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A.  CLUSTAL W (1.83) multiple sequence alignment 
 
snxA_11_exon_479aa  MADVYRPY-----QRERSRSPRRRSRSPRR-------------------- 
snxA_9_exon_484aa   MPYGDYEYDTDRAQRERSRSPRRRSRSPRR-------------------- 
YNL004W_HRB1Sc      MSDQERGSENNNRSRSRSRSPVRRRMSDDHGYERDNHLSRRSGNYNGRRK 
YCL011C_GBP2Sc      M-ERELGMYGN--DRSRSRSPVRRRLSDDRDRY-DDYNDSSSNNGNGSR- 
                    *            .*.***** **  *  :                     
 
snxA_11_exon_479aa  ------------------------SRRSYSPRSRSRSRDRDDYRR----- 
snxA_9_exon_484aa   ------------------------SRRSYSPRSRSRSRDRDDYRR----- 
YNL004W_HRB1Sc      FADTYRGSRDRGEYRGGRERSDYRERERFNNRDNPRSRDRYDDRRRGRDV 
YCL011C_GBP2Sc      -----RQRRDRG----------------------SRFNDRYDQSYG---- 
                                                      .* .** *         
 
snxA_11_exon_479aa  ----SDRRSRSPMS---AAQGPSGGHS---GSGYSGRGGSYPPP-PRSFE 
snxA_9_exon_484aa   ----SDRRSRSPMS---AAQGPSGGHS---GSGYSGRGGSYPPP-PRSFE 
YNL004W_HRB1Sc      TGRYGNRRDDYPRSFRSRHNTRDD--SRRGGFGSSGARGDYGPLLARELD 
YCL011C_GBP2Sc      GSRYHDDRNWPPRR---GGRGRGGSRSFRGGRG-GGRGRTLGPIVERDLE 
                         : *.  *       .  ..  *   * * .*      *   *.:: 
 
snxA_11_exon_479aa  DRAVAKEQMMQSVRESSQQDRRVYVGNLSYDVKWHHLKDFMRQAGDVIFA 
snxA_9_exon_484aa   DRAVAKEQMMQSVRESSQQDRRVYVGNLSYDVKWHHLKDFMRQAGDVIFA 
YNL004W_HRB1Sc      STYEE--------KVNRNYSNSIFVGNLTYDSTPEDLTEFFSQIGKVVRA 
YCL011C_GBP2Sc      RQFD---------ATKRNFENSIFVRNLTFDCTPEDLKELFGTVGEVVEA 
                                   . : .. ::* **::* . ..*.:::   *.*: * 
 
snxA_11_exon_479aa  DVLLLPNGMSKGCGIVEYATREQAQNAVNTLSNQNLMNRLVYVREDREPE 
snxA_9_exon_484aa   DVLLLPNGMSKGCGIVEYATREQAQNAVNTLSNQNLMNRLVYVREDREPE 
YNL004W_HRB1Sc      DII-TSRGHHRGMGTVEFTNSDDVDRAIRQYDGAFFMDRKIFVRQDNPPP 
YCL011C_GBP2Sc      DII-TSKGHHRGMGTVEFTKNESVQDAISKFDGALFMDRKLMVRQDNPPP 
                    *::  ..*  :* * **::. :..: *:   ..  :*:* : **:*. *  
 
snxA_11_exon_479aa  P---RFSGGPSRGDFGGPGRGGFGGYGGGPGGGGRQLYVSNLPFNVGWQD 
snxA_9_exon_484aa   P---RFSGGPSRGDFGGPGRGGFGGYGGGPGGGGRQLYVSNLPFNVGWQD 
YNL004W_HRB1Sc      SNNIKERKALDRGELRHN-------------RKTHEVIVKNLPASVNWQA 
YCL011C_GBP2Sc      EAAKEFSKKATREEIDN----------------GFEVFIINLPYSMNWQS 
                        .      * ::                    :: : *** .:.**  
 
snxA_11_exon_479aa  LKDLFRQAAQQGTVIRADVHTDASGRPKGSGIVAFESPDDARNAIQQFNG 
snxA_9_exon_484aa   LKDLFRQAAQQGTVIRADVHTDASGRPKGSGIVAFESPDDARNAIQQFNG 
YNL004W_HRB1Sc      LKDIFKEC---GNVAHADVELDGDGVSTGSGTVSFYDIKDLHRAIEKYNG 
YCL011C_GBP2Sc      LKDMFKEC---GHVLRADVELDFNGFSRGFGSVIYPTEDEMIRAIDTFNG 
                    ***:*::.   * * :***. * .* . * * * :   .:  .**: :** 
 
snxA_11_exon_479aa  YDWQGRTLEVREDRFAGSGPGMGRGGYGGFGGRGGFGGRGGFGGRGGFGG 
snxA_9_exon_484aa   YDWQGRTLEVREDRFAGSGPGMGRGGYGGFGGRGGFGGRGGFGGRGGFGG 
YNL004W_HRB1Sc      YSIEGNVLDVKSKESVHN-------------------------------- 
YCL011C_GBP2Sc      MEVEGRVLEVREGRFNKRKNNDRY-------------------------- 
                     . :*..*:*:. .                                     
 
snxA_11_exon_479aa  GFGGRGGFGGGYGGPPSGPGFDAGPSV--PPNPFTDYATSGGEKSNTIYV 
snxA_9_exon_484aa   GFGGRGGFGGGYGGPPSGPGFDAGPSV--PPNPFTDYATSGGEKSNTIYV 
YNL004W_HRB1Sc      ---------HSDGDDVDIPMDDSPV--NEEARKFTENVVGGGERNRLIYC 
YCL011C_GBP2Sc      -NQRREDLEDTRGTEPGL-AQDAAVHIDETAAKFTEGVNPGGDRNCFIYC 
                                *   .    *:       .  **: .  **::.  ** 
 
 

           
snxA_11_exon_479aa  RNLPWSTCNDDLVDLFSTIGKVERAEIQYEPNGRSRGTGVVQFDNADTAE 
snxA_9_exon_484aa   RNLPWSTCNDDLVDLFSTIGKVERAEIQYEPNGRSRGTGVVQFDNADTAE 
YNL004W_HRB1Sc      SNLPFSTAKSDLYDLFETIGKVNNAELRYDSKGAPTGIAVVEYDNVDDAD 
YCL011C_GBP2Sc      SNLPFSTARSDLFDLFGPIGKINNAELKPQENGQPTGVAVVEYENLVDAD 
                     ***:**...** *** .***::.**:: : :* . * .**:::*   *: 
 
snxA_11_exon_479aa  TSIAKFTGYQYGGRPLGITFVKYLTPAQGPADPMDDAQPTGGLTQDQIM 
snxA_9_exon_484aa   TSIAKFTGYQYGGRPLGITFVKYLTPAQGPADPMDDAQPTGGLTQDQIM 
YNL004W_HRB1Sc      VCIERLNNYNYGGCDLDISYAKR-------------------------L 
YCL011C_GBP2Sc      FCIQKLNNYNYGGCSLQISYARR-------------------------D 
                     .* ::..*:***  * *::.:   
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B. Alignment of AN3739 (snxAI) with human hnRNP‐M 
 
 
 
 
 

           
 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Figure S6   Alignment of SNXA cDNAs with S. cerevisiae and human homologs.  Sequences were aligned using TCOFFEE 
(http://www.ebi.ac.uk/Tools/msa/tcoffee/).    A. Alignment of two alternative SNXA cDNAs with S. cerevisiae HRB1/GBP2. 
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Magenta denotes alternative N‐terminal peptides in SNXA cDNAs.  Green, RNA Recognition Motifs (RRM); aqua in SNXA and 
yellow in HRB1/GBP2 denote N‐terminal SR dipeptides; gray and red indicate RGG tripeptides in HRB1/GRB2 and SNXA, 
respectively.  B.  Alignment of a SNXA cDNA with human hnRNP‐M.  Colors as in A., except that yellow in hnRNP‐M denotes 
RMG/RVG/RIG/RMA/RMV tripeptides.  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

           


