Supplemental Figure S4
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Fig. S4. Amino acid alignment of Atg9 proteins. The amino acid sequences of Atg9 from

§. cerevisiae and P. pastoris were aligned using the ClustalW program (http://www.ch.embnet.
org/software/Clustal W.html). Amino acid identities and similarities are highlighted in black
and gray, respectively. PpAtg9 is 31.8% identical to ScAtg9. The 8 putative transmembrane
domains (underlined) were identified with the TMpred program (http://www.ch.embnet.org/
software/TMPRED _form.html).



