
Supplementary Table 1. 592 genes with altered expression in response to farnesol (FDR of 5.3 %)
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6576 orf19.4309 GRP2 orf19.4309 GRE2
Protein with similarity to S. cerevisiae Gre2p (methylglyoxal 
reductase). 5.0440 4.3868 3.2168 3.4919 3.2236 4.3840 15.54 0.00

GATCAAAGAAACTTGCCGAAAAGGTTGTGTGGAA
CTTTGTTGATGAACAGAAACCAAATTGGGAGGTT

7065 orf19.5517 orf19.5517 orf19.5517 ADH7 Similar to alcohol dehydrogenases. 3.7290 2.2041 1.8572 2.3964 2.6475 2.1722 5.66 0.00
CATTGGACAGATGTCACGCTGGTGATGTGAGATAT
AGATTTGTTTTCACTGATTTCGACAAAGCATTC

6858 orf19.4980 HSP70 orf19.4980 #N/A Putative chaperone of Hsp70 family. 3.7814 2.6346 2.8738 -0.4383 0.7390 3.6299 4.61 1.62
AAACTGCTGGTGGTATCATGACCAAATTGATTCCA
AGAAATGCTACTATTCCAACCAAGAAGTCCGAA

8898 NP_943638.1 #N/A #N/A #N/A
*putative reverse transcriptase. C. parapsilosis mitochondrial 
protein. 1.9065 1.5797 2.4415 1.1368 2.9373 3.0090 4.50 0.00

TAGTACACTCATGATGTCATAAAGACTTGCATCGTG
TGAATAGAAGCCATAAGAACGAAATAGTGTTA

8317 orf19.6047 TUF1 orf19.6047 TUF1 Putative translation elongation factor 3.3547 2.1824 4.6112 -0.0831 0.0621 1.6088 3.88 3.38
AAATGGAAATGAGGGAATTATTGAGCTCTTATGGG
TTTGATGGTGAAAACACTCCAGTTATCATGGGA

8915 NP_943646.1 #N/A #N/A #N/A
*NADH dehydrogenase subunit 4L. C. parapsilosis 
mitochondrial protein. 2.3074 0.5321 2.6330 0.3685 2.5673 3.1699 3.81 0.00

AATCAGCTATAGGATTAAGTATATTAGTATCATATTAT
AGATTAAGAGGGAAAGTAGGTCATACTATA

6761 orf19.171 orf19.171 orf19.171 DBP2

*similar to N terminus of S. cerevisiae DBP2 (YNL112W) 
cytoplasmic RNA helicase involved in nonsense-mediated 
mRNA catabolism 2.7968 3.4396 2.2534 -0.8678 1.0349 NA 3.80 2.38

ATTCATGGTGACAAGCAACAACACGAAAGAGACT
GGGTCTTGAAGGAATTTAGACAAGGGAGTCATTC

8911 NP_943637.1 #N/A #N/A #N/A
*putative reverse transcriptase. C. parapsilosis mitochondrial 
protein. 2.6081 1.0179 2.9184 0.0895 1.7420 2.6029 3.55 0.00

TTCAAATCCATCATCAGAAGCACCAAAACAGAGGA
GGACTTAATATTTATCCAAGACGGTAATAGTCT

7710 orf19.5519 GCV1 orf19.5519 GCV1
Protein described as T subunit of glycine decarboxylase; 
transcription is negatively regulated by Sfu1p 2.6498 2.2708 2.0676 0.1635 1.0236 2.1699 3.30 0.00

TGCAGCACAATATAAGTGGTTCCGATGCACAATCA
TTCTTAGAGAAAGTAACGCCAATCGACTTGAAC

8884 NP_983467.1 #N/A #N/A #N/A
*E. gossypii - Syntenic homolog of Saccharomyces cerevisiae 
YHR021C (RPS27B) and YKL156W (RPS27A); 1-intron 3.0317 0.4330 3.0876 0.1388 0.3219 2.9435 3.16 3.38

CTAATTTGTTGTGCACTCCAACTGGTGGTAAGGCA
AAATTAGCTGAAGGTTCATCATTTAGAAGAAAA

8439 orf19.170 DBP2 orf19.170 #N/A
Predicted ORF from Assembly 19; flucytosine induced; 
downregulated in core stress response 3.1868 2.5366 3.2585 -0.1016 -0.7588 1.6781 3.10 4.34

CACCAGAGTTGCAGCAATATGATAGAAGAAGCTAT
GGTAGTCATATCAGGTATGGTAGAGGTGGCCGT

8913 NP_943644.1 #N/A #N/A #N/A
*NADH dehydrogenase subunit 1. C. parapsilosis 
mitochondrial protein. 2.1411 0.6229 3.0976 0.3033 1.9203 1.5912 3.06 0.99

TATTGGTTGTGTTGCTGAAACAGCTAGACCTCCTA
TGGATGAAGTTGAAGCTGAATCTGAATTAGTTT

8326 orf19.6515 HSP90 orf19.6515 HSC82 Chaperone of Hsp90 family; essential. 4.5826 3.2256 -0.3165 -0.4679 1.8548 0.7824 3.05 5.31
ATGCATTCTACAAATCAATTTCCAACGATTGGGAAG
ACCCTTTGGCTGTTAAGCACTTTTCATTGAAA

8895 NP_943634.1 #N/A #N/A #N/A *putative endonuclease. C. parapsilosis mitochondrial protein. 2.0841 1.3885 2.2854 0.1124 2.8402 0.8945 3.03 0.99
TAGTAAAGGTTCAAGGAAAGTTATATTTCTTAAATCT
TCATTAACTGATCATAACAATCTTTGTCAAT

8893 NP_943632.1 #N/A #N/A #N/A *apocytochrome b. C. parapsilosis mitochondrial protein. 0.6599 1.4136 2.2455 0.4190 3.2343 1.4803 2.98 1.36
TGCTTACTATTTATTAATTGTTCCTGCTATTTCTTCA
GCTGAAAACATTTTATACTATATTGGTACAA

6721 orf19.1700 RPS7A orf19.1700 RPS7A Predicted ribosomal protein. 1.5768 0.3818 3.5472 0.2154 -0.3846 4.0250 2.95 5.31
TGATTTACGTCCATTACAATTCAAATCCGTTAGAGA
AATCGATGTCAATGGAGGAAAGAAGGCCCTTG

5316 orf19.646 GLN1 orf19.646 GLN1
Protein described as similar to glutamate synthase; regulated 
by Tsa1p, Tsa1Bp under H2O2 stress conditions 3.6005 3.6159 0.6471 -0.4093 1.1210 NA 2.94 4.34

AAGGTAGAACTAGATCCAAATGTAAAACTTTAAACA
AGAAACCATCTAGTGTTGATGATTTACCAGAA

8583 orf19.1164 GAR1 orf19.1164 #N/A
Predicted ORF from Assembly 19; macrophage/pseudohyphal-
induced 3.7420 3.2293 2.1972 -0.6060 -0.2109 NA 2.89 5.31

AATCAATGGTCAAATACCCTACTTTCATGCCCCAAT
TTACTTGGAAAACAAAACACAAGTTGGTAAAG

5365 orf19.4371 orf19.4371 orf19.4371 TAL1
Predicted ORF from Assembly 19; induced by nitric oxide in 
yhb1 mutant 2.9328 2.4531 1.2786 0.0384 1.0676 NA 2.84 1.62

ATACCGGTGAATTTGAACAAATCGCAAAGTACAAA
CCACAAGATGCCACAACCAACCCATCATTGATC

8897 NP_943633.1 #N/A #N/A #N/A *putative RNA maturase. C. parapsilosis mitochondrial protein. 1.8424 1.5033 2.5457 0.0496 2.4489 0.5380 2.81 1.62
CTATGCCTAATTTAGTTAAAATAGTAAAACCTTACAT
TATTCCATCTATGAAATATAAATTTGGTGAT

5697 nad3 #N/A #N/A #N/A *NADH dehydrogenase subunit 3 1.7290 1.5529 1.7769 -0.1763 2.9389 0.9716 2.76 1.62
CTAATGGTCTTTATGGTTTAGTTATTCTTGTTATCTT
CTTAATCTTATTAATTGTTGCTTTTGTTGTT

7935 orf19.5356 orf19.5356 orf19.5356 YNL313C
Predicted ORF from Assembly 19; downregulated during core 
stress response 2.8580 2.2188 1.6271 -0.0306 0.8270 NA 2.75 1.62

TTCATACATCAAACTTGATAGTCTTGGCTAAGAGTA
GACAAAAGACCTTGTACGATGTGATTGATGGC

6863 orf19.4495 NDH51 orf19.4495 #N/A
Subunit of nicotinamide adenine dinucleotide dehydrogenase 
complex I, of the mitochondrial electron transport chain. 4.3327 2.6877 1.7325 -0.3659 0.0868 NA 2.74 5.31

ATCAATAGAAGGTAAAGCAGGTAAACCAAGATTGA
AGCCACCTTTCCCAGCTGGTGTCGGGTTATTTG

5658 orf19.2562 CDC60B orf19.2562 CDC60 Putative tRNA-Leu synthetase. 4.1359 2.6998 0.5974 0.0229 0.2376 NA 2.73 4.34
AATGTCTCAAAGATATGGAATTGTTTTCAAGCGAAA
CGAGAAATGGGTTTGAAGGTGTATTTGCATGG

5727 orf19.3192 STI1 orf19.3192 #N/A
Protein that interacts with Cdc37p and Crk1p in the two-hybrid 
system; potential ortholog of S. cerevisiae Sti1p. 4.0934 2.9808 0.2534 -0.5416 0.7338 1.1124 2.71 5.31

GTGCAGCAGATTCAAGCTAATCCCAAGGCAAATGC
AACGCAGCTTTTATCTGATCCAAGATTGATGAC

7419 orf19.6906 ASC1 orf19.6906 ASC1
Protein described as part of 40S ribosomal subunit; similar to 
G-beta subunits. 1.6631 1.1309 4.4067 -0.0130 -0.3771 1.5729 2.63 5.31

TTGTCTGCTTCATGGGATAAGACTTTAAGATTGTG
GGATTTGGAATCAGGTAAAACCACCAGATTTGT

8910 NP_943639.1 #N/A #N/A #N/A *putative endonuclease. C. parapsilosis mitochondrial protein. 1.4823 1.2839 1.8532 0.1661 2.4597 1.1130 2.63 0.00
GAAGGTTGCTTTACTGCTTCTATTATAAATAATAGTA
CCCATGCCTATAGAGTAAGATATATTCTTAG

8894 NP_943649.1 #N/A #N/A #N/A *ATP synthase subunit 6. C. parapsilosis mitochondrial protein. 1.5539 0.7933 1.6475 0.1966 2.8278 1.2957 2.61 1.36
TATCCCTATCTTAGCTGTTGTTGCTATTACTATTCTT
GAATTTGGTATTGCTATTATTCAAGCTTATG

5275 orf19.88 ILV5 orf19.88 ILV5 Protein described as ketol-acid reductoisomerase. 2.4044 2.5031 1.8408 -0.2584 0.5509 NA 2.61 2.38
AACTTGGGAATCCATCAAGCCTTTATTGACTGAGG
GCAAAACCTTGTACTTTTCACACGGGTTTTCAC

5166 orf19.3507 MCR1 orf19.3507 MCR1 Protein described as NADH-cytochrome-b5 reductase. 1.8274 0.6452 2.6236 -0.0174 -0.2828 3.3183 2.55 4.34
AAGACAGACTCGACGAAATCGCCAAGAACAACAA
GGACCAAGTTAGGGTTACTTATTTTGTTAATGAC

8881 XP_460627.1 #N/A #N/A #N/A
*D. hansenii -highly similar to CA2568|CaSUB2.5f Candida 
albicans CaSUB2.5f Involved in pre-mRNA splicing. 3.8610 2.8699 0.4510 -0.2828 0.1750 NA 2.54 5.31

GTTAGACTATTCTGACTCTGAAGAAATTGCAGTTC
CAACTACTACCCAAGCTGGTGGCGAAGGCGAAG

5117 orf19.2917 orf19.2917 orf19.2917 NUG1 Predicted ORF from Assembly 19 3.3716 2.6402 0.3818 -0.2076 0.4988 1.3271 2.52 4.34
GACAATGACATGATTGACTCTGATGAGGATGTGGA
GATCGAGTTGAGTGAAGTTGAAGATGATGAAGA

7126 orf19.6265 RPS22A orf19.6265 RPS22A Predicted ribosomal protein. 0.8294 0.0800 3.0419 0.1852 -0.0908 3.8728 2.50 5.31
AAAAGACCGGTAAGAGACAAGTTCTCATTAGACCA
TCATCAAAAGTCATTATTAGATTCTTGACCGTT

5236 orf19.5759 SNQ2 orf19.5759 PDR5
Protein similar to S. cerevisiae Snq2p transporter; member of 
the PDR subfamily of ABC family. 4.1969 2.1368 -0.4540 -0.0770 1.2479 NA 2.43 5.31

TGCCTGGGTTTTGGACTTTTATGTACAAGTTGTCA
CCATACACTTATTTTATTCAAAACTTGGTGTCG

5742 orf19.7238 orf19.7238 orf19.7238 NPL3 Predicted ORF from Assembly 19 3.4168 1.3022 1.6253 -0.2026 -0.1520 1.6102 2.41 4.34
CCATTGTTGGATAAGTCTACGTTTGGCGAGGTCAC
TATTGGTGCTGAAGAAGACACTTCCCCATATGT

6065 orf19.4565 BGL2 orf19.4565 BGL2
1,3-beta-Glucosyltransferase, cell wall enzyme; one of multiple 
1,3-beta-glucosyltransferases. 1.5430 0.3796 2.8480 0.1648 -0.2653 2.9069 2.40 4.34

TTACAAACCATCCAAACCGTTAAAGGATCAACTGAT
ATTGAATTCTGGGTTGGTGAAACTGGATGGCC

8868 AAF06350.1 #N/A #N/A #N/A
*homolog of Saccharomyces cerevisiae Nhp6A and Nhp6B 
which bind and bend DNA 4.3604 1.5246 -0.3383 0.0580 1.2461 0.7084 2.39 5.31

TATTTCATTCGGACAAGTTGGTAAAGCTCTTGGTG
ACAAATGGAAGGCCTTAAGCGCTGAAGACAAGG

6543 orf19.2564 orf19.2564 orf19.2564 YMR269W Predicted ORF from Assembly 19 1.5583 1.2345 1.4098 0.4255 0.9153 2.0072 2.39 0.00
GTCTCCTTTGTATCGAATGTTTGTCAAAGGTGAGG
GTTTGGAAGGTACGGTGGGGAAAACAGATCATA

7207 orf19.2951 HOM6 orf19.2951 HOM6
Protein described as homoserine dehydrogenase; regulated 
by Gcn4p; induced in response to amino acid starvation. 1.4410 1.3618 1.9675 -0.0604 0.4158 2.1210 2.31 2.37

CAAAGCAAAGAGTTTGGGCTACACTGAACCTGATT
CAAGAGACGATTTGATGGATTTGGATGTGCAAG

8909 NP_943631.1 #N/A #N/A #N/A
*NADH dehydrogenase subunit 2. C. parapsilosis 
mitochondrial protein. 1.1635 1.1903 1.8343 0.0990 2.6128 0.3265 2.30 2.38

TTTAGCTTTAATATTTAAAATGGGATTAGCTCCTTTA
CATTCTTGAAGTATTGCTGTTTATAATTATG

8331 orf19.7136 SPT6 orf19.7136 SPT6
Protein similar to S. cerevisiae Spt6p transcription elongation 
factor; transposon mutation affects filamentous growth 3.3576 2.7207 0.1532 -0.3147 0.4060 NA 2.30 5.31

ATGGAGACGCAACCTCTGCCATTCAAAATTTGTATA
ATGACGATGTCACCAAGGTTAATGATTTGGAT

5717 orf19.497 orf19.497 orf19.497 #N/A Predicted ORF from Assembly 19 1.8041 1.1493 0.7373 0.7824 1.3214 1.2630 2.26 0.00
AGGAGAATTCAACTCGAAGACGATTAAGAAATTCA
GTTGGCGATGAATCAGTAAAGGACGAAGATAAG

5913 orf19.2183 KRE30 orf19.2183 ARB1
YEF3-subfamily ABC family protein, predicted not to be a 
transporter; downregulated during core stress response 1.3386 1.0158 2.7534 0.1243 -0.3566 NA 2.24 4.34

TTGGTAAATCAACTTTGCTTAACTTGTTCCAAGGAA
AATTGACTCCACAAAAGGGTAGAGTAATTAAA

8263 orf19.6257 GLT1 orf19.6257 GLT1 Alkaline downregulated 3.1725 2.3816 -0.1392 0.5099 1.0342 0.0000 2.23 5.31
TTATCATGTGCTGATCAATTGACAAAACTGGACACT
TGGTAACTGTTTATGAAGAAACGACCGACCTG

8753 orf19.5286 YCP4 orf19.5286 YCP4
Putative flavodoxin; fungal-specific (no human or murine 
homolog) 2.2813 2.2504 0.4552 0.2191 0.5261 NA 2.22 2.90

ATCACCTTGGCCAAAGCAGTACAAGAAGGTGTTTC
TAAAGCCGGTTACAAAGCTGACTTGTTTCAAGT

8279 orf19.5015 orf19.5015 orf19.5015 MYO2 Predicted ORF from Assembly 19 1.5850 2.5729 0.4803 0.1725 0.7225 NA 2.21 2.38
TAGATGCCACCAGCGCTGAACATAAACAAGAAGTT
GAAAGCTTAAACAGTGAATTGGCGACTCTTAGA

5354 orf19.4956 RPN1 orf19.4956 RPN1
Predicted ORF from Assembly 19; regulated by Gcn2p and 
Gcn4p 3.8875 0.6799 0.9146 0.0690 0.2016 1.1043 2.21 5.31

GTTTGTCAATGACTCCAACAAATTGTATCAAACAGC
AGCAATCAATGGGTTGGGCATTGCATTTGCGG

6341 orf19.76 orf19.76 orf19.76 SPB1 Predicted ORF from Assembly 19 2.2123 1.7268 0.7476 0.0243 0.9426 1.1859 2.20 1.62
TATTTCAGCAACTATTTGATAAAGTTGAGGCCACGA
AGCCACCAAGTTCAAGAAATGTGTCCGCTGAG

7739 orf19.2288 orf19.2288 orf19.2288 CCT5 Predicted ORF from Assembly 19 2.1104 1.9230 1.0834 -0.1109 0.5878 NA 2.19 2.38
ATCAAAGGTGTTTTGTTGGACAAGGATTTTAGTCAT
CCGCAGATGCCAAAGGTGGTAAGAGATTGCAA

5633 orf19.4051 HTS1 orf19.4051 HTS1 Putative tRNA-His synthetase. 2.5902 2.6157 0.2940 -0.2951 0.2351 NA 2.19 5.31
GTTCCAGAACAAGATATTCGTAAAGTGTCATCAGC
AATTGACAAGTTGGATAAATCACCATGGGAAGC

8902 NP_943636.1 #N/A #N/A #N/A
*cytochrome oxidase subunit 1. C. parapsilosis mitochondrial 
protein. 1.3271 0.8930 0.9811 0.1622 2.8959 0.4916 2.18 3.38

AATTAATCTTATCTAAACCAGCACAATATCATACTTA
CTCTGAATTACCTATCTTAATTGAAAGGGTA

8912 NP_943640.1 #N/A #N/A #N/A *putative endonuclease. C. parapsilosis mitochondrial protein. 0.8828 1.0772 0.6397 0.1776 2.5634 1.3663 2.17 2.38
GGTGCTATACAATCATATAGTAATAATACTAAAATTAA
ATTTGTATTAACTCAAAAGGAAAGTAATGT

5110 orf19.339 NDE1 orf19.339 NDE1
Putative NADH dehydrogenase that could act alternatively to 
complex I in respiration. 3.4594 1.6686 0.3346 -0.4305 0.9870 0.6781 2.17 5.31

TATTTTGCCAAAGAGTGACCCAGAACGTAAGAGAT
TGCTACAAATTGTTGTTTGTGGAGGTGGCCCAA

5142 orf19.7332 ELF1 orf19.7332 NEW1
Protein required for wild-type morphology, growth; Walker A 
and B (ATP/GTP binding) motifs. 2.8028 0.9826 1.3346 0.2327 0.9199 NA 2.16 3.38

TGATGGAAAAGGAGATTGATATTGGTGACGGTAGG
GGTAAAAGACAAGTTGAGGCTATTGTCGGAAGA

7319 orf19.4274 PUT1 orf19.4274 PUT1 Alkaline upregulated by Rim101p 0.9694 0.3730 1.9222 0.4615 0.4233 2.5046 2.16 2.90
TTGAAATTAGCCAGCTCCAAAGTTTACACTCAGGA
AAATGCCACCAATGTCAACAAAAGCAATGTTGT

7214 orf19.5653 ATP2 orf19.5653 ATP2
Protein described as a similar to F1 beta subunit of F1F0 
ATPase comple. 2.2804 1.7255 2.3620 -0.1746 -0.5043 0.9635 2.16 5.31

AAAGAACCAGAGAAGGTAACGATTTGTACCGTGAA
ATGAAGGAAACTGGTGTTATCAACTTGGAAGGT

6879 orf19.822 orf19.2564 orf19.822 #N/A
Predicted ORF from Assembly 19; protein detected in some, 
not all, biofilm extracts; fluconazole-downregulated. 1.3283 -0.1156 2.7482 0.5489 0.6211 1.4854 2.15 3.60

GATTATAACGATATTAAAGCTGATCACGATGCCAAG
ACTGGAGAAGTGATTATTACTGTTCCCAAGTT

7249 orf19.2608 ADH5 orf19.2608 ADH1 Putative alcohol dehydrogenase; soluble protein in hyphae. 1.3640 0.3741 2.4600 0.3254 -0.3884 2.4790 2.15 5.31
ATTGGTTAGTGAAGGTAAAGTTAAACCCGTTGTGA
GAAGTGCCAAATTGAAGGAATTGCCAGAGTATA

7865 orf19.7353 orf19.7353 orf19.7353 KIP3 Predicted ORF from Assembly 19 1.5931 1.1725 0.8711 0.9561 0.5811 NA 2.14 0.00
CTGCAGAACGAGTTTTGAAAAGGTTGGTGAATGAT
GAGCCCGATTGGACAGTGTATCATTCGGTGATC

8283 orf19.5533 orf19.5533 orf19.5533 VPS9 Predicted ORF from Assembly 19 NA 1.9069 0.4926 0.8480 1.0614 NA 2.13 0.00
GACAGCATCCGTGACTGAAAAGGATAAAGATGGG
CCAACATTGACTGTGGAAAAGATGAGCAATACCG

8460 orf19.6730 orf19.6730 orf19.6730 YCR016W Predicted ORF from Assembly 19 0.3334 0.1557 1.6613 0.3573 1.1814 2.8176 2.12 4.34
TGGAATATGTGGTTAGGTGCAAAGCCATACTAGATT
CATTAGTTGATGAAATAATAGAAGTCAAGGGT

5417 orf19.1317 orf19.1317 orf19.1317 OSH3 Predicted ORF from Assembly 19 1.5059 2.0854 1.0704 -0.2059 0.6897 NA 2.11 2.38
GAGAATTGCCGCATTTGCATTGAGCTCTCTTTCCT
CACAAAGAGCCAAAGAAAGAAATAAACGGAAAC

5832 orf19.4536 CYS4 orf19.4536 CYS4

Predicted enzyme of sulfur amino acid biosynthesis; 
upregulated in biofilm; alkaline upregulated; 
macrophage/pseudohyphal-induced 0.6341 0.5888 2.9086 0.0566 0.4457 1.8074 2.10 4.34

CTGATGACGAATGGTTAAAGTCTAATGGATTCGCT
GTTGAAGAAGATGAAGCCACAAACAAGACTGAC

6218 orf19.882 HSP78 orf19.882 HSP78
Protein described as a heat-shock protein; transcriptionally 
regulated by macrophage response. 2.4195 2.8649 1.0272 0.2998 NA NA 2.09 5.31

TGATGTGAAGGAGGCCAAATCAAAGTTAGAAGAG
GCTAGACACGAGTTGGAACAAACTCAGAGGGATG

6859 orf19.7257 orf19.7257 orf19.7257 MLH3 Predicted ORF from Assembly 19 2.9960 2.0830 1.1097 -0.4364 0.2412 0.3606 2.08 5.31
TCGTATCAAATATCAAAGTGATTTCCAAGTTCAAGG
AGTTTAAGTGTCCATATACAATCACGGTTGGA

Log2 ratios



5760 orf19.6018 orf19.6018 orf19.6018 LRO1 Predicted ORF from Assembly 19 2.6427 1.7058 0.3311 0.4782 1.0065 0.1375 2.07 3.60
CCAGCATTGATTTCAGGGGAAATGAAAGACACGG
TTCAATTGAATGCATTAGCTGTGTACGGTTTGGA

8944 orf19.1552 orf19.1552 orf19.1552 CPR3 Predicted ORF from Assembly 19 0.7891 0.1661 1.5361 0.4647 0.2881 2.9716 2.05 4.34
TTTGAAACCGGAAAGGGATATGGTGGTTATTCTCC
TATTTGGGGTAATAAGTTTGAAGATGAAAACTT

8901 NP_943645.1 #N/A #N/A #N/A
*cytochrome oxidase subunit 3. C. parapsilosis mitochondrial 
protein. 1.4038 1.1440 1.9396 -0.5479 1.4947 0.7664 2.05 3.38

TCATGTTGGTGCTGAAACAACTATTTTATATTTACAT
GTATTAGATGTTATTTGATTATTTATCTATA

5653 orf19.1655 PXP2 orf19.1655 POX1
Putative acyl-CoA oxidase; enzyme of fatty acid beta-
oxidation; induced during macrophage infection. 0.5568 0.1030 1.6360 0.6462 0.7031 2.5110 2.04 3.38

TACGTCTTTACCAATCAATTGAACGTGATCCAGTTT
TGCAAACCAGACCAGAACATTTCGACATTACT

8508 orf19.2115 orf19.2115 orf19.2115 YKL027W
Putative molybdopterin-converting factor; fungal-specific (no 
human or murine homolog) 2.7115 2.1645 0.4093 0.3951 NA NA 2.04 5.31

GATGAATATTCAGAAGAGCTCATTCGTGAACAACT
AGCAAGAAACTATGCATTCCTCACTGTAGAAGG

5391 orf19.1754 orf19.1754 orf19.1754 CMK2 Predicted ORF from Assembly 19 0.7510 0.6003 2.1137 0.2091 1.0122 NA 2.04 2.37
TAAAGCGTTGCAGTATAATCCTGACAACAGACCCA
CAGCTACTGAATTATTGAATGACCCATGGATCG

8900 NP_943641.1 #N/A #N/A #N/A
*NADH dehydrogenase subunit 4. C. parapsilosis 
mitochondrial protein. 0.6617 0.9686 0.8074 -0.1187 2.9467 0.8844 2.03 4.34

TTATACCAACTATTTGATATGGATTATATCCTAATGG
AATAGCAAATATGATATGATCAATACCTAAA

5809 orf19.444 orf19.444 orf19.444 #N/A Predicted ORF from Assembly 19 2.0902 0.7698 1.5874 0.3640 0.8172 0.5110 2.03 2.37
TAATGCCGATGACTACCTACAAGCTTTTAAGGATAT
GGATGGAAAGTATATTGGACAATTCCCTGTCC

8896 NP_943635.1 #N/A #N/A #N/A
*cytochrome oxidase subunit 2. C. parapsilosis mitochondrial 
protein. 0.7621 0.4297 1.5661 0.3288 1.6906 1.3561 2.03 1.36

TAATGCCTATCAAACTAGAATGTGTATCTATATCAGA
TTTTATAGAATGACTTTCAGAGGCAGCAGAA

7873 orf19.2735 orf19.2735 orf19.2735 SEN2 Predicted ORF from Assembly 19 0.8319 1.3132 2.1833 0.2179 0.2400 NA 2.02 2.38
GTTTATGCAATGCTGTCAGCTACATTGTTCTACACC
CACGATATTTTGCCAATACAGGTTCATCATCA

7481 orf19.2947 SNZ1 orf19.2947 SNZ2
Similar to stationary-phase-related proteins; soluble in hyphae; 
induced upon yeast to hyphal switch. 2.2660 1.6055 1.3028 0.0300 0.3334 NA 2.01 3.38

GAAGCTTTGAAGGTGGACTATATTGATGAGAGTGA
AGTTTTAACTCCCGCTGACACTGTAGACCACAT

8444 orf19.7378 orf19.7378 orf19.7378 SIS2 Predicted ORF from Assembly 19 2.6374 1.0179 0.0014 0.1467 0.8758 1.3505 2.01 4.34
CCCACGCAGCTTTACAATCGTCCTTCTATCCCTTA
CGTGATGGATCCAAAAGTCATGATAGCATCAGA

5511 orf19.5550 orf19.5550 orf19.5550 MRT4 Predicted ORF from Assembly 19 0.5400 0.2079 3.0161 0.5390 -0.1329 NA 2.00 5.31
GTACAAAGCTATTTCGACGCATACAAAAGACAAGA
TTATACTAGAGTCAAAAGTAAGTCGCCCATTAC

5581 orf19.2504 BMS1 orf19.2504 BMS1 Predicted ORF from Assembly 19; flucytosine induced 2.1824 2.2594 1.1017 -0.4481 0.6050 NA 2.00 5.31
AATTGTTTTCAAATTCAAGTGCTTTGCGGAATGAG
GTGTCACAAGACGCGGAAGAGAGTGAAGAAGAA

7631 orf19.2531 CSP37 orf19.2531 #N/A
Plasma membrane protein with role in progression of systemic 
infection in mouse. 1.6225 1.6093 0.5607 -0.1568 0.9538 1.3254 1.98 2.38

AGCAAAGGACAAGGCTGAACACGAAAAGAATAAG
TTGTTCAATTGGGGCTCAGAAAAGGCTAATGAGG

8903 NP_943642.1 #N/A #N/A #N/A *ATP synthase subunit 9. C. parapsilosis mitochondrial protein. 1.2060 0.8448 1.9389 -0.2362 0.9553 1.0922 1.95 2.90
CATTATTCCCTCAAGCTATCTTAGGTTTCGCCTTAA
GTGAAGCTTGTGGTTTATTCTGTTTAATGATC

7660 orf19.6229 CAT1 orf19.6229 CTA1
Catalase; role in resistance to oxidative stress, including 
neutrophils, peroxide; role in murine systemic virulence. -0.3529 -0.0014 1.6112 0.7407 1.1648 2.6121 1.95 5.31

TAAATACCCAAACCAACAGGAACATTTGGCTCACA
ATATTGCTGTCCATGTTGCTAATGCAAGACACG

8932 orf19.6771 UBI4 orf19.6771 UBI4

Ubiquitin precursor (polyubiquitin), contains three tandem 
repeats of the ubiquitin peptide that are processed to individual 
units. 2.7655 0.5945 0.1336 0.7146 0.3254 NA 1.94 4.34

GTGTTGAGATTGAGAGGTGGTATGCAAATTTTCGT
CAAAACATTGACTGGTAAGACCATCACCTTAGA

8340 orf19.1631 ERG6 orf19.1631 ERG6

Delta(24)-sterol C-methyltransferase, converts zymosterol to 
fecosterol in ergosterol biosynthesis by methylating position C-
24. 2.7742 1.0215 0.8914 -0.2226 0.2798 NA 1.93 5.31

AAGTTTTGGACGTTGGTTGTGGTGTGGGTGAACC
TGGTAGGGAAATCACTAAATTTACTGATTGGGAA

8039 orf19.2310 orf19.2310 orf19.2310 #N/A Predicted ORF from Assembly 19 NA 0.5200 2.6128 0.6434 -0.0454 NA 1.93 4.34
ATCAACGAAACTTTGTGGAAAACGAGTTGAGTTGA
TGCCAGCAACACTCAAACAAGTTGAAGAGTTTG

7140 orf19.5627 orf19.5627 orf19.5627 HEK2 Predicted ORF from Assembly 19 2.5736 1.5690 0.9986 -0.0454 0.1941 NA 1.92 5.31
GTGTTGAACATGAGACAACAATTTTAAGATTATTGA
TTCCTAATAGTCAAATGGGCACATTAATTGTG

7295 orf19.1541 orf19.1541 orf19.1541 MUC1 Protein not essential for viability 1.9542 1.1693 0.8679 -0.2567 1.0335 NA 1.92 2.90
CATACAATAATGTCAAGGGCGCAGGTGTTCACACT
AGAACTGCCTCTGTTGAGTCTGATGATTTCCAA

8579 orf19.1536 orf19.1536 orf19.1536 ZRC1 Predicted ORF from Assembly 19 2.1352 2.4005 -0.0649 0.7128 0.4605 NA 1.91 5.31
AAAACCTGCTGATGGGAAGTACACTTATGGTTGGC
AAAGAGCAGAAATCTTGGGTGCTTAAATCATGC

8377 orf19.5544 orf19.5544 orf19.5544 SAC6 Predicted ORF from Assembly 19 2.1204 1.2827 1.6026 -0.2092 0.5666 0.2277 1.91 4.34
ATTGTCGTAAATACTTGACACCAAAGTCATTATGTT
CGGGAAACCCAAAGTTGAACTTGGCATTTGTG

5233 orf19.6105 MVD orf19.6105 MVD1
Mevalonate diphosphate decarboxylase; functional homolog of 
S. cerevisiae Erg19p. 1.0996 1.0050 2.3351 -0.1109 -0.1078 NA 1.91 4.34

TCGGAGTTGTTTCAATGGAAAGTGAATCATGTGGT
CCCTGCGAGATTTGAAGCTATGAAACAAGCAAT

5772 orf19.3599 TIF4631 orf19.3599 TIF4631
Putative translation initiation factor eIF4G; overexpression 
causes hyperfilamentation; hyphal- and macrophage-induced. 1.7403 1.3294 0.5830 -0.1993 1.2197 0.8976 1.90 2.90

CTTGCAAGATTTAAGAAAGGCAAGGTGGCAGAGT
GGTAAACAAGATGCACAACCTACAACTATTGCAG

7453 orf19.327 HTA3 orf19.327 HTZ1
Protein described as histone H2A; amphotericin B repressed; 
flucytosine induced. 1.6126 0.7974 1.3780 0.3057 0.2054 1.2654 1.90 2.37

TCCTAGACATTTACAATTGGCCATTCGTGGTGATG
AAGAATTGGATAATTTGATCAAGGCTACTATTG

5652 orf19.1607 ALR1 orf19.1607 ALR1
Putative transporter of divalent cations; hyphal-induced 
expression; fungal-specific (no human or murine homolog) 2.5926 0.9237 0.4998 0.0524 0.6563 NA 1.90 4.34

ATGGAGAAGAAACTTGGTGGTTGGATTGTACATGT
CCTACTGATGCCGAGATGAAAATGCTTGCCAAG

8776 orf19.5847 orf19.5847 orf19.5847 RET1 Predicted ORF from Assembly 19 1.9426 1.2091 1.1316 0.5955 0.0172 NA 1.89 2.90
GCAACAAGAGGATTTACCATTCAATGATGACGGAA
TATCCCCGGATATCATTATGAACCCAGCATGGT

6866 orf19.3249 LAG1 orf19.3249 LAG1 Predicted ORF from Assembly 19; amphotericin B repressed 1.0129 0.1309 0.6154 0.7128 0.5926 2.4568 1.89 3.60
GTTGGTGAATGGGAATTGAACTGGGAAACTCAAC
AATACAAGTGTTACATTTCGCAACCAATTACATT

6583 orf19.6584 PRT1 orf19.6584 PRT1
Putative translation initiation factor; genes encoding ribosomal 
subunits. 0.4813 1.0307 2.9900 -0.1016 0.1570 0.9635 1.89 5.31

AGAATGCAAGCTCAAAATACAAGGCGTACAAAATTA
TTGACAACAAACACTCAAATACCATTGCATGG

5788 orf19.4243 orf19.4243 orf19.4243 CUE2
Predicted ORF from Assembly 19; not essential for viability; 
similar to S. cerevisiae Cue2p. 0.5301 0.2400 0.7782 0.6267 0.8098 NA 1.88 3.60

TACACTCGGCGAATGGAGTAAGCATAATCAGGCGA
TACGTCAAGGATCATTTAGTTCGTAATGGCTAT

6977 orf19.7243 orf19.7243 orf19.7243 DCD1 Predicted ORF from Assembly 19 0.6599 0.1635 2.2702 0.1480 0.2079 1.9635 1.87 5.31
TGTGTTATTGTACGAGATAACCGTGTTGTTGCTACT
GGTTACAATGGAACACCAAGGCATTTAACCCA

6606 orf19.3544 orf19.3544 orf19.3544 #N/A Predicted ORF from Assembly 19 1.4683 0.1532 1.1184 0.4276 0.5130 1.7225 1.87 2.38
TTGACATCTTATCAAAGGCAATAAAGGAAAAGAAAT
TGGATGTTGATGATTCCATTCATGTGGAGGCA

7209 orf19.2335 orf19.2335 orf19.2335 YHR113W Predicted ORF from Assembly 19; Hog1p-induced 2.1230 1.2129 0.3196 0.1712 0.9191 NA 1.86 3.38
TGCTCACACTTGGTTTGATAAAGATTTATCAATTGC
AGGACGTGTATACTTGAACGAGGACGGCAAGT

6483 orf19.1814 orf19.1814 orf19.1814 STT4 Predicted ORF from Assembly 19 1.9727 1.4510 1.7685 -0.2159 0.0356 0.3785 1.86 5.31
TGGCAACTTTTAAAATCAAGAAGGAGTTGACCGAT
TATGATGAACATGGTAAGCCACAACAAGTTGAA

6989 orf19.7291 NIT2 orf19.7291 GCD14
Protein not essential for viability; similar to S. cerevisiae Nit2p, 
which is a member of the nitrilase superfamily 1.4895 1.0328 1.1979 0.2678 0.1570 NA 1.86 2.37

TACTCATTCCTTTGCGAGAACAGTGGGAACAAGG
GGAAAGGTGTTTACATTTGAGTTTCACGAACCAA

6445 orf19.7097 orf19.7097 orf19.7097 SGN1 Predicted ORF from Assembly 19 1.3533 1.4265 1.7229 -0.2092 0.1776 NA 1.86 3.60
AGGGTGTAAATGCAGCGGTAAAAGAATTGGATGAT
TCAGTTTTCAGAGACAGACGTTTAAAGGTATTA

5815 orf19.5591 ADO1 orf19.5591 ADO1 Predicted ORF from Assembly 19; ketoconazole-induced 2.2379 1.6402 1.1124 -0.4016 0.3288 NA 1.85 5.31
TTAAATGAAGCTAATGAAGCATATGGATTGACCACC
AAGTACCAAGTGCAACAAGATTATGCAACTGG

7468 orf19.7261 orf19.7261 orf19.7261 GDI1 Predicted ORF from Assembly 19 2.1124 1.3567 0.1661 -0.0649 0.3763 NA 1.84 4.34
TGAATGAGGTTGCTAGGCCAACTTATGAGAGGATT
TTATTGTATGCACAGTCTGTTGCCAATACGGGA

5558 orf19.976 BRE1 orf19.976 BRE1
Putative transcription factor with C3HC4 zinc finger DNA-
binding motif; similar to S. cerevisiae Bre1p. 0.7790 1.2576 0.6799 -0.1763 1.8813 NA 1.84 3.38

CCAAAAGACAAACAAGTCATTGCTCGAATTGAATG
AGATTTACTCTAAGCGGATTGATGAGCTGACCA

5205 orf19.6810 orf19.6810 orf19.6810 TPD3 Predicted ORF from Assembly 19 2.6081 1.4515 -0.0116 0.1583 0.2594 NA 1.83 5.31
CAGAAAGGAATTGTTGCGTACATATTTGAAATTGGT
CACTGATGATTATCCCATGGTTCGAAGAGCAG

5779 orf19.658 orf19.658 orf19.658 MRC1 Protein not essential for viability 2.6958 1.3978 0.3437 0.3730 -0.3659 NA 1.83 5.31
TGTACGCACAAAGGTTAAAGCAGCATTCTCCAAGC
TCACCTTCAAATAAACTTCAAGAAGGCAATGGG

8774 orf19.5806 ALD5 orf19.5806 ALD5
Protein described as an aldehyde dehydrogenase; decreased 
expression in a fluconazole-resistant isolate, or in hyphae. 1.1329 0.0412 0.9642 0.9130 0.5519 1.6088 1.83 2.37

GGTGTTCACTCAAGAGACGTTAACAAGTGTATCTA
TGTCTCAAGCAAAATCAAGGCCGGTACCATTTG

6703 orf19.6322 ARD orf19.6322 SPS19
D-arabitol dehydrogenase, NAD-dependent (ArDH); enzyme of 
D-arabitol and D-arabinose catabolism. 0.3852 0.1686 2.2026 0.3426 0.2726 1.8278 1.82 5.31

AAATGTTATTGCCGGTCATGCTGATATGAAGGCTG
AATGGGAAAGCAAGATTCCAATGAAGCGTATGG

8343 orf19.4963 orf19.4963 orf19.4963 YDR161W Predicted ORF from Assembly 19 1.6695 1.8176 0.3595 0.0990 0.4222 NA 1.82 3.60
GCATCGAGATATGGATGACTGATTTATGTATGGAGC
CAGAAGCAGAATCAAAATGTAACGAATTGATC

5310 orf19.1642 orf19.1642 orf19.1642 LOC1 Predicted ORF from Assembly 19 0.2425 0.0676 1.0250 0.5627 0.8343 2.4594 1.82 4.34
GAAGAACAGTTGGATATACCGGTGTTGAATAGGGC
TATAGTACCCGGGGTAAAAGTAAAGAAGGGTAA

5520 orf19.6652 DBP8 orf19.6652 DBP8

Protein likely to be essential for growth, based on insertional 
mutagenesis; flucytosine repressed; similar to S. cerevisiae 
Dbp8p. 2.5263 0.9471 0.0827 0.1622 0.1150 1.3533 1.82 5.31

TCGCAGAGCAGTATACCGCTTTAGGAGCACAAATG
AATATAAAAGTTTGTGTTGTGGTTGGAGGTGAG

8689 orf19.390 CDC42 orf19.390 CDC42
Rho-type GTPase; required for budding and maintenance of 
hyphal growth; GGTase I geranylgeranylated. 1.5241 1.1230 1.0108 0.2461 0.4823 NA 1.82 1.36

AACAGTGATGATTGGAGACGAACCTTTTACATTAG
GATTATTTGATACTGCAGGACAAGAAGATTACG

5528 orf19.2998 orf19.2998 orf19.2998 TSR2 Predicted ORF from Assembly 19 1.6406 0.2327 1.9355 0.4977 0.6182 0.2327 1.81 3.60
CAGCAGGCTAAATTTGAATTAGGAGTATGCATGGC
GGTATACAAGTGGGAAGAGTTAGCAACTGCTGT

8111 orf19.3291 orf19.3291 orf19.3291 HMT1 Predicted ORF from Assembly 19 0.4823 0.1493 1.9557 0.2191 -0.0544 2.3785 1.81 5.31
ATGCCATCTTTCCAGGAAAAGAAAGAGTCACTTTG
CCAACAGGACCAATGCACCAGTATACTCATTGG

8914 NP_943643.1 #N/A #N/A #N/A
*NADH dehydrogenase subunit 6. C. parapsilosis 
mitochondrial protein. 0.4276 0.9298 1.8111 -0.5951 2.0384 0.5099 1.81 5.31

CCATTAGATTTATCATATGAAACTTATGGAATAGTTG
AAAATGTTAATATAGCTTATCCATTTAATAG

6705 orf19.949 orf19.949 orf19.949 #N/A Predicted ORF from Assembly 19 1.5435 1.4967 0.2618 -0.0101 0.8512 0.9260 1.80 2.90
CTGGAATTCGATGTTATTGAGGAGTCATTTGTTGA
GGACTACGCCAAGTTGAACCACCGAGATGGAAC

6607 orf19.239 orf19.239 orf19.239 STH1 Predicted ORF from Assembly 19; induced by nitric oxide 1.4255 0.8852 0.9161 -0.0985 0.7638 NA 1.80 2.37
AGCGTATCTCAAACTATTGGATGAAACAAGGACCA
TAGAATTACCCATCTTTTGAAGCAAACCAATCA

5765 orf19.6373 orf19.6373 orf19.6373 DCP2 Predicted ORF from Assembly 19 1.7446 0.9046 1.2376 -0.0604 0.3539 NA 1.79 3.38
TACGAAAGAGTAGTGCTGATTCTAGAAATATAAGGT
CAAGAGCCCAGCAGCTAATGAGTGTATTTCCC

8933 orf19.72 orf19.72 orf19.72 CTR2 Predicted ORF from Assembly 19 1.2678 0.5782 1.7904 0.0607 0.2702 NA 1.79 3.38
ATTTCCATGGTGGCAATCACTTTACTTTCGTCTGGA
TACGAGTTGGTCAAAGGAATGGTCACCAATTG

5274 orf19.1372 orf19.1372 orf19.1372 YEL001C Gene transcription regulated by Mig1p and Tup1p 2.3937 1.5941 0.8032 0.0356 0.2240 NA 1.79 5.31
TACCAAACAACTGGTAAAGAAACCGTTGACATTTT
GGTCGACTACACCATCAAAGAAACTCCGCAATT

8147 orf19.7234 orf19.7234 orf19.7234 RSC8 Predicted ORF from Assembly 19 1.5400 1.9888 0.4212 -0.4112 0.7527 NA 1.79 5.31
ATGATTTATGGACTGAACAAGAGATTTTATTATTGTT
GGAAGGTATTGAAATGTTTGGCACTTTTGAA

7055 orf19.6902 orf19.6902 orf19.6902 DBP7 Predicted ORF from Assembly 19 2.4655 1.4988 0.4761 0.1230 0.4489 0.0000 1.78 5.31
CGGCAACTTTGCAAAATAATGTAAAACAATTGGGA
AGCATAATACTTCAAGAACCGGAAATGATTTCC

8302 orf19.6524 orf19.6524 orf19.6524 TOM40 Predicted ORF from Assembly 19 1.3824 0.6425 1.8098 0.0144 0.1493 1.0086 1.78 3.60
GTTTGGAAAACCCAGATTGCTGCCTCAGTAAAACA
AGTTGCTGAATCATTGAATGGGTGTTGGATCCG

6402 orf19.3349 orf19.3349 orf19.3349 RPB2 Predicted ORF from Assembly 19 2.6595 1.0086 0.0759 -0.1125 0.3785 0.9957 1.78 5.31
AAGATTATGTCCCATCAAACTCACCGGATGCAACT
AGAGTGTTTGTGAATGGTGTTTGGGTAGGTGTG

7215 orf19.3647 orf19.3647 orf19.3647 SEC8 Predicted ORF from Assembly 19 1.8965 1.6531 0.4647 0.0676 -0.1078 NA 1.77 5.31
ATTTATTGTCTACTGAAGGTGCAATGAGTAGGCCA
GTGCTGCAAATTAGTAAATGGATGAAGATGCAT

8034 orf19.1953 orf19.1953 orf19.1953 #N/A Predicted ORF from Assembly 19 2.2705 0.8576 0.6978 -0.0939 0.2191 NA 1.77 4.34
AAGTTGTGGTAGCCGGAATCGATACAATGGTTCCA
TCCTCATCAAGAAATGGTGTTAGTGAGCTTTGG

6636 orf19.2070 orf19.2070 orf19.2070 RSC58 Predicted ORF from Assembly 19 NA 1.7887 0.9230 -0.4560 0.4060 NA 1.77 5.31
CAGAGCCATTCAGCGTAACAAAAGTCGTACCTACA
ATAAAGGATTCTAGTTCGAACAATTTGTTGGAA

5107 orf19.6070 ENA2 orf19.6070 ENA5
Described as sodium transporter; transcription is upregulated 
in response to treatment with ciclopirox olamine. 2.3326 0.8367 0.3696 -0.5735 0.9283 NA 1.77 5.31

GTTATTGTGAGAAAGTTGGATTCGTTAGAGGCTTT
GGGTGGAATCAACGATATATGTTCCGATAAGAC

5534 orf19.6578 orf19.6578 orf19.6578 #N/A Predicted ORF from Assembly 19; caspofungin repressed 2.5331 0.9396 0.5705 -0.1795 0.0813 0.9635 1.76 5.31
ACTGTTATTAGATTGAAGGAGACACCCAAGTTTCTT
GTTGCCAATAATCGTGATGCCGAAGCCGTTGC

7017 orf19.2439 orf19.2439 orf19.2439 ACP1
Predicted ORF from Assembly 19; shows colony morphology-
related gene regulation by Ssn6p 0.5830 0.0854 1.9050 0.3629 -0.0439 2.0111 1.76 5.31

GTAGTTGAAGTTGTTATGGAATTGGAACATGAATTC
AATATACAAATACCTGATAATGAGGCTGATTC

5978 orf19.1755 orf19.1755 orf19.1755 SET2 Predicted ORF from Assembly 19 2.6034 0.5743 -0.0954 0.2522 0.4500 NA 1.76 5.31
TTACTTCGAAAATGGAGAAAGCATGGTTGAAGGAG
AATAAGCACTTACGTGGTGACCAGCAAGATGAT



6638 orf19.7081 SPL1 orf19.7081 NFS1
Protein similar to S. cerevisiae Spl1p, which is involved in 
tRNA splicing;. 0.5907 0.2265 1.7999 0.1257 0.2570 NA 1.76 5.31

TGGTATTGGTAGATTTACTACTGAAAGTGAAGTTGA
CTACGTTATACAAGCAATCAATGAACGTGTTG

5128 orf19.3013 CDC12 orf19.3013 CDC12
Septin; essential for viability; gene has predicted splice sites; 
forms ring at sites of cell division. 1.5044 0.7381 1.2963 -0.0058 0.4688 NA 1.76 2.38

GAAATCATTGAGGTTCAGGATATAAACATCTACACA
CCTCCTTTGGAATTAGACGACCCTGCTAGTGC

8457 orf19.4907 orf19.4907 orf19.4907 YCR061W
Predicted ORF from Assembly 19; increased transcription is 
observed upon fluphenazine treatment. 1.3363 2.0409 0.2216 0.6817 0.0186 NA 1.76 4.34

CTAGATTCCAAAACAGAGGGCTTTGGACAATGGAA
ATGATTGAAAGCTCATTGATCTTGTTTTATGGA

5690 orf19.854 orf19.854 orf19.854 UGA1 Predicted ORF from Assembly 19 NA -0.1472 1.6640 0.6699 0.3918 NA 1.76 5.31
CCAAAGGAACCTGTTGTTAAATCCACCAAAGGTAC
CAACTCCAAGCAAGCCATTGAAAGTTTAGGAAA

7089 orf19.6766 orf19.6766 orf19.6766 NOP13 Predicted ORF from Assembly 19 0.2228 0.1648 1.5801 0.2425 0.3606 2.3019 1.76 5.31
GCTATGAAATCAAAGCTTGCTAAATCAATGTTGAAT
AGGAAGTTGAGGTTGGAGTACGGAGAAGATAG

6966 orf19.1335 orf19.1335 orf19.1335 MTR4 Predicted ORF from Assembly 19 2.3100 0.6508 -0.0058 -0.1313 1.0000 1.0356 1.75 5.31
AATCCACAATCAACCTTGTCACGTTGTGTATACTGA
TTTCAGACCCACTCCATTACAACATTACTTGT

8400 orf19.5318 orf19.5318 orf19.5318 RAD1 Predicted ORF from Assembly 19 1.5125 0.4255 0.4885 0.7450 0.4906 1.1859 1.75 1.62
AATTCCGTACTGAGCACGATGAAATGCGAGTAGTT
GTTGATGTAAGAGAATTTGGGTCTTCATTACCC

5295 orf19.6587 orf19.6587 orf19.6587 GIR2
Protein similar to S. cerevisiae Ydr152wp; transposon mutation 
affects filamentous growth 1.4584 0.8472 0.8631 NA 0.5361 1.1763 1.74 2.38

ACATATAGAAGTTGCTGAGTTAGAAGATGACGAAG
GCGATGATTTCCAAGACGATGATGAAGATGATG

6557 orf19.5602 orf19.5602 orf19.5602 #N/A
Predicted ORF from Assembly 19; possibly spurious ORF 
(Annotation Working Group prediction) 0.2091 1.4714 0.7958 -0.0664 1.3674 NA 1.74 3.38

AGAAGCAAAGTAAAGTGGGACCCATTAGAGGTGG
CACGGAAATGATTCCATATGGATCAATAGATGCC

7331 orf19.5710 orf19.5710 orf19.5710 #N/A Predicted ORF from Assembly 19 1.9553 0.7883 0.3829 0.0496 0.5646 1.0704 1.74 3.60
TAATTTTACTGGGTCCAAGAGTGGTACGCCTGATC
CAGCAAGTATATTTGGACAACATCAGCCACATG

8683 orf19.37 orf19.37 orf19.37 #N/A Predicted ORF from Assembly 19 2.3001 0.9084 -0.1536 0.3696 0.6211 NA 1.74 5.31
GAATCATACATGAAACAAATTTTGGCTGTGATACAA
CTGAAATTGAAATCCAAGACAGTGGAGGGGTC

6332 orf19.843 orf19.843 orf19.843 DCR2
Putative DNA repair exonuclease; fungal-specific (no human 
or murine homolog) 1.8746 1.1309 0.4521 0.1309 0.4751 NA 1.74 3.38

GAGCTAACAAATAGCGGATGGCAGTGTAAGTCGCA
TGGTATTTGGGTAAAGTATGGTCCCCACAATAG

5672 orf19.4317 GRE3 orf19.4317 GRE3
Similar to D-xylose reductases; antigenic during murine 
systemic infection; soluble protein in hyphae. 1.9587 1.1084 0.4740 -0.5628 1.0398 NA 1.74 5.31

CCGACCAAATCTACAATGCAATTAAAGTTGGCTAC
AGATTATTCGATGGTGCTCAAGATTACGGCAAT

5676 orf19.4739 orf19.4739 orf19.4739 MSS116 Predicted ORF from Assembly 19 2.1887 1.6821 -0.1811 -0.1730 0.6323 NA 1.73 5.31
TATCATTCCAACTGTTGAGAGCGCAATCAAACGAA
TTACCGAGGAACCTGATGTACATGGTGTCGACT

8225 orf19.481 GCD1 orf19.481 GCD1
Putative translation initiation factor; transcription is regulated 
by Mig1p. 1.8627 1.4174 0.1257 -0.2294 0.2253 NA 1.73 5.31

CGGAAAACAGTGCTGAAATCATCTACCATCTATACA
AGAACTCAAAATTCAGATTACAGGATCTTATA

5146 orf19.4757 orf19.4757 orf19.4757 NAR1 Predicted ORF from Assembly 19; induced by nitric oxide 0.6745 2.1699 0.4730 0.3785 0.4383 NA 1.72 4.34
GTATGATCTACCGGTAGAAACAATAGACAAACTACT
AGTCAATTTATTAGCCGATCAAATGGGATTTC

7694 orf19.779 orf19.779 orf19.779 HAT1 Predicted ORF from Assembly 19 0.0538 -0.0604 1.6309 0.8734 0.3973 NA 1.72 5.31
CGATGGAAAATTAGAGATTAGAATAAAGATATCACA
GTTTGTCATTCTTCCAATTTATCAAGGCCAGG

7194 orf19.405 VCX1 orf19.405 VCX1
Putative H+/Ca2+ antiporter; fungal-specific (no human or 
murine homolog) NA 1.4394 0.3138 -0.1424 0.7119 NA 1.72 5.31

ATGAACAAGCACACAACAATAATACTTCATCAGATG
ATATAATCACTGGTAGTAAATCAGAAGATGAT

5781 orf19.7401 ISW2 orf19.7401 ISW2
Protein required for chlamydospore formation, not essential for 
viability; ; similar to S. cerevisiae Isw2p. 1.8379 0.8687 0.4394 0.4895 0.2116 NA 1.72 3.38

AACTCAGGGAAAATGATTATTTTGGACAAGATGTT
GAAGAAATTTAAACAAGAAGGCAGTCGTGTATT

6601 orf19.345 orf19.345 orf19.345 UGA2 Predicted ORF from Assembly 19 -0.3566 1.3033 1.0949 0.9964 0.6069 1.0236 1.71 3.38
ATGACACTCCATATGGTTTGGCCTCATATGTGTTTA
GTGAATCGTTAAACAATGCATGGTATATGTCT

6405 orf19.4716 GDH3 orf19.4716 GDH1
Protein described as similar to NADP-glutamate 
dehydrogenase; hyphal downregulated expression. 1.0538 0.3115 1.0193 0.0854 0.2582 1.9165 1.71 4.34

CTATTGAAGTGTTTGAAGCCAACAGAAATAACGGT
GTTTGGTATGCTCCAGGTAAAGCTGCCACCTGT

8843 orf19.7520 POT1 orf19.7520 POT1
Putative peroxisomal 3-oxoacyl CoA thiolase; transcription is 
regulated by Nrg1p and Mig1p; farnesol regulated 1.6964 0.5597 0.8520 0.1190 0.7816 NA 1.71 2.90

ATTCCAATGGGTATCACTAACGAAAATGTTGCCAA
CAAGTACAACGTGTCAAGAGAAGCACAAGATGC

8417 orf19.1890 orf19.1890 orf19.1890 YMR210W Predicted ORF from Assembly 19 0.4865 0.3707 2.2729 0.0841 0.6248 0.7941 1.71 5.31
TCGGTTGGCTTCCCCATACAACGATAATGGAAAAT
AGGGTGCCTACTTTGATTGTAGCTCTAAGAAGA

6529 orf19.5661 orf19.5661 orf19.5661 PTC7 Predicted ORF from Assembly 19 1.5366 1.1998 0.9516 0.0731 -0.1861 NA 1.71 4.34
TACATTTTCCAACTACAATGTTGCCGTAGCATACCA
ACCCAAAGATAGAAAACCAAGCTCAAATATGT

5353 orf19.2749 orf19.2749 orf19.2749 YDR132C Predicted ORF from Assembly 19 0.7790 1.4292 1.5830 -0.3846 0.2904 NA 1.71 4.34
CTTGAAGAGTATGACCCTTCGGTACCGATGGTATT
ACCTCACGATAAAGTGTATTCGATCCAAGTTGG

7315 orf19.5617 orf19.5617 orf19.5617 CTI6 Predicted ORF from Assembly 19 1.1859 0.3918 1.1808 0.4276 0.3231 NA 1.71 1.62
AAGATGAGTATGATAAACAGTTGCGAAAAGCTTTG
AGGGAAAGTGCCAAAGAATCTGGTTTGCCGGTG

7609 orf19.5281 orf19.5281 orf19.5281 SCP160 Predicted ORF from Assembly 19 1.8540 1.4510 0.5420 -0.1392 0.8375 0.0704 1.70 5.31
TATCAGCTCAGCAGGTGGGGATGATTTACCAAGAG
GAAAGTACCATCGTTTGTTGACCATTCCAAATG

5999 orf19.1429 orf19.1429 orf19.1429 SOH1 Predicted ORF from Assembly 19 1.1184 0.8976 0.5965 0.3907 0.8007 NA 1.70 0.00
ACAATTTAGACGAGATATAGCCAATCCTGAAATCAT
GAATGTGTTGATGAATGATATGGTGAAACGAT

5124 orf19.5294 PDB1 orf19.5294 PDB1
Protein described as similar to pyruvate dehydrogenase; 
fluconazole-induced -0.1763 0.7966 1.4967 0.6003 0.5724 NA 1.70 3.38

AAGACCTATTACATGAGTGGTGGTATTCAACCTTGT
AACATTACATTTAGAGGTCCAAATGGTGCTGC

5685 orf19.7196 orf19.7196 orf19.7196 PRB1
Protein described as a vacuolar protease; upregulated in the 
presence of human neutrophils 1.6613 0.9590 1.0215 -0.1109 0.2810 NA 1.70 3.60

TAATGGATCGGGTTCAATGTCTGATGTCATCAAAG
GAATTGAATATGCAACCAGGGCACATCAAGACG

8367 orf19.4488 orf19.4488 orf19.4488 SWI3 Predicted ORF from Assembly 19 1.3288 1.5969 1.1434 -0.1697 0.5450 NA 1.70 4.34
CATCGACAATCCCGTGTTGGCAAACTTGGTATTTAT
GACCAGATTAGTTGACAGAGAGGTCGCGAAAG

6590 orf19.3962 HAS1 orf19.3962 HAS1

Functional homolog of S. cerevisiae Has1p, which is a 
nucleolar protein of the DEAD-box ATP-dependent RNA 
helicase family. 1.1941 1.5370 0.4468 0.2091 0.4720 0.7225 1.70 2.90

CGGCTGATGGATTGGAACAAGGATATGTGGTGTGT
GACTCAAATAAGAGGTTTCTTTTGTTATTTTCA

6591 orf19.4015 CAG1 orf19.4015 GPA1
Alpha subunit of heterotrimeric G protein; functional homolog 
of S. cerevisiae Gpa1p. 1.3386 0.9268 1.1750 0.1257 -0.1536 1.1635 1.70 3.60

CGCTACTGATACAAAATCAATGAAGTTTGTATTGAG
TGCTGTTGCTGATATTGTCATTCAACTGAATT

8779 orf19.5910 orf19.5910 orf19.5910 NTO1
Predicted ORF from Assembly 19; induced upon low-level 
peroxide stress NA 0.2425 0.6201 0.5636 0.7303 NA 1.69 2.38

GAAGAGGGAGTTTGACAAGGAAATTGCTAGGATT
GCAGTCAACGATGATGAAGGAAGCAATGAGTTGG

5690 orf19.854 orf19.854 orf19.854 UGA1 Predicted ORF from Assembly 19 1.3785 1.7702 -0.0130 -0.3419 1.0545 NA 1.69 5.31
CCAAAGGAACCTGTTGTTAAATCCACCAAAGGTAC
CAACTCCAAGCAAGCCATTGAAAGTTTAGGAAA

7047 orf19.5260 RPN2 orf19.5260 RPN2 Transcription is regulated by Mig1p. 2.0065 0.9176 0.6088 -0.0514 0.0454 0.9971 1.69 5.31
TCCATCTTGAGATATGGTGGTGCTTTTGCAATTGG
TTTAGCATATGCTGGAACTGGAGACAATGGTGG

5288 orf19.1864 orf19.1864 orf19.1864 YDR333C Predicted ORF from Assembly 19 1.0704 0.0524 1.0969 0.6790 0.2975 NA 1.69 2.90
TGCTCCAACAGTTCAAGAAAATGGGTAAAATGATC
AGAAACTGGGGTGGTAAAGATAGGAGGAGCATT

7759 orf19.1570 ERG7 orf19.1570 ERG7 2,3-epoxysqualene-lanosterol cyclase (lanosterol synthase). 2.1994 0.8520 0.3357 -0.2881 0.3741 NA 1.68 5.31
ATCCTGTTTTGGTTAAGGCGAGGAAAACTTTACAT
CGTTTGGGAGGTGCAATAAGGAATCCACACTGG

8414 orf19.3456 orf19.3456 orf19.3456 KIC1 Predicted ORF from Assembly 19 NA 0.0300 0.2129 0.9891 0.9252 0.8875 1.68 2.90
ATCAATCGTAAAATTGACAATGGATCCAAATTCATA
AAGAAATTAATCACTAGAAGACATTTGTGGAA

5471 orf19.1954 orf19.1954 orf19.1954 PUS4 Predicted ORF from Assembly 19 1.2684 0.7013 1.5341 -0.0189 0.1725 NA 1.68 3.60
AAGTAAGAATAAACGATATCAAGGTCATCGACGAT
GATTTGCTTTCAACAGACCATGAGTTTACCAAA

8923 orf19.1222 orf19.1222 orf19.1222 IKI3 Predicted ORF from Assembly 19 1.4260 0.6790 1.2516 0.0482 0.0172 NA 1.68 3.60
GTTAATGCGCAATTGTTAAATACTGTACATTTTGTC
GACTCAGCACAATTGGTGTTTGTCTTCAGCAA

5791 orf19.2324 orf19.2324 orf19.2324 UBA4 Predicted ORF from Assembly 19 1.5666 0.8237 0.8057 -0.3978 0.5008 NA 1.68 4.34
GGACTTCCAACGTGTATTCAAAAGTCGACGAGTAC
TTCAGCCTTGACGAGTACAAGAGATATGGTCGG

5334 orf19.6062 orf19.6062 orf19.6062 MGR2 Predicted ORF from Assembly 19 1.2455 0.4998 0.8663 0.4093 0.6406 0.8074 1.68 0.00
ATCAATATGTAGGTCACCAACCATCAAACTGGGAC
AAGTTCAAAATGGGTGCTCTAATGGGCTCAACC

7894 orf19.5963 orf19.5963 orf19.5963 YDL193W Predicted ORF from Assembly 19 0.1084 0.2594 1.4314 0.9877 0.4016 NA 1.68 3.38
ATGTCAGCTACGCTGTCTTTATTCGTGCTTTGAAG
CAGTTTGCACAGTGTAAAGTGAATGCAGGTAAG

7959 orf19.3171 ACH1 orf19.3171 ACH1
Soluble protein in hyphae; similar to S. cerevisiae Ach1p, 
which is acetyl-coA hydrolase required for acetate utilization. 1.4605 1.8976 NA 0.4772 NA NA 1.67 5.31

CTTTTAGACAACCATACCCTCACACATCGGCTGATT
ACAAGATTGGTCAAACTTCCATTCCAGTTGAT

6019 orf19.5850 NOC2 orf19.5850 NOC2

Protein similar to S. cerevisiae Noc2p; transposon mutation 
affects filamentous growth; downregulated during core stress 
response 0.4060 0.0144 1.4704 0.3618 0.1217 2.0875 1.67 5.31

CAGTTAATTTCACGCAAGAGGTCCAATGTTGAATTT
GGTCCAAGTGACAAGCGTGAAGTAAAGGATTT

8386 orf19.23 RTA3 orf19.23 RSB1
Similar to S. cerevisiae Rta1p (role in 7-aminocholesterol 
resistance) and Rsb1p (flippase); putative membrane protein. -0.0725 0.2738 1.5395 0.5945 0.2191 NA 1.67 5.31

GGGCGATATTAAGGGAAACACTGATGAGAAAATAG
AAGAGGAAGTATTATACCCTGTAGATGACGGGT

6683 orf19.2972 PDE2 orf19.2972 PDE2
Cyclic nucleotide phosphodiesterase, high affinity; role in 
moderating signaling via cAMP. 1.2504 1.2172 0.9366 -0.1361 0.1903 1.0000 1.67 3.60

CAAATGTGCCGACATATCCAACGTCACTAGACCAT
TACGTGTTTCATCACAATGGGCAGTAGTGTTGC

5770 orf19.3015 orf19.3015 orf19.3015 ARX1
Predicted ORF from Assembly 19; downregulated during core 
stress response 1.0573 0.4521 1.5529 0.0412 0.4584 0.8914 1.67 3.38

TCACCAAATTCGTCCCATTAAAGGAGATTTTGCTAA
CTACAAATCCAACAGGTAAGCATGGTATTGAT

6821 orf19.2289 ARP3 orf19.2289 ARP3
Predicted ORF from Assembly 19; shows Myo5p-dependent 
localization to cortical actin patches at hyphal tip 1.6951 1.1686 1.2141 -0.1877 0.3584 0.2016 1.67 5.31

TTCAAGAATTTGCCAAGTTTGACCAGTATCCACAA
GAAAAGTTTGCTCAATACATTGTTGAGTACACT

5220 orf19.3481 orf19.3481 orf19.3481 MRH4 Predicted ORF from Assembly 19 1.0868 -0.0786 1.3918 0.4415 -0.0847 NA 1.67 5.31
ATTGATCAAGCATGATTTAGAGGGAAGCAAAGTTA
AGATTTTGGTTACAACGGACTTACTAGCAAGAG

6315 orf19.2715 orf19.2715 orf19.2715 RPC53 Predicted ORF from Assembly 19 1.1814 0.6663 1.0566 0.2666 0.2216 NA 1.67 2.37
ATCCGGTTAAGGTTGAACCCACAGATTTCATGAAA
AGCTCACCTGCAATGATATCCTTAACTGAAAGT

8090 orf19.7270 orf19.7270 orf19.7270 #N/A
Predicted ORF from Assembly 19; possibly spurious ORF 
(Annotation Working Group prediction) 1.3214 0.0272 0.6563 0.0566 0.1674 2.1859 1.67 5.31

ATACCAGAAGACTTTGTGTTGGTGCTCAATAATGG
TACGGTGTTGGTCATCTCTGGTGATGAGGGTTC

6630 orf19.5598 orf19.5598 orf19.5598 POL5 Predicted ORF from Assembly 19 2.0510 0.9775 0.0895 0.3150 0.4340 NA 1.66 5.31
ACGACGAATGTTTTGAGTTGTTATTTGATGTGTTGA
AGACAAAGGAGAATAAAGAGGGGCAGAAGCAA

7499 orf19.6594 PLB3 orf19.6594 PLB3

Putative secreted phospholipase B; similar to S. cerevisiae 
Plb3p; putative GPI-anchor; fungal-specific (no human or 
murine homolog) 1.9819 0.1661 0.0813 0.7119 0.5200 0.9260 1.66 4.34

TCAACACCACATCGTTGCCATCAATTGTGAAGAGA
GTTGTTACTTCATTATTGGATCGTGTGAGCAAC

8356 orf19.6844 ICL1 orf19.6844 ICL1
Isocitrate lyase; enzyme of glyoxylate cycle; required for wild-
type virulence in murine systemic infection. NA 0.2253 0.9396 1.4082 0.5351 NA 1.66 2.38

AAACAAGGTTGAACAATTGTGGTTTGCTCAATTATT
CCCCGACAGAAAACAAAAGGAAGAGAGATTAT

5262 orf19.5407 orf19.5407 orf19.5407 SOF1 Predicted ORF from Assembly 19 2.2717 0.9635 0.3161 0.1738 0.5400 0.1043 1.66 5.31
GAATGTGTAGTGGTCTTGTTATAACCCCACAGAAC
CAAATGTTGAGTTGTGGTGATGACAAGCTGATC

8093 orf19.6407 orf19.6407 orf19.6407 REH1 Predicted ORF from Assembly 19 1.4415 0.3606 0.8969 -0.1894 0.2546 NA 1.66 5.31
GTTACCATCGATTTCGTCGGAAACCTTTGCAGAAA
AGATTCTCAGTTCCAAGCTTCGCAACAGTAATG

5123 orf19.5378 orf19.5378 orf19.5378 SCL1 Predicted ORF from Assembly 19 -0.0908 0.8480 1.0215 1.3967 0.4233 0.7655 1.66 3.38
GCAAAGACTATATCCTACATTTTCAAAATCACTCCT
AGCATAGGTATGGTTGCCACTGGATCGATAGC

7565 orf19.4621 orf19.4621 orf19.4621 YBR094W
Predicted ORF from Assembly 19; fungal-specific (no human 
or murine homolog) 1.3465 1.2857 0.5509 -0.2533 0.6415 NA 1.65 3.60

TCGACCACAATCATACCGATAGTAGAGTTTTGTTGA
AAGAAGGGATTAGTGTGACACCTTTGAAAGCA

8382 orf19.4900 orf19.4900 orf19.4900 MNT4 Predicted ORF from Assembly 19 0.1953 1.4823 0.7866 NA 1.1699 NA 1.65 4.34
ACAACAAGAATAAAGATGAAGTTGAGAAAACACCC
GAGTTTGAAACATTTATCAGAAAGGGGTATGAA

8940 orf19.3149 LSP1 orf19.3149 PIL1
Predicted ORF from Assembly 19; caspofungin repressed; 
fungal-specific (no human or murine homolog) 1.5772 1.0800 -0.0145 -0.1329 0.9449 0.8750 1.65 4.34

ATGATGTTTCTGATATTACTGATAAATTGGGTGTCTT
GATTTATGAAATTGGTGAATTGGAGGATCAA

7225 orf19.6082 orf19.6082 orf19.6082 GSF2 Predicted ORF from Assembly 19 0.3505 -0.2328 1.3651 0.4792 0.3651 1.9862 1.65 5.31
AACAATTTAGAAGGTATGGATTGTTTTACAGTGACC
CAGTGTTTAGTGCCATTATAAATGCCAGAAAA

8920 orf19.2270 SMF12 orf19.2270 SMF1

Protein not essential for viability; similar to S. cerevisiae 
Smf1p, which is a manganese transporter; Gcn4p-regulated; 
alkaline upregulated; caspofungin repressed 0.3796 1.6586 -0.2109 0.7146 1.0036 0.7655 1.65 4.34

TACGTCAATTTGGACAAAATTGTTAATGAGGATTCG
AACGATGCATACACTGATGAAGAAAAGAAGAA

6337 orf19.6489 FMP45 orf19.6489 FMP45
Protein induced during the mating process; alkaline 
downregulated 1.2660 0.7198 1.7549 -0.2863 0.1738 0.6781 1.64 5.31

GAAGAAATGCTTTCAACAATGCTGGTCACAGTTCC
AAGATTGGTGCAAAGGCATTTGGTATCTTGTGG

6592 orf19.6417 orf19.6417 orf19.6417 TSR1 Predicted ORF from Assembly 19 0.8608 0.8172 1.6031 0.0000 0.4854 NA 1.64 3.38
GAAAATTTCCAACATCCAGGAATGATGACAATAGC
CACAGCCATAGCACCGGCGTTATTCACCAATTC

8087 orf19.1747 orf19.1747 orf19.1747 KIP2 Predicted ORF from Assembly 19 NA 0.7013 1.8480 NA 0.0895 NA 1.64 4.34
AGATAAGAGATGATCCTGAGTACGGTGTGAAAGTG
ATTGGAATGATTACTATGACAGTGTCGATCAAA

8127 orf19.6555 orf19.6555 orf19.6555 #N/A Predicted ORF from Assembly 19 1.5797 0.9100 0.3185 -0.1504 1.4147 NA 1.64 5.31
ATGATGAATTAAACAATCACCAGATAGACAAGTTTC
ATGTTAGAGATCAATACAAGGTGGTTATTTTG



8824 orf19.7048 orf19.7048 orf19.7048 RTF1 Predicted ORF from Assembly 19 1.1979 0.6406 0.2798 -0.1828 0.4222 1.9260 1.64 5.31
CATCCAGGATTTGATGATGCTGTGTTGGATACTTAT
ACCAAGGTCAATGTTGGTGCAGACAGAGCCAC

6418 orf19.7568 orf19.7568 orf19.7568 #N/A Predicted ORF from Assembly 19 -0.5332 0.6563 0.6754 0.9260 0.6257 1.9260 1.64 5.31
CTGCAACAAGTGAAATTGCGAGAACATTCAAGATT
GTTGGATCAATCATGACTAAAGAAACCAAGGAC

7971 orf19.4961 STP2 orf19.4961 STP1
Transcription factor; activates transcription of genes encoding 
amino acid permeases. 0.7233 1.3752 -0.0350 0.1878 1.3386 0.6535 1.63 4.34

CAAAAGAATGAAGAAATAACCGATCCTGAATTATTA
CCCTTTGCCTCAAAAGTTCTTGAAGAGGTCAA

8433 orf19.3501 orf19.3501 orf19.3501 PXL1 Predicted ORF from Assembly 19; Hog1p-downregulated NA 0.8090 0.3045 -0.0306 0.9275 NA 1.63 2.90
TCCCACCATTTAACCCTTCTCACAAGTATAGAGGT
GTATACGAAAGAGCTGGGTTTGATGTAACAAAA

5133 orf19.5106 DIP2 orf19.5106 DIP2

Protein similar to S. cerevisiae Dip2p, of small 
ribonucleoprotein complex; transposon mutation affects 
filamentous growth 1.3835 1.8082 0.5079 -0.1297 -0.2226 NA 1.63 5.31

ATATACATGCAGTAAAGGAACACACAATAGATAGGT
TGGGCCACCGGTTCGATATCCGAGCAATGGAT

8013 orf19.3350 MRP20 orf19.3350 MRP20
Protein described as component of mitochondrial ribosome; 
decreased expression in hyphae compared to yeast-form cells 1.2945 0.6425 1.6695 0.2253 -0.3511 NA 1.63 5.31

TTCAACAAGATTTGGCCATGGATGAACCTCATTTTA
CTCAAGGTGAGAACAAAGTTTACCTTCCGGGT

7345 orf19.2367 orf19.2367 orf19.2367 YNL260C
Protein of unknown function; transcription is negatively 
regulated by Rim101p 0.8456 0.3595 1.5700 -0.2260 -0.0410 1.7225 1.63 5.31

ACCTTGATAAGTTGGTTGAACAAGTTGGTGGGTCA
ATGCAAGTCAGTGAAAATGTTGTTGAAATGTGG

8525 orf19.1047 ERB1 orf19.1047 ERB1
Predicted ORF from Assembly 19; hyphal repressed; 
macrophage repressed 2.1525 0.7163 0.3403 -0.1392 0.1878 NA 1.63 5.31

GAAGATCCAAGTGATTACAGCTCAGTTGAATTCCC
AGATGATTCACAGGATGATTTATCCGATGTCAA

8899 NP_943647.1 #N/A #N/A #N/A
*NADH dehydrogenase subunit 5. C. parapsilosis 
mitochondrial protein. -0.2260 0.6853 1.2222 0.2240 0.4287 1.8584 1.62 5.31

ATGGGTGCTGGTTCTGTTATTCATAGTTATATCTCT
GAAACTCAAGATATGCGTAAATATGGTGGTTT

7374 orf19.6369 orf19.6369 orf19.6369 RIO2 Predicted ORF from Assembly 19 0.7119 0.4297 1.2172 0.3068 0.4038 1.1210 1.62 2.37
TGATACTGATGGATATGGAGATGGTTACAAGTATGC
GTATCCTAACTTTAAACGAGATGTCATTAGAG

5761 orf19.6019 orf19.6019 orf19.6019 LRO1 Predicted ORF from Assembly 19 1.3595 1.1473 0.9694 -0.6038 0.4834 NA 1.62 5.31
ATTTAGTGTTGGATTGAGAATGAGGGCAGCAAAGA
ACTCCACCGCAAAGTACAATGTCGTTATGGTCC

8291 orf19.829 SCH9 orf19.829 SCH9
Protein required for chlamydospore formation and for 
embedded hyphal growth, similar to S. cerevisiae Sch9p. 0.5801 0.6164 1.2732 0.5341 0.3080 NA 1.62 1.36

CTTTTGAACAGAAATCCAAGACATAGACTTGGTGC
TACGGATGATGCAAGGGAATTGAAAGCTCATGC

5273 orf19.1019 orf19.1019 orf19.1019 PEP3 Predicted ORF from Assembly 19 0.8270 0.5351 1.0489 0.8131 0.3516 NA 1.62 0.00
GCGATTGTGCTATCTACTTGGATAATCGAGTTGATG
ATCAGAGCAAATGATGAGCGGTTTTACGAGTT

7153 orf19.5612 orf19.5612 orf19.5612 #N/A
Predicted ORF from Assembly 19; regulated by Tsa1p, Tsa1Bp 
in minimal media at 37 deg 1.5039 0.6969 0.2786 0.5028 0.6889 0.4854 1.62 2.38

TTTCGTGTGTTGTGGAAAAGAGTACTGAATTTTGT
AAACAATATGGATTGGAACAAGACAAGTTGGGA

6996 orf19.2538 orf19.2538 orf19.2538 PTC2 Predicted ORF from Assembly 19 0.7424 -0.1234 1.4206 0.3208 -0.0439 1.8388 1.62 5.31
TTATTGTTGCCTTATTACGTGATGGTGAAGGTATTG
AAGGATGGCAAAAGAGGATAACCGAACGAATT

5793 orf19.182 orf19.182 orf19.182 YOR201C Predicted ORF from Assembly 19 0.8359 0.9283 1.6045 0.0468 0.0718 NA 1.61 4.34
GAAGCTTGAAATTTATTGATTCTGTTCGTGAAAATG
GGTGGAATGTGATAATCACCAGTGCCAAACCA

6295 orf19.4660 RPS6A orf19.4660 RPS6A
Predicted ribosomal protein; similar to ribosomal protein S10; 
localizes to cell surface of yeast-form cells. 0.4060 0.2916 1.6996 0.2240 -0.0664 1.5782 1.61 5.31

AGAAAGATGATGTCAGAGATTACGTTGTTAGAAGA
GAAGTTACTAAAGGTGACAAGACTTATTCCAAG

7679 orf19.6233 orf19.6233 orf19.6233 YNL181W Predicted ORF from Assembly 19 0.3785 1.9690 NA 0.3161 NA NA 1.61 5.31
TGACTTCTTGGCTAGTATTGCCTTTGATGGTCCAG
AGGCTATTCCATATTGGGAACAAATCAAACAAT

6129 orf19.5119 TEF1 orf19.5119 #N/A

Translation elongation factor 1-alpha, detected at surface of 
yeast-form and hyphal cells; macrophage/pseudohyphal-
induced 1.3161 0.2154 0.7527 0.0314 0.0813 1.7299 1.61 5.31

GAACCGGTAAGAAATTGGAAGATGAACCAAAATTC
ATCAAGTCCGGTGATGCTGCCATCGTCAAGATG

5591 orf19.5897 orf19.5897 orf19.5897 YBL104C Predicted ORF from Assembly 19 0.1110 0.1003 1.3063 NA 0.6880 NA 1.61 4.34
TATACAAGAGTACCCAAAATCTGGAGATGCATCGA
CAAATGACAGTACTTTGAAACGTCCCGTGCTGT

8459 orf19.2672 NCP1 orf19.2672 NCP1
NADPH-cytochrome P450 reductase, acts with Erg11p in 
sterol 14 alpha-demethylation in ergosterol biosynthesis. 1.6549 1.2504 0.5281 -0.2916 -0.0174 0.9804 1.61 5.31

CGTGAATTGAGTGCCAGATTTGGGTTGAAAACAAT
GGTTGCTGATTTTGCTGATTATGATTGGGACAA

6093 orf19.1097 ALS2 orf19.1097 FLO1
ALS family protein; role in adhesion, biofilm formation, wild-
type germ tube induction. 1.6402 0.1164 1.2141 -0.0189 0.0936 1.0545 1.61 5.31

TAATCCGACTGTGACTACAACTGAGTTCTGGACAG
GATCAGAGCCAATCACATCTACTGAGACGTTTG

5176 orf19.966 orf19.966 orf19.966 DUS4 Predicted ORF from Assembly 19 1.3835 1.0559 -0.1697 0.4436 0.8953 NA 1.60 3.60
TTAGAAATGATATAGCCCGGTACTCTGATTTCACCA
CAAATGACAAAGATCAACCAGTTATTGTTCAA

6461 orf19.1195 orf19.1195 orf19.1195 OCT1 Predicted ORF from Assembly 19 1.1622 1.6243 0.8922 -0.3959 0.3323 NA 1.60 5.31
CTTTGTTCCAGAAGCTACACTAAAGGGAGAAGTTT
GGGAGAATAACCAAGTGAGAAAGTTGAAGGTTA

8501 orf19.169 CHO2 orf19.169 CHO2

Putative phosphatidyl-ethanolamine N-methyltransferase; 
fungal-specific (no human or murine homolog); amphotericin B 
repressed 1.4704 1.3033 -0.1795 0.3774 0.6201 NA 1.60 4.34

ACCAAATGGTGTCTTTCAAATGATGTTCCAGTGGA
GAAATCATTGAACAATTGGGCAATTTTGTACAA

5656 orf19.2347 MNN2 orf19.2347 MNN2
Alpha-1,2-mannosyltransferase; likely involved in iron 
utilization; similar to S. cerevisiae Mnn2p and Mnn5p. NA 0.6654 0.5008 0.5936 0.6182 1.2016 1.60 0.99

GACTCCAAACCAGCAAGACAGTTCCAAACAACAG
TCTGATTCAACGAAAGCGAACTCGAAACTGAAAC

8224 orf19.6117 orf19.6117 orf19.6117 YBR287W Predicted ORF from Assembly 19 0.4906 0.6201 0.8766 0.4657 0.6781 NA 1.60 0.00
AAACCACAACTGAAATTAATCCAAGCTCAGAAGAT
AATACAGATGATTCACAACAATCATCGCATGAT

6177 orf19.3974 PUT2 orf19.3974 PUT2 Alkaline upregulated 1.5578 0.2642 0.3196 0.5965 0.5859 0.7398 1.60 3.38
GTGGTGCTAGAGCCTCGGGAACTAATGATAAAGC
CGGTAGTGCCAATATCTTGTCGAGATTTGTTTCA

7475 orf19.3185 orf19.3185 orf19.3185 NAT1 Predicted ORF from Assembly 19 0.7774 0.6239 0.5390 0.2546 0.7638 1.0929 1.60 0.99
GTTGTCTGATCTTTATTTTGAACTTTATGAGGAGCA
AAAGGCGAGTCCAGAGAAGGCAGTTGACCGCG

8557 orf19.7256 orf19.7256 orf19.7256 #N/A Predicted ORF from Assembly 19; flucytosine induced 0.3357 0.1966 0.5945 0.4082 0.4201 2.0952 1.60 5.31
CATGGTATTGGAGGATGTTACTGTGGTAACGGACA
GTGATAATGACGCTGATACAAAGGACGAGGTTG

5389 orf19.6393 orf19.6393 orf19.6393 GTS1 Predicted ORF from Assembly 19 1.3242 1.2240 0.2425 0.2473 0.5489 NA 1.60 3.38
CGTTGAGTTGGCTATAGATATTTACAAACAAGATGC
TAAAATCAATCCGGGAAAAGAAGAAATAGCCC

8454 orf19.6956 DAL9 orf19.6956 DAL5
Putative allantoate permease; fungal-specific (no human or 
murine homolog) NA 0.4947 0.5200 0.5588 0.7424 NA 1.60 0.00

CAACAATTGTATCACCTGGTGGGAAGGAGATTGAG
ATAACCAACAATGTTGATTTGGCAATGAAATTT

7497 orf19.7020 orf19.7020 orf19.7020 KEX1
Protein similar to S. cerevisiae Kex1p, which is a pheromone-
processing peptidase; possible Kex2p substrate NA 0.4782 0.3127 0.8687 NA NA 1.59 0.99

TTAATGCTCGTAATTCATTCCCCTCGGTGCATTTAC
TTCCAGATTTGCTAAAGCAAGTCCCCATCGTC

8851 orf19.813 orf19.813 orf19.813 #N/A

Predicted ORF from Assembly 19; not essential for viability; 
similar to S. cerevisiae Vhs3p, which is a putative 
phosphopantothenoylcysteine decarboxylase 0.3696 0.1124 0.8237 0.2376 0.4212 2.0618 1.59 5.31

TAAAGTTATCAAATTCAACAAGATTAAGGCCAAATA
CATCAGCGACGATGAGTTGGAATTGATAATAC

5139 orf19.7466 ACC1 orf19.7466 ACC1

Protein with similarity to acetyl-coenzyme-A carboxylases; 
regulated by Efg1p; amphotericin B repressed; caspofungin 
repressed 0.6434 0.1440 1.2987 -0.1993 1.2129 NA 1.59 4.34

GAAACTAACTTGGTTTCTGTTAGTGATGAGGTTTAT
GCTAAAGGCTGTTGTACAGGTCCCGAAGACGG

6020 orf19.5771 orf19.5771 orf19.5771 PBP2 Predicted ORF from Assembly 19 1.5489 1.0426 -0.2671 0.0704 0.7485 NA 1.59 5.31
AGATGTATTGAAGAGAGGTAAGGTTATTTTGTACAA
TCCTGCGAACCATAAACATGATGAGGGCCAGC

5309 orf19.1368 orf19.1368 orf19.1368 #N/A Predicted ORF from Assembly 19 1.3757 0.6201 0.6145 0.2857 0.1699 NA 1.59 2.90
AGGAAACGGGACAACAGATAATTCCCACTCATTGC
CATGTCAAAATCTCCAATCGCTAACTACAAGCG

7014 orf19.25 orf19.25 orf19.25 TRM10 Predicted ORF from Assembly 19 1.1570 -0.2294 0.6880 0.3550 0.2558 1.7866 1.59 5.31
ATGTGTATGAGATTATTTGTCGATGGTTTGAATGTA
AGGATTGGCGACAGGCGTTTAATAAGGTGTTG

6794 orf19.2446 orf19.2446 orf19.2446 YDL144C Predicted ORF from Assembly 19 NA -0.0679 0.3460 1.2863 0.7146 1.2916 1.59 4.34
AGATTAAAAGAAGAGAGAAAGATGTTCGTCTTGAA
TGAGGCAGATTTCAAAGGGGATTCGGACGAATA

7025 orf19.2346 orf19.2346 orf19.2346 YPL222W Predicted ORF from Assembly 19 -0.2951 0.3208 1.1789 0.4803 0.9546 NA 1.59 5.31
ACAGAATGTCGATTTCAATTCATCTTATGAAGAAAT
AGCTGAGCTGCTTTTGGAACGATATGATCCAA

7870 orf19.2982 orf19.2982 orf19.2982 #N/A Predicted ORF from Assembly 19 NA 0.2702 0.3595 1.0587 0.8172 NA 1.59 1.36
GTGAGGTTTTCAACGATCTTACTTTGGTTTACGAAA
TCGTATTGACAAATGAATCAAAATCAAACAAG

8453 orf19.192 orf19.192 orf19.192 #N/A Predicted ORF from Assembly 19 1.3074 1.3679 -0.1926 0.0000 NA NA 1.58 5.31
TCAGGAACCGGAATTATAGCATTTGGAGCGTGCAT
AATTGCTTACAACGGGTCTACGAGTACTGAACC

5559 orf19.4339 VPS4 orf19.4339 VPS4
Protein involved in transport from multivesicular body (MVB) to 
the vacuole; regulated by Gcn2p and Gcn4p 1.2839 0.7790 0.3346 -0.2193 0.6313 NA 1.58 4.34

TTTCAAAGTGGATGGGTGAATCGGAAAGACTTGTA
AAACAATTGTTTACCATGGCTAGGGAGAACAAG

5533 orf19.6442 orf19.6442 orf19.6442 PRP8 Predicted ORF from Assembly 19 1.8762 0.3550 0.6369 0.4521 -0.0831 NA 1.58 5.31
AACAGGATTAGACAGATTTTAATGTCGTCCGGTTC
AACAACATTTACAAAAGTTGCTGCAAAGTGGAA

5311 orf19.1675 orf19.1675 orf19.1675 YDL133W Predicted ORF from Assembly 19 1.1137 0.6341 0.9694 -0.0072 0.0412 1.2060 1.58 4.34
TCTGGAAAGAGTCGAGATTGATGAGAAATATCTAG
ATGAATACAGTTTGAATGGATCTTGGGGCGGTG

5398 orf19.744 GDB1 orf19.744 GDB1

Putative glycogen debranching enzyme; expression is 
regulated upon white-opaque switching; regulated by Nrg1p, 
Tup1p 1.5400 0.6248 0.3196 0.3288 1.1296 0.0000 1.58 4.34

GACGAAAATGGGAATGACAAGGAGACAGAAAAGT
TTTACTTCAATGTTCCACCTCATTTGACCATCGA

7753 orf19.1933 orf19.1933 orf19.1933 PEX29 Predicted ORF from Assembly 19 1.4011 1.0738 -0.1861 0.6535 NA NA 1.58 4.34
CTTGGTTGATGATGGATTACAACTGGATTTACAATT
GCACAATAATGGCGATACAAATAAAACATGTC

6241 orf19.4750 orf19.4750 orf19.4750 #N/A Predicted ORF from Assembly 19 1.4054 0.3380 0.4916 0.3482 -0.0101 NA 1.58 4.34
CAAGAACAGGAACGATTGGCCACTTAAAGATTTGA
ATTTTATATTGACCCGCTTAATCAATGAGATTG

5597 orf19.4633 orf19.4633 orf19.4633 YMR226C Predicted ORF from Assembly 19 1.4383 1.2738 0.3885 -0.0321 0.4265 NA 1.57 4.34
CCCAAATATCAAATTGATTATAACTGCTAGAAGAGT
TGAAAAGTTGGAAGCATTAAAACTGAAAATTG

8455 orf19.1936 SNF1 orf19.1936 SNF1
Essential protein; functional homolog of S. cerevisiae Snf1p, 
which is a regulator of sugar metabolism. 0.9531 1.8074 0.0101 0.3863 0.3219 0.4330 1.57 5.31

AAGACGAATGGTTTAAGCAAGACATGCCTGATTAT
TTGTTACCACCAGACTTGTCAAAGAGTAAACAT

5973 orf19.5333 orf19.5333 orf19.5333 GCN1 Predicted ORF from Assembly 19 1.3219 0.1070 1.1144 NA -0.0130 NA 1.57 4.34
GATAGGTCTTGTACAAAGAAGCGGACACAAAATTG
ATATTGGTAAATTGGTCAAGAATAATTACCAAC

7219 orf19.4755 KEX2 orf19.4755 KEX2
Subtilisin-like protease (proprotein convertase), processes 
aspartyl proteinase Sap2p. 1.9042 0.7040 0.2191 0.0229 0.2327 0.8278 1.57 5.31

AAGATTGGACATTTACCAGTATTGCTCATTGGGGT
GAAGATGGATTAGGCGAATGGACACTTGAAGTG

8655 orf19.3100 orf19.3100 orf19.3100 SPC110 Predicted ORF from Assembly 19 1.4725 0.6906 0.2987 -0.4442 0.4425 NA 1.57 5.31
GAAGATATGGAAAGAATGGAGAGGAAGTTGAATGA
TGCTGACGATACTGATTTAAGACACGAGTGTTT

6169 orf19.7237 orf19.7237 orf19.7237 YDR428C Predicted ORF from Assembly 19 1.2798 0.7647 0.6654 0.5450 -0.1313 0.7570 1.57 3.38
AATAAGACATTGCATGGAGGATGTATTGTCATGACT
GGCAACTGGGGTAAACACGACGATGTATACGG

8136 orf19.5247 orf19.5247 orf19.5247 YCR095C Predicted ORF from Assembly 19 NA 1.2449 NA 0.2302 -0.0072 NA 1.56 3.60
AATTCCATTTTGAATGAATATAGAATATTCAATGGCA
CGAGCACAAAGAACAATTATTTTGCAGAGAC

7741 orf19.2575 orf19.2575 orf19.2575 YLR063W Predicted ORF from Assembly 19 0.2798 0.3369 1.6508 0.1878 0.4005 NA 1.56 4.34
ATACGCAATTCAAGCATGAGGATATCTTATCGACCA
AAATTGATGACTTGGCGTCTTTTGATTTGATC

7979 orf19.895 HOG1 orf19.895 HOG1

MAP kinase of osmotic-, heavy metal-, and core stress 
response; role in regulation of glycerol, D-arabitol in response 
to stress. 1.3179 1.1349 0.4761 0.1296 0.6933 0.1137 1.56 4.34

GAAAATTTGTGATTTTGGTTTGGCTAGAATTCAAGA
CCCTCAAATGACTGGTTATGTGTCCACCAGGT

7434 orf19.4044 orf19.4044 orf19.4044 MUM2 Predicted ORF from Assembly 19 0.0976 -0.4600 1.1852 0.7416 1.1641 1.1309 1.56 5.31
TAAAGATGGTGAGTTTGAGTAACAAGTCGAGTTTA
TTAGTTGAAATTGGGATGTTGAAGCAACAGATT

7375 orf19.6371 orf19.6371 orf19.6371 #N/A Predicted ORF from Assembly 19 1.1063 0.3640 0.9523 0.1375 0.4179 NA 1.56 2.90
ATGGATTCAGGTAGAATGAGGATCGTTCAAACTAT
GCCAATGGGACTAAGCTTGAATGCGTTGACGAG

5833 orf19.3023 orf19.3023 orf19.3023 NGG1 Predicted ORF from Assembly 19 NA 0.9373 -0.1001 0.0000 0.9115 NA 1.56 4.34
GAGGTTTTAGAAGATCAAGATGATAATGACGTCAA
GAAAAGAAAGCTAGATACGACAGCAGAGAATGA

6797 orf19.2465 orf19.2465 orf19.2465 #N/A Predicted ORF from Assembly 19 0.1375 1.2774 0.6581 -0.3640 1.0963 NA 1.56 5.31
AGAAGAGTTGAAGGTACAAAGCCAATTGAGTAAAG
TTCAACAATACGAAAAGAATGGAATGATTGTTG

8287 orf19.2356 CRZ2 orf19.2356 #N/A
Putative transcription factor; zinc finger; similar to S. cerevisiae 
Crz1p. 1.2160 1.3196 0.9061 0.0922 0.1084 NA 1.56 4.34

ATTTTAGAACTGAGACTGGGTGGATGTGTATTAGA
CCGTTGATGGATGAAGCCAAGAGATTAGAAGAG

5482 orf19.1221 ALG2 orf19.1221 ALG2
Putative mannosyltransferase involved in cell wall mannan 
biosynthesis. 0.4330 -0.1828 1.3443 0.2738 0.3173 NA 1.56 5.31

GATTGGTCATTGCAGGAGGATACGACGCTAGAGT
GCTTGAAAATGTGGAATACTTGAAAGAGTTGGCC

8833 orf19.7421 orf19.7421 orf19.7421 CPR5 Predicted ORF from Assembly 19 0.4988 0.7049 1.6045 -0.1424 -0.0604 NA 1.56 5.31
TTGGACGTGTAACCATTGGATTATTCGGCACTGTG
GTCCCCAAAACGGTTGAAAATTTCAAAACCATT

6746 orf19.6843 orf19.6843 orf19.6843 #N/A Predicted ORF from Assembly 19 1.6337 0.5734 -0.1568 0.2041 1.2600 0.3161 1.56 5.31
ATTTGTTATTCTTGTATGGAAAAGCATTGTACCAAA
ACGGTGTAAGCAAGAGTGAAGTATTGGGAGGT

6009 orf19.2005 REG1 orf19.2005 REG1
Predicted ORF from Assembly 19; macrophage/pseudohyphal-
induced 1.1821 1.0936 0.2400 -0.1392 0.9583 NA 1.56 4.34

GAGAGGAAGAGGACGATAACCAAGAAAGGCATAT
TCACTTTAATGATGTTGTCCAACAGTGTATTGCG



8516 orf19.7235 orf19.7235 orf19.7235 YMR102C Predicted ORF from Assembly 19 NA 0.8758 0.5850 -0.0529 0.3840 NA 1.56 3.38
CAACAAGATCAAACAATCACTTAAGGAGTTTGTCAT
TGATGGGAAACAAACAATGAGTGATTTCCATC

5669 orf19.7517 CHT1 orf19.7517 CTS1
Chitinase; putative N-terminal catalytic domain; has secretory 
signal sequence. NA -0.1763 0.4447 0.9069 0.7941 NA 1.55 3.38

GATGACGCTGTCGCTTATGCCGATACCTTATGGAA
CAAGTTTGGTAATGGTAAAGATGATGAGGAAAG

7773 orf19.1026 orf19.1026 orf19.1026 CSL4 Predicted ORF from Assembly 19 -0.2671 0.5331 1.2116 0.6434 0.1110 1.5850 1.55 5.31
TATTATTGTTCAACTGCTAGAAATGATTTGGGTGTG
GTATTGGCTAAACTGTGTGGCGGTGCTGGGAG

7706 orf19.188 orf19.188 orf19.188 #N/A Predicted ORF from Assembly 19 1.4060 0.1827 -0.1811 0.6978 0.8945 NA 1.55 4.34
AACAGAAGAATAATTTGAGTGTTGTCAATACACAAT
CGGGATTGAGTGGTGTTTCGAGGCTGCATACG

6025 orf19.3799 orf19.3799 orf19.3799 RTN1 Predicted ORF from Assembly 19 0.9745 0.5936 1.1846 -0.1746 -0.0380 1.2708 1.55 5.31
CAAGTTGATGCATTTGTTGGAAAGTATACTGCTTGT
TTCAAGAATCAAGTTGGCAAAGGTGTTGAACA

7713 orf19.3617 orf19.3617 orf19.3617 GTR1 Predicted ORF from Assembly 19 1.2066 1.0342 0.3984 0.1699 -0.0043 1.0000 1.55 4.34
TAACATTGTGGGATTGTGGTGGACAAGATGTATTTA
TGGAAAACTATTTCACCAATCAAAAGGATCAT

8323 orf19.5399 orf19.5399 orf19.5399 YOL155C Predicted ORF from Assembly 19 NA 0.0772 0.7355 NA 0.8679 NA 1.55 3.60
TGGAAACACTTTAACTGAAACAGGGATTGTTGATAT
CACTACAAATACGGCAGGGTCATGGTATACAA

5134 orf19.4801 orf19.4801 orf19.4801 MOD5 Predicted ORF from Assembly 19 1.2479 1.1947 -0.2009 0.5714 NA 0.4854 1.55 4.34
AACAAAGAAGCTAATCATGCAATTAATGACATTCAC
TCGCGTGGAAAGATCCCAATAATTGTTGGTGG

7340 orf19.4681 orf19.4681 orf19.4681 RAT1 Predicted ORF from Assembly 19 NA 0.8205 1.0349 -0.2498 0.3092 NA 1.55 4.34
TGTAGTGGAAGGTCACGCACAATTGTCGAATAAGG
ATATTGTTCAAAACAGGGATACAATTGCACTCG

5630 orf19.7069 orf19.7069 orf19.7069 YBR261C Predicted ORF from Assembly 19 -0.0939 0.5110 1.5028 0.4563 0.0272 NA 1.55 5.31
TTAAGGAAAACATTGCACCAATAGAAGACATATTTG
ATGAAACAGATAGTTCAGTTACCAGAACAGAC

5427 orf19.1457 orf19.1457 orf19.1457 SSL1 Predicted ORF from Assembly 19 1.6817 0.7155 -0.0247 0.0663 0.4351 NA 1.55 5.31
TGGGAGGATGAGTATCAGAGATCATGGGATATAGT
AAAGGATGACGAACTGGGCAGTGGCTCATTTGA

8325 orf19.2484 orf19.2484 orf19.2484 YDR415C Predicted ORF from Assembly 19 1.4044 1.1070 0.1401 0.0412 0.5801 NA 1.55 4.34
ATTTCACTTCATTTTACACAAGATATTACAAGTCGG
AGAGTGGAGCAAAGAGTGCAGCTTGGTTGCAT

7617 orf19.5379 ERG4 orf19.5379 ERG4
Protein described as similar to sterol C-24 reductase; 
fluconazole-induced; caspofungin repressed 1.1808 0.5231 0.5089 0.5450 0.4573 0.5420 1.54 1.36

TCGTTTTGGTTCACAGAGGTTACCGTGATCAAAGA
AAATGTGAAAAGAAGTATGGCAAAGACTGGGAC

5634 orf19.1682 orf19.1682 orf19.1682 #N/A Predicted ORF from Assembly 19; repressed by nitric oxide 1.3265 0.5984 0.7190 0.0580 0.3774 NA 1.54 3.38
TTAGACCATCACAAATGTTTGGTAGAGAAGACAATT
TGTTAAACTACTTGGGACCAAAGATTAAAATG

7917 orf19.5416 orf19.5416 orf19.5416 ESA1 Predicted ORF from Assembly 19 NA 1.0426 -0.3659 0.3033 0.5548 NA 1.54 5.31
TGAAAGGTTTAGGTCAAAATGTTCAATGAAGCATC
CACCAGGTAATGAAATATACCGTGATTCAAAAG

7212 orf19.4609 orf19.4609 orf19.4609 YAL049C
Protein abundance is affected by URA3 expression in the CAI-
4 strain background 0.8311 0.8883 0.9978 0.7958 -0.1943 NA 1.54 3.60

GGTTACAAAGTCTTGATTCCAGATATTTTGAAAGGA
GATCCTGTTAAACCAAACGGTGACCTTCAAGC

5170 orf19.6904 GCN3 orf19.6904 GCN3

Protein described as a translation initiator; downregulated in 
the presence of human whole blood or polymorphonuclear 
(PMN) cells 0.7941 0.9396 0.3068 0.2141 0.3896 NA 1.54 2.90

GAAAATGGCGAGTTGTTTGTTCAAAGAGCCAAAAT
ATCTCGAGAGAAGCTGGCGGAATATGGATTGCC

5266 orf19.4931 orf19.4931 orf19.4931 YNL247W Putative tRNA-Cys synthetase. 0.8032 1.2957 0.7004 0.2203 0.6708 NA 1.54 3.60
TTTAAACAATGAGTATAAGCATAAAGTGGAAAATGG
AGAGTACATTTCGAAACGTATAGGCGAGAATG

5455 orf19.2167 orf19.2167 orf19.2167 RRP14 Predicted ORF from Assembly 19 0.7233 0.6517 0.7790 -0.0604 0.6717 0.9568 1.54 2.38
AGGAGATGGATGATAATGAAGATGAAGGGGATGAC
AATGATGACTCGGGTGAATCAGACGATGATGAT

7536 orf19.7290 orf19.7290 orf19.7290 LSM1 Predicted ORF from Assembly 19 0.9635 0.1493 0.6987 0.4027 0.1454 1.3505 1.54 4.34
CTTGGAGAGTTATGCATTCACCACTGCAGCCGCTA
TTGTCGGGTCAGTTGACCGCAAAATATTTGTCC

5289 orf19.6973 orf19.6973 orf19.6973 PIM1
Predicted ORF from Assembly 19; regulated by Gcn2p and 
Gcn4p 0.7172 0.8294 0.7459 0.2228 0.6708 NA 1.53 0.99

TGGGTATTAATGCAGCAAAGACTATAGATGAGAATA
AGAGCAAGTGTTCTGAAAAGAATGCGGCAAAT

5701 orf19.2434 NPL4 orf19.2434 NPL4
Predicted ORF from Assembly 19; regulated by Gcn2p and 
Gcn4p 0.8139 0.5734 0.7664 0.2881 0.7022 NA 1.53 0.00

TGAGTCGTACAGAAAAGAGCACAGTATAAAGCATA
TTTCCTATCATGTTTACTTGAGTCAGCAAATGG

8536 orf19.1230 orf19.1230 orf19.1230 CSE1 Predicted ORF from Assembly 19 1.4890 0.3334 0.0014 0.5130 0.3539 NA 1.53 4.34
ATTAATACAACCATTGATGTCGCCTTCTGTATGGCA
ATTCAAGGGTAACATTCCAGGAATCACTCGAT

7511 orf19.2527 orf19.2527 orf19.2527 YNL035C
Predicted ORF from Assembly 19; induced upon biofilm 
formation 0.8480 0.5430 0.7596 0.0384 -0.2142 1.6754 1.52 5.31

CCATGGTGAAGAGGTGGTGCGAGATGTCATTATAA
AGCCGAATACAACACGTTGTTTGACTTGTGGTG

5647 orf19.4176 orf19.1230 orf19.4176 MRPS17 Predicted ORF from Assembly 19 0.0990 1.0656 0.3426 -0.0740 1.3601 0.8480 1.52 5.31
ACCGTAAAAGTCAGGGTGCAGGGGAAAGTGTACG
ATAGAAGAATAGACAAGGAGGTGATTCGAAGAAA

6174 orf19.807 CHS5 orf19.807 CHS5
Putative chitin biosynthesis protein; fungal-specific; 
transcription decreases upon yeast-to-hyphal switch 0.3618 1.5646 1.3545 0.1878 0.0963 NA 1.52 5.31

AGAGAGAATAAGCAAAACTCAGAATATGTGAAAGC
GAATGAAATGAATATTCCGATAATTAGACCAGA

6168 orf19.4381 VTC3 orf19.4381 VTC2

Putative polyphosphate synthetase; fungal-specific (no human 
or murine homolog); Hog1p-induced; transcription is opaque-
specific 0.4103 0.8032 0.2642 0.5743 0.7093 NA 1.52 0.99

ACGATTCAAAGATTACGCCAGTCGATGAAGAAGAG
GATGAAGGCAATCTTTCTCCAACAGGTAAACCA

5459 orf19.1092 orf19.1092 orf19.1092 ALG3 Predicted ORF from Assembly 19 1.0531 0.7433 0.1003 0.2277 0.5743 NA 1.52 3.38
TAAAGAAGTTGACAAGAAAAGGGAGATTGCAGTTG
TTGGTGAACAAAAGAAGAGTGGAGGTGGGAGCG

7932 orf19.5364 orf19.5364 orf19.5364 ECM2 Predicted ORF from Assembly 19 NA 0.4222 0.3807 0.7216 0.5120 NA 1.52 0.00
CGTCCGTTCACTGTGTACCGTTGGAGAAATAATGC
AGTGTCAACGCAACAAATGAAAACAGTTATATG

5218 orf19.4133 orf19.4133 orf19.4133 RBA50 Predicted ORF from Assembly 19 1.1388 1.2394 -0.3846 0.3045 0.8319 NA 1.52 5.31
CCGAAGATGAACTTAATGAAGCAGAAGAGATTGAT
AAGGAGAATCGTGAGAGAATGGCCAAGATGTCT

5462 orf19.7032 orf19.7032 orf19.7032 #N/A Predicted ORF from Assembly 19 0.3033 -0.3076 0.8608 0.6781 0.7774 NA 1.52 5.31
TTGGCAGATATGGATGTAGCCTTGCCCATAGTTGG
AAATACAACATTGCAACAATTGGAGATTCCATT

8426 orf19.6080 orf19.6080 orf19.6080 #N/A Predicted ORF from Assembly 19 1.3835 0.1814 0.4222 0.7424 0.6126 0.2630 1.52 3.60
GAAATCAATGGTTTTCAACAAGGCGCAAAACCGAT
GGGAGGGTAATGAGGTAGATTTACTTCGATTCG

8489 orf19.4544 orf19.4544 orf19.4544 #N/A
Predicted ORF from Assembly 19; possibly spurious ORF 
(Annotation Working Group prediction) 0.3300 0.9260 0.5221 -0.0679 0.6517 1.2327 1.51 4.34

TAATTGCGCCAAATATGTTGAAAATAATGATAACTTG
AGACGCATATTCAAGAAAAGAAGTTTGGAGG

7179 orf19.2208 orf19.2208 orf19.2208 NST1 Predicted ORF from Assembly 19 0.6295 0.8041 0.5636 -0.1203 1.4813 NA 1.51 5.31
CTTACAGAGTCAAGAACTGCCCGCGAAGATGTATT
GAAGGGTATGTCCACATCAGCCAATGAAAATGC

7547 orf19.122 CDC20 orf19.122 CDC20
Protein similar to S. cerevisiae Cdc20p, which is a cell-cycle 
regulated activator of the anaphase promoting complex. -0.2688 0.9115 1.0250 0.0328 0.7416 NA 1.51 5.31

ATCTAAGTGCAAAAGCTGAAAACTGTCACGATTCA
GAGATATGTGGCATCGAATACAAGCACGATGGT

5410 orf19.5226 WRS1 orf19.5226 WRS1 Putative tRNA-Trp synthetase. 1.5917 0.8383 0.0328 0.2570 0.1776 NA 1.51 5.31
CATGGGTGGAGCATTTTACGAAAACGTTGTAAGAA
CTTCACGTCAAATCACGACATCAACTGCAAAAG

6556 orf19.2616 UGT51C1 orf19.2616 ATG26
UDP-glucose:sterol glucosyltransferase; enzyme of sterol 
glucoside (membrane-bound lipid) biosynthesis. 0.6781 1.2810 0.8074 0.4362 0.3718 NA 1.51 3.60

GAAGAAGACTTGATGACAGAGACAATCATCGTGAT
TTGGAGATTGCCGAGCTGAAAGTGAGTCTCGCA

7832 orf19.631 orf19.631 orf19.631 #N/A Predicted ORF from Assembly 19 NA 0.5099 0.6781 0.1763 1.0335 0.4594 1.51 2.37
TTAATGATGCAAAATGGTGTATTGATACGATGATAG
AGAACAAACAAAGGCAGGAAGAGATGAAGATC

7196 orf19.308 orf19.308 orf19.308 YJR015W Predicted ORF from Assembly 19 0.4265 0.7765 0.1257 1.1506 0.4362 0.6323 1.51 2.90
CTTACAATGCCATGTCTTTAACCAACAATTTCTACA
GGTACGGTTATGCTACACCAATGTATAACGGA

8519 orf19.3509 orf19.3509 orf19.3509 #N/A Predicted ORF from Assembly 19 1.3635 0.7891 0.5160 -0.0262 0.1270 0.7655 1.50 4.34
TTTCGTCAAGGTCAAGGTGTGGATCAACAGTTAAA
TCAGGAGTTTCACAGGTTTAACAACGGTGGCAC

6395 orf19.1392 orf19.1392 orf19.1392 EPS1 Predicted ORF from Assembly 19 1.2388 0.2091 0.1057 0.6443 0.5965 NA 1.50 3.60
ATACATCCTCAGAAAATATTGAACTTCCACCAACCA
TGGGAAAGGAGGAATTTGATGCCGTAACTAGT

6231 orf19.457 orf19.457 orf19.457 UBP2 Predicted ORF from Assembly 19 1.2085 1.2594 -0.0604 0.3685 0.4699 NA 1.50 5.31
GACTATTCGAGCAAATGATTTCAACCGATAAAAGG
TGTGTTCAACCAAGCAAGGAGTTGGCATACTTG

5951 orf19.5417 DOT5 orf19.5417 DOT5 Alkaline downregulated 0.4573 0.2987 1.3874 0.2265 0.0482 1.1043 1.50 5.31
GATTGCAAATTTCACCCGAACAAAGTGTTGATGGC
GCTAAGGAGGAGATTGAACAGTTTATTGCTGAG

5823 orf19.323 orf19.323 orf19.323 DNF2 Predicted ORF from Assembly 19 0.4297 -0.1536 1.0670 0.7268 0.3161 NA 1.50 4.34
CAAAAGCCCTTCCGGACTCGTTGCTTAACCCAGTA
TTGAAAGAAGAAAATGCCCATCATCCAGATATG

6104 orf19.6539 orf19.6539 orf19.6539 RVB2 Predicted ORF from Assembly 19 0.1725 0.2437 1.2191 0.1545 0.5039 1.2172 1.50 4.34
TACACACTTCAAACTACACTGGTGATGAAATAAGAA
CTATTTTGTCCATCAGAGCCAATGAAGAAGAA

8221 orf19.2876 CBF1 orf19.2876 #N/A
Functional homolog of S. cerevisiae Cbp1p centromere 
binding protein and transcription factor. -1.0233 -0.8365 -0.5146 -0.2584 0.0014 -0.8810 -1.50 2.90

ATGAGAAATTGAAACAAGAGTTGGAAAGAGCTTAC
AGAGAAATTGAACGTTTGAAAGAACAGCTTAAA

5127 orf19.1482 orf19.1482 orf19.1482 #N/A
Predicted ORF from Assembly 19; expression regulated during 
planktonic growth -1.0439 -1.2584 -0.6215 0.3010 -0.5692 NA -1.50 5.31

GAATTCACAAGTTGCACAACTACATGCCAACTTATC
TGATTTCAATGATTTGATAACAACTGCTAGCG

6463 orf19.2328 orf19.2328 orf19.2328 #N/A Predicted ORF from Assembly 19 -0.8997 -0.9024 -0.5543 -0.3548 -0.3715 -0.4461 -1.50 1.36
TCACATCCACGTTGGTACTCATTATCACATACAACT
GGATCAATCTGAAGTTGATAAAACACAGGTAT

6722 orf19.1702 ARF3 orf19.1702 ARF3 Transcription is filament induced; Tup1p regulated -0.6349 -0.5649 -1.2481 -0.0014 -0.2193 -0.8863 -1.51 3.38
TTAAACAAATTGAGTGGTAATCACACCTGGTCAGTT
ATTCCAACAGTGGCCATAGATGGAACCGGATT

6126 orf19.5920 orf19.5920 orf19.5920 #N/A
Predicted ORF from Assembly 19; possibly spurious ORF 
(Annotation Working Group prediction) -0.7563 -0.9105 -0.8494 -0.1376 -0.0679 -0.8546 -1.51 2.90

ATTGGCCTGATGATAGAGAGAAAGAAGCTCAGTAT
TATTCGCCTGCTCCAGAGGATAAAGTAATCAAG

6413 orf19.2761 orf19.2761 orf19.2761 GPI11

Predicted ORF from Assembly 19; induced by nitric oxide in 
yhb1 mutant; possibly spurious ORF (Annotation Working 
Group prediction) -1.3111 -0.0589 -0.3383 -0.2671 -0.5735 -1.0380 -1.51 3.60

CGTTTGTACTTTACCATCTTTGGGCATCCTATTTTAT
CACAAATTTTGTTGACACTAGGTGGATGTTG

6160 orf19.5683 orf19.5683 orf19.5683 YHR140W Predicted ORF from Assembly 19 -0.7760 -0.9686 -0.0679 -0.1440 -0.4639 -1.1714 -1.51 3.38
TTGACTACATTTTATTGGTTCTTGTTGGATAACTTGA
TTGATGTTGATAATGGTGGTAGTTACCCTTA

7197 orf19.2724 orf19.2724 orf19.2724 #N/A Predicted ORF from Assembly 19 NA -0.6237 0.0072 NA -0.7155 -1.0291 -1.52 5.31
CAATGGAGTCATATTTTCTAAGTTCACTTGATTTCA
AATTGTCATTTATTGGAATGAGCAGTGATGGC

5986 orf19.1355 orf19.1355 orf19.1355 SOL1 Predicted ORF from Assembly 19 -1.0619 -0.4189 -0.6597 -0.0218 -0.4639 -1.0000 -1.52 2.90
TCCATCAAATAGAATTACATTGTCGATACCAGTTATA
TGTCATGCTGCGAGAGTGGCTTTTGTTGTTG

6571 orf19.3573 orf19.3573 orf19.3573 PEX6 Predicted ORF from Assembly 19 -0.8494 -0.3004 -0.0454 -0.5713 -0.5249 -1.3401 -1.52 3.38
TCACCAAATCGATTGTGTTTATCAATAGTTCAAATTT
AGCACGATTCAACACCGATGAGTTGACTTTC

8345 orf19.6186 orf19.6186 orf19.6186 #N/A Predicted ORF from Assembly 19 -1.4383 -0.3771 -0.4383 -0.3147 -0.0786 -1.0058 -1.52 3.60
GACTTGATAGTGAATATGGCACCGATTTGAATTTCA
TTGAAACAATTGCAACAATCTTGTCTTCTATA

7322 orf19.2097 orf19.2097 orf19.2097 RAD5 Predicted ORF from Assembly 19 -1.1172 -0.4759 -0.5187 -0.7490 -0.2706 NA -1.53 1.36
CTCACCCATTATACTACATTACCTATACGACAAATAC
TCATCCCACTCCTCGAGTGTCAAGCATGCCA

8691 orf19.3955 MES1 orf19.3955 MES1
Cytoplasmic methionyl-tRNA synthetase (MetRS); has zinc-
binding motif. -1.2142 -0.1943 -1.0000 -0.0469 -0.1633 -1.0710 -1.53 4.34

ATCTTTTCAAGAGAATTGACGAAAAGAAGATTGAT
GAGTGGAGGAAATTGTACGGTGACCAACAGAAA

7969 orf19.2862 RIB1 orf19.2862 RIB1
Putative GTP cyclohydrolase II; enzyme of riboflavin 
biosynthesis; fungal-specific (no human or murine homolog) NA -0.8391 -0.8783 -0.5084 -0.4719 0.1493 -1.53 3.38

GAAGTGAAAGTTAAAGAGAGAATTCCCATGATTCC
TTTGAGCTGGAGAGGTGGAAATAAAGACGGTAA

5550 orf19.6046 orf19.6046 orf19.6046 APC1 Predicted ORF from Assembly 19 -0.9051 -0.2550 0.2582 -1.1746 -0.3255 -1.2969 -1.53 5.31
CTTTTGCTAACTGGGCGTGAGGATTTGAGTAAATT
ATTATCAAATGGTCTTTACAGTGACACGCCGAT

6775 orf19.6930 SOL1 orf19.6930 #N/A
Cell cycle regulator; partial functional homolog of S. cerevisiae 
Sic1p; protein degradation regulated by SCF(CDC4) pathway. -1.4501 -0.4305 -0.9187 -0.3022 -0.4961 -0.1266 -1.54 3.38

GGTTGATTACAATACACATATGGAGTTGATAAATAA
CAAGACAGGTCAACGTAAAGTGGTGAAGTTGA

5941 orf19.273 orf19.273 orf19.273 NSG2 Predicted ORF from Assembly 19 -0.5907 -0.8135 -0.9490 -0.2740 -0.4150 -0.6873 -1.54 1.23
CCAAAACCACCGATGATGTGATTGCATTATGGTTAT
GGGTTGGAAGTTTCTTCTTTTGTGGGATAATC

6124 orf19.3649 orf19.3649 orf19.3649 FES1 Predicted ORF from Assembly 19 -0.1714 -1.2898 -1.0770 -0.3492 -0.2076 -0.6597 -1.54 3.38
TCCAAGTGGTTGAGGGATTGAGTGATAAAATTAAC
ATTGACGATCTCACTCGTGCAAAACAAGTTACA

7559 orf19.3060 orf19.3060 orf19.3060 SWP1 Predicted ORF from Assembly 19 -1.3659 -0.6371 -1.1976 -0.0380 0.0440 -0.5670 -1.54 4.34
GCCTTAGTGCTATCTATTTTGGATCAAGCGTCTTGA
GATATTTGGCTCAAAATCGTGCATTGGGTAAA

7103 orf19.6323 orf19.6323 orf19.6323 HPA3 Predicted ORF from Assembly 19 -1.3921 -0.4055 -0.0499 -0.2987 -0.4403 -1.1779 -1.54 3.60
TGTTATTGGTCGACACAATTTGAAAATCATCGGGC
TCAATTATTGTATACTAAAGTGGGTGTGAAATC

5445 orf19.6092 KEL1 orf19.6092 KEL2
Protein containing a Kelch repeat domain, similar to S. 
cerevisiae Kel1p. -0.5249 -0.2396 -0.4800 -0.4679 -0.2515 -1.8059 -1.55 5.31

CATCAACCGTTCCTTACAAGTCTCGTGCTCCACCA
CATTTGAATGTCACTAATCCATGGAATAGGTTC

7472 orf19.898 HEM2 orf19.898 HEM2

Protein described as porphobilinogen synthase; 
transcriptionally regulated by iron; expression greater in high 
iron -1.0923 -0.9942 -0.7735 0.0072 -0.8186 -0.1016 -1.55 3.38

TATTATAAGTGATGCCAGTAGAGTTTGCCGTGATTA
TCCAATTTGTGCGTACCATGTTAGTGGCGAAT



6110 orf19.337 orf19.337 orf19.337 VTI1 Predicted ORF from Assembly 19 -1.3004 -0.7394 -1.0058 -0.0336 -0.1681 -0.5458 -1.55 3.38
GAATGGGGAGGAGATTGACTGCTAATAAATTTATTA
CTTATGGTATTATTGCGGTGTTGATTTTGTTG

6340 orf19.2737 orf19.2737 orf19.2737 YDR109C Predicted ORF from Assembly 19 -0.8237 -0.5713 -1.2793 -0.3921 -0.0939 -0.6349 -1.55 2.38
AAAACTCAACTGAGATTTGGAATGCCATTTGCTATT
GTGTTAAGCGTTGTTTAGGTGAATCTGGCGTT

6371 orf19.7597 PGA12 orf19.7597 PMU1 Putative GPI-anchored protein of unknown function -1.1329 0.1953 0.0144 -0.5395 -1.2176 -1.1234 -1.55 5.31
TGTTATCCCTGTGGTGATTGAAATCCAAGACAATTA
TAAAATCTACCCCTTAGATCAAGCTTATACAA

8100 orf19.4551 CTN1 orf19.4551 YAT1
Predicted carnitine acetyl transferase; similar to S. cerevisiae 
Yat1p; transcriptionally induced in macrophage. -1.2311 -0.5395 -0.0425 -0.3310 -0.4016 -1.2653 -1.55 3.38

TGTCACTTGCTTTACGTTTTGGTGAAACTAGATTAT
CCGATTTACTAAACCAAAATGAAATCGAACAT

6237 orf19.3675 GAL7 orf19.3675 GAL7
Predicted ORF from Assembly 19; macrophage/pseudohyphal-
repressed -0.6506 -0.7760 -1.1140 -0.3585 -0.7809 -0.1329 -1.55 1.62

ATTTATTCAATACATCATTCCCGTATTCAATGGGCAT
TCACCAAGAGCCGTTCGAGTGCTCGCATGAG

7220 orf19.3152 AMO2 orf19.3152 #N/A
Protein similar to A. niger predicted peroxisomal copper amino 
oxidase; induced upon biofilm formation -0.6873 -0.3548 -0.6827 0.0936 -0.5374 -1.6529 -1.56 4.34

TAGAGAAGGTTTTGCCGTTTATGATGGTTGGTTCA
AAGGCAGACAAGTGTTTTACAGAATTTCCTTGT

6112 orf19.478 orf19.478 orf19.478 #N/A Predicted ORF from Assembly 19 -0.9490 -0.5756 -0.6897 -0.2636 -0.5437 -0.8160 -1.56 1.23
TTTCAACGTGAATTAAGTACACCAATCTCGAGCCA
GATCCCATTTGTCGTCAAGCATTTCATGTATAT

5966 orf19.5926 ARG11 orf19.5926 ORT1 Protein induced during the mating process -0.1894 -0.6416 -0.3997 -0.2706 -0.5002 -1.8365 -1.56 5.31
CTTTTCCATGTTCCCAGTTGATACTGTCAAGTCCAA
TATACAAACGCATGATATACTTTCTGGCACCA

8349 orf19.5735 orf19.5735 orf19.5735 CDC50 Predicted ORF from Assembly 19 -0.7084 -0.2671 -0.5799 -0.4403 -0.4093 -1.4540 -1.56 2.38
TGGTATATATCATTGTCGCTGTGGTATCTCTTGTACT
AGGTATCGGGTTCTTGTTGCAATTCTTGATC

6626 orf19.7118 orf19.7118 orf19.7118 ADK2 Predicted ORF from Assembly 19 -1.5023 -0.9024 -0.9462 0.0990 -0.0454 -0.5756 -1.56 4.34
TAGGGGTATGGAGAGTTGTTTCGGGAAATACTAGT
GACATTATCTATCCTCAAGTTGAAAAGTTGGTA

6795 orf19.2644 QCR2 orf19.2644 QCR2

Protein described as ubiquinol-cytochrome-c reductase; 
antigenic in human; transcriptionally induced by interaction 
with macrophage. -1.2828 -0.7370 -1.3771 0.0635 0.1137 -0.6552 -1.56 5.31

CTCCTGTCAAGGACTTTAATTACGTCGCCGTTGGT
GATTTGAATGTTTTGCCATTCGCTTCGGAGTTA

6323 orf19.3084 orf19.3084 orf19.3084 #N/A Predicted ORF from Assembly 19 -1.4228 -0.3147 -1.1172 -0.0247 -0.3058 -0.7060 -1.57 3.60
AGTATTAAGCTTGATAATATCGGCCATTCATCCGAC
GTTGATTTTGGCAAATCTACAAACGACTTGTT

8419 orf19.1881 orf19.1881 orf19.1881 YOR175C Predicted ORF from Assembly 19 -1.1714 0.1467 0.0745 -1.0000 -1.1520 -0.8211 -1.57 4.34
TTCGTTTACAGAATCTTCTACATGTGGCTCTTAGGT
TTTCTATACAGATTGAAGTACTATGCCATCTG

6194 orf19.4947 orf19.4947 orf19.4947 YPR098C Predicted ORF from Assembly 19 -0.8810 -0.9269 -1.5146 0.1030 0.1966 -0.9187 -1.58 5.31
ACTTGTCTATTTTGTCATGGGCTGTCTACGGATTGA
CTGTAGCCAAAGGGTTGACTTTGATCAAATAC

6404 orf19.3616 ERG9 orf19.3616 ERG9
Putative farnesyl-diphosphate farnesyl transferase (squalene 
synthase) involved in the sterol biosynthesis pathway. -0.7418 -0.9434 -1.0058 -0.1844 -0.3771 -0.6920 -1.58 1.36

AAACATTTAACACAAATGCTGTTTTAGGGTTTATTG
GTGTATTGTTAGCCAGTTTATTCATTTACATA

6700 orf19.673 orf19.673 orf19.673 OYE3 Predicted ORF from Assembly 19 -0.9379 -1.1649 -0.3884 -0.8034 -0.2828 NA -1.58 1.62
TACGTCATGATGAATATGGATGTCAATCAATTGAGT
CAAGGTGCAAGATTTTGTTGGATATAATTGAT

5952 orf19.4449 orf19.4449 orf19.4449 CCS1 Predicted ORF from Assembly 19 -0.9546 -1.3474 -0.2863 -0.6016 -0.6326 -0.1910 -1.59 2.38
AATGAGATTATTGGAAGAAGTATAATTTTATCAAGAT
TGCAAGATGAGGTTACAAAAGATTCTCTTGT

8751 orf19.5253 orf19.5253 orf19.5253 YAK1 Predicted ORF from Assembly 19 -1.5995 -0.6552 -0.7539 -0.1125 -0.1536 -0.7466 -1.59 3.38
GTTGGAAGTTTGTCGTCAACTTGTGCTAAAGCATT
TATCAATCTCTTGCAACGTGCATTAGTTTGGGA

7408 orf19.1728 orf19.1728 orf19.1728 #N/A Predicted ORF from Assembly 19 -1.2076 -1.0831 -1.3076 -0.2863 -0.0725 -0.0725 -1.59 3.60
ATCATTCTTGCCATATTCAACACATCATTATTCCATA
TCGTAATGGGAATGGTGGTTTCTCGAATGTG

5974 orf19.5335 SGS1 orf19.5335 #N/A
Protein described as a DNA helicase; upregulated upon 
treatment of biofilm with farnesol -0.7686 -0.2210 -0.6461 -0.3548 -0.4501 -1.5907 -1.59 2.90

TTGATGATATGGGCAGCTTTATTGATGACGCCTCTA
TTCCAAACTCACCTTCTGCCTACGGATTTTCC

8890 XP_459779.1 #N/A #N/A #N/A *D. hansenii - hypothetical protein. -1.5606 -0.1779 -0.6758 -0.5670 -0.3219 -0.7442 -1.60 2.90
TTCATCTATTGGTATTATCTTCGACCTATCTCCAACA
AGATTGCGGCAGCTGTATTGGGAGTGGCCTC

5529 orf19.1219 orf19.1219 orf19.1219 YMR247C Predicted ORF from Assembly 19 NA -0.0908 -0.2159 -0.4325 NA NA -1.60 3.38
ATAAAACAATTTCCAAAGCAGTTATGAAAGTGAAAT
TTGCAAAGAATAAACCGGCAATTGTATACGCC

6917 orf19.4662 RLM1 orf19.4662 RLM1 Predicted ORF from Assembly 19 -1.1746 -0.0589 -0.5043 -0.4305 -0.3492 -1.5437 -1.60 3.60
TTTCGGTCTCCTGATTCACGAAAGCCAACTTTACC
ACTTCCAATCAATTCCAAATCGCAGACGTCATC

6555 orf19.1028 orf19.1028 orf19.1028 #N/A Predicted ORF from Assembly 19 -0.8084 -0.5002 -0.1926 -0.3292 -0.8034 -1.4305 -1.60 2.38
AAGATTGTGCCCCTTGTATCCGTGCTCCAAGATTA
GGTACAGCAATTAGACGAACTACATTCTTTGAT

6253 orf19.2541 orf19.2541 orf19.2541 YBL055C Predicted ORF from Assembly 19 -1.3884 -0.8262 -1.1140 0.1570 -0.3921 -0.5043 -1.60 3.38
GTGGCTGAGATTCTTTGCAAGTTACATGGAATCAC
TGATAATTCAGGTGTAGAGAAATTTATAGATAC

6265 orf19.6171 orf19.6171 orf19.6171 NUP159 Predicted ORF from Assembly 19 -0.6529 -0.2210 -1.2413 -0.3165 -0.3865 -1.2550 -1.60 2.38
TTCATCTACAACTGATACGAATGCTCAACCGCCGG
CAAACCCATTTCAAGCTGTAAACAATCCATTTG

6535 orf19.804 orf19.804 orf19.804 TPC1 Predicted ORF from Assembly 19 -1.2515 -0.5756 -0.9379 -0.4800 -0.0174 -0.8314 -1.60 2.37
TTTTGAAAACAGCCCCTACCAGTGCTTTGTCTTTG
TGGATGTACGAGTACACCATTTCATTTATGAAA

6760 orf19.6804 orf19.6804 orf19.6804 SRP68 Predicted ORF from Assembly 19 -1.4074 -0.8997 -1.2009 0.0607 -0.1763 -0.4860 -1.61 3.60
TGTAAACCAGTTTTGTTTGATATTGCATTCAACTATA
TTACACCTGCGATTGAACCTGCACAACCTGT

7699 orf19.833 orf19.833 orf19.833 GPI13 Predicted ORF from Assembly 19 -0.7442 -0.7884 -1.4659 0.1084 -0.3733 -0.8520 -1.61 3.38
TCCTAATTGTTGTTACTTTATGGGGTTCCGGCAAA
GTGTTGAGACAAGTCAATAGAATATTTGGTAAA

5933 orf19.385 GCV2 orf19.385 GCV2
Putative protein of glycine catabolism; downregulated by 
Efg1p; Hog1p-induced; upregulated by Rim101p at acid pH -0.6171 0.2510 -1.0559 -0.7612 -0.4442 -1.5064 -1.61 3.60

GGAACATTTCGTATACCCCATATCAACCATAGATTT
CTCAAGGTCGATAGCAAATTTTGTTAATCTAT

7610 orf19.3054 RPN3 orf19.3054 RPN3 Predicted ORF from Assembly 19; amphotericin B repressed -1.5995 -0.5973 -0.8211 -0.0247 -0.1078 -0.9885 -1.61 3.60
TTCACTTTAGTGTCAAGGTTACGTCAAAATGTCATT
AAAACTGGTATCAGAATCATCTCCTTGTCGTA

6216 orf19.1608 orf19.1608 orf19.1608 #N/A Predicted ORF from Assembly 19 -0.9132 0.4926 -1.1234 -0.7202 -0.5951 -1.3040 -1.62 4.34
GTTTGTTGAGAAATACTATGATAATTCCCTAAACAA
CATTGGCAACTATAACTCATTCACCAACTATG

6676 orf19.606 orf19.606 orf19.606 YLR352W Predicted ORF from Assembly 19 -0.2193 -1.3733 -1.4035 -0.0160 -0.4228 -0.7466 -1.62 3.60
TTGAAGGTTGTTGGCCGGTTGAGTTTAGTCAACGA
GGGATTTATAATTACTATTCATTGAATGTCAAG

5847 orf19.5780 orf19.5780 orf19.5780 YIL067C Predicted ORF from Assembly 19 -0.6416 -0.0043 -0.0619 -0.8186 -1.0116 -1.6439 -1.62 3.60
GTTGTGCTACTCAATCTTGATCCCTTACTTGACAGT
GCCTCCTTATTCGTCTGATGAATCCACCACCC

6434 orf19.3122 ARR3 orf19.3122 ARR3
Protein not essential for viability; similar to S. cerevisiae Arr3p, 
which is an arsenite transporter of the plasma membrane. -1.7274 -1.0029 -0.5458 0.1150 -0.2210 -0.8059 -1.62 4.34

AAGTACCAATCCTATTATTGTTGACATTTGTGGCTA
GATATTTCAGAGTCAAACTTGTCTGGGGTGAT

5268 orf19.7149 orf19.7149 orf19.7149 YMR258C Predicted ORF from Assembly 19 -1.1297 -1.5522 -0.9406 -0.0970 -0.4131 -0.0559 -1.62 3.60
CATTGCATCGTCTTCATTGTTGACCCAAATTGACCA
ACTTTCATTCCCAATCTGGAAGAGCATATGGG

5341 orf19.1850 orf19.1850 orf19.1850 SIW14 Predicted ORF from Assembly 19 -0.9406 -0.2969 -0.0574 -1.3255 -1.1584 -0.4131 -1.62 2.90
GCCAATTTCTCATTCTTGAAACAACTCAAATTAAAA
TCAGTTTTATGTCTAATACCAGAGGAGTATCC

5945 orf19.4903 orf19.4903 orf19.4903 GPI12 Predicted ORF from Assembly 19 -1.3183 -0.0786 -1.3183 -0.1746 -0.1125 -1.1976 -1.62 4.34
CAAATGTTTGGTTTAGGTACGGATGGTTGATGTTTA
GCAGATATCTCACTTATAATCATTTGATAGAA

8805 orf19.6499 orf19.6499 orf19.6499 RPO41 Predicted ORF from Assembly 19 -1.6712 -0.5291 -0.6259 -0.3733 -0.4442 -0.5670 -1.63 2.38
GGGACGTTGGGGTTACTACGTAAGAATTTGGTTCC
TGTTTTCGTTCCATTACGAATACTCAATCTTCC

5513 orf19.6797 orf19.6797 orf19.6797 #N/A Predicted ORF from Assembly 19 -1.0740 0.1480 -0.0410 -0.4779 -1.2688 -1.5023 -1.63 4.34
TTAGTCACTGAGTTTATGATTAGTGCATATATATCCT
CCATTGGTGACCATGCTTTAGTACGTGCTAT

8464 orf19.1852 orf19.1852 orf19.1852 #N/A Predicted ORF from Assembly 19 -1.6394 -1.0529 -0.9490 0.0029 -0.3902 -0.1976 -1.63 3.60
ATGGTAAATCCTCCATTCTGTCTGTTTTCAGGGGA
AGAATAACTCCAGTTGCATTGTCAGGATTGGCT

6397 orf19.4253 orf19.4253 orf19.4253 #N/A Predicted ORF from Assembly 19 -1.4383 0.0524 -0.9187 -0.1976 -0.8365 -0.8890 -1.63 3.38
TGTTGCATGTCAACGATGATTCGCAATTGCTAAAC
AAATTGATCAAGGGTTATCTTGTTCATCAAGGA

6998 orf19.3931 SFC1 orf19.3931 SFC1 Alkaline upregulated -1.1392 -0.1877 -0.2740 -0.3940 -0.5692 -1.6897 -1.63 3.38
ATTGGTTTGATTTCTGGTGCTTTGGGTCCATTATCT
AATGCTCCTTTGGATACTATAAAGACTAGATT

8735 orf19.4960 orf19.4960 orf19.4960 SPE4 Predicted ORF from Assembly 19 -1.3292 -0.2653 -0.5228 -0.3004 -0.6597 -1.1877 -1.64 2.37
AGGAAAGTCAGTTGTTCAAGTATTATAATCAATTTG
TGCATCAAAGTTCGTTTATTTTGCCTACTTGG

5356 orf19.3815 orf19.3815 orf19.3815 UBP7 Predicted ORF from Assembly 19 -1.0954 -0.1568 -0.0514 -0.3511 -1.0058 -1.6259 -1.64 3.60
GTAAATCTTCATCAGCAGACACAATATCTACCAAAT
CACTCAGTTTTGTTAAATTGCCTCCAGTATTA

8384 orf19.3001 TEM1 orf19.3001 TEM1
Protein similar to S. cerevisiae Tem1p, which is a GTPase 
involved in termination of the M phase of the cell cycle. -1.0233 -0.5670 -0.3511 -0.6506 -0.7784 -0.9269 -1.64 0.00

TTCAAAAGATATTCAAAATTATCTTGTCGAAGGCAT
TTGATTTAAAGTTGAATTTGGAGGAGATTGTT

7988 orf19.6254 orf19.6254 orf19.6254 ANT1 Predicted ORF from Assembly 19 -1.3585 -0.9856 -0.5332 -0.3346 -0.1584 -0.9296 -1.64 2.37
TGCGTCCGCAATTGTTGAAAGGTGTGTTTGTTCAA
GGCTTGTTGTTTATGTTTAAAGATCAAATTGAT

8117 orf19.719 orf19.719 orf19.719 #N/A Predicted ORF from Assembly 19 -1.3921 -0.0816 -1.0000 -0.5564 -0.1016 -1.1779 -1.65 3.38
CTTATTTATCAACCTAGATACTGGGGACAACAATAT
CTTATTGAATGTATTGCTCATGGGGATTGCCA

6125 orf19.5406 orf19.5406 orf19.5406 PSR1 Predicted ORF from Assembly 19 -1.0233 -0.8863 -1.0985 -0.1172 -0.4961 -0.6897 -1.65 1.36
CAAATGCTGTTCCCATTAGTAGTTGGTTCAGTGATT
CCCATGATAACGAATTGTTGGATTTGTTGCCG

8304 orf19.1158 orf19.1158 orf19.1158 #N/A Predicted ORF from Assembly 19 -1.5395 -0.2226 -1.0801 0.0426 -0.3789 -1.1392 -1.65 3.60
CGTCGAGTCACTATACCATGCTAATTTCAAACAGTC
TCCTTGTTTGGCGATTGATTCTCCCTTACGTC

6281 orf19.2492 STE3 orf19.2492 STE3
Protein similar to S. cerevisiae Ste3p, the receptor for a-factor 
mating pheromone; alpha mating-type-specific transcription -2.1844 -0.4228 -0.6967 -0.2671 -0.3383 -0.4247 -1.65 5.31

GTATCCTTGAACTCGAAGATTCTAGTTTGAATGGG
GATTTCCTATATAAGTATGAAGTTAAACAGAAG

7796 orf19.6100 orf19.6100 orf19.6100 CRD1
Protein not essential for viability; similar to S. cerevisiae 
Crd1p, which is cardiolipin synthase -1.1488 0.1322 -1.2109 -0.5973 -0.0985 -1.4112 -1.65 3.60

ATTCTTGCGTTACTGATTTTATTGACGGCTATATAGC
GAGAAGATTCAATATGAAGTCAGTTGTGGGA

7166 orf19.3458 orf19.3458 orf19.3458 VPS68 Predicted ORF from Assembly 19 -1.5023 -0.9799 -1.3884 0.3288 -0.1811 -0.6148 -1.65 5.31
TGTTGAGTTGTATTGTATTGTGGTTATCACAGAATA
TCGAGGATGAATATAGCTACAGTTTGGCTTTA

5948 orf19.6948 CCC1 orf19.6948 CCC1
Protein described as predicted manganese transporter; 
alkaline downregulated. -1.2934 -0.7588 -0.7710 -0.0029 -0.5564 -0.9574 -1.65 2.37

GATCACATTGTTTATCTTCGGCTTTATCAAAACTTCT
ATATCCTTGGGAGATGATTGCGGGAACCACA

6475 orf19.3199 PIKA orf19.3199 PIK1
Putative phosphatidylinositol kinase; gene is located within the 
MTLa mating-type-like locus -1.3076 -0.7179 -0.5312 -0.0484 -0.4820 -1.2550 -1.65 2.38

GTTGCCTGATGAGTCGATTAATCAGTTTGTTGAGA
CATCATTGGTGGGTAAGAGTTTAAACAGCATGT

7106 orf19.6462 orf19.6462 orf19.6462 YKL207W Predicted ORF from Assembly 19 -1.0439 -0.7959 -1.6990 0.0215 0.0058 -0.8391 -1.65 3.60
TTCAAATCTTGGATCATGAATCGTTCTATGATGGGA
TTATTGAAAGATTTATTGAGAAATATGGCTCG

6258 orf19.4451 RIA1 orf19.4451 RIA1 Putative translation elongation factor. -0.2567 0.2154 -0.4620 -1.0174 -1.6850 -1.1456 -1.65 4.34
TGGGCTTTTACCGTCAAGACTTTTGCTGAGATTTAT
CTGAAGAAGTTAGGCTTTTCGCAAAATGCATT

6359 orf19.2768 AMS1 orf19.2768 AMS1 Predicted ORF from Assembly 19 -1.8836 -0.5670 -0.6574 0.0635 -0.8160 -0.5125 -1.66 3.60
TAGGTCATGGACTACTCAATTGAAAATTGCTGACA
AGTATCCCGAATATGTATTTGTAGCATCACAAA

6997 orf19.2534 PIN4 orf19.2534 PIN4
Protein with similarity to S. cerevisiae Pin4p; transposon 
mutation affects filamentous growth -0.7612 0.3929 -0.8186 -0.6259 -0.7202 -1.8417 -1.66 4.34

CACCATTGAACTTGAATATTGCTCAGAGGAAAATTA
TTTCATACATTTGCAATTATCTACATCTATTG

6535 orf19.804 orf19.804 orf19.804 YPR011C Predicted ORF from Assembly 19 -1.7466 -0.5907 -0.8262 -0.1234 -0.4739 -0.6215 -1.66 2.90
TTTTGAAAACAGCCCCTACCAGTGCTTTGTCTTTG
TGGATGTACGAGTACACCATTTCATTTATGAAA

7653 orf19.3063 orf19.3063 orf19.3063 #N/A Predicted ORF from Assembly 19 -0.6215 -0.6506 -1.2863 0.1519 -0.3997 -1.5821 -1.66 3.38
TAAACGATTTAGTATCTTCTCAAAGCGAGAGTAATT
CCGGTGATGTACAAGATGTTGAAATGAAGGAT

8565 orf19.6744 orf19.6744 orf19.6744 YMR262W Predicted ORF from Assembly 19 -1.3622 -0.3040 -0.6827 -0.8135 -0.4150 -0.8160 -1.66 1.36
GGGAATCGAACGATATTTCCTACAAGACAAATCATC
AGAGTATTTTCGCCATCTTACTGGCATCTTTC

6381 orf19.6511 TRL1 orf19.6511 TRL1
Putative tRNA ligase; fungal-specific (no human or murine 
homolog) -0.8970 0.3595 -0.5951 -1.0831 -0.8034 -1.3808 -1.66 3.38

AATTTCTTGATTTCGATTATGGTAAAGACAAAGTAC
GATTACCAATTCAAGCTAGAGGGTTGTTCACC

7989 orf19.1647 orf19.1647 orf19.1647 #N/A Predicted ORF from Assembly 19 -1.5995 0.1725 -0.4679 -0.4580 -0.8135 -1.2413 -1.66 3.60
TCTACCCACGCTACTCGGCTTTCCATAATATAATCA
CTGCCATGACAAAATTCAAACCTCATCCGTAT

7341 orf19.5755 orf19.5755 orf19.5755 PHO80 Predicted ORF from Assembly 19 -0.5606 -0.3548 -0.6394 -0.2294 -0.6171 -2.0116 -1.66 3.60
ACCAGCAATATCCACCTTGACATATTTATCACGGTT
GACAAAATTCAACAATTTCAACCCAGCAATCT

5783 orf19.1500 orf19.1500 orf19.1500 #N/A Predicted ORF from Assembly 19 -0.2987 0.1979 -0.2159 -1.0740 -1.2042 -1.8211 -1.67 5.31
ATCGACATCTTCTTTTGAATCACCAACTGATACCAC
TGTTGATAAACCCACTGAATCATTACTCAATG

7737 orf19.538 orf19.538 orf19.538 GPI2 Predicted ORF from Assembly 19 -1.2969 -1.0469 -0.3696 -0.8997 -0.2311 -0.5756 -1.67 1.62
CGTTGTATGATGCTAGTTTACGTCAAAACAAGAGG
CTCAAATATCTTCATTATGTCACGATTTTATCA

5818 orf19.5180 orf19.5180 orf19.5180 PRX1

Protein described as a putative cysteine peroxidase; 
transcriptionally induced by interaction with macrophage; 
fluconazole induced; caspofungin repressed -0.6643 -1.1779 -1.4228 -0.0145 -0.3940 -0.7466 -1.67 2.38

TTTTCCCAAAGTTTAGGATTATCAAACCATACTTGA
GATTGACTCCATTGGACACTAAAGAATCTAAA



7808 orf19.3176 RIM21 orf19.3176 RIM21
Protein involved in the pH response pathway; required for 
activation of the transcription factor Rim101p. -1.7909 -0.2109 -0.6506 -0.7013 -0.2328 -0.8417 -1.67 2.90

CTCATCACAACATTCGAGGGTCTTTCAGTTACAGT
GTGGTATCTATCGTATATGCTATTGCCGTACGG

8399 orf19.4372 orf19.4372 orf19.4372 #N/A Predicted ORF from Assembly 19 -1.3076 0.1776 -0.4344 -0.6920 -0.9051 -1.2969 -1.67 2.90
AAGTACTACAGCATTGATTGCAACTGTTGTGTTTAT
TTTAATTTATTTACCAGCAAAGAAATGGAAAT

6150 orf19.7325 orf19.7325 orf19.7325 SCO1 Predicted ORF from Assembly 19 -0.9771 -0.5437 -1.2447 -0.0233 -0.0499 -1.6349 -1.68 3.60
CAGAGGCGTATATCCCAAAAGCAGAGAGAGAAGC
AAAGCAAAAGGGAATGTTTGGATTTCTTTATAAA

8184 orf19.3051 orf19.3051 orf19.3051 YJR116W
Predicted ORF from Assembly 19; shows colony morphology-
related gene regulation by Ssn6p -1.6349 -0.7784 -0.3401 -0.3328 0.2041 -1.6126 -1.68 5.31

GGCAACTCTTTTGGTTTTGAATTTCGGATTGGATG
TTTTGAATGTATTTTGGTTTTACAAGATGGTTA

8199 orf19.3422 FMP27 orf19.3422 YLR454W
Predicted ORF from Assembly 19; fungal-specific (no human 
or murine homolog) -1.5606 -0.0816 -0.3940 -0.3040 -1.1266 -1.0321 -1.68 2.90

CGGTATACTTGGTTCGTGAATTTATCATTAGTCCGA
TTAAATTGATGAAGCTGAAATTCAAGAAAGAT

8569 orf19.4688 DAG7 orf19.4688 #N/A
Predicted ORF from Assembly 19; a-specific transcription; 
alpha-factor induced -1.8783 -0.1828 -1.0893 -0.1795 -0.2042 -0.9743 -1.68 3.60

TGGTTGATAGATGTGAAGGTTGTGCTTATAACGATT
TGGATTTCTCCCCTTCAGCATTCACTCAGTTG

7413 orf19.4997 KIS2 orf19.4997 SIP2
Scaffold protein of Snf1p complex; similar to S. cerevisiae 
Gal83p and Sip2p; interacts with Snf4p. -1.5312 -1.2619 -1.3771 0.1801 -0.0923 -0.4344 -1.69 4.34

ACATCGATCAAGAATGAAGTTTTGACTGTTGCTTGT
ATTACTAGGTATCTGGGTAAATTTGTCACACA

7566 orf19.4616 POL30 orf19.4616 POL30
Protein described as proliferating cell nuclear antigen (PCNA); 
RNA abundance regulated by tyrosol and cell density. -0.7202 -0.6506 -1.5907 0.0649 -0.1795 -1.4422 -1.69 3.60

AGACTCCTGCTTTGTTTGAGTTTAAATTGGATGTTG
GTGGATACTTGAGATTCTACTTGGCACCAAAA

6778 orf19.2517 orf19.2517 orf19.2517 HOL1 Predicted ORF from Assembly 19 -1.1456 -1.0679 -1.0233 0.1596 -0.1109 -1.3328 -1.69 3.38
TGCTGCAGAAGGTTTATTGAAGACGACTTATGCTA
TGTTTGCAATTTCGGTGATTGTAAATGGAAGTT

5803 orf19.820 SDS22 orf19.820 SDS22
Predicted ORF from Assembly 19; macrophage/pseudohyphal-
repressed -1.4739 -0.4344 -0.8651 -0.4383 -0.6990 -0.6104 -1.69 1.36

CATATCGCAGGAAATTAAAGTTGTATTTGGGTCCTT
CCTTGAATAAAATTGATGCAACTTATATACAT

7157 orf19.3663 PHO91 orf19.3663 PHO91
Putative low-affinity phosphate transporter; fungal-specific (no 
human or murine homolog) -1.1681 -1.1617 -1.8059 -0.0365 0.0454 -0.4074 -1.69 4.34

CAAGTTCATTGATTGCATACGGGATAATTGTCACTA
TAGGATATGCTACAATGAAGATTATAAACTTC

8110 orf19.894 orf19.894 orf19.894 #N/A Predicted ORF from Assembly 19 -0.2619 -0.1440 0.1137 -0.8810 -1.4150 NA -1.69 5.31
ACTTTATTTCCCCTTTAAAGTTTCCCCACGTAGAGT
CGTCACAAATAAGGTAATGCAAAGGCTATACT

6677 orf19.6976 orf19.6976 orf19.6976 YJL163C Predicted ORF from Assembly 19 -1.0469 -0.2898 -0.4131 -0.9885 -0.8186 -0.9856 -1.69 0.00
ATCGTTTGGTATCGCCGTTCTTGTATTCCTTGCGTT
TTACTCAGCCAATAGCAAAGGATTTTACATTG

6146 orf19.2892 orf19.2892 orf19.2892 SBE2 Predicted ORF from Assembly 19 -1.4383 -0.2379 -0.7710 -0.2481 0.0922 -1.9434 -1.69 5.31
AAAATTTGATGTACAAGTTGCCATCTTTTATTAAATC
GCAATCGTCCTTGGAAGACTTGCATTTGATC

5990 orf19.6211 orf19.6211 orf19.6211 #N/A Predicted ORF from Assembly 19 -1.0862 -0.7226 -0.3940 0.0398 -0.3603 -2.0233 -1.69 4.34
TTTAAAGGGTGTTGTCTTTCCTCCTTCTTTGAAGAT
CTTGGATGCTGGGTCTATTCCAAACGATGCAA

8248 orf19.5751 orf19.5751 orf19.5751 ORM1 Predicted ORF from Assembly 19 -2.1779 -0.8314 -0.1234 -0.2916 -0.2193 -0.9105 -1.69 5.31
GATTAGTACTCATTATTCTCATTATAACTTGAACTTG
TTTATTTTGAATGGTGTTAGTTGTCTTTGTG

7149 orf19.5769 orf19.5769 orf19.5769 SNF4 Predicted ORF from Assembly 19 -1.4941 -0.8009 -1.2969 0.0594 -0.0908 -0.9434 -1.69 3.38
ATGAAGGGAAGTTGATTAATGTGATTACATTGAGC
GATATTCTAAACTATATATTGTTTGGAGAAGAC

6312 orf19.3235 orf19.3235 orf19.3235 CAP1 Predicted ORF from Assembly 19 -1.3733 -1.5064 -1.3328 -0.2059 -0.0755 -0.0862 -1.70 3.60
TTGAATTGAAATTGATTAATCAGTTCCAACATTTAAA
TCAACAATCATTCAAGAATTTGAGAAGATTG

7546 orf19.3655 orf19.3655 orf19.3655 #N/A
Predicted ORF from Assembly 19; possibly spurious ORF 
(Annotation Working Group prediction) -1.4941 -0.3997 -1.5064 0.0314 -0.3165 NA -1.70 3.38

TATTGAGTAGCGCAACTCATATGCCATCTAGCTTAC
CGTTGTCGAGCGAATACACTGAACGTCTCTTT

6963 orf19.2308 orf19.2308 orf19.2308 PFK26 Predicted ORF from Assembly 19 -0.1078 -1.1779 -1.2515 -0.3846 -0.5270 -1.1520 -1.70 2.37
ATGTGTCGATGCAGGAGAAACTTTCCAAATGGTTA
AGAGCAAAGATGTGGAGGAAAAGGAATTGGACG

7866 orf19.587 orf19.587 orf19.587 #N/A Predicted ORF from Assembly 19 -1.3548 -0.3997 -0.0954 -0.6781 -0.6237 -1.4501 -1.70 2.38
ATATTAGTCACGATGGAGCTTTTGTCGCTGTTTCAT
TTGATAAGGATTCTAACTCGATAATTTACGAT

8638 orf19.2623 ZCF12 orf19.2623 #N/A Putative transcription factor with zinc cluster DNA-binding motif -1.7131 -1.0087 -0.8262 -0.0014 -0.3771 -0.6920 -1.70 2.90
GGATGCCAATCTTGGTGATGATTACTTATCGGTTGA
CTTTACAACGTTGCAGCCTCTGGGTCTTTTGG

8718 orf19.459 ADP1 orf19.459 ADP1
Putative PDR-subfamily ABC transporter; similar to WHITE 
subfamily proteins. -1.3255 -0.9241 -0.7060 -0.0306 -0.6304 -1.0116 -1.71 1.36

TTAAGCACTTTTGGATTCAATGTTGGTGCATTCTGG
AGTGATATTTCGTTCTTGGGAGGTTTAACTAC

6284 orf19.2400 orf19.2400 orf19.2400 YNL224C Predicted ORF from Assembly 19 -1.7179 -0.5951 -1.2793 0.0014 -0.4659 -0.5907 -1.71 2.90
ATCGTGTTGATCTCAGTCACAATTCTCTTAATGACT
TACAAAGTGAGCAACACAAATTGAGACAAACT

8871 XP_457879.1 #N/A #N/A #N/A

*D. hansenii - similar to sp|P53125 Saccharomyces cerevisiae 
YGL133w ITC1 subunit of ISW2 chromatin remodelling 
complex. -1.8943 -0.0058 -0.9024 0.0468 -1.0954 -0.8160 -1.71 3.60

AGGAATGGTTTCTCACTTATGAGGAGTTTCTTGAA
CGTATGGATTTCTACAACAAAAGGAAATTTGTT

8860 XP_460297.1 #N/A #N/A #N/A

*D. hansenii -highly similar to sp|P14120 Saccharomyces 
cerevisiae YGL030w RPL32 60S large subunit ribosomal 
protein L30. -1.6215 -0.6712 -1.7226 0.2594 0.0745 -0.9914 -1.72 5.31

GTAAATTGTTCAGAGTTGGTACTTTGTCAATTTTGG
ACGCCGGTGATTCAGATATTCTTACCTCAGTT

8796 orf19.6281 orf19.6281 orf19.6281 BEM1 Predicted ORF from Assembly 19 -0.4719 -0.9546 -1.3884 -0.3622 0.0398 -1.5395 -1.72 2.90
AAATTGTACATCAAATTACCCAATCTAAACAATTTTG
AGAATATTGATGTTGTGAGGTTTAATATTAC

6308 orf19.6713 orf19.6713 orf19.6713 #N/A Predicted ORF from Assembly 19 -1.4739 -1.2042 -0.8009 -0.2810 -0.3437 -0.5778 -1.72 1.62
TATTATGGCTATTCTGCTCCACCCAACTTACGTCCA
AATGTTTCGAATGATTCATCGCTGGTACCGGT

6946 orf19.1531 orf19.1531 orf19.1531 RNA14 Predicted ORF from Assembly 19 -1.0831 -0.7588 -0.7735 -0.3492 -0.4442 -1.2898 -1.72 1.23
GGTTACCATCTGAGAGTGTGTTTAATAGTGATAAAT
TGGTTACCTTGTTTTCGAATTTGCCTAATATT

8242 orf19.4985 orf19.4985 orf19.4985 GUP1 Predicted ORF from Assembly 19 -0.8160 0.2216 0.1230 -1.0619 -1.8730 -1.3111 -1.72 5.31
AAGTTTTGACTCAACTATTGTCAATACGGGAGAAG
ACTTATTTTGACTTGGTGTTTGAAATGTGTTTT

7921 orf19.5040 orf19.5040 orf19.5040 ASM4 Predicted ORF from Assembly 19 -1.7466 -0.4639 0.0101 -0.3585 -0.9856 -1.2176 -1.73 3.38
ACCCAGAAAATACTTCAGTACAAATCATTCAATATTT
CAAACAATTTGGTACGATTCTTGAAAATTTC

7139 orf19.296 orf19.296 orf19.296 #N/A Predicted ORF from Assembly 19 -0.8730 -1.3076 -1.2447 0.1440 -0.0589 -1.4266 -1.73 3.38
TTTGGTTGATTGTCACATTAAATAGAAGATGGAAGT
TAATTGCCATGATTATTAGAGATAACGAGTTT

5864 orf19.7631 orf19.7631 orf19.7631 SLD5 Predicted ORF from Assembly 19 -1.0893 0.6248 -0.5522 -0.9462 -0.8059 NA -1.74 5.31
ACTTTTACCATACATGGCATCCTTGATGAATACAAT
TTTGACACATATTTCAAATCAGCAACAGTACT

5190 orf19.7511 orf19.7511 orf19.7511 NUP192 Predicted ORF from Assembly 19 -1.5692 -0.6689 -0.7060 -0.1031 -0.5374 -1.2176 -1.74 2.37
GAATTAAGTGTCTTGCTAGCCACAGAGCTTGATTT
GGATGAAATGTGTACTGCTGAATTGTTATATTT

7038 orf19.5586 orf19.5586 orf19.5586 FIG4 Predicted ORF from Assembly 19 -1.8625 -0.7588 -1.2076 -0.0101 -0.2430 -0.7394 -1.75 3.38
TTGATCTATCCCACTTGATGAAATCAAACTACAATTA
TGCCAGTTATTGTTCGTATAAATCGACTCGA

6692 orf19.5952 orf19.5952 orf19.5952 #N/A
Predicted ORF from Assembly 19; induced by nitric oxide in 
yhb1 null mutant -0.2828 -0.3183 -1.2758 -0.8599 0.0759 -2.1649 -1.75 5.31

GTGCTGAACTGGTCATATATAGAGAAAGATTTAGCT
ATTACTTTGATGAAATTGTAAATACATTATTA

6717 orf19.2565 orf19.2565 orf19.2565 MDM1 Predicted ORF from Assembly 19 -0.4699 0.2066 -0.2653 -0.9574 -1.3292 -2.0116 -1.75 4.34
TGTTACAAGTGAGCCAGTTGAACAAGGATCTTTTG
TTTCATTGTTTTGATGTAATTTTAGATGAGTTG

6222 orf19.3967 PFK1 orf19.3967 PFK1
Alpha subunit of phosphofructokinase (PFK), which is Pfk1p, 
Pfk2p heteromultimer. 0.0412 -1.0469 -1.9159 -0.0877 -0.1993 -1.6484 -1.75 5.31

ATTGGCAGAATATAATTGAAGTGGAGGATATGTTGA
GTGGAAAATCTTTGTTGAAGCGAAATGAGCGT

6361 orf19.4953 orf19.4953 orf19.4953 YCL047C Predicted ORF from Assembly 19 -1.2413 -1.0985 -1.6038 0.1084 -0.4639 -0.5585 -1.75 2.90
CTGAATGGAAGAAGCAAGTTTTGCCAGAGGTTGC
AAATTACATTGAGGAAAACAATCTTTACAAAGAG

7428 orf19.6225 PCL7 orf19.6225 PCL7
Protein described as cyclin-like, possible Pho85p cyclin; 
hyphal downregulated -0.8034 -1.8678 -1.0469 0.0663 -0.3827 -0.8262 -1.75 2.90

TTTTGGATTTCAAATTGATGATCAGTGTGGAGGATC
TACAAAATTACGGTGATCTATTAGCCAGGTTT

7338 orf19.6984 orf19.6984 orf19.6984 AVT4 Predicted ORF from Assembly 19 -1.8059 -1.0529 -1.0174 -0.3147 -0.0695 -0.6082 -1.75 2.90
AACGGATGTTTTGCATGTATCCCATTGGTGTACATT
TATCCACCATTGATTCATTTACGGTCAGTGAC

7601 orf19.3764 GSG1 orf19.3764 GSG1
Protein not essential for viability; similar to S. cerevisiae 
Gsg1p. -1.6897 -1.1109 -1.1392 0.1190 -0.2671 -0.8009 -1.76 2.90

CAAGCTTGCATGATTTATGGTTTAATAGAAAAGATT
CTTTGTTGGGTAAAATAGAGACGTATAGAGAT

8490 orf19.3231 orf19.3231 orf19.3231 CDC27 Predicted ORF from Assembly 19 -1.5105 -0.2602 -0.5564 -0.5713 -0.4860 -1.5064 -1.76 2.37
AAGCCATTTCTATAAATCCCATAAATATCATTCTCAT
TTGTTGTGTTGGTATGGTTTTGGAGAAATTA

7589 orf19.7521 orf19.7521 orf19.7521 #N/A Predicted ORF from Assembly 19 -1.1779 -0.8546 -0.9324 -0.4659 -0.6920 -0.7760 -1.76 0.00
AATACTACCCTATTTCCAGTCATTACTATCTTCCGC
CAGTGAATGTGGTCTATTTTCCCCACCGTGCC

8627 orf19.207 PGA55 orf19.207 MUC1
Putative GPI-anchored protein of unknown function; filament 
induced; regulated by Nrg1p, Tup1p -1.3292 -0.2881 -0.6259 -0.4501 -0.8573 -1.3622 -1.76 1.36

TACAAACACTTCAACGATTTCATTGTCAACGATTAT
ACGTGATGAAACTATTCCAACCAGTACATCAT

7661 orf19.672 orf19.672 orf19.672 PRP28 Predicted ORF from Assembly 19 -1.5735 -0.3346 -0.5291 -0.2243 -0.4422 -1.8160 -1.77 3.38
TTGATATACCTCAAGTGAGTCTCGTTGTTAATTTCC
AAATGCCTAATAAATTTGATGAGTATATTCAT

6849 orf19.6637 orf19.6637 orf19.6637 #N/A Predicted ORF from Assembly 19 -0.8059 -0.3921 -0.3022 -0.9885 -0.2481 -2.1976 -1.77 3.60
CCGAGCTCAAAATAAAGCCAAGTTATCATCTGTAG
GAATTGCTTGGTCTTCTGATGGGGTTAATTTCC

6268 orf19.4257 INT1 orf19.4257 BUD4

Integrin-like protein; role in morphogenesis, adhesion, and 
mouse cecal colonization and systemic virulence; similar to S. 
cerevisiae Bud4p. -1.7037 -0.9828 -1.5228 0.2228 -0.2193 -0.7322 -1.77 3.60

AAATCTCCTGATGTGCAATTGAGATCATCGGGGTC
ATCACAGTTTTCATTACAATCATTGAGAGATGA

6955 orf19.7564 DPB2 orf19.7564 DPB2
Probable subunit of DNA polymerase II (DNA polymerase 
epsilon), similar to S. cerevisiae Dpb2p; essential for viability -0.4016 -1.0831 -1.3548 -0.5312 -0.4383 -1.1329 -1.77 1.23

GTAGAAAGTTGAATTATGTGGAGTATTGGCCAGCG
TCAAAGAAGTTTGACTTTAAAGATTTATATTTT

6196 orf19.7589 orf19.7589 orf19.7589 #N/A
Predicted ORF from Assembly 19; possibly spurious ORF 
(Annotation Working Group prediction) -1.9105 -1.4383 -1.0649 0.2327 0.0129 -0.7859 -1.77 4.34

AGATCATGGATCCAAAAGAACTGGATGTATGTTGTA
CCTCCATTGCTTATATTTATGCTTGCAGGTGG

8269 orf19.2666 orf19.2666 orf19.2666 MSN5 Predicted ORF from Assembly 19 -0.8970 -0.0247 -0.3219 -0.7686 -0.6827 -2.2653 -1.77 3.60
ATTGATTTTGATTCAACTCCCGATGCAACAAGCTTT
CTTCAAAACTATCGCAAGTTTAATGAAGATAT

6568 orf19.4851 orf19.4851 orf19.4851 TFA1 Predicted ORF from Assembly 19 -1.3364 -0.7984 -0.3978 -0.2550 -0.3846 -1.7959 -1.78 2.38
CTTCGGTATTGCCTACTCCAGAACCTGTATCTTCG
ACTGTACCGCAACTGTCCTCATTCAGTAACAAC

7019 orf19.3672 GAL10 orf19.3672 GAL10
Protein described as similar to UDP-glucose 4-epimerase; 
fluconazole-induced -1.7710 -0.7466 0.1217 -0.8160 -1.1617 -0.6104 -1.78 2.38

AATTTTGTCTGACGTCGTTTTGGATGACTGTTTTGT
TGTCAACGAGGATACATCTATTGATACCAGAG

6001 orf19.413 orf19.413 orf19.413 #N/A Transcription is positively regulated by Sfu1p -0.5166 0.2054 0.0314 -1.6484 -0.9743 -2.0893 -1.78 5.31
TCCAAACGTGGTTTACTGATTTGAAACAGTATTTCT
TACCCAACCTCACCAATCAAATCTTGTTGGAT

5453 orf19.1362 orf19.1362 orf19.1362 SMM1 Predicted ORF from Assembly 19 -1.0862 0.1427 -0.0816 -0.6215 -1.5395 -1.8059 -1.78 3.60
TGATTCAATCATATGGAATTAGTGTTGTACTAAATG
GTAATTTCCAATCACGAATGGATTTAGACACT

6207 orf19.292 orf19.292 orf19.292 #N/A Predicted ORF from Assembly 19 -1.3183 -0.6394 -0.1282 -0.3959 -1.1746 -1.3437 -1.78 1.62
AGAACCACTTTGATTTATACCTTCGGATTGACTATC
AATTCTTTGGAGTAACCTATAATGAAGCAAAA

6013 orf19.1634 orf19.1634 orf19.1634 #N/A Predicted ORF from Assembly 19 -1.4820 -0.4580 -1.5228 -0.2951 -0.1313 -1.1109 -1.78 2.38
AACATGATTTTGAATACCGATGAAAATAGATGGTTC
ATTAGGTTGTTGAATTTTGTCAACAGTTTTGT

7479 orf19.4637 orf19.4637 orf19.4637 #N/A Predicted ORF from Assembly 19 -1.7859 -0.3474 -0.8783 -0.2042 -1.1746 -0.6104 -1.78 2.38
AAGCTATTTAACATTTCATTACTACTTTGTGATTAAA
TCTCTAGGTCAATTCAAGCATGGAAAATTGA

6735 orf19.5251 ZCF30 orf19.5251 #N/A
Predicted zinc-finger protein of unknown function; not essential 
for viability. -1.6215 -0.4131 -0.3940 -0.7060 -0.1361 -1.7418 -1.78 2.90

AACAACGTTTAAATTCATTCGACACCAAAATAGATT
CTTTAGTAGATTTATTAAAGCTGAATCATCAG

7489 orf19.4210 orf19.4210 orf19.4210 YGR110W Predicted ORF from Assembly 19 -1.3921 -0.5606 -1.3255 -0.3040 -0.2845 -1.1520 -1.79 1.62
GTGGACACCATGTGTATCTTGACAACATTACACAAT
TCAACAACTCCGTTTTAGAGGAAATGGATAAA

8739 orf19.5074 orf19.5074 orf19.5074 UBA2 Predicted ORF from Assembly 19 -1.4501 -0.3978 -0.3273 -0.6758 -0.4501 -1.7563 -1.79 2.38
TTGTTGCTCATTTGAAATCCCTCTTACAATCAGACA
TCTCTAATCAAGTCGGGCAATCAAGGTTGATT

8670 orf19.3434 orf19.3434 orf19.3434 #N/A Predicted ORF from Assembly 19 -1.6038 -0.7037 -0.7834 -0.0425 -0.1016 -1.8314 -1.80 3.38
ATTGTTTACAATGTACCAGTTCATTTGTGAGGCGA
GACTTGTTGCAACGTCATTGTCGTACAGTGCAT

8729 orf19.4863 PDC2 orf19.4863 PDC2
Transcriptional regulator of pyruvate decarboxylase; contains a 
putative C-terminal activation domain. -0.7760 0.2762 -0.6104 -1.2142 -0.6758 NA -1.80 3.60

ACTTCATATGGCTCTGTCAAGTTTGACTAATTGCCG
ATGAAATTTGGTATAATAGAGGAGTTCAAGGT

6784 orf19.540 orf19.540 orf19.540 #N/A Predicted ORF from Assembly 19 -1.3659 -0.6529 -0.6804 -0.5951 -0.5522 -1.2550 -1.80 0.00
TGTCCACATTTGTCATTTCATAACTTGATTACTTTTG
GCAGCCCGCATATGGGTGTAATGGAAATGCC

7750 orf19.3806 orf19.3806 orf19.3806 GID8 Predicted ORF from Assembly 19 -1.6038 0.5489 -0.7155 -1.0954 -0.6461 -1.5995 -1.80 3.60
AAACTATTGAAGGAGCTAGAGTTCACAATGAGTCT
CTTGTGCTTTAATTTTGATCCTTCTTATGAGGG

5595 orf19.1476 orf19.1476 orf19.1476 IME4 Predicted ORF from Assembly 19 -1.4422 0.0370 -0.0174 -1.0087 -0.4074 -2.2863 -1.81 5.31
TGATGTTCGATACTTACCATTCGGTAGATTGGGTAA
ATTTGCCGTGATTATCTCCGATCCCGCATGGG

5297 orf19.6937 PTR2 orf19.6937 PTR2
Putative oligopeptide transporter; regulated by Stp2p and 
Stp3p. -1.3076 -0.7859 -0.6104 -0.2481 -0.5606 -1.6259 -1.81 1.36

TGTTTTATTGGTGGATGTTTATTCTGGGTTATTTACA
GCAGTTACAACGCCAAGGAAGATTCATGGAA

7908 orf19.2697 orf19.2697 orf19.2697 UBR2 Predicted ORF from Assembly 19 -1.3474 -1.2934 -0.5606 -0.2059 -0.6529 -1.0801 -1.81 1.23
TTATACGATGCCTAACCTGTGCTTACGACCAATCCT
GTGCTCTATGCTCATACTGTTACCAACCATCG



7936 orf19.6476 orf19.6476 orf19.6476 YLR114C Predicted ORF from Assembly 19; filament induced -1.6394 0.2534 -0.2243 -0.5864 -1.4739 -1.4820 -1.81 3.60
TGTTGGACCATTTGTTCGACAATTTGAATAGTCAGT
TTAAGCTTGTCGATAATGAACTCCACGTTGAT

8934 orf19.355 orf19.355 orf19.355 JLP1 Predicted ORF from Assembly 19 -1.9658 -1.0087 -0.3511 -0.0755 -0.5228 -1.2413 -1.82 2.90
GGATGGATACCCTTATATTCCAGAAAGCGATCAGAT
CCCTAAATTTGTTGACGAAGCTTTTGCAATTA

6682 orf19.2101 orf19.2101 orf19.2101 GET1 Predicted ORF from Assembly 19 -1.6712 -0.6326 -0.5084 -0.9214 -0.0970 -1.3437 -1.82 2.37
TAACGTGTTGGATGTTTGCTGTGAATTATGTCTTGA
GTGATTTAATCTTTATGGTTTCTTTCCCATTT

8133 orf19.3835 orf19.3835 orf19.3835 TFC3 Putative DNA-binding transcription factor -0.7984 -0.3456 0.0029 -0.7539 -1.9658 -1.3255 -1.82 2.90
TTAAATTCTATGTGACGTACGATAAAGAACCCATTA
CAATTGAGTCAAATTATCAATCATTCATTTCG

6633 orf19.101 orf19.101 orf19.101 RIM9 Predicted ORF from Assembly 19 -0.9187 0.1309 -0.0130 -0.9856 -1.4383 -1.9771 -1.82 3.60
AAAGAGGAACGAGATTTGAGCCCTTATTTGAATATA
ATGTTAATCCTTACTATATTTTCCGTGTTAAC

6400 orf19.1723 orf19.1723 orf19.1723 YJL055W Predicted ORF from Assembly 19 -2.0233 -1.4422 -1.3696 -0.1094 0.1097 -0.3752 -1.83 4.34
AAGTCTTACTGGCTATTGAGAATTATACAGTTCCTG
AGGGGAGATTCAACTTAAACTGGGAAAGCACT

7275 orf19.2788 orf19.2788 orf19.2788 RIB2 Predicted ORF from Assembly 19 -1.5146 -0.7394 -0.6552 -0.4364 -0.9971 -0.8678 -1.83 0.00
TTCACGCATACACTTTCGAGTATGATGATAGCCGTT
TTGAGACTGAGTTTCCACCTTGGGCAAATATT

8452 orf19.4700 orf19.4700 orf19.4700 #N/A Predicted ORF from Assembly 19 -1.2379 -0.8546 -1.1584 -0.0262 -0.3094 -1.6259 -1.83 2.37
CATTGTTGTGGACTAGGTGTGCTATTGAGTTTGCA
TTAGATGATCTATATAACTTGCATAGGAAGCGC

6178 orf19.6488 orf19.6488 orf19.6488 #N/A Predicted ORF from Assembly 19 -1.4189 -0.4580 -0.3566 -0.8034 -0.3696 NA -1.83 2.37
TCTTGGGCCATTACCTTCGTCATTATCGTGATTCGC
ATGTTGGATACAAGAAGGAAAATAAATTTGAT

7053 orf19.4376 orf19.4376 orf19.4376 #N/A Predicted ORF from Assembly 19 -1.1811 -0.2758 -0.3456 -0.9799 -0.7490 -1.6897 -1.83 1.62
ACATTGATTATGGGGTTCAAACGATACTTTCATGTT
CAGCGGTTATTAACGAAATCCTATTATCCTGC

8299 orf19.1595 orf19.1595 orf19.1595 UBX3 Predicted ORF from Assembly 19 -1.5692 -0.5002 0.3010 -0.7588 -1.1811 -1.5146 -1.83 2.90
CAAGACTAACTGCTTATTTCCCAAAACATTTCAAAG
TTGAAGATATATTCACATTTGTTGAACTTGTT

7803 orf19.3707 YHB1 orf19.3707 YHB1
Nitric oxide dioxygenase; acts in nitric oxide 
scavenging/detoxification. -0.2026 -0.7809 -1.6804 -0.5864 -0.7884 -1.2042 -1.83 1.36

TGATGGTAGTAAAGATGAAGTATACTTATTAGGTCC
AAGAGGTTTTATCAAGGTGTTCAAAGACCATT

5877 orf19.194 orf19.194 orf19.194 #N/A
Predicted ORF from Assembly 19; possibly spurious ORF 
(Annotation Working Group prediction) -1.6574 -1.6171 -0.9406 -0.2723 0.4478 -1.2243 -1.84 3.60

CCAGTTCTGGGGTCAAGGACTTTTATAGTGAAATC
AAGAATTTCCTCCCACCAAATGTGAACCTTGGT

8526 orf19.1050 orf19.1050 orf19.1050 #N/A
Predicted ORF from Assembly 19; possibly spurious ORF 
(Annotation Working Group prediction) -1.1361 -1.3437 -1.5522 0.0186 -0.5353 -0.7394 -1.84 1.62

TAAAGACTATCGTTTGTTTCAAAATGAAACCGACCT
ACTAGAATTGGAAAGTTTGATTAGTGATTATG

8906 orf19.5022 orf19.5022 orf19.5022 SMF2 Predicted ORF from Assembly 19 -1.0923 0.4761 -0.4208 -1.4739 -0.6215 -2.1714 -1.85 4.34
TAACTATTCAACAGCAGTATCAGCAGGAAATGCATA
CAAGTATAGCCTTGTATTTTCCATATTATTAT

6336 orf19.728 orf19.728 orf19.728 TSC11 Predicted ORF from Assembly 19 -1.2243 0.2892 -0.8186 0.0827 -1.8160 NA -1.85 4.34
GCTGTTTATTATTGGAAACGTTCCTCAGTACTGATG
TTGGACTCAAGTATCTATCCTCGAGCAAGATC

6678 orf19.278 orf19.278 orf19.278 #N/A Predicted ORF from Assembly 19 -1.5564 -0.2740 -0.1376 -1.3255 -0.5187 -1.5395 -1.86 2.38
CCTTGGGATTTTATATTCTAGGTCCCGGTTTTGTAT
GCTACTGTTCAAAGTATTATATGGTCTTATGA

7925 orf19.3951 orf19.3951 orf19.3951 YIP1 Predicted ORF from Assembly 19 -1.9051 -0.3474 -0.4189 -0.6758 -0.6193 -1.4035 -1.86 2.37
TCAGCTAGTGGATTCTTTGTTTCGGTGTTGAAATT
GCACAATGTTAGACCTTTGATTGCGTATCCATT

8892 XP_457517.1 #N/A #N/A #N/A *D. hansenii - hypothetical protein. -1.4860 -0.4131 -0.1001 -0.6171 -0.7859 -1.9885 -1.86 2.90
AATCTTATCAAACAACCTGAGACTTTCGTGGCAGC
TTGCTTGTCACTCGCTTCCGGATTAAACATTCC

7767 orf19.7387 orf19.7387 orf19.7387 ELP3 Predicted ORF from Assembly 19 -1.2210 0.2833 -0.2550 -0.7155 -1.7418 -1.7466 -1.87 3.38
ATGCATTGATTGATTTAATCGCTAAATTTTGGCGTT
GGTTTCTCCATGGACTCGTATCTATCGTGTAC

6823 orf19.4898 orf19.4898 orf19.4898 YER004W Predicted ORF from Assembly 19 -1.2243 0.0649 -0.7710 -1.0410 -0.8160 -1.6126 -1.87 1.62
TTACACACAATCCTTTGCTTTCACCTTTGTTTAGAT
CAATTTCATGCTAGTGATGTGGTCAAAATTGC

6768 orf19.1307 orf19.1307 orf19.1307 YDR438W Predicted ORF from Assembly 19 -1.2550 -0.9971 -0.9462 -0.0740 -0.5864 -1.5479 -1.87 1.36
ACCAAACTGTCATTGGTTCCTAGACGTATATGTTCA
CCTTTCTCATTGGAGTTATCATTGGAACAGAA

7984 orf19.4763 orf19.4763 orf19.4763 #N/A Protein not essential for viability -1.5522 -1.0679 -0.6060 -0.9434 -0.4344 -0.8160 -1.87 0.00
TCAATGTTCCATGGAATTATATCTTTACTATTGGTAA
ACAAAAGATTGATTTGAAGCAATTGGTGTTT

7682 orf19.4497 MED8 orf19.4497 MED8

Protein not essential for viability; similar to S. cerevisiae 
Med8p, which is a subunit of the RNA polymerase II mediator 
complex NA -2.0000 -1.6215 NA -0.4880 0.0704 -1.88 4.34

ATGTAGCTTGGAGTCTAATGAAATTGCAAGAGCTA
CGTGAGGAGTTTCAATTTTATGGTTTCCATACA

5401 orf19.6121 MNL1 orf19.6121 YER130C
Similar to S. cerevisiae Yer130cp; does not act as a significant 
stress response regulator in C. albicans. -1.6439 -0.6735 0.1375 -0.2092 -1.2898 -1.7909 -1.88 3.38

ATGAATCCAAGATTTATTTGTGCAATTATTGTTCAAG
GCGGTTTAAACGACATGAGCATTTAAAGCGT

8600 orf19.1375 LEU42 orf19.1375 LEU4
Putative alpha-isopropylmalate synthase; fungal-specific (no 
human or murine homolog). -2.0831 -1.2009 -1.1910 -0.2881 -0.1472 -0.5649 -1.88 2.90

ATGTGTCACAAGCATCCTTCCTTTCATTGATTTCCA
TTCTCAACGGTTTAAAGAGGAATAAAGATATT

5683 orf19.6283 orf19.6283 orf19.6283 NFU1 Predicted ORF from Assembly 19 -0.6873 0.2091 -0.3640 -0.9771 -1.6804 NA -1.89 3.38
CGCAGTCAAGCTATTCAGTGTTGATGGGATAAAGT
CAATTATGTTTGGTTCAAACTTTATAACCATTG

7692 orf19.5274 orf19.5274 orf19.5274 SKG3 Predicted ORF from Assembly 19 -1.4580 -0.3237 -0.9630 -0.7735 -0.8997 -1.1078 -1.89 0.00
GTGCCCTTCGATTGTCAATTTAGAATACAATTCTCT
TCAAGCACTTTAAATGGAGCCTTGTTATCAAC

5811 orf19.530 orf19.530 orf19.530 #N/A
Protein not essential for viability; possibly spurious ORF 
(Annotation Working Group prediction) -1.0439 -0.5951 -0.4286 -1.0233 -0.7179 -1.7179 -1.89 1.23

TGTCTGTTCCTAGTGACTGTCAAGATAATTTCTTGT
GGAATTTAAAGTACTTGGAACTCTTAATAACT

8520 orf19.2756 orf19.2756 orf19.2756 ERD2 Predicted ORF from Assembly 19 -1.5023 -0.8084 -1.8365 0.0482 -0.1078 -1.3474 -1.90 2.90
TTTATTCAGATTTCTTTTACATTTACTACACCAAAGT
CATGAAGGGAAAGAAATTTGAATTGCCTGTA

6184 orf19.3995 RIM13 orf19.3995 RIM13
Probable protease involved in the pH response pathway, likely 
to mediate activation of the transcription factor Rim101p. -1.4035 0.6817 0.0745 -1.3997 -1.5312 -1.9828 -1.90 5.31

TGATTATGTCATTGATGATTTTGATGGACATTGTATA
ACTTTAAAGAATCCATGGGTTACTGATGATT

5607 orf19.5815 SCT2 orf19.5815 SCT1
Putative glycerol-3-phosphate acyltransferase; fungal-specific 
(no human or murine homolog) -0.7084 -0.3492 -0.3147 -1.1681 -1.1456 -1.8997 -1.91 1.62

CAAAGACAAACTAGTGCTTCATCTTTGGATTTCAAT
TTGCTGAATTTGTCTGATATTCCTATTTTCGC

6464 orf19.2049 orf19.2049 orf19.2049 #N/A Predicted ORF from Assembly 19 -1.5353 -0.2260 -0.8417 -0.5606 -0.6193 -1.8520 -1.92 1.62
ACGGCTGCTTGGCTTTGTATCCGGAGATTTTGGCT
AATATCATTTTATTAATTGCTCATTACAAGTGG

8100 orf19.4551 CTN1 orf19.4551 YAT1
Predicted carnitine acetyl transferase; similar to S. cerevisiae 
Yat1p; transcriptionally induced in macrophage. -0.9324 -0.0439 -0.1440 -1.4699 -1.3040 NA -1.92 2.38

TGTCACTTGCTTTACGTTTTGGTGAAACTAGATTAT
CCGATTTACTAAACCAAAATGAAATCGAACAT

5725 orf19.3603 orf19.3603 orf19.3603 #N/A Predicted ORF from Assembly 19 -1.6082 -2.2723 -1.5864 0.3528 -0.0985 -0.4383 -1.92 5.31
TCCATCACCGAAAACAGTCACCGATGAAGAACCG
AGGAAGAGAAGGAAACCTAGTGTTGGAAATAGTG

8203 orf19.2770 orf19.2770 orf19.2770 #N/A Predicted ORF from Assembly 19 -1.8890 -0.2210 -0.4247 -0.7226 -0.2793 -2.1203 -1.92 3.38
AGGGGTTTTGGCTATACACTGGATTAATCACGATAT
CACTACTTTATATGTTTTACGAAATATCTCAT

7912 orf19.5919 orf19.5919 orf19.5919 #N/A Predicted ORF from Assembly 19 -1.7037 0.6295 -0.5187 -1.3147 -1.5146 -1.2481 -1.93 3.38
TACCAAAATCCCCTATTTCAAGAATTTCAAACCGGT
ATTGATGATTTGCTTAGACTCGTATTTTAATA

8790 orf19.6139 FRE7 orf19.6139 #N/A

Protein similar to ferric reductase Fre10p; transcription is 
downregulated in response to treatment with ciclopirox 
olamine. -0.6016 -0.7466 -0.5353 -2.0529 0.2892 NA -1.93 3.60

GTACGTCGTTAAGTGACTTGATGTCAATCACGTTT
CTTTATGGCCGGCCGGACCTTATTCAATTGGTG

8770 orf19.5585 SAP5 orf19.5585 #N/A

Secreted aspartyl proteinase; sap4 sap5 sap6 triple mutant 
has defects in virulence and utilization of protein as nitrogen 
source. -1.4228 -1.3147 -0.9379 -0.7084 -0.4580 -0.8678 -1.93 0.00

GTTTCCTGATAGACAATATCTTGGAGTCGTGTTCCT
CAGAAATGCCTACCTTGCTCAGAATTTTGATA

7330 orf19.4203 orf19.4203 orf19.4203 NDC1 Predicted ORF from Assembly 19 -1.4150 -1.1520 -1.6484 -0.1062 -0.1811 -1.2076 -1.93 2.37
TTTACAATATCTGCATCCAGTTTAATGGGCTATTGAA
TGAACTCAATTTGAATGCTAAAGCGTATGAG

8254 orf19.1007 orf19.1007 orf19.1007 KCS1 Putative transcription factor with bZIP DNA-binding motif -1.5064 -1.0893 -1.8059 -0.1894 -0.1282 -0.9914 -1.93 2.37
ATATTGATGTTAATGACCCATTCAATGTTGATTTTAT
TATCGATGAAAGTGACGAAAATATATCTGAA

7884 orf19.6178 FBP1 orf19.6178 FBP1
Fructose-1,6-bisphosphatase, a key enzyme of 
gluconeogenesis; involved in the carbohydrate metabolism. -1.2828 -0.5353 -1.1361 -0.4719 -0.6827 -1.6038 -1.93 0.00

AATCTTACCTAAAGGAATCCATGACAAATCCAGTGT
TTGGTTAGGATCTACAAAGGAAATTGAGAAAT

8620 orf19.1905 orf19.1905 orf19.1905 TOR2 Predicted ORF from Assembly 19 -1.6304 -0.5479 -0.1714 -0.1520 -1.0679 -2.1456 -1.94 2.90
CAATATCAAGAGCCTTGGAAGGAGAATTCAAAATTT
ACTTATCCGATGTGCTTACTTTACTCCTTGGT

7968 orf19.3451 orf19.3451 orf19.3451 TRA1 Predicted ORF from Assembly 19 NA 0.3994 -0.1714 -1.5649 -1.3183 NA -1.94 3.60
ATTATATTCAACTTGATGACAACTTCCCTAAACAAAT
TGCATATGTTACACTGCCTACTTTATTGCTG

6111 orf19.479 orf19.479 orf19.479 MON1 Predicted ORF from Assembly 19 -1.1520 -0.3364 -0.7179 -0.3978 -0.9885 -2.1584 -1.94 2.37
TCTCACATTATTTTAAATTATATTCGCAATAAAACCC
ACAATTTATCTAGCAATGATATGAAGTTGTT

7657 orf19.4595 orf19.4595 orf19.4595 #N/A
Predicted ORF from Assembly 19; possibly spurious ORF 
(Annotation Working Group prediction) -1.3585 -0.1234 -0.6597 -0.5291 -1.2176 -1.8997 -1.95 1.62

ACCATCCCTTGTTTTCGAAATTGCACCTATCATTGT
GGAATAAACTAGAGACTGTGTTAATGTGTTTT

8352 orf19.6805 orf19.6805 orf19.6805 YDR089W Predicted ORF from Assembly 19 -2.0233 -0.9434 -0.7637 -0.1376 -0.6827 -1.2481 -1.95 1.62
TCGCTACGATCGTTTCTCATTGAAATTGATGAATTG
TTTTACGAAGCTATTGAGTTGTCGATAGTGTT

7231 orf19.21 orf19.21 orf19.21 #N/A Predicted ORF from Assembly 19 -1.1140 -0.3474 -1.0029 -0.3846 -0.6943 -2.2584 -1.95 2.37
GGTTACTAGCGGTTAATTTGATTAGTATTGGATGGA
ATACCTATCTAAGTTATGTTATGCATAATAAA

6382 orf19.2342 orf19.2342 orf19.2342 SFT2 Predicted ORF from Assembly 19 -1.8262 -0.8520 -0.5628 -0.1877 -0.8757 -1.5064 -1.96 1.36
ACTCAAGCGTGGTGATAAAGAGTACTTTACTTACAA
TATTCACTAGTATCATTGAAATCTTGGCTGTT

8629 orf19.2194 orf19.2194 orf19.2194 APM4 Predicted ORF from Assembly 19 -1.7710 -0.9379 -1.5564 -0.3789 -0.5208 -0.6461 -1.96 1.36
TAACCGTTCGATATTTGAAGGTTCAAGAGAAATCC
AATTATAAAACCGTAAAGTGGGTCCGTTATACT

6448 orf19.4231 orf19.4231 orf19.4231 YHR177W Predicted ORF from Assembly 19 -1.8009 -0.2481 -0.5458 -0.6827 -0.8546 NA -1.96 1.62
AAAATTCAGACAACATTACACCAAACTCATTCTCAT
ATCCAGTATCAGCTTCAATTTCAAATTCAGGA

6103 orf19.3704 orf19.3704 orf19.3704 DBP6 Predicted ORF from Assembly 19 -1.1203 -0.2026 0.2618 -1.0410 -2.0291 -1.7037 -1.96 3.38
CAAATGAATCATGTATACGATTAGCCAAACTATTGC
AACTTATTATGGATGCACTTTCCATTCTGATC

6026 orf19.4911 orf19.4911 orf19.4911 #N/A Predicted ORF from Assembly 19 -1.9214 -1.6529 -1.8160 0.4813 0.0663 -1.0058 -1.97 4.34
AGATGCAATTAGCGACTTACTGGAGTTGTTGTACTT
ATATGACTCCATTTTACACGTAAGCCGGTACG

8712 orf19.4450 ZCF23 orf19.4450 YJL103C Predicted zinc-finger protein of unknown function -1.3585 -0.6326 -0.9434 -0.3328 -0.3328 -2.2584 -1.97 2.38
TTGTTAGGTTTACAATTACTGGACATTTTATCAAAG
CGAACTTTCATTATGGAAATGATGTATGATGA

6848 orf19.1177 orf19.1177 orf19.1177 RTT106 Predicted ORF from Assembly 19 -1.2969 -0.6439 -0.5842 -1.3511 -0.8468 -1.1392 -1.97 0.00
CTTATTTCCAAATCATTGATAATTTCATAAGACTTCA
TGGAATTAGTGACGACTCGTTTAATGATGAC

6252 orf19.1676 orf19.1676 orf19.1676 YDL183C Predicted ORF from Assembly 19 -1.5864 -0.6827 -0.4982 -1.0649 -1.0649 -1.0262 -1.98 0.00
ATTATTTATTAGAAAACAACGCATCGCATATTAGATT
TGTCGAGCTTCCCCAAATAGATGAAGCGTAT

7751 orf19.6444 orf19.6444 orf19.6444 RMD11 Predicted ORF from Assembly 19 -1.6484 -0.9324 -1.4189 -0.4131 -0.1959 -1.3401 -1.99 1.36
TCTGAATTGACTACCTTGTTTTATAAATTGTTGAAAT
ACATGAATGGTGAAAGTCCGTTGGAATTGTT

7505 orf19.6005 HGT5 orf19.6005 RGT2

Putative glucose transporter of the major facilitator 
superfamily; the C. albicans glucose transporter family 
comprises 20 members. -1.8211 -0.1617 0.1388 -1.1016 -0.6712 -2.3437 -1.99 3.60

AGAGGAGAAAGATTAGAGATAAGCAAAGTAGACGC
TTACATGCAAAGTATAATAGATTGAGCGATGGA

7074 orf19.1822 UME6 orf19.1822 UME6
Putative transcription factor with zinc cluster DNA-binding 
motif; similar to S. cerevisiae Ume6p. -2.1714 -1.9051 -0.9971 0.1110 -0.5166 NA -1.99 3.38

TCACTGACAAAGAGTTGAGGCAGAAGAAATTGAG
TGAGATAACAATCACCAGGAAACAAAACCAAGCT

8598 orf19.136 orf19.136 orf19.136 QDR3 Predicted ORF from Assembly 19 -2.1266 -1.0770 -1.5951 -0.2396 0.0580 -0.9914 -1.99 2.90
TGGTGCTACCTTGATATTGCTTTATTAGAAGAAAAC
AGGTGCGTATTTAATAGAGCATTATGATTTGA

5875 orf19.7010 orf19.7010 orf19.7010 YIL001W Predicted ORF from Assembly 19 -1.8836 -1.7959 -1.2653 -0.5002 -0.0816 -0.4600 -2.00 2.38
CTTTATTAAAATATGAGAGGGATATTGAGGTTATCG
AAAACATGTTGGACTCGTTAAATTTGGATGCA

7662 orf19.656 DPP1 orf19.656 DPP1
Putative diacylglycerol pyrophosphate phosphatase of 
diacylglycerol production for phospholipid biosynthesis. -1.9379 -1.1811 -1.0321 0.0566 -0.5228 -1.3733 -2.00 1.62

TTGGTGGCGACTTTACCAGTGATATTTGCTTCTTAT
ATTGCCCTTAGTCGAACACAAGATTATCGTCA

7723 orf19.2136 orf19.2136 orf19.2136 #N/A Predicted ORF from Assembly 19 -1.0058 0.8440 -0.7539 -1.2515 -1.7909 -2.0410 -2.00 4.34
ATATAGGTGTTCTTCATTAATGGGTCTCCAAATTCA
AGTTATATTTACGCTGACATGTTGTTTATTCA

5696 orf19.4774 AOX1 orf19.4774 #N/A
Alternative oxidase; low abundance; constitutively expressed; 
one of two isoforms (Aox1p and Aox2p). -0.8211 -0.0247 -0.2951 -0.6597 -1.3474 -2.8573 -2.00 4.34

GTGATAAGATTGCATACCACGGAACTATGTTTTGTC
GTGCTTGTTTTGACTTTGTTACTGGTTACAAA

6415 orf19.5677 DUR4 orf19.5677 DUR3
Putative urea permease; fungal-specific (no human or murine 
homolog) -1.2550 -0.0801 -0.3827 -1.2447 -1.2176 -1.8468 -2.01 1.36

TCATACTTGACATTTAGATCCAAGCAAGGTGCCAT
CTTTTCCATAATTAGTATTGTCACAGGTTTTGG

5752 orf19.6650 orf19.6650 orf19.6650 #N/A
Predicted ORF from Assembly 19; possibly spurious ORF 
(Annotation Working Group prediction) -1.6897 -0.7490 -1.0740 -0.4620 -0.2775 -1.8059 -2.01 1.36

ATTGCTACTTATAACTTCAATAATCTACCTACAGCTG
CGTGCATCACTGGTGTAATTATCACATTGAT

8734 orf19.4945 MSH6 orf19.4945 MSH6
Protein similar to S. cerevisiae Msh6p, which is involved in 
mismatch repair; repressed under Cdc5p depletion -1.7909 -1.0954 -1.6850 -0.1047 -0.2159 -1.1714 -2.01 2.37

TATTCAACTATGAAACTTCAGTACAAGAGAGGGCA
CTTGATAATGTCTATAAAATGATTGATTCTTTA



7278 orf19.5156 orf19.5156 orf19.5156 PHS1
Predicted ORF from Assembly 19; has six putative membrane-
spanning regions; similar to S. cerevisiae Yjl097p. -1.5522 -0.5270 0.0257 -0.7686 -0.9885 -2.2723 -2.02 2.38

ATATCACATTGTGTTTGAGTTGGTCCATAACTGAAA
TCATTAGGTACTCATATTATGCTCAACATTTG

6140 orf19.7604 orf19.7604 orf19.7604 TRS120 Predicted ORF from Assembly 19 -0.7515 -0.3603 -0.5564 -1.5995 -0.5479 -2.2934 -2.03 2.37
ATTGAGAAGATAACTAATCAATCACTGTTAACTGTA
CCACACTTTGACCCATTTATGGTTCGCAAGGT

7072 orf19.5121 OPT5 orf19.5121 OPT2
Putative oligopeptide transporter; fungal-specific (no human or 
murine homolog) -0.7710 0.0990 -0.7442 -1.0710 -1.2550 -2.4344 -2.04 2.38

AGATTACTGTGACCCTGAAAATTCACAAAAGTTCTT
CTGTTACGGAACAACTACATTTTATAATGCTT

5810 orf19.2455 orf19.2455 orf19.2455 YBR281C Predicted ORF from Assembly 19 -0.0985 -1.3733 -0.1763 -1.6758 NA NA -2.05 2.37
TAAAACATGAAATTGATCGAAGTGAAAACCCTCATC
AAAATAGTTCAATATTGACCATTTGTGTAAAC

6902 orf19.2149 orf19.2149 orf19.2149 YPR003C Predicted ORF from Assembly 19 -1.9105 -1.1520 -1.3696 -0.3622 -0.0619 -1.4150 -2.06 1.62
ACCCTTATTTTGAACACATTCTGGAAGCTTTACGGT
TGATTGATTGTTTTGAAATGATTTATGGAGAT

6372 orf19.3446 orf19.3446 orf19.3446 MOG1 Predicted ORF from Assembly 19 -1.6666 -1.4189 -1.5023 -0.0291 -0.4699 -1.1976 -2.07 1.36
CAAGTGAGAGATTCGAATGGTTTAAAGATCTATGC
TCTAGTTTCAAAGTGGTTGATTGGAGTCTATTT

5294 orf19.3356 orf19.3356 orf19.3356 ESP1 Predicted ORF from Assembly 19 -1.2345 0.3584 -0.4759 NA -1.4266 -2.4501 -2.08 3.38
TTGATATTCAGCATGTGCAGTCTATTCACGTCAAAT
TGCAGTTTCTATACTCCATATACGAAAGGAAC

8566 orf19.5388 orf19.5388 orf19.5388 SWD1 Predicted ORF from Assembly 19 -1.7959 -1.1078 -1.3511 -0.4901 -0.0695 -1.5312 -2.08 1.36
ATTTTCACTGGTACTAGTAAAGGGTGGTTAAACATT
TTCAGAACAAAAGATTTGAAATTGATTCGCTC

8885 XP_451524.1 #N/A #N/A #N/A
*K. lactis- some similarities with sp|P53054 Saccharomyces 
cerevisiae YGL262w singleton, hypothetical start -1.7418 -1.1877 -2.1078 0.0566 -0.2987 NA -2.08 2.38

GAGAGGTATACTTCAATACATATGGTGGAATCGATG
GTTACTGTAATAACGCGCATTGTGGTGCACAA

7150 orf19.7629 orf19.7629 orf19.7629 YOL138C Predicted ORF from Assembly 19 -1.0029 -1.0923 -0.2210 -0.9296 -0.2671 -2.8783 -2.09 3.38
TGACCCAACAATTACCACGTTCAACTTGGACAGAA
AATTTATTCCTAAACGTATTGTCAATTCCTATG

8621 orf19.1943 orf19.1943 orf19.1943 #N/A Predicted ORF from Assembly 19 -1.1424 0.2618 -0.5084 -1.3622 -1.1552 -2.4901 -2.09 2.90
GATCCAGAATCTTAACTTTGCTGAGTTCCCCAATTT
GTATTATTTGGATTTGTGCTCAGTTCAACCGC

8742 orf19.5097 CAT8 orf19.5097 CAT8
Predicted zinc-cluster protein; homozygous null mutant shows 
a defect in transcription of JEN1 lactate permease gene. -2.1520 0.0072 -0.7984 -0.8288 -0.6689 -1.9602 -2.09 2.38

CTATATGGCAATCTTGATGACCTCGAATCGCTTTTA
AAATTTGATCCATTCAGCATCAATGTTCATGA

6018 orf19.731 orf19.731 orf19.731 EMP47 Predicted ORF from Assembly 19 -1.4074 -0.9714 -1.5312 -0.6758 -0.5886 -1.2311 -2.10 0.00
TAGTTTTACTTGCGTTGGTTGTGTTTGTTTATCGTC
TCAGGCATGATATCAAACACTCAAAACTTTTA

7858 orf19.433 orf19.433 orf19.433 KRE11 Predicted ORF from Assembly 19 -0.8943 -1.5479 -1.5864 -0.8520 -0.4880 -1.0954 -2.11 0.00
TTAGTTTGGATGGATTGAAAATATTTGACGTTGCAA
CCTGTGACGGATTAGATTTTGGTAAACTTATA

5983 orf19.2940 orf19.2940 orf19.2940 BOS1 Predicted ORF from Assembly 19 -1.3659 -0.4800 -1.3997 -0.3566 -0.5084 -2.3585 -2.11 2.37
AAGCAAGATAAGTGGTTGTTTTGGTTTTGTGTAGTA
ATGATGCTAGTTATCTTTTACTATATAATAAA

8208 orf19.550 PDX3 orf19.550 PDX3
Transcription is regulated upon yeast-hyphal switch; regulated 
by Nrg1p, Mig1p, and Tup1p; caspofungin repressed -1.4035 -1.2142 -1.9546 -0.1376 -0.2688 -1.5395 -2.12 1.62

ATGATAGAGTTACTTTTAGAAGAGATGATATTGCCA
ACCACAAATGGGAAATTGTTAGACTTGCACCA

5340 orf19.4760 orf19.4760 orf19.4760 YIL110W Predicted ORF from Assembly 19 -0.8443 -0.1779 0.0949 -0.6282 -1.8836 -3.1203 -2.13 5.31
AACTATGAGGTGCTCAGATTGGTCACCATACCTAAT
TTATTAATCAATTGGGCATCAACTCTTCCGGT

6910 orf19.5559 STE23 orf19.5559 RAV2

Protein similar to S. cerevisiae Ste23p,  is involved in 
maturation of pheromone; transposon mutation affects 
filamentous growth -2.5312 -0.2260 -0.2706 -0.5886 -1.0469 -1.8997 -2.13 2.90

TTAGCTGTTTTACCAAGTTGGATTCCATTGAGTACT
TGATTACGAATTTCCTACACAGTTTGAGAAAT

7388 orf19.2173 MAF1 orf19.2173 MAF1
Protein described as affecting nucleocytoplasmic transport and 
synthesis of RNA Polymerase III. -1.5395 -1.0740 -0.3147 -0.6620 -0.7394 -2.2447 -2.14 1.36

TGACTCGATATTTGAGGATATCTCATACCCGTATCA
GCCAATGTGGAGTTATTTCTGGTTTATTTACA

7115 orf19.4526 HSP30 orf19.4526 HSP30
Protein described as similar to heat shock protein; fluconazole-
downregulated; amphotericin B induced -0.2987 -1.6620 -1.8365 -0.4521 -0.9942 -1.3548 -2.14 1.23

ATTGCCGTCAACACCATTGATGAAGACTTCTTTAC
CAAGATTTGGCACTTCCATTTGAACAATAATGT

6471 orf19.6134 0 orf19.6134 SEC39 Predicted ORF from Assembly 19 -0.6712 0.4709 -0.0923 -2.5564 -1.3997 -2.3808 -2.15 5.31
CGATTGATTCAGTCCTTTTGGAAAGATTATTGGCG
ACAAATTTGTATCAAGTTGTTGACGCTCTTTAT

7550 orf19.6638 PTC4 orf19.6638 PTC4

Protein described as a serine/threonine phosphatase, type 
PP2C; decreased expression in hyphae compared to yeast-
form cells -1.8783 -1.2898 -1.7084 -0.0755 -0.4383 -1.2688 -2.16 1.36

TTATAGTGGCTTTACATCCTGGTAAAAGTCTAGACG
ATTGGTATAGTGATATGATTTTCAAGATTGAA

5460 orf19.6071 orf19.6071 orf19.6071 MDM20 Predicted ORF from Assembly 19 -0.2881 -0.2533 -0.6282 -2.1203 -1.3401 NA -2.17 2.37
AACTTGTTGAAAATTCAGACCGATATTAAACTGGAT
GAATGCCAATCATTATCCAACTTCATTTTGAA

6809 orf19.5129 orf19.5129 orf19.5129 #N/A Predicted ORF from Assembly 19 -1.7131 -0.4364 -0.9296 -0.4189 -1.0831 -2.1910 -2.19 1.36
GGTTTGGGGATTGGTTATGTTAATTTATGATTATAGA
CCACAATATTTACAAAGTTCATTGAGACATT

8496 orf19.3332 orf19.3332 orf19.3332 #N/A Predicted ORF from Assembly 19 -1.3401 0.0895 -0.0380 -1.4189 -1.7563 -2.3437 -2.20 2.90
TTGTTTGTTTATCACTTGGCACCATCAATAAAATCT
TTAGTCTTTACCGTAAGAGATGTGCTAAACAG

5465 orf19.4157 orf19.4157 orf19.4157 SPS19 Predicted ORF from Assembly 19 -2.0529 0.0129 -1.3004 -0.8599 -1.1779 -1.4501 -2.20 1.23
AGAAGAGAGTTCCTATTGGACGTATAGGTACAACT
ACTGATATTGCTGATTCTACAGTGTACTTGTTT

7346 orf19.100 orf19.100 orf19.100 YJR107W Predicted ORF from Assembly 19 -1.4580 -0.2126 -0.0695 -1.5228 -1.7226 -1.8468 -2.20 1.62
TCTTTTATTTTGCATTCGACAGACGAGACTATTTAC
AGGCTCATATCACATACTTTAGAAGGATGGGG

6808 orf19.1976 orf19.1976 orf19.1976 #N/A Predicted ORF from Assembly 19 -1.5146 0.2916 -0.2934 -0.4699 -1.8262 -3.0233 -2.20 4.34
GTTAATATTGAAGATAAGGAGCTGAAATCTTTTGCT
AGTGATTATTCAGTTGATTCTATCCCTACTAC

7503 orf19.409 orf19.409 orf19.409 YNR018W
Predicted membrane protein; similar to S. cerevisiae 
Ynr018Wp -1.0559 -1.6126 -1.4035 -0.8757 -0.9971 -0.9379 -2.21 0.00

GCCGAAATTAACAAGAACAAACCTGCACCACTTCC
TCATTGGAAACAAGTTTTGGATGAAAGGGATGC

5619 orf19.4048 DES1 orf19.4048 #N/A Putative delta-4 sphingolipid desaturase -1.1877 -1.0923 0.0144 -1.3076 -0.6735 -2.6620 -2.22 2.37
TGAATGTTGTGCACCAACTTGTATTTGATTATTTCT
GGGTAAAATATTTTGGATGGAAAAGCTTTGCT

8108 orf19.5515 orf19.5515 orf19.5515 CBP3 Predicted ORF from Assembly 19 -1.4228 0.0607 -0.7060 -0.4860 -1.9714 -2.4344 -2.23 2.38
TTTTACATTATTGGATTCTTTCAGTTAGAATGAGGG
CTCTACCTTTCAAATATGCCAAACAGTATCAA

5106 orf19.5307 orf19.5307 orf19.5307 JEN1 Predicted ORF from Assembly 19 -0.6574 0.4125 -0.3846 -2.0174 -2.0710 -2.2653 -2.24 3.38
TGTCCAAACTTATGCGCAATTCCTCGGTGCTCGTG
CAATCTTTGGTATCTTAATGGGAAGTATGTTGC

7304 orf19.4631 ERG251 orf19.4631 ERG25
Predicted ORF from Assembly 19; ketoconazole-induced; 
amphotericin B, caspofungin repressed -2.2176 -0.8314 -1.6804 -0.2481 -0.5995 -1.4112 -2.24 1.36

CTTCAGTACTGAATGTGGACAATTGGCAAAGCAAA
GACGTGAAGCAAGAGCAAACAGAAAATCAGAGG

8695 orf19.406 ERG1 orf19.406 ERG1
Squalene epoxidase, catalyzes epoxidation of squalene to 
2,3(S)-oxidosqualene in the ergosterol biosynthetic pathway. -1.6758 -0.6371 -1.2969 -0.6394 -1.2243 -1.5187 -2.24 0.00

ATGGGAAGCTATTGAAGTATTGTTTACTGCTATTGT
TATTTTCACACCTTATTTATGGACCGAGTTGG

6642 orf19.6687 orf19.6687 orf19.6687 #N/A Predicted ORF from Assembly 19 -1.7959 -0.3603 -0.3219 -0.7418 -0.6082 -3.2379 -2.26 3.38
TGGGTTTGTTTAGTCAACTATGCCAATGACATTTGC
TATGGCGACCTCAGGTTCATAAACAATTTTGT

8736 orf19.5000 CYB2 orf19.5000 CYB2

Protein described as precursor protein of cytochrome b2; 
transcriptionally regulated by iron; expression greater in high 
iron. -1.9942 -1.3959 -1.1681 -0.3111 -0.7322 -1.6897 -2.32 0.00

TTCCAGAAGATAAATTGTTTAGAAATGTTTATCAAC
CATTGATCAGTCCTCCATTTAAGGAGTCCAAG

8275 orf19.5212 orf19.5212 orf19.5212 #N/A Predicted ORF from Assembly 19 -1.4461 -0.0321 -0.7108 -1.0469 -1.6990 -2.4035 -2.33 1.36
CCACTTTTATCGTCAGGTACAGCTTCTTCGAAATC
CAATTCTCGAGCCCCAGTTCAAAGCTTGAATTT

5236 orf19.5759 SNQ2 orf19.5759 SNQ2
Protein similar to S. cerevisiae Snq2p transporter; member of 
the PDR subfamily of ABC family. -2.1520 -1.7037 0.9949 -1.4580 -1.0233 -2.0058 -2.34 3.38

TGCCTGGGTTTTGGACTTTTATGTACAAGTTGTCA
CCATACACTTATTTTATTCAAAACTTGGTGTCG

7671 orf19.6816 orf19.6816 orf19.6816 YJR096W Predicted ORF from Assembly 19 -1.2379 -1.0058 -2.0233 -0.7346 -1.0233 -1.4150 -2.36 0.00
ACTCCAGAAGAAATGGTGCTAGTTGATCAACCTGA
TGCCTATGAACCAACTGATTGGGAATGTACCAA

6984 orf19.6602 orf19.6602 orf19.6602 COQ9 Predicted ORF from Assembly 19 -2.0058 -1.7760 -2.2653 0.1270 -0.1520 -1.3884 -2.37 2.38
TTGAACAGTGGATTGAGTTTAATGCTTTTGGATTAG
TTAATTTGATTAAATCGCAATTAGCAAGAGGG

6078 orf19.6044 orf19.6044 orf19.6044 MOB2 Predicted ORF from Assembly 19 -2.1976 -1.0893 -0.4840 -1.6259 -0.3529 -1.8262 -2.40 1.23
CAAGAACATCTCACGACAAATGTTTCGTATATTTGC
ATTTATATATTACAATCAATTTGACAAGATTG

8359 orf19.7065 orf19.7065 orf19.7065 PSF3 Predicted ORF from Assembly 19 -1.1617 -0.2076 -0.8443 -1.3997 -1.2413 -2.7563 -2.41 1.36
ACAACTATGCAAGCAATATTCATTCAAAACATTTCA
ATACTGAGTTTATTTACACTTTGGATGAATTT

7337 orf19.4789 orf19.4789 orf19.4789 #N/A Predicted ORF from Assembly 19 -1.8573 1.3730 -0.7760 -1.3921 -2.4422 -2.5479 -2.42 5.31
CTGACCAAGAAGCTTATTATAGTGCTTATGTCACTA
ATGACCCCGATACCTTGTATTCTGCTTTCCAA

7945 orf19.1070 orf19.1070 orf19.1070 YMR010W Predicted ORF from Assembly 19 -1.1329 0.1916 -0.5458 -1.3585 -2.0410 -2.9885 -2.48 2.38
TGTGTAAGTTGGAGTTATTTCAAAACTGCGTTTAAA
CAAGTATTGAGATTATTTGACGTTTACTATAA

5708 orf19.6360 orf19.6360 orf19.6360 RCK2 Predicted ORF from Assembly 19 -1.2550 -0.9771 -0.6016 -3.2653 -0.4170 -1.3622 -2.48 2.37
AATCGAACTTTACTACTGACTCGCAAAATTCGCAAT
TTCATCAAGATTTCTTATCAAAGTACATCAAG

8024 orf19.6294 orf19.6294 orf19.6294 MYO1 Predicted ORF from Assembly 19 -1.7466 0.1164 -0.9828 -1.8059 -0.7834 -2.8059 -2.52 1.62
ATGAACCCTCTGTTGTTTACAATTTGTACTTGGCAA
TAATGGATGATTGGATTTACCCCTATTCTGGG

5122 orf19.5377 HOS2 orf19.5377 HOS2
Histone deacetylase; similar to S. cerevisiae Hos2p; has 
conserved deacetylation motif. 0.3242 -0.1552 -0.1313 -2.3292 -3.0954 NA -2.62 4.34

ACATAAATGATATAGTCTTGTGTATTATCAACCTATT
GAGAATATATCCAAGAGTGTTGTACGTGGAT

6982 orf19.1496 orf19.1496 orf19.1496 #N/A
Putative transcription factor with zinc finger DNA-binding motif; 
possibly spurious ORF (Annotation Working Group prediction) -1.0499 -0.5649 -1.9051 -1.6126 -1.3959 -2.0350 -2.69 0.00

TTTGTCCCTACCACTACATCTAAAGAACTTGATGAT
ATATTGAATGGTAGTCCCGACAATAATTACAT

8810 orf19.6621 orf19.6621 orf19.6621 MHP1 Predicted ORF from Assembly 19 -2.3219 -1.7037 -2.1910 -0.7179 -0.8288 -1.1584 -2.80 0.00
AACTCTCAAAAGAATCCACTGATGAGCAAGATGTT
TCCTCGACTACCAAAGACGTTTGCGATGAGCTG

8329 orf19.5664 HOF1 orf19.5664 #N/A
Protein not essential for viability; similar to S. cerevisiae 
Hof1p, which is a protein localized to the bud neck. -1.1844 0.6220 -0.3529 -1.7959 -3.4020 -3.1844 -2.93 3.38

TCCAGGTTATGAAAATCAATTGTTTCACATATTGTAA
TAACATAGCTACCTTGTGTGTTGACCTAGAT

6376 orf19.2366 orf19.2366 orf19.2366 #N/A Predicted ORF from Assembly 19 -2.6712 0.6060 -0.9132 -2.3884 -1.7179 -3.0233 -3.21 2.37
AACTTTACAATAATCGTAAATTAATCATTTCTTTGAT
GGAGGAAGTTATACCAACAATGAATGAGAAT

8217 orf19.5877 orf19.5877 orf19.5877 #N/A Predicted ORF from Assembly 19; caspofungin repressed -1.5146 -0.7859 0.6267 -1.8365 -4.1128 -2.4901 -3.22 2.90
TATTGAAGCGATTTTAGCCCTCACGTTATATCCTGT
GTTTAGTGGGAAGTACGCCCTCTTCAAGTGGG

6886 orf19.7514 PCK1 orf19.7514 PCK1 Phosphoenolpyruvate carboxykinase; role in gluconeogenesis. -0.9828 -1.2277 -2.7959 -1.4305 -1.7322 -2.3219 -3.36 0.00
CAAAAGGAAATTGAATCTCTTGGTAAGAAGTTCAAT
GACAATTTCGTTAAATATAGTGATCAAGCTAC

7026 orf19.6173 orf19.6173 orf19.6173 MTH1 Predicted ORF from Assembly 19 -3.0954 -1.6484 -1.8730 -1.4344 -1.8836 -2.0291 -3.98 0.00
CATGATTTTCTTAGATTTAAGTTTAAAGAAATTGCCT
TGAGAAATTACTTGATCAATTTAGCCGCTGC

6368 orf19.2659 orf19.2659 orf19.2659 YIL057C
Predicted ORF from Assembly 19; downregulation correlates 
with clinical development of fluconazole resistance. -2.2243 -2.6620 -2.3004 -1.2277 -1.4620 -2.7661 -4.31 0.00

TGCAATTGGATGTCACTTGTACCAATGATTCTGCCA
TGGTTGATGTTGATTTCAAAGCTATTCCAATC

b The names of the orthologs from C. albicans assembly 19 from the Candida Genome Database (www.candidagenome.org) are shown. 

a The oligonucleotide probes were designed to target open reading frames putatively identified from orthologs in  C. albicans (assembly 19) and other species. The orf19 name is given for C. albicans orthologs, and the GenBank accession number for other sequences.

cThe names of the orthologs from Saccharomyces cerevisiae frrom the Saccharomyces Genome Database (www.yeastgenome.org) are shown. 
d Putative gene descriptions are taken from the Candida Genome Database where possible, or from GenBank  (indicated with an asterisk)

fSequence of the oligonucleotide probes. 

eFalse Discovery rate from Significance Analysis of Microarrays.


