
SUPPLEMENTAL MATERIALS 

Yeast Strains 

Strains used to verify antibody specificity (Fig. S4) are derivatives of GA74-1A.  Δcox4 (MATa, 

his3-11,15, leu2, ura3, ade8 Δcox4::TRP1), Δrip1 (MATa, leu2, ura3, trp1, ade8, 

Δrip1::HIS3MX6), and Δqcr6 (MATa, his3-11,15, leu2, ura3, ade8 Δqcr6::TRP1) were generated 

by replacing the entire open reading frame of the gene using PCR-mediated gene replacement 

(Wach et al., 1994).  

 
  



Table S1. Cld1p transmembrane domain predictions 
TM prediction provider Amino acids of 

predicted TM domains 
Reference

DAS-TMfilter prediction server 
http://www.enzim.hu/DAS/DAS.html 

None predicted 
(Cserzo et 
al., 2004) 

TMpred 
http://www.ch.embnet.org/software/TMPRED_form.html 

142-160, 225-241 
(Stoffel et 
al., 1993) 

HMMTOP  
http://www.enzim.hu/hmmtop/ 

143-160 

(Tusnady 
and 

Simon, 
1998) 

TMHMM Server v.2.0 
http://www.cbs.dtu.dk/services/TMHMM/ 

None predicted 
(Krogh et 
al., 2001) 

SPLIT  
http://split.pmfst.hr/split/4/ 

None predicted 
(Juretic et 
al., 2002) 
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