--AEPVSTHDQTVDSNSDS--------SSSETLIDTSTSS--- 
 
SlPex11  197  SKLHQARWMSQINLAKLLCD---------------------------------------- 
AcPEX11   97  KKMKAQVRSEVLSIVSNMAD---------------------------------------- 
OpPex25  357  KKISKEKYMVQLEILKLLCD---------------------------------------- 
KpPex36  117  SFDNIKRWLHETNSNESQSKGRPSEYTHVNSPDSGVSSKSGQLSMLTQDSNQILLLIKQL 
 
SlPex11  217 --------------------------FI-----FCA------------------------ 
AcPEX11  117 ---------------------------L-----ANAIH-------------------WLP 
OpPex25  377 --------------------------FA-----YDT------------------------ 
KpPex36  177  TAKYNMLESFFINSFEQLIALFDNFYFLSSLIGFNTSNSNSKITRLLRNFIKQASKIWLV 
 
SlPex11  222 ------------------------------------------------------------ 
AcPEX11  126  PGF--------------------------------------------------------- 
OpPex25  382 ------------------------------------------------------------ 
KpPex36  237  IIFLTVKNLFIRMIKLNRTEKKVKLERDILMSRSPNSSIQYEYDAMLLTIRTSKISTFLE 
 
SlPex11  222 ------------IDVFEADINPVVQIVTGLTSGSIGYYKLY---KKML------------ 
AcPEX11  129 --------------LWAGQFPPWLVGLLGTVSSLIGIYQASREGNSGAV----------- 
OpPex25  382 ------------VNVFHLKIDEPLHLLFGLGAGAISLSKIWIAEKEKMEKELNPGLN--- 
KpPex36  297  MLGNVNEFAFYLIQVMNWKVSKKVKNILAGISWIMSIYRMSKDEIQETNPSINNGLKSSD 
 
SlPex11      ------- 
AcPEX11      ------- 
OpPex25      ------- 
KpPex36  357  DIIDEYA 
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