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FIGURE S3.—Primary sequence alignment of the G-patch domains.  The Saccharomyces MIPS database 
((http://mips.gsf.de/genre/proj/yeast/) (2009) was used to identify five annotated G-patch proteins in baker’s yeast using 
InterProScan Version 7.1 (InterPro domain = IPR000467).  The alignment of the G-patch was done using Multalin 
(CORPET 1988) with a consensus sequence included beneath the aligned sequences.  In parentheses after each protein name 
is the amino acid domain used for alignment followed by the length of the entire protein.  

 
 

 Spp382p (61-108/708) ..TYGIGAKL LSSMGYVAGK GL...GKDG. SGITTPIETQ SRPMHNAGLG MFSN  
   Pxr1p (25-72/271)  ..TSRFGHQF LEKFGWKPGM GL...GLSPM NSNTSHIKV. SIKDDNVGLG AKLK 
   Sqs1p (720-767/767)..NENIGRRM LEKLGWKSGE GL...GIQGN KGISEPIFA. KIKKNRSGLR HSES 
 Ylr271w (41-87/274)  ..IMPRGYKM MENMGYKEGE TL...G.SNE SALKEPIKV. EINTKRRGIR AEKP 
   Spp2p (100-149/185)VPVEEFGDAL LRGMGWESDS EQDSKGDKTQ SRNKDVSNVS QIHPDGLGIG .... 
Consensus              ..te.fG.kl LekmGwksGe gL...G.sg. sgikepIkv. sIk.dn.Glg a... 

 Spp382p (61-108/708) ..TYGIGAKL LSSMGYVAGK GL...GKDG. SGITTPIETQ SRPMHNAGLG MFSN  
   Pxr1p (25-72/271)  ..TSRFGHQF LEKFGWKPGM GL...GLSPM NSNTSHIKV. SIKDDNVGLG AKLK 
   Sqs1p (720-767/767)..NENIGRRM LEKLGWKSGE GL...GIQGN KGISEPIFA. KIKKNRSGLR HSES 
 Ylr271w (41-87/274)  ..IMPRGYKM MENMGYKEGE TL...G.SNE SALKEPIKV. EINTKRRGIR AEKP 
   Spp2p (100-149/185)VPVEEFGDAL LRGMGWESDS EQDSKGDKTQ SRNKDVSNVS QIHPDGLGIG .... 
Consensus              ..te.fG.kl LekmGwksGe gL...G.sg. sgikepIkv. sIk.dn.Glg a... 
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