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I. Major orotate phosphoribosultransferase (OPRTase) izozume CUE4, Verified, Protein of unknown Function WPSE, Verified, Guanine nucleot
L1040 =ShRES WHMLOSEY
WML, Werified, Intermediate filament protein SMRES, HAACA box zmall nucleolar RMA CsnoRRAD TAFL3, Verified., TFIID subunit 19 kD
WHMLLOZY YMLG
I |
lating Swelp-dependent polarized growth CACZ, Verified, Subunit of chromatin assembly factor I (CAF-1), with R1FZp and MsilpUTPL
WML1O1C-A YMLOSEN
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one methul transferase Dubious, Dubious open reading Frame Uncharacterized, Putat
WHLLO3C YHMLOSEC
. | <
owh function HUPLES, VWerified. Subunit of the inner ring of the rnuclear pore complex CHPCDH RADLD, Merifi
MLLOGN-A YMLOSIC-A
<
in regquired for nuclear retention of wnspliced pre-mRNAs Uncharacterized. Putative protein of unknown function Dubious,
MLLOOW
‘erified, Subunit of the signal recognition particle CSRP) T3L1, Verified, Large subunit of trehalose G-phosphate synthase/phosphatase
YMLOSSW-F WML OGS
Dubiouz, Dubious open reading frame GIMI, Wer
YHLOGSSC

ARGSL. Yerified, ZnZ-Cuys6 zinc-finger transcription f.
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in involwed in pre-185 rRENA processing MNT4, Verified. Putative alpha-1,3-mannosyltransferase Uncharacterized, Putati
YHROEON YNROG4C
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» predicted by tRNAscan-3E analysis FRE4, Yerified, Ferric reductase Verified
YHROELC
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srified, Putative transporter in the major facilitator superfamily Verified, Protein of unknown function
YHNROSEL YNROG2E
I o —
BING. Yerified, Putative transmembrane protein involved in the hiotin bioswntheziz  Uncharacterized. Putative membrane prote
WNROSTC
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BINd, Yerified, Dethiobiotin synthetasze
YHROSEW

BIOG, Verified, 7.8-diamino-pelargonic acid aminotransferase C(OARPAD
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