A. CLUSTAL W (1.83) multiple sequence alignment
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B. Alignment of AN3739 (snxAl) with human hnRNP-M
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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.
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