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Figure S1 Alignment of large Cdcl3 homologues from Saccharomyces and
Kluyveromyces spp. Multiple Cdc13 homologues are culled from the SGD and NCBI
databases, aligned using the T-COFFEE server (http://www.igs.cnrs-mrs.fr/Tcoffee/
tcoffee cgi/index.cgi) and displayed using Boxshade (http://www.ch.embnet.org/
software/BOX_form.html). Structure based assignment of the o helices and [ strands
within the first, the third, and the last OB folds are indicated by red and blue boxes,
respectively, while the predicted a helices and 3 strands of ScCdc13 are indicated by
pink and green boxes. In ScCdcl3pg;, red dots denote the S. cerevisiae residues
important for dimerization (Ile87, Leu91, and Tyr95) whereas the pink dot denotes the
less important residue Leu84 as shown in the gel filtration, yeast two-hybrid and co-IP
assays; yellow dots denote the residues important for dimerization indicated by the
crystal structure; and blue dots denote the residues involved in the Cdcl13¢g;-Polcgm
interaction. In CgCdc13¢p4, green dots denote the C. glabrata residues important for
dimerization. The accession codes for the homologues are as follows: S. cerevisiae
(NP _010061.1); S. paradoxus (spard29-g20.1); S. mikata (smik194-g3.1); S. bayanus
(sbayc535-gl1.1); A. gossypii (NP_982792.1); C. glabrata (XP_446604.1); S. castellii
(Scas677.11); K. waltii (Kwal23.4628); K. lactis (XP_456019.1); S. kluyveri
(SAKLOE13266g); V. polyspora I (XP_001645836); V. polyspora II (XP_001642283);
L. thermotolerans (XP_002552111); Z. rouxii (XP_002496083).
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Figure S1 Alignment of large Cdc13 homologues from Saccharomyces and Kluyveromyces spp. Multiple Cdc13 homologues are culled from the SGD and NCBI databases, aligned using the T-COFFEE server (http://www.igs.cnrs-mrs.fr/Tcoffee/tcoffee_cgi/index.cgi) and displayed using Boxshade (http://www.ch.embnet.org/software/BOX_form.html). Structure based assignment of the a helices and b strands within the first, the third, and the last OB folds are indicated by red and blue boxes, respectively, while the predicted a helices and b strands of ScCdc13 are indicated by pink and green boxes. In ScCdc13OB1, red dots denote the S. cerevisiae residues important for dimerization (Ile87, Leu91, and Tyr95) whereas the pink dot denotes the less important residue Leu84 as shown in the gel filtration, yeast two-hybrid and co-IP assays; yellow dots denote the residues important for dimerization indicated by the crystal structure; and blue dots denote the residues involved in the Cdc13OB1-PolCBM interaction. In CgCdc13OB4, green dots denote the C. glabrata residues important for dimerization. The accession codes for the homologues are as follows: S. cerevisiae (NP_010061.1); S. paradoxus (spar429-g20.1); S. mikata (smik194-g3.1); S. bayanus (sbayc535-g11.1); A. gossypii (NP_982792.1); C. glabrata (XP_446604.1); S. castellii (Scas677.11); K. waltii (Kwal23.4628); K. lactis (XP_456019.1); S. kluyveri (SAKL0E13266g); V. polyspora I (XP_001645836); V. polyspora II (XP_001642283); L. thermotolerans (XP_002552111); Z. rouxii (XP_002496083).





