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Supplemental Figure 1. Silver-stained two-dimensional electrophoresis gel showing all the
proteins in the C. albicans hyphae cell wall-enriched fraction extracted with DTT/SDS. The
proteins were separated in the first dimension using a pl 4-7 gradient immobiline strip

followed by a 14 % SDS-PAGE gel.
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Supplemental Table 1. DTT/SDS-Extractible Proteins identified from C. albicans yeast and hyphal cell wall eriched fractions.

Mascot Mascot Mass (kDa) Isoelectric Point (pl)  Expression

Protein Assembly Description Score  #Peptides Observed Predicted Observed Predicted Ratio
Name 19 orf Am=0.5 H/Y
ACS2 0rf19.1064  acetyl-coenzyme A synthetase 180 4 78 74 5.1 6.05 589
ACT1 orf19.5007  actin 45 1 45 40 5.5 6.19 1.3
ACT1 orf19.5007  actin 261 5 45 40 5.8 6.19 1.4
ADE1 orf19.7484  phosphoribosyl-amidoimidazole- succinocarboxamide synthetase 334 7 33 33 5.4 5.14 1.0
ADE17 orf19.492  5- aminoimidazole-4-carboxamide ribonucleotide transformylase 146 4 69 65 5.0 6.52 665
ADH1 0rf19.3997  alcohol dehydrogenase 1 432 6 41 46 6.0 8.19

ADH1 0rf19.3997  alcohol dehydrogenase 1 38 1 40 46 6.1 8.19

ADH1 orf19.3997  alcohol dehydrogenase 1 339 5 42 46 6.2 8.19 45
ADH1 orf19.3997  alcohol dehydrogenase 1 68 2 43 46 6.3 8.19

ALD5 0rf19.5806  aldehyde dehydrogenase 211 4 67 54 5.8 5.37 1.0
ALIL1 orf19.1710  mitochondrial NADH-ubiquinone oxidoreductase 533 8 34 33 5.4 6.53 0.8
APT1 orf19.1448  adenine phosphoribosyltransferase 583 9 25 21 5.3 4.95 0.8
ARO4 orf19.4060  3-deoxy-D-arabino-heptulosonate 7-phosphate synthase isoenzyme 83 2 40 40 6.6 6.63

ASC1 orf19.6906 WD repeat protein that interacts with the translational machinery 162 4 33 15 6.2 4.63 0.5
ASC1 orf19.6906 WD repeat protein that interacts with the translational machinery 393 7 33 15 6.4 4.63 0.7

4.8-4.9-

ATP2 orf19.5653  F1F0-ATPase complex, F1 beta subunit 1220 18 51 56 4.9 4.68 0.6
ATP2 orf19.5653 F1F0-ATPase complex, F1 beta subunit 502 9 38 56 4.9 4.68 1.0
ATP2 orf19.5653 F1F0-ATPase complex, F1 beta subunit 332 6 33 56 5.3 4.68 1.0
ATP3 orf19.3223  ATP synthase gamma subunit 320 6 34 31 5.5 5.11 0.8
ATP4 orf19.3579  ATP synthase FO sector subunit 4 114 2 25 26 5.3 6.3

ATP7 orf19.2785  ATP synthase d subunit 129 3 23 19 6.3 6.56 0.1
BGL?2 orf19.4565 beta-1,3 glucan transferase 106 2 34 34 4.4-4.5 4.33 2.6
CDC19 orf19.3575  pyruvate kinase 98 2 68 55 6.8 7.00 91
CDC33 0rf19.7626  mRNA cap-binding protein elF4E, translation initiation 71 2 27 24 5.3 4.93 0.8
CDC37 0rf19.5531  cell division control protein 455 9 71 59 4.7 4.43 0.8
COR1 orf19.4016  part of ubiquinol cyt-c reductase complex 332 6 43 48 6.4 6.98 0.8
COR1 orf19.4016  part of ubiquinol cyt-c reductase complex 386 6 40 48 6.6 6.98 0.7
EFB1 0rf19.3838 translation elongation factor eEFlbeta 276 4 33 26 4.2 4.16 0.6
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