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         *        20         *        40         *        60         *        80         *       100      
-------------MSWNDQHSRRRGVWSHWVPLAVTVTVATVGLAAWVWSQRKDEDDTPEN-------------------DHLADLDYDNADYGDNQAHGSARAPK
-------------MSDQRGSSRRHGVWTHWVPLVLTVTVATVGIAAWAWSQRSDDDDEVSNRPNNGGSNNNPSSYPQKHQQGDQHLDYENADYGDNPPYGAANRSV
-------------MSDNR---RRNGPLGTWVPLVVTAAVATVSVAAWIWSQRKDRTGEHDTN------------------STVQELDYENADYGDNPPYGATGEGR
MSFPPDARRRRVGAGTGFSSSGRRTALGYWVPLALTVGVAAAGVAAWIWSERIEDEDNDGNYP------------------RGDDGFPAPGRGGDELPPGYDGDYA
----------------------------------------------------------------------------------------------------------
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   *       120         *       140         *       160         *       180         *       200         *  
PPPSNVGTETYGTADLSRDVPPETWGARMSGALRRTPSPQQFLETAGKTVTAGVAAAGAVAGRALAAIREED--KNAYADHETWSEEADARK-ERGPTAR------
DVKADGHSEGVG-----------GWGTRMSGALRRTPSPQQFLDSAGKTVAAGVAAAGAAVGSALAAIREED--KNAYADHETWSEEADAKKKDKGSSSK------
LKPPAQAQQAEG-----------GWGP------RRTPSPADFFNSAKRQVAAGVTAAGAAVGTALSAIREEDSLRSEFADDETWSDPDAKKQVENATPSRNDTPVV
RSTATDIHDTDD----------VSMVARMQGALRRTPSPQQIFDGASKRVAAGMAAAGAFVGGALTSIREED--RGDFEDHSRWSEEVESRSRRDLPDLAAPTASG
---------------------------------MPPPSRSRINKTRTLGIVGTAIAVLVTSYYIYQKVTSAK------EDNGARPPEGDSVK--------------
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     220         *       240         *       260         *       280         *       300         *       3
--------------------------VPGKHRRTVAVVVSAEAYADDFHDDGFHEHASILSHIPRYTDFSNIKLFVLIYAPGLKEPAGEPTSNLPPPSLSSSFSNI
--------------------------HGSKKRKTVAIVVSADMHMDDIDEDDFHEHASLLSHIPKTVDFSKIKLFVLIYAPGLKEAGADASGNLPP-SLSSSFSNI
QPTTSTAPVPAPAAATTTTTNTTATPSKNQRRKKVAIIVSADNHVEPGDEE-YHEHASILSHIPRNIDLSLTKLYILIYAPQLKDKSEGSSK---PASLSSSFSNI
--------------TLPGPGVAAGTSSGSKKKKTVAIVVSSDTSRLD-PEEYTSDHASILSHLPEHIDPDTTRVFVMIYAPGLKHAPNQGTGSHPTMSVTSSYSNI
--------------------------ENKKARKSKCIIMSKSIQGLPIKWEEYAADEVVLLVPTSHTDGSMKQAIGDAFRKTKN----------------------
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20         *       340         *       360         *       380         *       400         *       420    
EHH-QVQTPGEDSAKSPLLNASPT--SPAFNAIYSQALSLVEKETMVLPFTTQNGHTHILRHLQPEIIYLQESLAGDNGAVVSNLQTWLRHDIILVVGADNGHGGL
SHN-QAQSPKEE--KTPLQAATAS--SPAFNTIYSQALALVEKETMILPFTSSTGHSHILRHLQPDVVYLQESLSGEEGIVVSQMQAWLNKEIILVVGADSGSGGL
EAETPAETPAESKDKDPLADS-------AYTSLYNQAAALVSKPSHILTFSTPAGHSHILRHIQPEIIYLQESLAGPDGSVITSFQTWLRHDIVLVVGAEQGDGGL
APEEVLSPGEPPIGDLNASDSRQDDQTPLFKTLYTQAQAIAEKESMIMPFSTSTGFVHLVRHISPDIVYVQESLTGKEGEPVQHITRWVRQVVVVVG----ERGGL
------------------------------------------EHKIIYCDSMDGLWSCVRRLGKFQCILNSRDFTSSGGSDAAVVPEDIGRFVKFVVDSDVEDVLI
                                 y qa     k   6  f3   g  h6 Rh  p  6y qesl g  G        w6   6  Vv      gg6
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     *       440         *       460         *       480    
ADSESEAERPSK---------GEKWWQRSDRVGRGRGVVVVDG--MRVHDDWARRVQGRD
ADSESEVERPSKD--------VKKWWQREERVGRGRGVIVVDG--MRVTDDWTRRVQGRE
ADSDSEDDDTEKNGEKEKEDKEVKWWQKEERVGRGRGVVVVDVRAGKLGDDWVRRVQGQE
VDSEDESALADSG---------EKWWQKEGTTGIGKRIDVVDV--LRTGDDWRRRVSGLD
DTLCN-------------------------------------------------------
 ds  e                 kwwq     g g    vvd       ddw rrv g  
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Pex4 binding interface 

Transmembrane domain 

FIGURE S2 Protein sequence alignment of C. orbiculare Fam1 with S. cerevisiae Pex22 and 
Pex22-like proteins from filamentous ascomycetes.  Amino acid sequence of C. orbiculare 
Fam1(N4VSY8) was aligned with Pex22-like proteins of M. oryzae (A4R2Z0), N. crassa 
(Q8WZV7), A. oryzae (Q2UQZ8), and S. cerevisiae Pex22 (PEX22 YAL055W) using the Clustal W 
program. Identical and similar amino acids are indicated. Residues involved in interface formation 
between Pex22 and Pex4 in S. cerevisiae (19) are underlined in red line. Residues comprising a 
putative N-terminal transmembrane domain are underlined in blue. Positively charged residues (PC) 
immediately upstream of the transmembrane domain (29) are highlighted in green. 
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