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Yeast Interacting Proteins Database

INTRODUCTION

We performed a comprehensive two—hybrid analysis of the budding yveast proteome. We cloned almost all of the full-length
yeast ORFs individually as a DNA-binding domain fusion (bait) in a MATa strain and an activation domain fusion in a MATa
strain. These clones were subdivided into pools, each containing up to 96 clones. Following the systematic mating of these

pools, survivors of two—hybrid selection were subjected to sequence—tagging of bait and prey to obtain Interaction Sequence
Tags (ISTs).

m

While “full data™ contain all of the 4549 interactions that we detected, “core data” include 841 interactions with more than 3
IST hits. Both tables contain gene name, ORF name, brief description of each bait and prey, information on their co—occurrence
in literature, and other lines of evidence for their biclogical relevance, from which you can learn whether the interaction has
been reported by others, whether synthetic lethality is reported between the two genes, whether the two genes are
co—expressed, whether the two proteins have alternative interaction paths, whether similar interactions are identified in other
species and how many IST hits the interaction has. All of these feature would help you evaluate the biclogical relevance of
each interaction to build vour own model for interaction networks. A viewer software for model construction is developed by
INTEC Web & Genome Informatics Corporation.

We also attached a table containing all of the available interaction data on yeast poteins.
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DATASETS
Full data {4,549 interactions)
Excel format file

Compressed File (gzip format. 300K byte — Recomended)
Uncompressed file  (1.3M byte)

HTML file

Huge file. (11.2M byte )

Text file
Core data (841 interactions with more than 3 IST hits)
Excel file

Compressed File (gzip format. 1K byte — Recomended)
Uncompressed file (274K byte)

HTML file

m

Huge file. (2.0M byte)

Text file

You can easily see the results of our comprehensive two—hybrid analysis and previously reported protein—protein interactions
using:
Workbench System for Support of Gene Regulatory Network Construction

=

© 2010 1% [ET] (RREKZ) licensed by CCRR2.1B 74



A =] o 0] E F €] H I o K.
Literature Literature
Bait Bait Bait Frey Frey Frey Literature | Literature shared sharin CuraGen | S
ORF gene name |description ORF gene name (description| on bait on prey | by bait and sc:ureg ’

] prey

2 |YARDIIW ARDII  [Proteinwith sifvARDI3 [WARDISWY | Protein with si b b 0

3 |vBLOOBC BLOOGE Fratein of unkfvDEA89W  IWDE4GMY  |Protein of unk 3 3 Z Z 0

4 |WBELO1EWY  JFUS3 SeringfthreonifYDR4G0W  JDIGE MAF kinase-g 134 11 g 47 0

5 [vYBLDEYWY PSS SeringfthreonifvPLI43C DIG1 FAP kinase-g 134 12 10 55 0

G |vBELDZEWY  JLShk2 UG snEMNA-as[YCROZZC  JPATI Fratein requir 18 12 4 17 0

7 vBLO33C FIE1 GTF cyclohyorML108W  IvNL108YWY  |Protein of unk 10 Z Z Z 0

g8 |vBLO33C EIE1 GTFE cyclohyd PRI IWPRT7EW  |Protein of unk 10 3 3 4 0

8 |vBLO39C IIRAT CTP gynthaselv JB103W  JURAS CTP synthase 24 11 10 58 0

10 | YELO45C COR1 Ubiguinol oyt vPR191YW  JQCRZ Uhiguinal cytg 27 3 14 R n
11 |wBLD&EYWY  |FTC3 Frotein seringvDRO71C  |WDROV1C  |Frotein of unk) t t . N - 1
12 wBLOEE®W  JFRS4 FhosphoribogvOLOETYY  JPRSE Fhospharibog S -t: I
13 |*YBRO&RIC EY N SerinefhreonivBROEIC AL Serinefthreon yS e m a I C a m e I
14 YwBRO??C BRO7?C Frotein of unkfvKRODM  IWEKROO?M  |Frotein of unkl J\ » 1
12 |YERO94w BRO3  |Pratein of unkfyOLT49W  JDCET mREMNA decap ]j h\ é J_ — -lj- ‘j: L \ 1
16 wBR103W  JSIF2 Frotein invol-vdBT4W VIR |Essential prot 1
17 [WER108W BRE108YWY  |Pratein with clfvDRIGEW  |RVSTEY Fratein that aff f ~ L \ 1
18 |WBR108W BE108YY  |Protein with clfvGR13EW  |WGR13EYWY  |Protein with w d~ 1
15 YBR13BW  JCKE1 Frotein assocfvBR1B0WY  JCDCZE Cyclin-depen I
20 WBRI13BW  JCKS1 Frotein assoc|vBREE2VW  JDUTI dlJTP pyvroph 1
21 wBR13BWY  JCKE Protein assocfvGR108W  JCLE1 G2fM-phase- 1
22 rBRE13AW BRE137  |Protein of unkfvBR137  [WER132 |FProtein of unk) b J— 1
23 YBRI70C _ |NPLA Nuclear pore {vDL126C__|CDCA8 Protein of the é { ?% %u —Cé 1
24 WBR170C MFLA Muclear pore [YGRO48W  JUFDT IUhiguitin fusic E K 0 1
25 wBR1EMW BR18MY  |Proteinwith sifvNEO3ZW  JFPGI Fratein setine » ~ o
26 |YBR188C  NTCZ0 Splicing factofYDRA1EW  J5YF1 Fre-mRMA sp -] — -lj- lj: L \ fd~ L \ 4
27 wBR21EC ERZ16C Frotein of unkivhLODMW AR Transcription 1
28 YBRETM  JAPGTE Fratein conjudrLR423C APGTY Fratein inwol 1
28 wBR21MW  JARPGIE Frotein conjugvhR159C  JAFPGTE Coiled-cail gr 1
30 | YBREZZ3IC BR223C  |Tyrosyl-DNA IYDRE10W  JSMMT3 Uhiguitin-relat 1
31 wBRZZEW BRZZ8W  |Protein of unkfvLE1358%  |WLR138WY  |Protein of unk) 1
dz2 |vBRE39C BRZ33C  |Protein with sifrPL133C TPL133C Fratein with si 1
d3 | YBRZ4EW BEZ4EYY  |Pratein of unkfvDRESZ0C  |WDBES20C  |Protein with si J

34 WBR2RAC  JTRSZ0 Fratein ofthe TrDREA72W  JTRS31 Fratein of the g b b 2k 1

35 |YBREZE4C  JTRSZ0 Fratein of the TrEROBEC BET3 Low moleculs g g 5 20 0

d6 |YBRZEIC RGO GTPase-actrMROZZW  JHOFT Fratein inwvoly 10 12 3 4 0
M4 r ¥ | semifiral table 20001206 < #J 4 ! »
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Literature Literature E|
Bait Bait Bait Frey Frey Frey Literature | Literature shared sharin CuraGen a
ORF gene name (description ORF gene name |description on bait on prey |by bait and sc:ureg ]
1 prey
2 ABRDIY  |YARDINVY  [Proteinwith sifvARIIR™ |WABDIM  |Protein with si G G 1]
3 YBLDDEC LS00 Nnee Memtmiem = cnn o dN AT ACTL A S AT ALY Mt Hf unk 3 3 2 2 |:|
4 wBLOTEW  s[# 15a-g 134 11 a8 47 0
5 YBLOTEW # E%O)*E E1,EJ . DBlj: a 134 12 10 E5 1]
G vBLOZEW . o < ;qm:e 13 13 ;1 1; g
7 wBLO3IC Lh
s velme o 37|\ IEJ % Funk 10 3 3 q 0
5 vBLO39C hasH 24 11 10 A 1]
10 YBLO45C | ot 27 23 14 849 1]
11 vBLOGEW funk| 13 3 1] 1] 1]
12 wBLOBEW . ! \ - \ tibosg g 11 8 39 0
13 vBRORIC ﬁk L b * *l,f L reani 8 8 1]
14 YBRO??C K !F | ﬁ *& "~ d‘ funk| 3 5 1 3 1
15 wBEI94W acap g £ 3 g 1]
16 YBRE103W prot a8 3 3 7 1]
17 wBREI10SW at aff 7 34 4 11 1]
18 vBREI103W ith 7 G 3 5 1]
159 YBRI35W Yeast Proteome pen 21 334 16 112 0
20 wBE138W roph 21 10 3 g 1]
21 vBRE135W ase-4 21 1] 7 33 1
22 YEBR1ATW Databasew*ljj - Funk 3 g 0
23 wBRI170C fthe 15 46 3 5 1]
24 vwBRI170C — fusio 15 10 5 18 1
95 YBRI1GTW (7—17)[/#1 / Srine B 5 7 7 i
26 vYBR188C . . _ l& sp 7 7 4 7 1
27 vBEZ1EC =~ Pﬁ tiong 3 a5 3 4 0
28 vBRE21MW /3/";6 Bl/1. DB) ol 16 G 4 7 1]
29 vBR21MW il pr 16 11 7 31 1
30 YBR223IC relat g 149 1 1 1]
31 wBEZZEWW funk g g 4 7 1
32 YBRZSBC [ I LY T Bl | Y I W = 1 el Jdde | Il S R P [ =] )] '.".'ith Si 4 5 3 4 I:I
33 vBRE24EWY  |vBRZ4EWY  [Protein of unkvDR&20C YORE20C Frotein with i 3 2 2 2 0
34 vwBR2R4C TRE20 Frotein of the TvDE472W | TRS31 Frotein of the ] g G G 2h 1
35 vBRZRAC TRE20 Frotein of the TvKROBEC BET3 Low moleculal g g ] 20 1]
36 YBREZEOC RGD1 GTFase-actvMMROIZW  |HOF Frotein imvol 10 12 3 4 0 -
M4 b k| semifinal takle 20001 206 <%0 4] I 3
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Quick Search:

Proteome BioKnowledge® Library

BIOBASE YPD ™

Saccharomyres cerevisiad

Protein possibly involved in propionate utilization

Gene Symbol/Svynonyms FOH1; YPET723.02; LFZ2W: YPROO2W

i Tools
Gene Families ———

Gene Ontology
Molecular Function Molecular function unknown [details]

Biological Process Fropionate catabolism [E] [details] B0 KN OMLEL S E
Cellular Component Mitochondrial cuter membrane [E]; Mitochondrion [El; Cytoplasm [E] [details] RETRIEVER

Mutant Phenotype ‘Viable [E]: Altered sensitivity to drugs or other compounds [E]. [details]

Sequence

Fullnf laknl...ndlftes (1..516; 61 aa)
pl: 9.26  MW¥: 57654 TH: 0 [P]

Maturenf laknl...ndlfteg [P] (1..518; 518 aa) [details]
pl: 9.26  MW¥: 57634 TH: 0 [P]

Codon Usage Codon Bias: 0.013 GAL: 0.114 FROTEIN
Gene Chromosome: Y] Introns: 0 [E] SEQJENGE
3D Structure (PDB) 1520 A (58%) [details]
Domain MmgE/PrpD family [details]

Related Proteins

H. sapiens
M musculusIRG1 4% [details]
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e null mutant exhibits increased sensitivity to 30 mM propionate when grown on minimal ©

arown on 001% to 01% raffinose medium (111754160 f
o null mutant shews comparable growth with wild—type cells on acetate medium (111794 d\
5( MM BT

s localizes to the ovtoplasm and mitochondria, as determined for a C—terminally tagged C
s detected in highly purified mitochondria by large—scale tandem mass spectrometry anal
e one of 112 proteins or precursor proteins localized to the mitochondrial outer membranes swave nac i, wasou L Sape s s
subcellular fractionation and mass spectroscopy (16407407

s transcription in response to mitochondrial dysfunction is independent of Pdrdp function (11943188)

s transcription may be regulated by Raplp, Btolp, and Stel?p, as sugzested by computational analyses using support vector machines (5%
(14555624)

o mENA and protein abundance iz increased in response to diauxic shift, as determined by microarray and 20-g2l analyses (145976150

o one of 1004 cell-cyele regulated genes, as determined by microarray and computational analyses (14596045595

o one of 532 SAGA-dominated genes whose transcription is regulated by the SAGA complex and is largely independent of Taflp, as determined by
microarray anabhysis (149927267

s one of 312 class W1 genes that are repressed in response to glucose, RasZp overproduction, or Gpal2p overproduction, as determined by
microarray anabhysis (151384080

e one of 84 mRMNAs whose abundance increases in cth? null mutant cells in response to iron deprivation (156524855

¢ mRMNA contains at least one All-rich element in the 3" untranslated region and may be regulated by CthZ p—mediated mEMNA degradation in
response to iron deprivation (196524853

F—IHRF—AD

e present in approximately 2 73EH03 molecules per log-phase cell, as determined by
£1456210g)

e has an experimental isoelectric point of approximately 885, and runs at 53.3 kDa o

Funcitional Genomics

o null mutant, constructed in a svstematic high—throughput deletion study, is viable 104361613

e one of 43 genes coregulated in cells lacking total mitochondrial genome independently of cell density [FZF1 YJL213W ADHZ2 SPG2 FRE4 THAI
FYC1 vYML203C YLROSSC FXA VIDE4 BAT?2 PEXI1 YER1E2VW YLRO04Z SPO1 ERR2 DLD YOL119C CTF19 YARDGEW YME191W PEMI GPD2
AGP2] (11179416>

o one of 43 genes coregulated in cells lacking total mitochondrial genome independently of cell density [YJLOZTW YDRIS4C PDH1 CIT3 CIT?
HxT10 DICY ACS1 ¥ILOS7C DIPS MNCE103 DAY ALDA PHOSS CRCT YLR349W JENT SPS18] (11179416)

s one of 19 genes comduced by treatment with 1mg,fm| antimycin and in mutar|{=) EXEEEENE © 2010 {Ri% B8 (EREXP) licensed by CCRR2.1BAX
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Literature Literature
Bait Bait Bait Frey Frey Frey Literature | Literature shared sharin CuraGen
ORF gene name (description ORF gene name |description | on bait on prey |by bait and sc:ureg

1 prey

2 WARDIW  [WARDIW  |Proteinwith sifvARDIW  WARD3IIW  |Protein with sig ] ] 0
3 YBLDDEC A0 N Miemdmie = cn o dS AT ATV LS AT ATV AT Mt Hf unkrl 3 3 2 2 I:l
4 YBLO1EW 15e-g 134 11 g 47 0
5 BLOTEWY K | I* 'l‘ﬁ *E 75\ b 1:%' é *E E 15e-g 134 12 10 55 0
G vBLOZEW 1guirg 18 12 4 17 0
7 YBLO33C i 9 _-E) L/é funkd 10 2 2 2 0
g vBLO33C J1. } d) b funki 10 3 3 4 0
8 vBLO3IC hase 24 11 10 58 0
10 YBLO45C CORT Ubiguinol cytgvPRI191Y  |QCRZ Ubiguinal cytd 27 23 14 g9 0
11 |"ELOGEWY FTC3 Fratein serinelvDROTIC YDROAC Fratein of unky 13 3 0 0 0
12 vBLOBEW FRZ4 FhosphoribogvOLOETW  |FRSE Fhospharibog g 11 g 39 0
13 |*YBRO&RIC Ak Serinefthreoni|vBROEIC Ak seringfthreoniy ] ] n
14 YBRO??C YWBRO?IC Protein of unk{YKROD?W  [YKROO?W  [Protein of unkd 3 B 1 3 1
15 YBRO34SW  [WBRO4W  |Protein of unk]vOLT48%  |DCH mBEMNA decap 5 £ 3 5 0
16 WBERI103W  |SIFEZ Frotein imvobe v BT 41 YIRTA1WY Essential prot i 3 3 7 0
17 YBR108W  |WBR108W  |Proteinwith cl{vDR3gEW  |RWS167 Frotein that aff 7 34 4 11 0
18 vBRI108W  [WBRI108W  |Proteinwith cl{v'GR13BW  |WGRI13BW  |Protein with we hi ] 3 b 0
18 YBRI13BW  |CKS1 Frotein assoc|vBRIEW  |COC2E Cyclin-depen 21 334 16 112 0
20 YBRI13BW  |CKE1 Frotein assocvBRZE2YW  |DUTT dUTP pyroph 21 10 3 5 0
21 YBR13BW  |CKS1 Frotein assoc|vGR108W  |CLET GE/M-phase-d 21 B0 7 33 1
22 YBR13™W  |YBR13™W  |Protein of unk)vBR13™  |WBRI13™  |Protein of unky 5 5 0
23 YBR1VOC MFLA Muclear pore |YDL1EEC CDeC48 Frotein of the 15 4k 3 b 0
24 YBRI1VO0C MELA Muclear pore |YGRO48W  |UFDY Ubiguitin fusiof 15 10 b 18 1
25 WBR1&MY  |[WBRISBMY  |Proteinwith sifvMNRO32W  |PPGI Frotein serine B 8 2 2 0
26 YBR188C MTC20 Splicing factogvDRATEWY  |SYF1 Fre-mBMNA sp 7 7 4 7 1
27 wBRZ21BC YBRET16EC Frotein of unkfMLODTW AR Transcriptiond 3 iJ4] 3 4 0
28 |YER21MW |APGIZ Fratein conjugyLR423C APGTY Fratein invohg 16 B 4 7 0
28 YBR21MW  |ARPGIE Frotein conjugvMRE159C  |APGTE Coiled-cail pr 16 11 hi 5] 1
30 WBR2Z3C YWBRZZIC Tyrogyl-OMA [WYDRE10W  |[SMT3 Ubiguitin-relat 5 19 1 1 0
31 WBR2ZEW  |WBR2ZSW  |Protein of unk]vLRT3EW  |WLRT3EW  |Protein of unky 5 5 4 7 1
32 YBRE239C TBREFIC Frotein with sifFL133C WFL133C Protein with sif 4 5 3 4 0
33 vBR24eWw  |vBRZ248W  |Protein ofunk)vDRES20C  |WDR5Z20C Protein with sif 3 g g g 0
34 vBR254C TR=E0 Frotein of the [YDR4VEW | TRS31 Frotein of the | g ] ] 2k 1
35 YBR2R4C TRS20 Frotein of the 1vKROBEC BET3 Lowe rmolecula g g 5 20 0
36 YBR2EOC RGO GTPase-actvMROIZW  |HOFT Frotein irwvohs 10 12 3 4 0
M 4 » M| semifinal table 20001206 <% 4 I »
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Workbench System for Support of Gene Regulatory Network

Construction:

Genetic Network Visualization System =

About this system

Lzing this system, vou can easily see the results of our comprehensive two—hvbrid analysis and previously reported protein—protein interactions.
We expect that the system will help vou built vour own model for interaction networks. Both the svstem and our data can be fresls downloaded

from this site. The system was just developed by a Japanese company, INTEC Weh and Genome Informatics Corporation. If vou have some
troubles with this system, please contact them by e—mail at the following address: mailbowebgen® gic.intec.co.jp.

Environment

This system operates as an application of Java 2. To run this system, Java 2, version 12 or 1.3 (1.3 is recommended), is required. Java 2 Runtime
can be ohtained from the Web site of Sun Microsystems, Inc. We hawve already confirmed that it can run on Windows 95,/98,/2000,/MNT4.0, Linusx

2212 or higher and Solaris 28 or higher

For Mac users:

We are afraid that this software cannct run on Mac O3 because Java 2 does not support the current Mac O35,

Introduction

1. Overview of the system

This system supports the construction of a gene regulatory network. In this softwars, 3 genetic network is represented as a graph. You can
zee protein—protein interactions, connected components and alternative paths.
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. Overview of the system

This system supports the construction of a gene regulatory network. In this software, 3 genetic network is represented as a graph. You can
see protein—protein interactions, connected components and alternative paths.
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Protein—protein interactions

Tou can search protein—protein interactions and extend it to 8 network, or vou can confirm whether an interaction has been previoushy
screaensd.
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A comprehensive two-hybrid analysis to =
explore the yeast protein interactome

Takashi Ito " : T, Tomoko Chiba ", Ritsuko Ozawa ¥, Mikio Yoshida &,
Masahira Hattori ¥, and Yoshiyuki Sakaki # : 1
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Communicated by Satoshi Omura, The Kitasato Institute, Tokyo, Japan (received for rewiew
December 4, 2000}

Abstract

Protein-protein interactions play crucial rales in the execution of warious
biological functions. Accordingly, their comprehensive description  would
contribute considerably to the functi
genomes, which are flooded with now
previously developed a system to exami
combinations between the =&,000 prots
cerevisige. Here we have completed the ¢

| I
to identify 4,549 two-hybrid interactio
these data do not largely overlap with t

P., ef & (2000) Agture (London) 403,

expanded our knowledge on the protein interaction space oOr INTEractome or the
weast, Cumulative cannection of these binany interactions generates a single huge
network linking the wvast majority of the proteins. Biocinformatics—aided selection
of biologically relevant interactions highlights warious intriguing subnetwark s.
They include, for instance, the one that had successfully foreseen the
invalvernent of a novel protein in spindle pole body function as well as the one
that may uncowver a hitherto unidentified multiprotein complex potentially
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Yeast Interacting Proteins Datahase

| Download
ODatabase Description First of all, please read the license of this database.
ODownload Data names and data descriptions are about the downloadahble data in this page. They might not
N icense correspond to the contents ofthe ariginal database.
OUpdate History of This  Click the links on "Data Mame" for descriptions of the data.
Datahase
# Data name File Simple search and download
1 |README README e htrnl -
Core Data of Yeast Interacting
2 |Proteins Database (Annotation core updated.zip (FTKBE) Simple search and download

Updated Version

Full Data of Yeast Interacting
3 |Proteins Database Annotation full updated.zip (37 2K8) Simple search and download
Updated Wersion

Zore Data of Yeast Interacting
4 |Proteins Database (QOriginal core original Zip (37 KE) Simple search and download
Wersion)

Full Data of Yeast Interactin
5 |Proteins Database fOriuinH DriﬂinM} Simple search and download

Wersion)

" Downioad via FIP ; ;
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Site Map | Search Options | Help | Home | T=® £ Ki
Community Infa Submit Data BLAST Frirmers Fathatch Genedzeq Resources Advanced Search Community Wik
» Search Options SGD™ s a scientific database of the molecular biology and genstics of the yeast
Advanced Search, Full-text Search Saccharomyees ceravisiae, which is commonly known as balker's or budding yeast.

(Textpresso), Search SG0 web pages,
Global Gene Hunter, Search Literature,

and more New and Noteworthy

» Help Resources
Setting Started, Sitemap, FAZ, and mare.

> Analysis & Tools ¢ SGD on Facebook and Twitter - August 26, 2010

BLAST, Gene/Seq Resources, Maps, SGD is now on Facebook and Twitter! 'Like' us on Facebook or follow @yeastgenome on

and more. Twitter to get updates about new features, tips on using SGD, and interesting tidbits about
yeast.

» Homology & Comparisons

PDEB Homologs, Protein Dormainsddotifs, .
Homalogs ang.j more. ¢ SGD Curation News

» Function & Expression

Protein Infa, Pathways,
Expression Connection, and mare.

>enome Snapshot

MNew papers added to SG0 this weel

Yiew GGenome-wide Analysis papers in SGD.
Do a literature search.

» GO Resources

G0 Tutarial, What is GO?
=0 Term Finder, and rmor
‘ 30 An
» Community Inf , m in the future

search SGD colleagues, | )
Conferences & Seminars, Cammunity wiki,

P (De, ¢ New resource links - July 14, 2010
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Fystermatic Marme
Feature Type

Description

Mame Description
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Cellular Component
High-throughput
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YiHT (see Nomenciatlre conflict Nofe)

YCROS9C

ORF, “erified

Protein that inhibits activation of GenZp, an eIF2 alpha subunit protein

kinase, Iy competing for Gonlp binding, thus impacting gene
EXpression in response to stanvation; has sequence and functional

similarity to the mouse IMPACT gene (1, 2, 3) ="

veast Impact Homolog |

AllYIHT G0 evidence ahd references

Wiew CompLitional GO annotations for YiHT

rnolecular_function unknown (MDY

L]

regulation of cellular amino acid metabolic process (IMP, 1P

cytoplasm (IDA)
nucleus (IDA)

Al YIHT Fhenotype details and references

| Summary |f Locus Histary T Literature T Gene Ontology T Fhenotype T Interactions T Expression T Pratein T Wiki ]
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Click on map for expanded view
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Literature
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Sequence Analysis Tools
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Abstract

Wea performed a large-scale cDMA analysis to explore the transcriptome of the
budding veast Saccharomyces cerevisige. We sequenced two cOMA libraries, one
from the cells exponentially growing in a minimal medium and the other from
meiotic cells. Eoth libraries were generated by using a wvectar-capping method
that allows the accurate mapping of transcription start sites (T35s). Consequently,
we identified 11,575 TS5s associated with 3,638 annotated genomic features,
including 3,59% ORFs, to suggest that most yeast genes have two or more T35s,
In addition, we identified 45 previously undescribed introns, including those
affecting current ORF annotations and those spliced alternatiwvely. Furthermaore,
the analysis rewvealed €&7 transcription units in the intergenic regions and
transcripts derived from antisense strands of 367 known features. We also found
that 348 ORFs carry T5Ss in their 3'-halves to generate sense transcripts starting
from inside the ORFs. These results indicate that the budding yeast transcriptome
is considerably more complex than previously thought, and it shares many
recently revealed characteristics with the transcriptomes of mammals and other
higher eukaryotes. Thus, the genome-wide active franscription that generates
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ABSTRACT

We performed a large-scale cOMA analysis to explare the transcriptome of the
hudding yveast Saccharomyces cerevisias. We sequenced twio cOMNA lbraries, one
from the cells exponentially growing in a minimal medium and the other from meiatic
cells. Both libraries were generated by using a vector-capping method that allows the
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