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B. Percent Identity (%)
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FIG S4 Bioinformatics analysis of Alg9 and Alg12. (A, B) Predicted transmembrane and Glyco_transf 22
(glycosyltransferase 22 family) domains of Alg proteins are indicated by slashes and dotted boxes, respectively. Sequence
identities and similarities between Alg9 and Alg12 homologs of S. cerevisiae, H. polymorpha, C. albicans, A. niger, and S.
pombe. Multiple sequence alignment of Alg9 and Alg12 homologs generated using ClustalW 1.8. Identical residues and
conservative amino acid substitutions are indicated by black and gray shading, respectively.



