Supplemental Information

Supplementary methods

Liquid chromatography/Mass spectrometry

NanoLC-MS/MS was performed using a nanoACQUITY ultra performance liquid
chromatography (UPLC®) system (Waters, Milford, MA, USA) coupled to a maXis 4G Q-TOF
mass spectrometer (BrukerDaltonics, Bremen, Germany). The system was fully controlled by
HyStar 3.2 (BrukerDaltonics). The UPLC system was equipped with a Symmetry C18
precolumn (20 x 0.18 mm, 5 pum particle size, Waters, Milford, USA) and an ACQUITY
UPLC® BEH130 C18 separation column (75 pm % 200 mm, 1.7 um particle size, Waters). The
solvent system consisted of 0.1 % formic acid in water (solvent A) and 0.1 % formic acid in
acetonitrile (solvent B). 3 uL of each sample was injected. Peptides were trapped during 1 min at
15 puL/min with 99 % A and 1 % B. Elution was performed at 60 °C at a flow rate of 450
nL/min, using a linear gradient of 6-35 % B over 28 minutes. The mass spectrometer was
operating in positive mode, with the following settings: source temperature was set to 160°C
while dry gas flow was at 5 liter per minute. The nanoelectrospray voltage was optimized to
—5000 V. External mass calibration of the TOF was achieved before each set of analyses using
Tuning Mix (Agilent Technologies, Paolo Alto, USA) in the mass range of 322-2722 m/z. Mass
correction was achieved by recalibration of acquired spectra to the applied lock masses
(methylstearate ([M+H]" 299.2945 m/z) and hexakis(2,2,3,3,-tetrafluoropropoxy) phosphazine
([IM+H]" 922.0098 m/z)). For tandem MS experiments, the system was operated with automatic
switching between MS and MS/MS modes in the range of 100-2500 m/z (MS acquisition time of
0.4 s, MS/MS acquisition time between 0.05 s (intensity > 250000) and 1.25 s (intensity
<5000)). The 6 most abundant ions (absolute intensity threshold of 1500, were selected from
each MS spectrum for further isolation and CID fragmentation using nitrogen as collision gas.
Ions were excluded after acquisition of one MS/MS spectrum and the exclusion was released

after 0.2 minutes.



MS/MS data interpretation

The peak list has been searched against a Swiss Prot-derived combined target-decoy database
created 2012-07-18, containing 7901 target sequences plus the same number of reversed decoy
sequences) using Mascot (version 2.4.1, Matrix science, London, England). The database
contained sequences of human proteins including common contaminants (human keratins and
porcine trypsin) and was created using an in-house database generation toolbox (http://msda.u-
strasbg.fr). During database search, up to one missed cleavage by trypsin and three variable
modifications (oxidation of Methionine (+16 Da), carbamidomethylation of Cysteine (+57 Da)
and acetylation n-ter (+42 Da), were considered. The search window was set to 10 ppm for
precursor ions and 0.02 Da for fragment ions. Mascot result files (.dat) were imported into
Scaffold 3 software (version 3.6.5; Proteome Software Inc., Portland, OR, USA) and filtering
criteria based on probability-based scoring of the identified peptides were taken into account:
peptide having an ion score > minus identity score above -40 and a Mascot Ion score > 25 were
validated. The false discovery rate (FDR) was calculated to be <1 % based on the number of

decoy hits.



Supplemental Tables

Table S1: Yeast strains used in this study.

Name Genotype Ref

MATaura3-1 trpl-1leu2-3 112 his3-11 15 ade2-1 canl- (Robzyk et

Y131 100 htal-htb1::LEU2 hta2-htb2::URA3 pRS426-HTAl- Y
al. 2000)

HTBI

. . (Robzyk et
Y133 isogenic to Y131, pRS426-htal-htb1-K123R al. 2000)
Y131 Prp42-HA isogenic to Y131, PRP42-HA-HIS This study
Y133 Prp42-HA isogenic to Y133, PRP42-HA-HIS This study
Y131 Leal-HA isogenic to Y131, LEAI-HA-HIS This study
Y133 Leal-HA isogenic to Y133, LEAI-HA-HIS This study
Y131 Cbc2-TAP isogenic to Y131, CBC2-TAP-TRP This study
Y133 Cbc2-TAP isogenic to Y133, CBC2-TAP-TRP This study
gr;ilzgl’f'mp isogenic to Y131, CBC2-TAP-TRP, PRP42-HA-HIS This study
gr;f’z_cfll’f‘TAP isogenic to Y133, CBC2-TAP-TRP, PRP42-HA-HIS This study
L CB2TAP - isogenic to Y131, CBC2-TAP-TRP, LEAI-HA-HIS This study
[ 133 Ch2TAP - isogenic to Y133, CBC2-TAP-TRP, LEAI-HA-HIS This study

MATa ura3-52 trp1D2 leu2-3 112 his3-11 ade2-1 canl-
W303 100 -
W303 setiA isogenic to W303, setl.:KANMX This study
W303 set24 isogenic to W303, set2::KANMX This study
W303 brelA isogenic to W303, brel::KANMX This study
W303 Prp42-HA isogenic to W303, PRP42-HA-HIS This study
(Y03 setld P42 icogenic to W303, serl -KANMX, PRP42-HA-HIS This study
P03 set2d P42 icogenic to W303, ser2::KANMX, PRP42-HA-HIS This study
0 dotlA Prpd2- | 1 oenic to W303, dotl:-KANMX, PRP42-HA-HIS This study
;ZSE;_%&CZTAP isogenic to W303, CBC2-TAP-TRP, PRP42-HA-HIS This study
W303 setid Cbc2- |isogenic to W303, setl::KANMX, CBC2-TAP-TRP, )

This study

TAP Prp42-HA

PRP42-HA-HIS




Table S2: Oligonucleotides used in this study.

Name Sequences Ref
RPS21B5'UTRf sl CGAATCTCGGCTCTGTATAATG (Kress et al. 2008)
RPS21Bexonlr sl CCATTTTGGCTTATTGATATTCTTTT (Kress et al. 2008)
RPS21BIntronF3s2 TCCGAATTAGTGGGTTTCCA (Kress et al. 2008)
RPS21BIntronR3s2 TCAATGTTAGTACATTTGCGCTTA (Kress et al. 2008)
RPS21BIntronF1s3 AATCATCAAAGCCGATGACC (Kress et al. 2008)
RPS21BIntronR1s3 CATCGGATTCACCTCTGGAT (Kress et al. 2008)
RPS21bExon2-2s4 ATCCAGAGGTGAATCCGATG (Kress et al. 2008)
RPS21b3'UTR-2s4 AACGACTTCCCCTCTTCTTTTT (Kress et al. 2008)
HNTI 5's1 F GCACGCCTTCCAGACTTTTA this study
HNTI1 5's1 R TACAGGCAGCATCAAGCGTA this study
HNTI Ints2 F CTTACACTCACACCAATGATGG this study
HNTI Intr s2 R AGGATGGAATTTCGCCTGTT this study
HNTI1 Ex s3 F ATCCCGGACGAATTCCTTAC this study
HNTI Ex s3 R AAATGGAAGTGGACGTGGTC this study
RPL14B intron f AGGGCCGGAGATGTTTCTAT this study
RPL14B intron r TGGCAATTGAGGAGGTATGG this study
RPL14B exon f ATGGTCCAAAAGCTGGTGTC this study
RPL14B exon r GATGAAGCAGCCCACTTTTC this study
RPL34B intron f GTTAAAAGGCGAACGAGTGC this study
RPL34B intron r CTGGATACTGTTCGTTCATGCT this study
RPL34B exon f CTTTGAGACCAAGACAATACGC this study
RPL34B exon r GCAGCCTCAGTTTGTTCCTT this study
Tntergenic IV F CGCATTACCAGACGGAGATGT (Vitaliano-Prunier

et al. 2012)
Intergenic IV R CAAGCAAGCCTTGTGCATAAGA (Vitaliano-Prunier

et al. 2012)




Supplementary Table 3 - Results of Splicing Microarrays

Log?2 change in indicated genotype versus isogenic wild-type for each gene feature

Genotype:

Strains compared:

Feature:

Systematic Name Common Name

SNRI17A
SNR17B
YALOO1C
YALOO3W
YALO30W
YBLO18C
YBL026W
YBLO27W
YBL040C
YBLO50W
YBLO59C-A
YBLO59W
YBL072C
YBLO87C
YBLO91C-A
YBL092W
YBR048W
YBRO78W
YBRO082C
YBRO084C-A

SNRI17A
SNR17B

TFC3: transcription initiation from RNA polymerase III promoter

EFB1: translational elongation
SNCI1: endocytosis
POPS: rRNA processing

LSM2: nuclear mRNA splicing, via spliceosome

RPL19B: protein biosynthesis

ERD?2: protein retention in ER

SEC17: ER to Golgi transport
YBLO059C-A: biological process unknown
YBLO59W: biological process unknown
RPS8A: protein biosynthesis

RPL23A: protein biosynthesis

SCS22: biological process unknown
RPL32: protein biosynthesis

RPS11B: protein biosynthesis

ECM33: cell wall organization and biogenesis
UBCA4: response to stress

RPLI19A: protein biosynthesis

brelA
W303 brelA vs

W303
Exon

0,034982246
0,290145197
0,202851075
-0,324738575
-0,141626155
-0,057776011
0,568674706
-0,488533725
0,111929436
0,036537983
0,278681258
0,387898479
-0,632281443
-0,76915381
-0,032450816
-0,565354945
-0,476540003
0,43388661
-0,098765558
-0,636063743

0,863646606
0,877674138
0,049569878
0,541959398
-0,021987833
-0,088204903
0,802601822
0,128093386
0,427157871
0,609634501
0,436697317
0,1974097
0,151712384
0,110983962
0,439274829
0,044278553
0,104889838
0,370796912
0,919426428
0,019975356

brelA brelA

W303 brelA vs W303 brelA vs
W303 W303

Intron Junction

1,161525056
1,161525056
0,073828287
-0,02859616
-0,644917808
-0,409384719
0,053133311
0,031888437
-0,144240846
-0,22935552
0,09452826
0,092071388
-0,616208134
-1,083003564
-0,126928129
-0,711860814
-0,343149672
0,040686244
-0,063851368
-0,007029668



YBRO89C-A
YBR119W
YBRI81C
YBRI86W
YBRI89W
YBRI9IW
YBR219C
YBR230C
YCRO028C-A
YCRO031C
YCRO97W
YCRO97W 2
YDLO12C
YDL029W
YDLO61C
YDLO64W
YDLO75W
YDL079C
YDLO082W
YDL083C
YDL108W
YDLI115C
YDLI125C
YDLI130W
YDLI136W
YDLI137W
YDLI189W
YDLI91W
YDL219W
YDRO05C

NHP6B: regulation of transcription from RNA polymerase II promot
MUDI: nuclear mRNA splicing, via spliceosome

RPS6B: protein biosynthesis

PCH2: regulation of meiosis

RPS9B: protein biosynthesis

RPL21A: protein biosynthesis

YBR219C: biological process unknown

YBR230C: biological process unknown

RIM1: mitochondrial genome maintenance

RPS14A: protein biosynthesis

HMRAU1: regulation of transcription, mating-type specific
HMRAU1: regulation of transcription, mating-type specific
YDLO12C: biological process unknown

ARP2: actin filament organization

RPS29B: protein biosynthesis

UBC9: G2/M transition of mitotic cell cycle

RPL31A: protein biosynthesis

MRKI: protein amino acid phosphorylation

RPLI3A: protein biosynthesis

RPS16B: protein biosynthesis

KIN28: protein amino acid phosphorylation

IWR1: meiosis

HNT1: nucleotide metabolism

RPP1B: translational elongation

RPL35B: protein biosynthesis

ARF2: ER to Golgi transport

RBS1: galactose metabolism

RPL35A: protein biosynthesis

DTD1: translation

MAF1: negative regulation of transcription from RNA polymerase II

1,012671733
-0,36142838
-0,210363308
0,552096385
-0,958802875
-1,197163767
0,576713108
-0,791137462
-0,544484803
-0,304467775
0,150843777
0,150843777
0,519821891
-0,335583362
-0,226830934
-0,250954339
-0,997624656
0,054832447
-0,793204574
-0,846493744
0,121565052
0,219957355
0,572389318
-0,010048775
-0,722275514
-0,122399914
-0,331837738
-0,545011228
-0,160998698
0,284646447

0,290547787
-0,026043544
-0,054158193

0,123849745
-0,371199444
-0,177777577

0,125288709

0,255542929
-0,006549073
-0,555447491

-0,04312638

0,016672004

0,826075074

0,692434787
-0,131933571
-0,028594333
-0,175862947
-0,282604346
-0,268003895
-0,445057033

0,004544094

0,180821876

0,935682952

-0,16478897
-0,108704229

0,585368517
-0,321978985
-0,094207261

0,240805319

0,305578391

-0,023258089
-0,280156774
-1,432990494
0,03789808
-0,516377294
-0,068520524
0,109121695
-0,388830773
-0,485101308
-1,310566198
0,072480249
-0,074764503
0,059971686
0,046119329
0,039898141
0,132096346
-1,006865584
0,066384582
-0,068315536
-0,397537957
0,152929926
0,072151391
-0,081409964
0,132929029
-0,066405723
-0,913947099
0,040116261
0,014899093
-0,634319088
0,038764566



YDRO25W
YDRO59C
YDRO64W
YDRO092W
YDR129C
YDR139C
YDR305C
YDR367W
YDR381W
YDR397C
YDR424C
YDR424C 2
YDR447C
YDR450W
YDR471W
YDR500C
YELOI12W
YER003C
YER007C-A
YER044C-A
YER056C-A
YER074W
YERO74W-A

YERO74W-A 2

YERO093C-A
YER102W
YERI117W
YER131W
YER133W
YER179W

RPS11A: protein biosynthesis

UBCS: endocytosis

RPS13: protein biosynthesis

UBC13: protein monoubiquitination
SAC6: endocytosis

RUBI: protein deneddylation

HNT?2: nucleoside catabolism
YDR367W: biological process unknown
YRA1: mRNA-nucleus export

NCB2: negative regulation of transcription from RNA polymerase II

DYN2: microtubule-based process
DYN2: microtubule-based process
RPS17B: protein biosynthesis

RPS18A: protein biosynthesis

RPL27B: protein biosynthesis

RPL37B: protein biosynthesis

UBCS: protein monoubiquitination
PMI40: protein amino acid glycosylation
RBF20: biological process unknown
MEI4: sporulation (sensu Fungi)
RPL34A: protein biosynthesis

RPS24A: protein biosynthesis

YOSI: ER to Golgi transport

YOSI: ER to Golgi transport
YERO093C-A: biological process unknown
RPS8B: protein biosynthesis

RPL23B: protein biosynthesis

RPS26B: protein biosynthesis

GLC7: 35S primary transcript processing
DMC1: meiosis

0,178973103
0,48582988
-0,628692093
0,151128421
0,461827561
0,327719093
0,16067356
-0,294011024
0,730726427
-0,346112293
0,093066621
0,093066621
-0,42604652
-0,790696423
-0,466208755
-0,183125949
0,239707881
-0,031928549
-0,50867327
0,037441601
0,228368048
0,234757582
-0,2143673
-0,2143673
-0,093310191
-0,558659852
-0,302266576
-0,454730659
0,193126354
0,399818521

-0,068685405
0,383371258
-0,539268754
0,357215284
0,314573346
-0,05404045
0,280318191
-0,127845124
0,434352123
-0,172262787
0,265574883
0,132976724
0,02274138
-0,0825671
0,103327298
-0,122217448
0,097118251
0,171840295
-0,07400885
0,250868519
0,439986197
-0,084677252
0,101990039
-0,020512176
0,121888674
-0,054229516
-0,459996827
0,288285167
0,867965806
-0,057091204

-0,076143528
-0,031605937
-1,006233353
0,03137802
0,063065069
-0,056496807
-0,210011758
-0,081470914
-0,431939533
0,156246563
-0,004309983
0,095770992
-0,61802476
-0,051147076
-0,549157557
-0,032947287
0,002297743
0,033342481
-0,603375098
0,024009735
-0,125488032
-0,171535609
0,000742495
0,057623318
-0,20506316
-0,739914375
-0,030698701
0,186031669
-0,392807086
0,226869605



YFLO034C-A
YFL034C-B
YFL039C
YFR024C-A
YFRO31C-A
YFR032C-A
YGLO30W
YGLO31C
YGLO33W
YGLO76C
YGLO76C 2
YGLO087C
YGL103W
YGLI137W
YGL178W
YGLI187C
YGL189C
YGL226C-A
YGL232W
YGL251C
YGRO01C
YGROOIC 2
YGR027C
YGRO29W
YGR118W
YGR148C
YGRI183C
YGR214W
YGR225W
YHLOOIW

RPL22B: protein biosynthesis

MOB?2: protein amino acid phosphorylation
ACTT: cell wall organization and biogenesis
LSB3: actin filament organization

RPL2A: protein biosynthesis

RPL29: protein biosynthesis

RPL30: protein biosynthesis

RPL24A: protein biosynthesis

HOP2: synapsis

RPL7A: protein biosynthesis

RPL7A: protein biosynthesis

MMS2: DNA repair

RPL28: protein biosynthesis

SEC27: ER to Golgi transport

MPTS: cell wall organization and biogenesis
COX4: aerobic respiration

RPS26A: protein biosynthesis

OSTS: protein amino acid N-linked glycosylation
TAN1: tRNA modification

HFM1: meiosis

YGROO1C: biological process unknown
YGROO1C: biological process unknown
RPS25A: protein biosynthesis

ERV1: mitochondrion organization and biogenesis
RPS23A: protein biosynthesis

RPL24B: protein biosynthesis

QCROY: aerobic respiration

RPSOA: protein biosynthesis

AMA1: sporulation (sensu Fungi)

RPL14B: protein biosynthesis

-0,252040671
0,20335105
0,633181522
0,155768669
-0,52290442
0,024306205
-0,356521511
-0,535579126
-0,043903077
-0,258970605
-0,258970605
-0,009543289
-0,190443788
-0,197793325
0,640521747
-0,55788755
-0,732115951
0,357544873
-0,032100848
-0,234951988
0,049993787
0,049993787
-0,648496906
-0,143470845
-0,606221506
-0,650076569
0,23048141
0,031575218
0,213049344
-0,434961975

-0,261266761
0,210858162
1,221989781

-0,042789755

-0,079796008
0,271602023

-0,295890368

-0,051786396
-0,11461041
0,051449697

-0,032113518
0,122333345

-0,089496657
0,528380111
1,128423452

-0,220795103

-0,002292711
0,286775101

-0,052782221

-0,033836236

-0,065084934

-0,027380515

-0,035947752
0,076663575
0,010388407

-0,105598259
0,518217507

-0,006129183
0,285393939
0,283798982

-0,385308025
-0,07188022
0,306566377

-0,118063131

-0,400995542

-0,086252233

-0,747657995
0,059403077

-0,035532777
-0,21503872

-0,477779643

-0,380168355
-0,04280824

-0,674805399
0,561167511
0,108381754

-0,337322251
0,032451295

-0,308099599
0,061361767

-0,320054449

-0,487001651

-0,073200899

-0,094470468

0,02520582

-1,123716334
-0,61961539

-1,158292234
0,121140308

-0,037697456



YHROOIW-A
YHROI0W
YHROI12W
YHRO16C
YHRO21C
YHRO039C-A
YHRO041C
YHRO77C
YHRO097C
YHRI101C
YHR123W
YHR141C
YHR203C
YIL004C
YILOI8W
YILO52C
YIL069C
YIL106W
YILI1IW
YIL133C
YIL148W
YJLOO1W
YJL024C
YJLO41W
YJL136C
YJL177W
YJL189W
YJLI91IW
YJL205C
YJRO021C

QCRI10: aerobic respiration

RPL27A: protein biosynthesis

VPS29: retrograde transport, endosome to Golgi
YSC84: endocytosis

RPS27B: protein biosynthesis

VMA10: vacuolar acidification

SRB2: transcription from RNA polymerase II promoter
NMD2: mRNA catabolism

YHRO097C: biological process unknown

BIGT1: cell wall biosynthesis (sensu Fungi)
EPT1: phosphatidylethanolamine biosynthesis
RPL42B: protein biosynthesis

RPS4B: protein biosynthesis

BET1: ER to Golgi transport

RPL2B: protein biosynthesis

RPL34B: protein biosynthesis

RPS24B: protein biosynthesis

MOBI: protein amino acid phosphorylation
COXS5B: mitochondrial electron transport, cytochrome ¢ to oxygen
RPLI16A: protein biosynthesis

RPLA40A: protein biosynthesis

PRE3: response to stress

APS3: vesicle-mediated transport

NSP1: mRNA-nucleus export

RPS21B: protein biosynthesis

RPL17B: protein biosynthesis

RPL39: protein biosynthesis

RPS14B: protein biosynthesis

NCEI1: biological process unknown

REC107: meiotic recombination

1,137864375
-0,130488207
-0,124701535

0,209726096
-0,230059557
-0,061426108
-0,090537189

0,207610995

0,556152881

0,208969094

0,19836488
-0,575117786
-0,298809225
-0,160445789
-0,163310923
-0,349858729
-0,357965238

0,191409135

0,277266045
-0,144619218
-0,574949777

0,001143531
-0,309275934

0,282291152
-0,649677445
-0,342177925
-0,279694534

0,44883612

0,091381169

0,162227044

0,198835774
0,226675566
-0,093776526
0,371093405
0,064764491
0,235714629
0,568304975
0,057508119
0,510529631
-0,002340069
0,40066612
-0,071643512
-0,257121936
-0,168163818
-0,158577373
0,167194036
-0,251406372
0,288419994
0,419940738
-0,033866301
-0,385355146
0,03538539
0,089123289
0,266139993
-0,251878766
-0,111520448
-0,220939505
0,561881587
0,327352493
0,023448037

-0,527691849
-0,317585999
0,0572504
0,283315651
-0,12517346
-0,271970281
0,165794861
0,503269585
0,024909601
0,067797803
-0,735758313
-0,84297566
-0,298789015
-0,126439735
-0,153260503
-0,137291286
-0,648859561
-0,074397375
-0,336878122
-0,043555785
-1,472426961
-0,493770551
0,093230166
0,272069283
-0,057621892
0,088754135
-0,341104461
0,293536392
-0,069415941
0,040569078



YJR094W-A
YJR145C
YKL002W
YKLO006C-A
YKLO06W
YKLOS1W
YKL156W
YKL157W
YKL180W
YKL186C
YKL186C 2
YKL186C 3
YKL186C 4
YKL186C 5
YKL186C 6
YKL190W
YKRO57W
YKR094C
YLLO050C
YLRO48W
YLRO61W
YLRO78C
YLR093C
YLRI28W
YLRI85W
YLR211C
YLR275W
YLR287C-A
YLR306W
YLR316C

RPL43B: protein biosynthesis

RPS4A: protein biosynthesis

DID4: protein retention in Golgi

SFT1: intra-Golgi transport

RPL14A: protein biosynthesis

TEF4: translational elongation

RPS27A: protein biosynthesis

APE2: peptide metabolism

RPLI17A: protein biosynthesis

MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
CNBI: cell wall organization and biogenesis
RPS21A: protein biosynthesis

RPL40B: protein biosynthesis

COFTI: actin filament organization
RPSOB: protein biosynthesis

RPL22A: protein biosynthesis

BOSI: ER to Golgi transport

NYV1I: vesicle fusion

DCNI: protein neddylation

RPL37A: protein biosynthesis
YLR211C: biological process unknown
SMD2: nuclear mRNA splicing, via spliceosome
RPS30A: protein biosynthesis

UBC12: protein monoubiquitination
TAD3: tRNA modification

-0,699311792
-0,82421542
0,179274369
0,176660683
0,058088724

-0,360324016

-0,408824866
0,446502298

-1,109373551

-0,047876992

-0,047876992

-0,047876992

-0,047876992

-0,047876992

-0,047876992

-0,255355584

-1,009820462

-0,505300079

-0,644712931

-0,509679713

-0,323307377
-0,18011104
0,009077876

-0,069242451

-1,029617971
0,070155212

-0,154295199
0,764719371

-0,158528378
0,144843476

0,064878683
-0,090673729
0,235416417
0,120969058
-0,068771539
0,197922329
0,012779556
-0,400962291
0,069243604
-0,031981152
0,05502392
-0,003306155
-0,032320646
0,026791703
-0,064290673
0,243069933
0,076128831
-0,310522605
-0,040033145
-0,008085021
-0,012220097
-0,113453788
0,484638863
0,460019903
-0,193289405
0,158846174
-0,226017382
-0,090508849
-0,003409689
0,009486721

-0,832144377
-0,355244708
0,109303261
0,097998494
-0,27500143
-0,012161548
-0,210687526
-0,035610003
-1,122000999
-0,053805179
0,05334635
0,061339762
-0,124985271
0,034890922
-0,029831231
0,060360423
-0,308976708
-0,29528474
0,147511112
-0,081213785
-0,119661069
-0,048193038
-0,159636041
0,041906816
-1,114781542
0,021071101
-0,127884714
-0,239800462
-0,134554141
0,114776128



YLR316C 2
YLR333C
YLR344W
YLR367W
YLR367W 2
YLR388W
YLR406C
YLR426W
YLR448W
YMLO024W
YML025C
YML026C
YMLO034W
YMLO034W 2
YMLO056C
YMLO067C
YMLO073C
YMLO085C
YMLO094W
YML124C
YMRO33W
YMRO79W
YMR116C
YMRI125W
YMR133W
YMR142C
YMR143W
YMR194W
YMR201C
YMR225C

TAD3: tRNA modification

RPS25B: protein biosynthesis

RPL26A: protein biosynthesis

RPS22B: protein biosynthesis

RPS22B: protein biosynthesis

RPS29A: protein biosynthesis

RPL31B: protein biosynthesis

YLR426W: biological process unknown
RPL6B: protein biosynthesis

RPS17A: protein biosynthesis

YMLG6: protein biosynthesis

RPS18B: protein biosynthesis

SRCI: mitotic sister chromatid segregation
SRCI1: mitotic sister chromatid segregation
IMD4: biological process unknown
ERV41: ER to Golgi transport

RPL6A: protein biosynthesis

TUBI: mitotic sister chromatid segregation
GIMS: tubulin folding

TUB3: mitotic sister chromatid segregation
ARP9: chromatin remodeling

SEC14: sporulation (sensu Fungi)

ASCI: biological process unknown

STO1: nuclear mRNA splicing, via spliceosome
REC114: meiotic recombination

RPL13B: protein biosynthesis

RPS16A: protein biosynthesis

RPL36A: protein biosynthesis

RAD14: nucleotide-excision repair, DNA damage recognition
MRPLA44: protein biosynthesis

0,144843476
-0,414927812
-0,975764317

-0,03782353

-0,03782353
-0,306744291
-0,641334812

0,398333653
-0,942963589

-0,63980227
-0,103016771

-0,50680937

0,303567009

0,303567009
-0,216141406

0,017477862
-0,990685083
-0,172564455
-0,055308907

0,234045597

0,194822882
-0,232627028
-1,041718025

0,082940782

0,158670074
-1,401511223
-1,441683052

-0,09908923

0,056819119
-0,191881657

-0,017154677
0,045845477
0,135752687

-0,088072224

-0,466114863

-0,069124134
0,033536592
0,348537533
-0,20068512
0,135706951
0,027600125

-0,074686431
0,144168728
0,053313611
0,124921437
0,094332517

-0,023253422
0,258079008
0,146258954
0,371645694
0,268047822

-0,126441112

-0,054062101
0,250166402
0,178539244

-0,241755008

-0,128970551
0,186882598

-0,036694366

0,09978866

0,068462634
-0,023561075
-0,024227098
-0,357199728
-0,843073862
-0,661950439
-1,248135496
-0,070140422
-0,774808761
-0,622338199

0,019201119
-0,500272485
-0,068670678

0,004279062
-0,483141051
-0,846296769
-0,741328314
-0,242845938
-0,521991784
-0,236340737
-0,326235686
-0,011919236
-0,968667324

0,033906475

0,061351288
-1,645354798

-1,14341496
-0,539447498
-0,019784258
-0,480831679



YMR230W
YMR292W
YNLO12W
YNLO044W
YNLO050C
YNLO069C
YNL096C
YNLI112W
YNL130C
YNLI147W
YNLI162W
YNL246W
YNL265C
YNL301C
YNL302C
YNL312W
YNRO53C
YOL047C
YOL048C
YOL120C
YOLI121C
YOLI127W
YOR096W
YOR122C
YOR182C
YOR234C
YOR293W
YOR312C
YPLO31C
YPLO75W

RPS10B: protein biosynthesis

GOT1: ER to Golgi transport

SPO1: meiosis

YIP3: ER to Golgi transport

YNLO50C: biological process unknown
RPL16B: protein biosynthesis

RPS7B: protein biosynthesis

DBP2: mRNA catabolism, nonsense-mediated decay
CPT1: phosphatidylcholine biosynthesis
LSM?7: nuclear mRNA splicing, via spliceosome
RPL42A: protein biosynthesis

VPS75: protein-vacuolar targeting

IST1: protein biosynthesis

RPL18B: protein biosynthesis

RPS19B: protein biosynthesis

RFA2: DNA recombination

NOG?2: ribosome assembly

YOLO047C: biological process unknown
YOLO048C: biological process unknown
RPLI18A: protein biosynthesis

RPS19A: protein biosynthesis

RPL25: protein biosynthesis

RPS7A: protein biosynthesis

PFY1: response to osmotic stress

RPS30B: protein biosynthesis

RPL33B: protein biosynthesis

RPS10A: protein biosynthesis

RPL20B: protein biosynthesis

PHOSS: protein amino acid phosphorylation

GCRI1: positive regulation of transcription from RNA polymerase II-

-0,917903972
0,298858546
0,50471612
0,308966037
0,132252864
-0,556251391
0,176025306
0,282894262
-0,008528604
0,112899214
-0,1933077
-0,021168341
-0,100692267
-0,272665709
-1,224017575
0,073537454
0,269651309
0,948555168
0,07686342
-0,888065163
-0,75757508
-0,558037054
-0,83888377
-0,230853125
-0,117594616
-0,133594344
-0,674476637
-1,120037724
-0,0452194
0,186955297

-0,220319567
0,996109885
-0,102839961
0,373021443
-0,090101452
0,005786373
0,3655022
0,529809043
0,47480777
0,118747912
-0,11001455
0,130182009
-0,030062461
-0,273192875
-0,092729353
0,015063308
1,050662924
0,665820898
0,064048109
-0,303770915
0,029516485
0,085394632
0,01672735
0,59638779
-0,179306173
0,232016964
0,135221918
-0,477230848
0,277745652
-0,309873829

-0,935114845
-0,016227626
-0,188651923
-0,019834918
0,028910293
-0,014167879
-0,344091047
0,562207703
-0,067035282
-0,174423749
-0,899082261
-0,280765425
-0,542470198
-0,153572455
-0,892021592
-0,00661734
0,02975042
0,413123626
0,431210289
-0,310236295
-0,062676929
-0,513726285
-1,014154686
0,037127469
-0,242277733
-0,092884312
-0,674323458
-1,436287566
-0,582385808
0,016540285



YPLO79W
YPLOSIW
YPL090C
YPL129W
YPL143W
YPL175W
YPL198W
YPL198W 2
YPL218W
YPL241C
YPL249C-A
YPRO28W
YPRO43W
YPRO63C
YPR098C
YPR132W
YPRI87W

Genotype:

Strains compared:

Feature:

Systematic Name

SNRI17A
SNR17B
YALOO1C
YALOO3W
YALO30W

RPL21B: protein biosynthesis

RPS9A: protein biosynthesis

RPS6A: protein biosynthesis

TAF14: chromatin remodeling
RPL33A: protein biosynthesis

SPT14: GPI anchor biosynthesis
RPL7B: protein biosynthesis

RPL7B: protein biosynthesis

SARI1: ER to Golgi transport

CIN2: microtubule-based process
RPL36B: protein biosynthesis

YOPI1: vesicle-mediated transport
RPL43A: protein biosynthesis
YPRO63C: biological process unknown
YPRO98C: biological process unknown
RPS23B: protein biosynthesis

RPO26: transcription from RNA polymerase II promoter

Common Name
SNR17A
SNR17B

TFC3: transcription initiation from RNA polymerase III promoter

EFB1: translational elongation
SNCI1: endocytosis

-0,873861365
0,019454253
-0,526854683
-0,044597021
-0,583280709
-0,047440799
-0,370898149
-0,370898149
-0,475770339
0,255322119
-0,843593637
-0,3325031
-0,846806779
-0,659284799
0,052837743
-0,156691488
0,070175415

htbIK123R
Y133 vs Y131
Exon

0,036549804
0,02727521
0,183963462
-0,269499233
0,106701516

0,181329543

-0,14067805 -0,061735157
0,083631847 -0,018921872
-0,181511363  -1,011065718
-0,128541779  -0,024336372
-0,116895903 -0,01652646
-0,122927316  -0,035873592
0,2178283  -0,173180489
0,342334446 -0,221431823
0,596545805 -0,375767098
0,209662941 0,072280269
0,367091486 -0,17007721
1,290492778  -0,095385103
0,001810849 -0,551509841
0,028645296  -1,255909347
0,76024146  -0,094743768
-0,004123436 -1,109517
-0,02626417  0,028208447
htb1KI123R htbI1KI123R
Y133 vs Y131 Y133 vs Y131
Intron Junction
0,633105941 0,22353502
0,843829809 0,22353502
0,10844419  0,059184514
0,188971 0,029484719

-0,176351994



YBLO018C
YBLO026W
YBLO027W
YBL040C
YBLO50W
YBLO59C-A
YBLO59W
YBL072C
YBL087C
YBL091C-A
YBL092W
YBRO48W
YBRO78W
YBRO082C
YBROS4C-A
YBRO89C-A
YBR119W
YBRI81C
YBRI86W
YBRI89W
YBRI9IW
YBR219C
YBR230C
YCRO028C-A
YCRO031C
YCRO97W
YCRO97W 2
YDLO12C
YDL029W
YDLO61C

POPS: rRNA processing

LSM2: nuclear mRNA splicing, via spliceosome
RPL19B: protein biosynthesis

ERD?2: protein retention in ER

SEC17: ER to Golgi transport

YBLO059C-A: biological process unknown

YBLO59W: biological process unknown

RPS8A: protein biosynthesis

RPL23A: protein biosynthesis

SCS22: biological process unknown

RPL32: protein biosynthesis

RPS11B: protein biosynthesis

ECM33: cell wall organization and biogenesis

UBCA4: response to stress

RPLI19A: protein biosynthesis

NHP6B: regulation of transcription from RNA polymerase II promot
MUDI: nuclear mRNA splicing, via spliceosome

RPS6B: protein biosynthesis

PCH2: regulation of meiosis

RPS9B: protein biosynthesis

RPL21A: protein biosynthesis

YBR219C: biological process unknown

YBR230C: biological process unknown

RIM1: mitochondrial genome maintenance

RPS14A: protein biosynthesis

HMRA1: regulation of transcription, mating-type specific
HMRAU1: regulation of transcription, mating-type specific
YDLO12C: biological process unknown

ARP2: actin filament organization

RPS29B: protein biosynthesis

0,078593703
0,119524809
-0,338174837
0,110420553
-0,002680909
0,067624312
0,166781509
-0,343230955
-0,373106641
0,083956745
-0,402828422
-0,315821882
-0,105642154
-0,159650069
-0,187213553
0,455739761
-0,077658707
-0,099360289
-0,019373384
-0,486986115
-0,347924728
0,088333276
0,103860703
-0,012570058
0,066902002
0,239571548
0,239571548
0,251284344
0,052777648
-0,03026936

0,043213854
0,271702715
-0,217775189
0,209168211
0,290772004
0,192399599
0,102905692
0,010969716
-0,154626676
0,405992484
-0,003229225
-0,086435318
0,108234499
0,205421553
-0,135796514
0,060204286
-0,004492688
-0,206249303
0,070663109
-0,315608826
-0,329233217
-0,098743507
0,340346897
-0,202443905
-0,539855233
0,055329974
0,145627974
0,24872668
0,160142676
-0,165070422

-0,035426901
-0,013377785
0,072440536
0,189937269
0,153411658
0,169690193
-0,006985976
-0,350340054
-0,383418509
-0,119394247
-0,5128709
-0,15585055
0,221328248
0,329157578
0,023644601
0,048891486
-0,13444343
-0,47418038
0,111957604
-0,329595628
0,098275565
0,241094959
-0,251803196
0,015734808
-0,291748222
0,218416364
-0,021774606
0,160873619
0,192510619
0,012931044



YDLO64W
YDLO75W
YDL079C
YDL082W
YDLO083C
YDL108W
YDLI115C
YDLI125C
YDL130W
YDLI136W
YDLI137W
YDL189W
YDLI91W
YDL219W
YDR005C
YDRO25W
YDRO59C
YDRO64W
YDRO092W
YDR129C
YDR139C
YDR305C
YDR367W
YDR381W
YDR397C
YDR424C
YDR424C 2
YDR447C
YDR450W
YDR471W

UBC9: G2/M transition of mitotic cell cycle
RPL31A: protein biosynthesis

MRKI: protein amino acid phosphorylation
RPLI13A: protein biosynthesis

RPS16B: protein biosynthesis

KIN28: protein amino acid phosphorylation
IWRI1: meiosis

HNT1: nucleotide metabolism

RPP1B: translational elongation

RPL35B: protein biosynthesis

ARF2: ER to Golgi transport

RBS1: galactose metabolism

RPL35A: protein biosynthesis

DTD1: translation

MAF1: negative regulation of transcription from RNA polymerase II
RPS11A: protein biosynthesis

UBCS: endocytosis

RPS13: protein biosynthesis

UBC13: protein monoubiquitination

SAC6: endocytosis

RUBI: protein deneddylation

HNT?2: nucleoside catabolism

YDR367W: biological process unknown
YRA1: mRNA-nucleus export

NCB2: negative regulation of transcription from RNA polymerase II
DYN2: microtubule-based process

DYN2: microtubule-based process
RPS17B: protein biosynthesis

RPS18A: protein biosynthesis

RPL27B: protein biosynthesis

-0,134763952
-0,442341131
-0,068640841
-0,368229581
-0,316021073
-0,002179
0,215358926
0,279705779
0,075696278
-0,23283701
0,056061757
-0,109389279
-0,150536859
-0,291167552
0,097882203
-0,086227278
0,274373236
-0,157767931
0,114746269
0,292356289
0,255978932
-0,005785712
-0,159660519
0,3413275
-0,0022658
0,115374371
0,115374371
-0,041325976
-0,267425253
0,007591309

0,186793847
-0,073384532
-0,043771524
-0,014873773

-0,29283382
-0,112438684

0,131103936

0,594603882
-0,073041172
-0,107568086

0,271434702
-0,085160853
-0,221069356

0,02630324

0,123372633

0,043359234

0,228114751
-0,210965124

0,315098455

0,278235761

0,034489496

0,127796309

0,083328425

0,164806849

0,234402193

0,15666389

0,168942861

0,036132597
-0,034803078

0,212209154

0,231960388
-0,360247053
0,112884915
0,040636698
-0,176768731
0,113607232
0,165286489
-0,13044429
-0,018367124
0,025790744
0,846087812
0,103722699
-0,059436096
-0,56573435
0,210341601
-0,033120688
0,079321184
-0,324116163
0,157869786
0,092956473
0,066434876
-0,120392699
0,153004461
-0,227086856
0,046874508
0,03685928
0,133418536
-0,026803176
-0,050559691
-0,162981941



YDRS500C
YELO12W
YERO003C
YERO07C-A
YER044C-A
YERO056C-A
YERO074W
YERO074W-A

YERO74W-A 2

YER093C-A
YER102W
YER117W
YERI31W
YER133W
YER179W
YFLO034C-A
YFL034C-B
YFL039C
YFR024C-A
YFRO31C-A
YFR032C-A
YGLO30W
YGLO031C
YGLO033W
YGLO076C
YGLO076C 2
YGL087C
YGL103W
YGL137W
YGL178W

RPL37B: protein biosynthesis

UBCS: protein monoubiquitination

PMI40: protein amino acid glycosylation
RBF20: biological process unknown

MEI4: sporulation (sensu Fungi)

RPL34A: protein biosynthesis

RPS24A: protein biosynthesis

YOSI: ER to Golgi transport

YOSI: ER to Golgi transport

YERO093C-A: biological process unknown
RPS8B: protein biosynthesis

RPL23B: protein biosynthesis

RPS26B: protein biosynthesis

GLC7: 35S primary transcript processing
DMC1: meiosis

RPL22B: protein biosynthesis

MOB?2: protein amino acid phosphorylation
ACTT: cell wall organization and biogenesis
LSB3: actin filament organization

RPL2A: protein biosynthesis

RPL29: protein biosynthesis

RPL30: protein biosynthesis

RPL24A: protein biosynthesis

HOP2: synapsis

RPL7A: protein biosynthesis

RPL7A: protein biosynthesis

MMS2: DNA repair

RPL28: protein biosynthesis

SEC27: ER to Golgi transport

MPTS: cell wall organization and biogenesis

-0,115520629
0,207977882
0,035958647

-0,054539131
0,014969013

-0,166721674
0,073211683
0,050942795
0,050942795

-0,077721968

-0,255366913

-0,016263425

-0,221330624
0,113663137

0,25913456

-0,109044747
0,244052465
0,170315972

-0,076911657

-0,212360022

-0,092560756

-0,168802502

-0,211995209
0,008982209

-0,156727472

-0,156727472
0,041785304

-0,099456236
0,024431827
0,094713379

-0,069702747
0,092504352
0,115010652
0,206784153
0,059255833
-0,28806445
-0,26916449

0,2414827

-0,054429222

0,02183537

-0,161623649

-0,200082926
0,172242745
0,296954173
0,013953693

-0,128057979

-0,013594864
0,415351624

-0,119778629

-0,099341153

0,06547577

-0,203145042

-0,161657336

-0,030971905

-0,000473268
0,089443963
0,073401984

-0,081275216
0,284421185
0,332339135

-0,044917409
0,139159352
0,202751673

-0,266709489
0,009254499

-0,012154903

-0,115903021

-0,046243191

-0,135580852

-0,272728843

-0,414734598

-0,007370448
0,112142328

-0,143778804
0,478128723

-0,204263044

-0,046702254
0,144654566
0,174684727

-0,163709335

-0,178494957

-0,318297151

-0,027918023
0,072027004

-0,051513406

-0,241530979

-0,182256325

-0,016715981

-0,112268625
0,226832625



YGL187C
YGL189C
YGL226C-A
YGL232W
YGL251C
YGRO01C
YGROO01C 2
YGR027C
YGR029W
YGR118W
YGR148C
YGR183C
YGR214W
YGR225W
YHLOOIW
YHROO1W-A
YHRO10W
YHRO12W
YHRO16C
YHR021C
YHR039C-A
YHRO041C
YHRO77C
YHR097C
YHR101C
YHR123W
YHR141C
YHR203C
YIL004C
YILO18W

COX4: aerobic respiration

RPS26A: protein biosynthesis

OSTS: protein amino acid N-linked glycosylation
TANT1: tRNA modification

HFM1: meiosis

YGROO1C: biological process unknown
YGROO1C: biological process unknown
RPS25A: protein biosynthesis

ERV1: mitochondrion organization and biogenesis
RPS23A: protein biosynthesis

RPL24B: protein biosynthesis

QCRO9: aerobic respiration

RPSOA: protein biosynthesis

AMA1: sporulation (sensu Fungi)

RPL14B: protein biosynthesis

QCRI10: aerobic respiration

RPL27A: protein biosynthesis

VPS29: retrograde transport, endosome to Golgi
YSC84: endocytosis

RPS27B: protein biosynthesis

VMA10: vacuolar acidification

SRB2: transcription from RNA polymerase II promoter
NMD2: mRNA catabolism

YHRO097C: biological process unknown

BIGI1: cell wall biosynthesis (sensu Fungi)
EPT1: phosphatidylethanolamine biosynthesis
RPL42B: protein biosynthesis

RPS4B: protein biosynthesis

BET1: ER to Golgi transport

RPL2B: protein biosynthesis

-0,073387416
-0,296926598
0,126534155
0,103294604
-0,439170954
0,028981605
0,028981605
-0,277807086
0,023703541
-0,261901083
-0,310121486
0,232169854
-0,186689234
0,137038354
-0,267574212
0,17853558
0,015150867
-0,026835097
0,087833554
-0,241830433
0,0856885
0,055339409
0,150523545
0,272356781
-0,009167023
-0,189829015
-0,177121723
-0,076849723
0,026647557
0,06734508

-0,050489331
-0,117388382
0,354700774
-0,080604228
-0,030396905
0,054440236
-0,011648484
-0,018606683
0,031237835
0,098795176
-0,083118369
0,142861237
-0,309701924
-0,014381919
0,418687801
0,226563974
-0,005082465
-0,080320871
0,074419021
-0,065739063
0,136183895
0,359442227
0,160793544
0,188015234
0,288435374
0,232078761
0,075772079
-0,038107045
0,024808659
-0,219282157

0,100654343
0,284422348
-0,006882638
-0,255840396
0,047733749
-0,228874828
-0,32077652
0,095872607
-0,110263503
0,00244516
-0,606738926
0,106074921
-0,240048571
0,126672198
-0,135679942
0,058639676
0,090062012
0,011352747
0,319888837
0,006547711
0,143500859
0,214214204
0,487468174
-0,060450002
0,033649236
-0,352818317
-0,270166255
-0,064099796
0,066743549
-0,184509077



YIL052C
YIL069C
YIL106W
YILI1IW
YIL133C
YIL148W
YJLOOIW
YJL024C
YILO41W
YJL136C
YIL177W
YIL189W
YIL191W
YJL205C
YJR021C
YJR094W-A
YJR145C
YKLO002W
YKLO006C-A
YKLO06W
YKLOS1W
YKL156W
YKL157W
YKL180W
YKL186C
YKL186C 2
YKL186C 3
YKL186C 4
YKL186C 5
YKL186C 6

RPL34B: protein biosynthesis

RPS24B: protein biosynthesis

MOBI: protein amino acid phosphorylation
COXS5B: mitochondrial electron transport, cytochrome ¢ to oxygen
RPLI16A: protein biosynthesis

RPLA40A: protein biosynthesis

PRE3: response to stress

APS3: vesicle-mediated transport

NSP1: mRNA-nucleus export

RPS21B: protein biosynthesis

RPL17B: protein biosynthesis

RPL39: protein biosynthesis

RPS14B: protein biosynthesis

NCEI1: biological process unknown
REC107: meiotic recombination
RPL43B: protein biosynthesis

RPS4A: protein biosynthesis

DID4: protein retention in Golgi

SFT1: intra-Golgi transport

RPL14A: protein biosynthesis

TEF4: translational elongation

RPS27A: protein biosynthesis

APE2: peptide metabolism

RPLI17A: protein biosynthesis

MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export

-0,11992513
-0,13080098
0,037317707
-0,138836977
-0,195700665
-0,059831908
0,011974921
-0,141092416
0,179392746
-0,181921747
-0,296602559
-0,125274545
0,028430038
0,163908867
0,209128406
-0,171711737
-0,365381444
0,245810577
0,119874271
-0,06478349
-0,197157723
-0,258013218
0,353636902
-0,417662856
-0,136919971
-0,136919971
-0,136919971
-0,136919971
-0,136919971
-0,136919971

0,245509248
-0,263852842
0,154346317
0,105417821
0,020963049
-0,124425069
0,164968978
-0,019395125
0,156191153
-0,316463235
-0,0357092
-0,093225744
-0,090726757
0,372852332
0,081634409
0,043198572
0,042969524
0,128693255
0,265536357
-0,230181062
0,259630286
0,012611594
-0,511775451
0,04541195
0,029196454
0,032699758
0,03612347
-0,130711491
0,012731491
0,019450659

-0,083330462
-0,088258351
-0,068264114
-0,093310951
0,148280525
-0,102645223
-0,220629544
-0,003201849
0,324002669
-0,006613365
0,067982928
-0,16916053
-0,0618906
0,017226747
0,156806767
-0,103608034
-0,263778443
0,258220087
0,015141741
-0,17175318
-0,163888945
-0,073160782
0,073606281
-0,456482546
-0,041570521
0,000568213
0,137747431
0,178653729
0,033598608
0,102628481



YKL190W
YKRO57W
YKRO094C
YLL050C
YLR048W
YLRO61W
YLRO78C
YLR093C
YLR128W
YLR185W
YLR211C
YLR275W
YLR287C-A
YLR306W
YLR316C
YLR316C 2
YLR333C
YLR344W
YLR367W
YLR367W 2
YLR388W
YLR406C
YLR426W
YLR448W
YMLO024W
YML025C
YML026C
YMLO034W
YMLO034W 2
YMLO056C

CNBI: cell wall organization and biogenesis
RPS21A: protein biosynthesis

RPL40B: protein biosynthesis

COFTI: actin filament organization

RPSOB: protein biosynthesis

RPL22A: protein biosynthesis

BOSI: ER to Golgi transport

NYV1I: vesicle fusion

DCNI: protein neddylation

RPL37A: protein biosynthesis

YLR211C: biological process unknown
SMD2: nuclear mRNA splicing, via spliceosome
RPS30A: protein biosynthesis

UBC12: protein monoubiquitination
TAD3: tRNA modification

TAD3: tRNA modification

RPS25B: protein biosynthesis

RPL26A: protein biosynthesis

RPS22B: protein biosynthesis

RPS22B: protein biosynthesis

RPS29A: protein biosynthesis

RPL31B: protein biosynthesis

YLR426W: biological process unknown
RPL6B: protein biosynthesis

RPS17A: protein biosynthesis

YMLG6: protein biosynthesis

RPS18B: protein biosynthesis

SRCI1: mitotic sister chromatid segregation
SRCI1: mitotic sister chromatid segregation
IMD4: biological process unknown

-0,156444929
-0,316770373
-0,194008711
-0,247352476
-0,208874599
-0,289160947
-0,14352168
0,101608134
0,113959944
-0,257871564
0,001182316
-0,010877107
0,420854835
0,036632544
0,134483461
0,134483461
-0,330687115
-0,298491954
0,200386855
0,200386855
-0,146692764
-0,371014069
0,065496342
-0,422506516
-0,043737145
0,065773944
-0,149351967
0,396429054
0,396429054
-0,011998119

0,015021153
-0,068338312
-0,008305486
-0,054575289

0,013337137

0,144577879

0,041546687

0,134047997

0,252650455
-0,105937339

0,048209075
-0,114678107
-0,277024577

0,222725611

0,041180082

0,17717076
-0,059298985
-0,095278316

0,196613381

0,074168735

0,01168338
-0,032577891

0,113222886
-0,093616237
-0,235599929

0,225432344
-0,114585042

0,279111499

0,191070917

0,389854692

0,060857471
-0,201149611

-0,20300148
0,260690151
-0,141314211
-0,175018227
-0,039844558
-0,005869866
0,260023466
-0,356967571
0,010656979
-0,589106875
-0,141569361
-0,074490119
-0,048538599
0,025145557
-0,162705952
0,420781292
0,075721844
-0,010867023
-0,374288382
-0,637062533
-0,026166361
-0,391890363
-0,325054516
-0,060472659
-0,267115824
-0,033185413
0,099788941
-0,095737718



YMLO067C
YMLO73C
YMLO85C
YML094W
YML124C
YMRO33W
YMRO79W
YMR116C
YMRI125W
YMR133W
YMR142C
YMR143W
YMR194W
YMR201C
YMR225C
YMR230W
YMR292W
YNLO12W
YNLO044W
YNLO50C
YNLO069C
YNL096C
YNLI112W
YNL130C
YNL147W
YNLI162W
YNL246W
YNL265C
YNL301C
YNL302C

ERV41: ER to Golgi transport

RPL6A: protein biosynthesis

TUBI: mitotic sister chromatid segregation
GIMS: tubulin folding

TUB3: mitotic sister chromatid segregation
ARP9: chromatin remodeling

SEC14: sporulation (sensu Fungi)

ASCI: biological process unknown

STO1: nuclear mRNA splicing, via spliceosome
REC114: meiotic recombination

RPL13B: protein biosynthesis

RPS16A: protein biosynthesis

RPL36A: protein biosynthesis

RAD14: nucleotide-excision repair, DNA damage recognition
MRPLA44: protein biosynthesis

RPS10B: protein biosynthesis

GOT1: ER to Golgi transport

SPO1: meiosis

YIP3: ER to Golgi transport

YNLO50C: biological process unknown
RPL16B: protein biosynthesis

RPS7B: protein biosynthesis

DBP2: mRNA catabolism, nonsense-mediated decay
CPT1: phosphatidylcholine biosynthesis

LSM?7: nuclear mRNA splicing, via spliceosome
RPL42A: protein biosynthesis

VPS75: protein-vacuolar targeting

IST1: protein biosynthesis

RPL18B: protein biosynthesis

RPS19B: protein biosynthesis

-0,046079453
-0,325931707
-0,044035907
0,021570528
0,044187712
0,206784681
-0,064857429
-0,302347911
0,260681944
-0,002275969
-0,412415567
-0,443150772
-0,090232699
0,077552565
-0,022084739
-0,268688614
-0,18508454
0,049350907
0,453403524
0,086234977
-0,09125503
-0,202724971
-0,09491678
-0,009297224
0,035852421
-0,199472281
0,121335601
0,155878728
-0,150537954
-0,401116764

0,049063943
-0,077285324
-0,075566511

0,058383986

0,218599232

0,273728512

0,090245731

0,282864973

0,200969948
-0,037049588
-0,279924292
-0,199404205
-0,056322671

0,21362246

0,235779198
-0,074116765

0,192013909
-0,020328333

0,299572237
-0,087851389

0,109388377

0,081128399

0,168169964

0,180149537

0,134941764
-0,252107334

0,054168825

0,050436773
-0,329689157
-0,341838799

-0,320693644
-0,230190183
0,02906762
-0,157705025
0,035902084
0,040049623
-0,005638476
-0,310941984
0,13677097
-0,010373262
-0,367445838
-0,28802686
-0,200890034
0,080116059
-0,05270847
-0,250840735
-0,070969959
0,027190952
-0,162777126
-0,017376709
0,064083445
-0,385805331
-0,122729502
-0,025259842
-0,044847111
-0,323167425
-0,123052727
-0,118982949
0,043513514
-0,279517207



YNL312W
YNRO53C
YOL047C
YOL048C
YOL120C
YOLI21C
YOLI127W
YORO096W
YOR122C
YOR182C
YOR234C
YOR293W
YOR312C
YPLO31C
YPLO75W
YPLO79W
YPLOSIW
YPL090C
YPL129W
YPL143W
YPL175W
YPL198W
YPL198W 2
YPL218W
YPL241C
YPL249C-A
YPRO28W
YPRO43W
YPRO63C
YPR098C

RFA2: DNA recombination

NOG?2: ribosome assembly

YOLO047C: biological process unknown
YOLO048C: biological process unknown
RPLI18A: protein biosynthesis
RPS19A: protein biosynthesis

RPL25: protein biosynthesis

RPS7A: protein biosynthesis

PFY1: response to osmotic stress
RPS30B: protein biosynthesis

RPL33B: protein biosynthesis
RPS10A: protein biosynthesis

RPL20B: protein biosynthesis

PHOSS: protein amino acid phosphorylation
GCRI1: positive regulation of transcription from RNA polymerase II-

RPL21B: protein biosynthesis

RPS9A: protein biosynthesis

RPS6A: protein biosynthesis

TAF14: chromatin remodeling
RPL33A: protein biosynthesis

SPT14: GPI anchor biosynthesis
RPL7B: protein biosynthesis

RPL7B: protein biosynthesis

SARI1: ER to Golgi transport

CIN2: microtubule-based process
RPL36B: protein biosynthesis

YOPI1: vesicle-mediated transport
RPL43A: protein biosynthesis
YPRO63C: biological process unknown
YPRO98C: biological process unknown

0,015660161

0,148017916

0,120794867

0,196949696
-0,469560929
-0,303291904
-0,409930398
-0,131711493

0,061493299

0,184563005
-0,092636687
-0,258223019
-0,393196105
-0,192945824

0,051448227
-0,231716686
-0,108003489
-0,162793232
-0,141061245
-0,273012379
-0,257187158
-0,161574608
-0,161574608
-0,032495154

0,091687674
-0,399606573
-0,127075493
-0,408916766
-0,436869457
-0,014619757

0,041239373
0,372780028
0,133446021
0,075208325
-0,46309681
0,066885611
-0,07829018
-0,162966371
0,316592939
-0,071160542
0,106501876
0,07863109
-0,516393961
0,094582421
-0,12325667
-0,097987503
0,051178644
-0,069786529
-0,219927243
-0,276845304
-0,14043484
0,176808373
0,190577861
0,204890077
-0,057702964
-0,088399739
0,476678939
-0,271724709
0,21341946
0,492965376

0,026318188
0,031252891
0,007706455
0,133255191
-0,044387819
0,227968971
-0,407171159
-0,252978785
-0,033939209
-0,076847137
-0,008251032
-0,181006143
-0,398218219
-0,231638901
0,009172164
0,023242071
-0,061136556
-0,361691746
-0,025023623
0,120630661
0,173970377
-0,057186457
-0,19102129
-0,061341475
0,122007489
-0,180609451
0,049871239
-0,307638641
-0,701044666
-0,041704585



YPR132W
YPR187W

Genotype:

Strains compared:

Feature:

Systematic Name

SNRI17A
SNR17B
YALOO1C
YALOO3W
YALO30W
YBLO18C
YBL026W
YBLO27W
YBL040C
YBLO50W
YBLO059C-A
YBLO59W
YBL072C
YBLO87C
YBLO91C-A
YBL092W
YBR048W
YBRO78W
YBRO082C

RPS23B: protein biosynthesis

RPO26: transcription from RNA polymerase II promoter

Common Name
SNR17A
SNR17B

TFC3: transcription initiation from RNA polymerase III promoter

EFB1: translational elongation
SNCI1: endocytosis
POPS: rRNA processing

LSM2: nuclear mRNA splicing, via spliceosome

RPLI19B: protein biosynthesis

ERD?2: protein retention in ER

SEC17: ER to Golgi transport
YBLO059C-A: biological process unknown
YBLO59W: biological process unknown
RPS8A: protein biosynthesis

RPL23A: protein biosynthesis

SCS22: biological process unknown
RPL32: protein biosynthesis

RPS11B: protein biosynthesis

ECM33: cell wall organization and biogenesis
UBCA4: response to stress

-0,005199764
-0,027199607

setlA
W303 setIA vs

W303
Exon

0,197678103
0,157475607
0,198053274
-0,403082333
0,017656027
-0,123329223
0,081403196
-0,446358813
0,072192981
-0,159654535
-0,05871412
0,060917672
-0,213852796
-0,282204392
-0,072879607
0,017133483
-0,06506507
0,164212183
0,173979101

0,121066528
0,154414037
-0,059074441
-0,041707288
0,149321922
0,15213857
0,422830454
-0,080457648
0,092557598
0,668086782
0,044063246

-0,031749198 -0,414453006
0,1268478  0,064732477
setlA setlA
W303 setIA vs W303 setIA vs
W303 W303
Intron Junction
0,366134636  0,363915327
0,434131696  0,363915327
0,048591336  0,037155555
0,239880352 -0,13814561
-0,040981588  0,148775282
-0,262793156  -0,079708912
0,222408935 0,07153594
0,04749079  0,185561632

-0,121193426
-0,150980358
-0,141462426
-0,088971325
-0,158955808
-0,336129704

0,009705717
-0,268946597
-0,104049499

0,315077495
-0,071096143



YBROS4C-A
YBRO89C-A
YBR119W
YBRI81C
YBRI86W
YBRI89W
YBRI9IW
YBR219C
YBR230C
YCRO028C-A
YCRO031C
YCRO97W
YCRO97W 2
YDLO12C
YDL029W
YDLO61C
YDLO64W
YDLO75W
YDL079C
YDLO082W
YDL083C
YDL108W
YDLI115C
YDLI125C
YDLI130W
YDLI136W
YDLI137W
YDLI189W
YDLI91W
YDL219W

RPLI19A: protein biosynthesis

NHP6B: regulation of transcription from RNA polymerase II promot
MUDI: nuclear mRNA splicing, via spliceosome

RPS6B: protein biosynthesis

PCH2: regulation of meiosis

RPS9B: protein biosynthesis

RPL21A: protein biosynthesis

YBR219C: biological process unknown

YBR230C: biological process unknown

RIM1: mitochondrial genome maintenance

RPS14A: protein biosynthesis

HMRAU1: regulation of transcription, mating-type specific
HMRAT1: regulation of transcription, mating-type specific
YDLO12C: biological process unknown

ARP2: actin filament organization

RPS29B: protein biosynthesis

UBC9: G2/M transition of mitotic cell cycle

RPL31A: protein biosynthesis

MRKI: protein amino acid phosphorylation

RPLI13A: protein biosynthesis

RPS16B: protein biosynthesis

KIN28: protein amino acid phosphorylation

IWRI1: meiosis

HNT1: nucleotide metabolism

RPP1B: translational elongation

RPL35B: protein biosynthesis

ARF2: ER to Golgi transport

RBS1: galactose metabolism

RPL35A: protein biosynthesis

DTD1: translation

-0,128367571
0,023833399
-0,306619124
-0,083486497
0,419694192
-0,303079668
-0,102300045
0,091683605
-0,156957689
-0,223600925
0,230967428
0,031171325
0,031171325
0,131806307
-0,311326487
0,312780751
-0,064772725
-0,338444839
0,044377767
-0,092411182
-0,286718345
0,05670332
0,136027776
0,286169071
0,144432259
-0,24729918
-0,177959321
-0,01793081
-0,119651815
-0,164344405

0,003626174
-0,020766341
0,031781606
-0,059928236
-0,104837764
0,079859054
0,029370606
-0,153275193
0,114343741
0,115804936
-0,110252352
-0,245626962
0,017171794
0,237918949
0,103634022
-0,010624818
-0,030699814
-0,248283428
-0,161377786
-0,231747212
-0,072218542
-0,146329565
0,043787647
0,587605087
-0,049249679
-0,183963772
0,296578165
-0,136142403
0,07545395
0,113113477

0,100252191
0,231217614
-0,026079388
-0,555320938
0,467024864
-0,278499582
0,003879928
0,102128593
-0,203194569
-0,217127866
-0,44793901
0,192482033
0,31174947
0,300287053
0,010325526
0,054580116
0,207088024
-0,509138911
0,014594704
0,029760003
-0,114078315
0,200464402
0,164392342
-0,078969466
-0,147707316
-0,035032457
-0,490412597
-0,005040698
-0,001050748
-0,282483038



YDRO05C
YDRO25W
YDRO59C
YDRO64W
YDRO092W
YDR129C
YDR139C
YDR305C
YDR367W
YDR381W
YDR397C
YDR424C
YDR424C 2
YDR447C
YDR450W
YDR471W
YDR500C
YELOI12W
YER003C
YER007C-A
YER044C-A
YER056C-A
YERO74W
YERO74W-A

YERO74W-A 2

YERO093C-A
YER102W
YERI117W
YER131W
YER133W

MAF1: negative regulation of transcription from RNA polymerase II
RPS11A: protein biosynthesis

UBCS: endocytosis

RPS13: protein biosynthesis

UBC13: protein monoubiquitination
SAC6: endocytosis

RUBI: protein deneddylation

HNT?2: nucleoside catabolism
YDR367W: biological process unknown
YRA1: mRNA-nucleus export

NCB2: negative regulation of transcription from RNA polymerase I
DYN2: microtubule-based process
DYN2: microtubule-based process
RPS17B: protein biosynthesis

RPS18A: protein biosynthesis

RPL27B: protein biosynthesis

RPL37B: protein biosynthesis

UBCS: protein monoubiquitination
PMI40: protein amino acid glycosylation
RBF20: biological process unknown
MEI4: sporulation (sensu Fungi)
RPL34A: protein biosynthesis

RPS24A: protein biosynthesis

YOSI: ER to Golgi transport

YOSI: ER to Golgi transport
YERO093C-A: biological process unknown
RPS8B: protein biosynthesis

RPL23B: protein biosynthesis

RPS26B: protein biosynthesis

GLC7: 35S primary transcript processing

-0,058697231
0,244092215
0,482132968

-0,360055802
0,018387636

-0,252632533
0,406423068
0,114157046

-0,122194667
0,017598738

-0,144795323
0,140621493
0,140621493

-0,032423913

-0,232594203

-0,144534965

-0,014258244
0,207939155
0,102173085

-0,293239191

-0,051266132

-0,203890741
0,004963889

-0,201211607

-0,201211607

-0,127056976

-0,025076171

-0,1671257
0,066654471
0,022199037

0,166070367
0,027965795
0,023147253
-0,382944061
0,219902878
0,09873979
-0,098768759
-0,055072488
-0,103846234
0,079214393
-0,113921577
0,273993889
0,073664737
-0,005956276
0,034475454
-0,020657812
-0,04240468
-0,079353129
0,069896137
-0,182999682
-0,120623688
0,233979482
0,166410082
0,01221744
-0,007805203
0,128037272
-0,000960958
-0,136645214
0,039499518
0,365694361

0,024615238
-0,051877743
-0,031997036
-0,474889835

-0,00322117

0,120698335
-0,042235706
-0,229680878
-0,047365496
-0,317363951

0,220222184

0,14576819

0,106816793
-0,206356443

0,133242115
-0,166820805
-0,040868318

0,078128766

0,408089012
-0,369953115

0,04536331

0,037047131
-0,106381825

0,004934393
-0,029607077
-0,059578998
-0,000796998

0,029442488

0,268864978
-0,181104715



YER179W
YFLO034C-A
YFL034C-B
YFL039C
YFR024C-A
YFRO31C-A
YFR032C-A
YGLO30W
YGLO31C
YGLO33W
YGLO76C
YGLO76C 2
YGLO087C
YGL103W
YGLI137W
YGL178W
YGLI187C
YGLI189C
YGL226C-A
YGL232W
YGL251C
YGRO01C
YGROO01C 2
YGR027C
YGRO29W
YGR118W
YGR148C
YGRI183C
YGR214W
YGR225W

DMC1: meiosis

RPL22B: protein biosynthesis

MOB?2: protein amino acid phosphorylation
ACTI: cell wall organization and biogenesis
LSB3: actin filament organization

RPL2A: protein biosynthesis

RPL29: protein biosynthesis

RPL30: protein biosynthesis

RPL24A: protein biosynthesis

HOP2: synapsis

RPL7A: protein biosynthesis

RPL7A: protein biosynthesis

MMS2: DNA repair

RPL28: protein biosynthesis

SEC27: ER to Golgi transport

MPTS: cell wall organization and biogenesis
COX4: aerobic respiration

RPS26A: protein biosynthesis

OSTS: protein amino acid N-linked glycosylation
TAN1: tRNA modification

HFM1: meiosis

YGROO1C: biological process unknown
YGROO1C: biological process unknown
RPS25A: protein biosynthesis

ERV1: mitochondrion organization and biogenesis
RPS23A: protein biosynthesis

RPL24B: protein biosynthesis

QCROY: aerobic respiration

RPSOA: protein biosynthesis

AMA1: sporulation (sensu Fungi)

0,158714553
0,10153239
0,153951677
0,3297276
0,107946716
0,015116962
-0,130912646
-0,021645238
-0,341174902
0,628310631
0,076622952
0,076622952
0,27238546
-0,015256478
-0,17333038
0,257582385
-0,036016152
-0,124294234
-0,181453669
0,012310726
-0,220755662
-0,360674024
-0,360674024
-0,289333207
-0,186444333
-0,217815832
-0,243949989
0,160267889
-0,023554448
0,103012914

-0,341176962
0,141911511
0,198721238
0,219402303

-0,104070721

0,21336488
0,283757553

-0,077898757
0,120625429
0,409384225
0,116719254
0,216427061

-0,069992449

-0,028465305

-0,031550414
0,232122417
-0,10857019
0,282792476
-0,05752587
0,102364197

-0,130259941

-0,108840044

-0,164179391
0,100311506

-0,033579561

-0,052397804
0,192937201
0,150808298

-0,034882493
0,292076579

0,297640966
0,019605646
0,0353909
0,264135326
0,20562296
-0,103386988
-0,201747866
-0,260954234
0,103987177
0,093291164
-0,059162911
-0,120924528
0,220014897
0,00281107
-0,399077442
0,52716317
0,151819668
0,760776797
0,08345953
-0,161861149
-0,069310179
-0,209766731
-0,659829307
0,051209413
0,016793298
0,093016913
-0,272377151
0,055137059
-0,031864084
0,067172973



YHLOOIW
YHROO1IW-A
YHROI0W
YHROI12W
YHRO16C
YHRO21C
YHRO39C-A
YHRO041C
YHRO77C
YHRO097C
YHRI101C
YHR123W
YHR141C
YHR203C
YIL004C
YILOI8W
YILO52C
YIL069C
YIL106W
YILI1IW
YIL133C
YIL148W
YJLOO1W
YJL024C
YJLO41W
YJL136C
YJL177W
YJL189W
YJLI91IW
YJL205C

RPL14B: protein biosynthesis

QCRI10: aerobic respiration

RPL27A: protein biosynthesis

VPS29: retrograde transport, endosome to Golgi
YSC84: endocytosis

RPS27B: protein biosynthesis

VMA10: vacuolar acidification

SRB2: transcription from RNA polymerase II promoter
NMD2: mRNA catabolism

YHRO097C: biological process unknown

BIGT1: cell wall biosynthesis (sensu Fungi)
EPT1: phosphatidylethanolamine biosynthesis
RPL42B: protein biosynthesis

RPS4B: protein biosynthesis

BET1: ER to Golgi transport

RPL2B: protein biosynthesis

RPL34B: protein biosynthesis

RPS24B: protein biosynthesis

MOBI: protein amino acid phosphorylation
COXS5B: mitochondrial electron transport, cytochrome ¢ to oxygen
RPLI16A: protein biosynthesis

RPLA40A: protein biosynthesis

PRE3: response to stress

APS3: vesicle-mediated transport

NSP1: mRNA-nucleus export

RPS21B: protein biosynthesis

RPL17B: protein biosynthesis

RPL39: protein biosynthesis

RPS14B: protein biosynthesis

NCEI1: biological process unknown

-0,250200183
0,535789519
0,081133185

-0,157693071

0,08911571
0,055867219

-0,155045877
0,016589983
0,014956196
0,359450514

-0,070221082

-0,312426127

-0,163359241

-0,027435739

-0,173321897

-0,018001426
0,058236246
0,032337523
0,227128622
0,016160513
0,374221046

-0,049321182

-0,136872482

-0,254182622
0,067444511

-0,155948347

-0,139043959

-0,111646037
0,424487315
0,029231168

0,136937978
-0,091484728
0,176589354
-0,140882775
0,193283404
0,064834998
0,077343402
0,108458654
-0,194984858
0,248262014
-0,041682746
0,003945712
-0,010617813
-0,059901355
-0,207580706
0,140906255
0,079003582
-0,111223543
0,217308281
-0,022530418
-0,092071456
-0,17868769
0,076177513
-0,028985773
0,246695689
-0,074639246
-0,109768188
-0,002898734
0,089095116
0,19839181

-0,045259459
0,090132198
0,106454037
0,085919511
0,169083269

-0,032255949

-0,169718636
0,052748906
0,210443668
0,074995948
0,192197648

-0,477405152

-0,182953069

-0,081599181

-0,061363296
-0,00923819
0,040306751

-0,269682785
0,438537737

-0,188639307
0,136315382
-0,23950284

-0,093617543
0,073137015
0,326259831

-0,045973142
0,011576646

-0,016518733
0,267286414
0,048702453



YJR021C
YJR094W-A
YJR145C
YKL002W
YKLO006C-A
YKLO06W
YKLOS1W
YKL156W
YKL157W
YKL180W
YKL186C
YKL186C 2
YKL186C 3
YKL186C 4
YKL186C 5
YKL186C 6
YKL190W
YKRO57W
YKR094C
YLLO050C
YLRO48W
YLRO61W
YLRO78C
YLR093C
YLRI28W
YLRI85W
YLR211C
YLR275W
YLR287C-A
YLR306W

REC107: meiotic recombination
RPL43B: protein biosynthesis

RPS4A: protein biosynthesis

DID4: protein retention in Golgi

SFT1: intra-Golgi transport

RPL14A: protein biosynthesis

TEF4: translational elongation

RPS27A: protein biosynthesis

APE2: peptide metabolism

RPLI17A: protein biosynthesis

MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
CNBI: cell wall organization and biogenesis
RPS21A: protein biosynthesis

RPL40B: protein biosynthesis

COFTI: actin filament organization
RPSOB: protein biosynthesis

RPL22A: protein biosynthesis

BOSI: ER to Golgi transport

NYV1I: vesicle fusion

DCNI: protein neddylation

RPL37A: protein biosynthesis
YLR211C: biological process unknown
SMD2: nuclear mRNA splicing, via spliceosome
RPS30A: protein biosynthesis

UBC12: protein monoubiquitination

0,220873834
0,214700051
-0,353961555
-0,063019626
-0,112444776
0,012419857
0,225570903
0,062374453
0,18634009
-0,259010296
-0,131103132
-0,131103132
-0,131103132
-0,131103132
-0,131103132
-0,131103132
-0,230584996
-0,387684661
-0,025471893
-0,412207162
0,080405886
-0,003349876
-0,266450477
-0,112240851
0,002792523
-0,049713597
0,019207922
-0,083803451
0,399449212
-0,017905752

0,081966152
0,12972512
0,021332198
-0,144306816
0,006699636
0,149657792
0,097199652
0,064822059
-0,610981821
0,031286508
-0,053739445
-0,08691001
-0,060871118
-0,082304137
-0,137477945
0,028412258
-0,051558138
0,088275829
-0,210424693
0,012496669
0,042159257
0,231290049
-0,132418072
0,096472663
0,293605151
-0,041559832
-0,063863223
-0,010941132
-0,173799039
0,095136099

0,139409662
0,132480478
-0,17025924
0,136719788
0,079153816
-0,016597235
0,259001926
-0,151326759
0,048401752
-0,388125158
-0,116836018
0,10872715
-0,014639836
0,222240532
0,042451414
-0,049620407
-0,03425145
-0,157735097
0,031707345
0,432516927
0,144257557
0,097871036
0,068243847
-0,186550775
-0,02449166
-0,231081115
-0,051172349
2,190639048
-0,004499621
0,006553045



YLR316C
YLR316C 2
YLR333C
YLR344W
YLR367W
YLR367W 2
YLR388W
YLR406C
YLR426W
YLR448W
YMLO024W
YML025C
YML026C
YMLO034W
YMLO034W 2
YMLO056C
YMLO067C
YMLO073C
YMLO085C
YMLO094W
YML124C
YMRO33W
YMRO79W
YMR116C
YMRI125W
YMR133W
YMR142C
YMR143W
YMR194W
YMR201C

TAD3: tRNA modification

TAD3: tRNA modification

RPS25B: protein biosynthesis

RPL26A: protein biosynthesis

RPS22B: protein biosynthesis

RPS22B: protein biosynthesis

RPS29A: protein biosynthesis

RPL31B: protein biosynthesis

YLR426W: biological process unknown
RPL6B: protein biosynthesis

RPS17A: protein biosynthesis

YMLG6: protein biosynthesis

RPS18B: protein biosynthesis

SRCI1: mitotic sister chromatid segregation
SRCI1: mitotic sister chromatid segregation
IMDA4: biological process unknown
ERV41: ER to Golgi transport

RPL6A: protein biosynthesis

TUBI: mitotic sister chromatid segregation
GIMS: tubulin folding

TUB3: mitotic sister chromatid segregation
ARPI: chromatin remodeling

SEC14: sporulation (sensu Fungi)

ASCI: biological process unknown

STO1: nuclear mRNA splicing, via spliceosome
REC114: meiotic recombination

RPL13B: protein biosynthesis

RPS16A: protein biosynthesis

RPL36A: protein biosynthesis

RAD14: nucleotide-excision repair, DNA damage recognition

0,149412408
0,149412408
-0,226084459
-0,280853443
0,230235625
0,230235625
-0,195411853
-0,270174443
0,027998716
-0,353233492
-0,416670472
0,033227168
-0,014258821
0,104853359
0,104853359
-0,235154839
-0,226820686
-0,284512367
0,027532741
-0,061815997
0,306225763
0,117638222
0,141631967
-0,030271177
0,039477455
-0,006141121
-0,39502383
-0,034429846
-0,081613943
-0,130736011

-0,149358651
-0,166590681
-0,067377016
0,025025627
0,146274495
-0,288701002
-0,088257503
-0,026275296
0,169057673
0,003847758
0,048485861
-0,048680903
0,027518438
-0,069531574
-0,099127384
0,177778769
-0,157134737
0,048565004
0,011023156
-0,128743561
0,083417522
-0,038407743
-0,099246422
0,093124162
-0,021326542
0,037024641
-0,073610585
-0,120306751
0,082567591
-0,106844434

0,271407175
-0,020981802
-0,057570419
-0,004055588
-0,133466947

0,139671868
-0,154950591
-0,313056961
-0,174023315
-0,306359412
-0,250874401
-0,037632138
-0,154560048

0,028363806

0,128167573

-0,34600952
-0,565738554
-0,425014772
-0,143016452

-0,12500357
-0,069991556
-0,196784734

0,043498617

0,020023902

0,146783007

0,204632862
-0,409886478
-0,246549112
-0,168750853
-0,060093896



YMR225C
YMR230W
YMR292W
YNLO12W
YNLO044W
YNLO050C
YNLO069C
YNL096C
YNLI112W
YNL130C
YNLI147W
YNLI162W
YNL246W
YNL265C
YNL301C
YNL302C
YNL312W
YNRO53C
YOL047C
YOL048C
YOL120C
YOLI121C
YOLI127W
YOR096W
YORI122C
YOR182C
YOR234C
YOR293W
YOR312C
YPLO31C

MRPLA44: protein biosynthesis

RPS10B: protein biosynthesis

GOT1: ER to Golgi transport

SPO1: meiosis

YIP3: ER to Golgi transport

YNLO50C: biological process unknown
RPL16B: protein biosynthesis

RPS7B: protein biosynthesis

DBP2: mRNA catabolism, nonsense-mediated decay
CPT1: phosphatidylcholine biosynthesis
LSM?7: nuclear mRNA splicing, via spliceosome
RPL42A: protein biosynthesis

VPS75: protein-vacuolar targeting

IST1: protein biosynthesis

RPLI18B: protein biosynthesis

RPS19B: protein biosynthesis

RFA2: DNA recombination

NOG?2: ribosome assembly

YOLO047C: biological process unknown
YOLO048C: biological process unknown
RPLI18A: protein biosynthesis

RPS19A: protein biosynthesis

RPL25: protein biosynthesis

RPS7A: protein biosynthesis

PFY1: response to osmotic stress

RPS30B: protein biosynthesis

RPL33B: protein biosynthesis

RPS10A: protein biosynthesis

RPL20B: protein biosynthesis

PHOSS: protein amino acid phosphorylation

-0,138655486
-0,182267899
-0,038659879
-0,047066699
0,186621009
0,124625822
0,110972302
0,376115417
0,172192763
0,157196266
-0,028357146
0,029675557
-0,053885516
-0,119750072
-0,081352927
-0,561474224
0,162549723
0,358684178
0,52133722
0,028248936
-0,085249825
-0,135413668
-0,215369099
-0,551081993
-0,117360469
-0,155351888
0,164032592
-0,157100901
-0,166360295
0,06674175

0,101058583
-0,034422629
0,00572857
-0,204510059
0,190634523
-0,050054776
0,131567163
0,356461544
0,47810543
-0,102966843
-0,080606669
-0,187790527
0,049382849
0,295016654
-0,142767771
0,200984104
0,002696706
0,978411768
0,188864579
-0,047886582
-0,237999758
0,162688543
0,113575067
0,056673601
0,003712806
-0,039603184
0,050555375
0,140098375
-0,164758832
0,198651297

-0,108274354
-0,249445204
-0,108432453
-0,176185218
-0,079164171
-0,104658925
0,1539242
0,228074745
0,082900563
-0,006200541
0,056168017
-0,413689217
0,056380119
-0,115044071
0,006049504
-0,29325763
0,135842384
0,14939881
0,410400099
-0,043651918
0,000684845
0,191483511
-0,086099377
-0,488638203
-0,028927615
-0,001608946
-0,019071277
-0,126238236
-0,242254789
-0,265553385



YPLO75W
YPLO79W
YPLOSIW
YPL090C
YPL129W
YPL143W
YPL175W
YPL198W
YPL198W 2
YPL218W
YPL241C
YPL249C-A
YPRO28W
YPRO43W
YPRO63C
YPR098C
YPR132W
YPRI87W

Genotype:

Strains compared:

Feature:

Systematic Name

SNRI17A
SNR17B
YALOO1C
YALOO3W

GCRI1: positive regulation of transcription from RNA polymerase II-
RPL21B: protein biosynthesis

RPS9A: protein biosynthesis

RPS6A: protein biosynthesis

TAF14: chromatin remodeling

RPL33A: protein biosynthesis

SPT14: GPI anchor biosynthesis

RPL7B: protein biosynthesis

RPL7B: protein biosynthesis

SARI1: ER to Golgi transport

CIN2: microtubule-based process

RPL36B: protein biosynthesis

YOPI1: vesicle-mediated transport

RPL43A: protein biosynthesis

YPRO63C: biological process unknown

YPRO98C: biological process unknown

RPS23B: protein biosynthesis

RPO26: transcription from RNA polymerase II promoter

Common Name

SNR17A

SNR17B

TFC3: transcription initiation from RNA polymerase III promoter
EFBI: translational elongation

-0,112873363
-0,027296548
0,194746024
-0,390242719
-0,220213948
-0,138066462
0,012786296
0,31864225
0,31864225
0,172631397
0,003125145
-0,304636567
-0,31515637
-0,238551767
-0,313458094
-0,191336941
-0,235462691
-0,055221332

set2A
W303 set2A vs

W303
Exon

0,179532366
0,120026884
0,165071499
0,211736715

-0,376567748
-0,00149601
-0,024418418
-0,16089062
-0,165996381
0,115977791
-0,16001701
-0,004318114
0,141214716
0,1078415
-0,080859488
0,074714787
0,033176794
0,140938558
0,058945915
0,071994088
-0,013740111
-0,175758111

set2A
W303 set2A vs

W303
Intron

0,409513139
0,119309126
0,430577299
0,304137702

0,049949976
-0,121342827
0,079423838
-0,372471952
0,056360621
-0,01502695
-0,018318743
0,135648439
0,08640419
-0,125241107
0,173144336
-0,295881321
0,131735392
-0,250701476
-0,506260009
-0,110815157
-0,347694788
0,128236102

set2A
W303 set2A vs

W303
Junction

0,475160914
0,475160914
0,054720882
0,132134784



YALO30W
YBLO018C
YBLO026W
YBLO027W
YBL040C
YBLO50W
YBLO59C-A
YBLO59W
YBL072C
YBL087C
YBL091C-A
YBL092W
YBRO48W
YBRO78W
YBRO082C
YBROS4C-A
YBRO89C-A
YBR119W
YBRI81C
YBRI86W
YBRI89W
YBRI9IW
YBR219C
YBR230C
YCRO028C-A
YCRO031C
YCRO97W
YCRO97W 2
YDLO12C
YDL029W

SNCI1: endocytosis

POPS: rRNA processing

LSM2: nuclear mRNA splicing, via spliceosome
RPL19B: protein biosynthesis

ERD?2: protein retention in ER

SEC17: ER to Golgi transport

YBLO059C-A: biological process unknown

YBLO59W: biological process unknown

RPS8A: protein biosynthesis

RPL23A: protein biosynthesis

SCS22: biological process unknown

RPL32: protein biosynthesis
RPS11B: protein biosynthesis

ECM33: cell wall organization and biogenesis

UBCA4: response to stress

RPLI19A: protein biosynthesis

NHP6B: regulation of transcription from RNA polymerase II promot
MUDI: nuclear mRNA splicing, via spliceosome

RPS6B: protein biosynthesis

PCH2: regulation of meiosis

RPS9B: protein biosynthesis

RPL21A: protein biosynthesis

YBR219C: biological process unknown

YBR230C: biological process unknown

RIM1: mitochondrial genome maintenance

RPS14A: protein biosynthesis

HMRAU1: regulation of transcription, mating-type specific
HMRAU1: regulation of transcription, mating-type specific
YDLO12C: biological process unknown

ARP2: actin filament organization

-0,082878968
-0,212412238
-0,029191752
-0,022073083
0,323995887
-0,095915906
-0,013927938
0,152449468
-0,532730657
-0,357007438
-0,097880351
-0,395009641
-0,102572706
-0,311801837
-0,077356406
0,01775962
-0,156755966
-0,333332655
-0,217504038
0,079603241
-0,300905171
-0,003689024
0,302167042
-0,20846058
-0,235131762
0,01769516
-0,087480186
-0,087480186
0,170019487
-0,237036321

0,096100317
0,058167124
0,113811577
0,007295409
0,131494076
0,253684667
0,010030269
0,162161261
0,026612668
0,166006248
-0,104211451
0,014446788
0,188638221
0,425897026
0,040574631
0,229785276
-0,099036393
0,133563668
-0,100770562
-0,174501391
0,189303655
0,037097052
0,109727243
-0,028946609
0,168255756
-0,001457289
-0,125252808
0,257660297
0,22542085
-0,013686696

-0,189253701
-0,206129316
-0,138439947
-0,124172181
0,396040843
-0,286196087
-0,143533861
-0,066297146
-0,452866309
-0,224690234
-0,111723188
-0,343364834
0,027336907
0,189227605
0,203699913
-0,012751235
-0,077709065
0,183185186
-0,260333796
0,03507107
-0,110252744
-0,105298012
-0,2371085
-0,112208349
-0,303605098
-0,325028519
0,210237546
-0,090208054
-0,027902817
-0,104101314



YDL061C
YDLO64W
YDLO75W
YDL079C
YDL082W
YDLO083C
YDL108W
YDLI115C
YDL125C
YDL130W
YDL136W
YDLI137W
YDL189W
YDLI91W
YDL219W
YDR005C
YDRO25W
YDRO59C
YDRO64W
YDRO092W
YDR129C
YDR139C
YDR305C
YDR367W
YDR381W
YDR397C
YDR424C
YDR424C 2
YDR447C
YDR450W

RPS29B: protein biosynthesis

UBC9: G2/M transition of mitotic cell cycle
RPL31A: protein biosynthesis

MRKI: protein amino acid phosphorylation
RPLI3A: protein biosynthesis

RPS16B: protein biosynthesis

KIN28: protein amino acid phosphorylation
IWRI1: meiosis

HNT1: nucleotide metabolism

RPP1B: translational elongation

RPL35B: protein biosynthesis

ARF2: ER to Golgi transport

RBS1: galactose metabolism

RPL35A: protein biosynthesis

DTD1: translation

MAF1: negative regulation of transcription from RNA polymerase II
RPS11A: protein biosynthesis

UBCS: endocytosis

RPS13: protein biosynthesis

UBC13: protein monoubiquitination

SAC6: endocytosis

RUBI: protein deneddylation

HNT?2: nucleoside catabolism

YDR367W: biological process unknown
YRA1: mRNA-nucleus export

NCB2: negative regulation of transcription from RNA polymerase I
DYN2: microtubule-based process

DYN2: microtubule-based process
RPS17B: protein biosynthesis

RPS18A: protein biosynthesis

-0,58300051
-0,091390691
-0,439347825

0,01126874

0,036307718
-0,270206753

0,115394148
-0,027822684

0,150979749

0,129329734
-0,051231833

0,114437953
-0,155225682
-0,335531952
-0,025014223

0,36958684
-0,333258131

0,044740636

0,032505182
-0,240604013

0,286808619
-0,058428318
-0,011522485
-0,292927214

0,550962968
-0,149254033
-0,083286781
-0,083286781
-0,635093887

-0,55362253

0,047462424
0,311697893
-0,024871062
-0,188513328
-0,159309322
0,035178519
0,35559232
0,222452107
0,417441272
0,03361241
-0,074101242
0,19562268
-0,230192081
-0,04203484
0,256736658
0,651360683
0,106840218
0,076179606
0,009755861
0,042717895
0,239755444
0,007907524
0,094690299
0,012127248
0,456143251
-0,107014295
0,262615324
0,007003889
0,016247829
-0,087052182

-0,173908988
-0,017512547
-0,316132645
-0,070998494
-0,201672696
-0,191822659
-0,010479963
0,01794767
0,107370516
0,076925895
-0,095743445
-0,111421106
0,10252156
0,037336329
-0,1622494
0,075511485
0,078931102
-0,109663304
0,032362444
-0,107661716
0,229732137
-0,086693717
-0,040540431
0,074555654
-0,255556976
0,089139706
-0,122498251
-0,076188462
-0,819300614
0,170002635



YDR471W
YDRS500C
YELO12W
YERO003C
YERO07C-A
YER044C-A
YERO056C-A
YERO074W
YERO074W-A

YERO74W-A 2

YER093C-A
YER102W
YER117W
YERI31W
YER133W
YER179W
YFLO034C-A
YFL034C-B
YFL039C
YFR024C-A
YFRO31C-A
YFR032C-A
YGLO30W
YGLO031C
YGLO033W
YGLO076C
YGLO076C 2
YGL087C
YGL103W
YGL137W

RPL27B: protein biosynthesis

RPL37B: protein biosynthesis

UBCS: protein monoubiquitination
PMI40: protein amino acid glycosylation
RBF20: biological process unknown
MEI4: sporulation (sensu Fungi)
RPL34A: protein biosynthesis

RPS24A: protein biosynthesis

YOSI: ER to Golgi transport

YOSI1: ER to Golgi transport
YERO093C-A: biological process unknown
RPS8B: protein biosynthesis

RPL23B: protein biosynthesis

RPS26B: protein biosynthesis

GLC7: 35S primary transcript processing
DMC1: meiosis

RPL22B: protein biosynthesis

MOB?2: protein amino acid phosphorylation
ACTI: cell wall organization and biogenesis
LSB3: actin filament organization
RPL2A: protein biosynthesis

RPL29: protein biosynthesis

RPL30: protein biosynthesis

RPL24A: protein biosynthesis

HOP2: synapsis

RPL7A: protein biosynthesis

RPL7A: protein biosynthesis

MMS2: DNA repair

RPL28: protein biosynthesis

SEC27: ER to Golgi transport

-0,290350138
-0,361847829
-0,044346909
0,052801052
-0,2384693
-0,351592518
-0,541585896
0,054557473
-0,559045826
-0,559045826
-0,159774285
-0,101317784
-0,343887992
-0,384974972
0,488999656
-0,077642648
0,324879329
0,234690017
0,236173598
0,04653254
-0,174390656
-0,293105611
-0,523551067
-0,573106514
-0,407610449
-0,523500125
-0,523500125
-0,054127804
-0,658331337
0,2304621

-0,13498606
-0,010202131
0,147182557
0,011636771
-0,07145492
-0,151701928
0,062414969
0,04254055
-0,026018851
0,143401446
-0,064668218
-0,009448429
0,003791542
0,162040904
0,236534248
-0,105373732
0,402568729
0,577697233
0,140061395
-0,057232498
0,064448372
-0,055738995
0,035883236
0,00759704
0,034895609
0,30510027
0,09264352
0,061023129
0,556380583
0,155470087

-0,489307995
-0,008431309
-0,146529149
-0,088184102
-0,325631185
0,004865552
0,050464645
-0,158452727
-0,057991832
-0,248652569
0,038038981
-0,191203564
-0,134028889
-0,130140918
0,082432211
0,357317828
-0,197716867
0,099536544
0,078830332
0,058374103
-0,230923826
-0,159028407
-0,565817743
-0,09224415
0,043312635
-0,29597994
-0,301119457
0,01956173
-0,041083503
0,074681811



YGL178W
YGL187C
YGL189C
YGL226C-A
YGL232W
YGL251C
YGRO01C
YGROO01C 2
YGR027C
YGR029W
YGR118W
YGR148C
YGR183C
YGR214W
YGR225W
YHLOOIW
YHROO1W-A
YHRO10W
YHRO12W
YHRO16C
YHR021C
YHR039C-A
YHRO041C
YHRO77C
YHR097C
YHR101C
YHR123W
YHR141C
YHR203C
YIL004C

MPTS: cell wall organization and biogenesis
COX4: aerobic respiration

RPS26A: protein biosynthesis

OSTS: protein amino acid N-linked glycosylation
TAN1: tRNA modification

HFM1: meiosis

YGROO1C: biological process unknown
YGROO1C: biological process unknown
RPS25A: protein biosynthesis

ERV1: mitochondrion organization and biogenesis
RPS23A: protein biosynthesis

RPL24B: protein biosynthesis

QCROY: aerobic respiration

RPSOA: protein biosynthesis

AMA1: sporulation (sensu Fungi)

RPL14B: protein biosynthesis

QCRI10: aerobic respiration

RPL27A: protein biosynthesis

VPS29: retrograde transport, endosome to Golgi
YSC84: endocytosis

RPS27B: protein biosynthesis

VMA10: vacuolar acidification

SRB2: transcription from RNA polymerase II promoter
NMD2: mRNA catabolism

YHRO097C: biological process unknown

BIGI1: cell wall biosynthesis (sensu Fungi)
EPT1: phosphatidylethanolamine biosynthesis
RPL42B: protein biosynthesis

RPS4B: protein biosynthesis

BET1: ER to Golgi transport

0,478425212
-0,240699973
-0,4843175
-0,512263906
-0,112768072
0,29428327
0,180729454
0,180729454
-0,390831241
0,098741562
-0,516751313
-0,238955496
0,032723672
-0,39341884
-0,154748502
-0,173527858
0,500101571
-0,105507403
-0,202999004
0,118339863
-0,328457957
-0,451720434
-0,26576945
0,081519098
0,182334105
0,171000266
-0,043605697
-0,540535649
-0,103996623
0,02907017

0,644742746
-0,294815613
0,081345507
0,042623346
0,120412147
0,077227942
0,073570806
-0,165710343
-0,040467717
-0,015056609
-0,095622996
-0,079261842
-0,060734858
0,342565718
-0,175855287
-0,114484976
0,164103448
0,038751596
0,106197888
0,060767752
-0,131050951
-0,116528501
-0,169070051
0,007536556
0,202783885
0,431671966
0,121007413
-0,274271281
0,032387954
0,048018935

0,25831711
0,246817074
0,25190775
0,121035265
0,15920514
0,118149666
-0,264761282
-0,104290382
0,055085204
-0,02525258
-0,051671919
-0,422580706
-0,108525958
-0,136665302
-0,028387253
-0,089159422
-0,502539169
0,281551015
0,06133366
-0,05979998
-0,032800257
-0,549439815
-0,095489774
0,138011929
0,10161465
0,111503133
-0,464252977
-0,600623573
-0,224720955
-0,174416338



YILO18W
YIL052C
YIL069C
YIL106W
YILIT1IW
YIL133C
YIL148W
YJLOOIW
YJL024C
YILO41W
YJL136C
YIL177W
YJL189W
YIL191W
YJL205C
YJR021C
YJR094W-A
YJR145C
YKLO002W
YKLO006C-A
YKLO06W
YKLOS1W
YKL156W
YKL157W
YKL180W
YKL186C
YKL186C 2
YKL186C 3
YKL186C 4
YKL186C 5

RPL2B: protein biosynthesis

RPL34B: protein biosynthesis

RPS24B: protein biosynthesis

MOBI: protein amino acid phosphorylation
COXS5B: mitochondrial electron transport, cytochrome ¢ to oxygen
RPLI16A: protein biosynthesis

RPLA40A: protein biosynthesis

PRE3: response to stress

APS3: vesicle-mediated transport
NSP1: mRNA-nucleus export

RPS21B: protein biosynthesis

RPL17B: protein biosynthesis

RPL39: protein biosynthesis

RPS14B: protein biosynthesis

NCEI1: biological process unknown
REC107: meiotic recombination
RPL43B: protein biosynthesis

RPS4A: protein biosynthesis

DID4: protein retention in Golgi

SFT1: intra-Golgi transport

RPL14A: protein biosynthesis

TEF4: translational elongation

RPS27A: protein biosynthesis

APE2: peptide metabolism

RPLI17A: protein biosynthesis

MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export
MTR2: poly(A)+ mRNA-nucleus export

-0,41644019
-0,731564511
-0,201454361
-0,121324231

0,099982167
-0,251214774

-0,1919781
-0,341033844

-0,19594778

0,258476587
-0,120122912
-0,006949745
-0,157433909

0,095334272

0,156264067

0,028394042
-0,433153985
-0,064592237

0,056836662
-0,367363693

0,245189767

0,318428133
-0,113990404

0,131962408
-0,112870169
-0,196426382
-0,196426382
-0,196426382
-0,196426382
-0,196426382

0,005619808
-0,12076533
0,048051958
-0,054374021
0,327240401
-0,097466482
0,127434381
0,232347516
0,274562041
0,488949133
0,050712625
0,084940173
0,021886607
0,433868503
0,287747695
0,14655537
-0,042239623
0,048380437
0,17038086
-0,261921072
0,114471644
-0,084866769
0,005874608
-0,044048226
0,169752162
-0,032466935
-0,11506968
-0,132076687
-0,199668771
-0,218927749

-0,292759628
-0,015426966
-0,064640103
-0,197041382
0,0908799
-0,3370084
-0,226908273
-0,452269642
0,031802453
0,610972012
-0,084405035
0,006876683
-0,49504713
-0,232488671
-0,016459377
-0,059785042
-0,412471985
-0,172854273
-0,148848825
-0,082282097
-0,101605882
0,222711061
-0,146567069
1,34E-05
-0,310062078
0,052571996
0,076571733
0,050745236
0,13878537
0,026629702



YKLI186C 6
YKL190W
YKRO57W
YKR094C
YLL050C
YLRO48W
YLRO61W
YLRO078C
YLR093C
YLR128W
YLRI85W
YLR211C
YLR275W
YLR287C-A
YLR306W
YLR316C
YLR316C 2
YLR333C
YLR344W
YLR367W
YLR367W 2
YLR388W
YLR406C
YLR426W
YLR448W
YMLO024W
YML025C
YML026C
YMLO34W
YMLO34W 2

MTR2: poly(A)+ mRNA-nucleus export
CNBI: cell wall organization and biogenesis
RPS21A: protein biosynthesis

RPL40B: protein biosynthesis

COFTI: actin filament organization

RPSOB: protein biosynthesis

RPL22A: protein biosynthesis

BOSI: ER to Golgi transport

NYV1I: vesicle fusion

DCNI: protein neddylation

RPL37A: protein biosynthesis

YLR211C: biological process unknown
SMD2: nuclear mRNA splicing, via spliceosome
RPS30A: protein biosynthesis

UBC12: protein monoubiquitination
TAD3: tRNA modification

TAD3: tRNA modification

RPS25B: protein biosynthesis

RPL26A: protein biosynthesis

RPS22B: protein biosynthesis

RPS22B: protein biosynthesis

RPS29A: protein biosynthesis

RPL31B: protein biosynthesis

YLR426W: biological process unknown
RPL6B: protein biosynthesis

RPS17A: protein biosynthesis

YMLG6: protein biosynthesis

RPS18B: protein biosynthesis

SRCI1: mitotic sister chromatid segregation
SRCI1: mitotic sister chromatid segregation

-0,196426382
0,018632689
-0,064280783
-0,380341492
-0,374555593
-0,280549271
-0,053262229
-0,04100539
0,071605015
0,134214168
-0,346025638
-0,100542819
-0,075677457
-0,136500517
0,066098776
0,21277497
0,21277497
-0,679388975
-0,192751819
-0,481715585
-0,481715585
-0,32412403
-0,29374143
0,299696721
-0,059144815
-0,410800908
0,183101984
-0,088179071
0,078325759
0,078325759

-0,035295841
0,121907613
0,139072879

-0,0025212
0,120059357
0,286520514

-0,052871432

-0,115519178
0,197976986

-0,071357575
0,076913033
0,111169281
0,051683575
0,262867308
0,019770951
0,265574056
0,213672166

-0,132827947
0,149627519
0,294014117
0,424195873
0,232534411
0,002025023

0,58852354

-0,130226118
0,068634088

-0,000963124
0,161351807

0,14347996

-0,012813756

-0,045712278
0,01247367
-0,248542205
-0,083890006
-0,150050427
0,259100852
-0,041674086
-0,013845596
-0,120434598
-0,060682918
-0,569390667
-0,145489603
0,043212068
-0,179007171
0,08905016
-0,079374707
-0,039923129
0,047418037
0,155221857
0,099886033
0,063337962
-0,457136834
-0,335471363
-0,064227054
-0,005997687
-0,420158321
-0,001612649
-0,169729476
-0,020922901
0,014342849



YMLO56C
YMLO067C
YMLO73C
YMLO85C
YML094W
YML124C
YMRO33W
YMRO79W
YMR116C
YMRI125W
YMR133W
YMR142C
YMR143W
YMR194W
YMR201C
YMR225C
YMR230W
YMR292W
YNLO12W
YNLO044W
YNLO50C
YNLO069C
YNL096C
YNL112W
YNL130C
YNL147W
YNLI162W
YNL246W
YNL265C
YNL301C

IMDA4: biological process unknown

ERV41: ER to Golgi transport

RPL6A: protein biosynthesis

TUBI: mitotic sister chromatid segregation
GIMS: tubulin folding

TUB3: mitotic sister chromatid segregation
ARP9: chromatin remodeling

SEC14: sporulation (sensu Fungi)

ASCI: biological process unknown

STO1: nuclear mRNA splicing, via spliceosome
REC114: meiotic recombination

RPL13B: protein biosynthesis

RPS16A: protein biosynthesis

RPL36A: protein biosynthesis

RAD14: nucleotide-excision repair, DNA damage recognition
MRPLA44: protein biosynthesis

RPS10B: protein biosynthesis

GOT1: ER to Golgi transport

SPO1: meiosis

YIP3: ER to Golgi transport

YNLO50C: biological process unknown
RPL16B: protein biosynthesis

RPS7B: protein biosynthesis

DBP2: mRNA catabolism, nonsense-mediated decay
CPT1: phosphatidylcholine biosynthesis

LSM?7: nuclear mRNA splicing, via spliceosome
RPL42A: protein biosynthesis

VPS75: protein-vacuolar targeting

IST1: protein biosynthesis

RPLI18B: protein biosynthesis

-0,064110239
0,153872572
-0,045743132
0,044944226
-0,027851617
-0,001367455
-0,007161559
0,04734132
-0,100389833
-0,192808517
0,027931046
-0,050931975
-0,145465569
-0,526897933
0,065803068
-0,207267357
-0,315827182
0,395680166
0,317676548
0,266010698
-0,092014812
0,091378726
-0,238203949
0,509731286
-0,456175613
-0,160343398
-0,327004242
0,098638841
-0,114163189
0,052267758

0,450136979
0,049103314
0,038767145
-0,012022957
0,059103183
0,178492665
-0,00326674
0,118170617
-0,10968707
0,104010762
-0,006828412
0,011331668
-0,20776743
0,085680581
-0,108555966
-0,080505433
-0,181853393
0,235327068
0,149692891
0,127013105
-0,061411027
-0,135264444
0,083692303
0,375543615
-0,141571238
0,06834648
0,282000991
0,078704722
0,237795096
-0,114560918

0,230102269

-0,20692026

-0,16221568

0,031399587
-0,136539682
-0,039825627

0,124652883
-0,075361557
-0,168893301
-0,222966871
-0,153774649

-0,09761018
-0,178107884
-0,673340057
-0,230933198
-0,281391564
-0,416527879

0,267001967
-0,158101839
-0,110717121
-0,036278201
-0,002114395
-0,225981675

0,716208333
-0,139367482
-0,058624779
-0,497914829
-0,085567106
-0,222332646

0,161017595



YNL302C
YNL312W
YNRO53C
YOL047C
YOL048C
YOL120C
YOLI21C
YOLI127W
YORO096W
YOR122C
YOR182C
YOR234C
YOR293W
YOR312C
YPLO31C
YPLO75W
YPLO79W
YPLOSIW
YPL090C
YPL129W
YPL143W
YPL175W
YPL198W
YPL198W 2
YPL218W
YPL241C
YPL249C-A
YPRO28W
YPRO43W
YPRO63C

RPS19B: protein biosynthesis

RFA2: DNA recombination

NOG?2: ribosome assembly

YOLO047C: biological process unknown
YOLO048C: biological process unknown
RPLI18A: protein biosynthesis
RPS19A: protein biosynthesis

RPL25: protein biosynthesis

RPS7A: protein biosynthesis

PFY1: response to osmotic stress
RPS30B: protein biosynthesis

RPL33B: protein biosynthesis
RPS10A: protein biosynthesis

RPL20B: protein biosynthesis

PHOSS: protein amino acid phosphorylation
GCRI1: positive regulation of transcription from RNA polymerase II-

RPL21B: protein biosynthesis
RPS9A: protein biosynthesis
RPS6A: protein biosynthesis
TAF14: chromatin remodeling
RPL33A: protein biosynthesis
SPT14: GPI anchor biosynthesis
RPL7B: protein biosynthesis
RPL7B: protein biosynthesis
SARI1: ER to Golgi transport
CIN2: microtubule-based process
RPL36B: protein biosynthesis
YOPI1: vesicle-mediated transport
RPL43A: protein biosynthesis
YPRO63C: biological process unknown

-0,134381587
0,027831574
0,344442025
0,043635494
-0,22206719
0,009382878

-0,485548202

-0,296754918

-0,331257373

-0,125457242

-0,253537014

-0,255602965

-0,344459105

-0,051300782
0,020527707
0,400593784

-0,444807033
0,101261192
-0,35746377
0,201419531

-0,003484575
0,134281087
0,404684292
0,404684292
0,482701801
0,036789594

-0,218848101

-0,024420094
-0,08066806
-0,18297896

0,070768214
0,117989476
0,115926397
0,094064798
-0,015941327
0,232163528
0,019246889
0,003206396
0,046435356
-0,001914688
-0,008241416
0,030629677
0,131671851
0,072986662
-0,040126573
0,225056062
-0,11407887
0,159630657
-0,003382894
0,059354029
0,32311519
0,194258801
0,317858122
0,269744975
0,243593735
0,056902273
0,259284601
0,07035215
0,185530709
-0,171442604

-0,369847065
0,177354786
0,329089998

-0,068402406
0,328960247

-0,030374388

-0,085204367

-0,183708236

-0,3536696
0,096776311
0,037253301

-0,111498515

-0,543732734

-0,283438501

-0,181273331

-0,194031252

-0,107836711

-0,003467385

-0,086927872
0,150049519

-0,120116427

-0,147419633
0,050041172

-0,002186439
0,141814872

-0,098695054

-0,175530062
0,157289199

-0,058821312

-0,465171235



YPRO98C YPRO98C: biological process unknown -0,481972973  0,068130516  -0,190351173
YPR132W RPS23B: protein biosynthesis -0,539123591 -0,104889576  -0,640414606
YPRI187W RPO26: transcription from RNA polymerase II promoter 0,038260748  0,061583442  -0,141577996



‘Table S4: Complete identification table referring to Figure 2a

pron | percentage modicaions | Toatumber | Numberop | Nomberof
sample name. Protein name o scon s | ok | e Peptide sequence Wiy | | i it
bIKISR Heat shock Bl o052 SPIL 6% AADEATAK- NAALTKAVE NVLR-ENTLLGEFDLK-FEDLNAALFKAEAALSDAL RK GAGKKTGLDISDDAR-LESYVAS SSKLIGDAR ] O E3
WIKI2IR Kerain,type 1 cytoskeletal | - Homo sapiens SplPO4264 AEAESLY MTKFL NR-LALDLEIATYR-LNDLEDAL QISNLQOSS SLDLDSIIAEVK- 19 o 1
bIKIZR Histone H1 {TCC 204508 /52 PE-1SV-1 splPs3Ss] 29 ASSPSSLTYK-VENGELVQPK-ELIIEGLTALK-GVEAGDFEQPK-TSSNFDYLENSAIK s o 5
HIKI2IR 204508 PO1330 17% DVAAGVQNPK ELINSSIR-SISEVYSTFEHLNK SSDDLLTESLK 4 0 4
WIKIZIR L 204508 splPsidol 40% FIEVR-FLDGIYVSHK-HIDVTFTK-SL T 7 6 1
bIKIR C 204508 SPIOL3S16splPOSTSS 40% ISFQLSK-KLDYVLALK-LAGEIGLICLDAELK-LDYVLALK I EGNALIR-LOTOVYACQIVNIPSFVR VEDFLER-VGVLSEDK-VGVLSEDKICVLITOR 2 o It
WIKI2IR 204508 /521 SpIPI0S 53% ARFEELCADLF] GLNVLR-ELQEVANP EELCADLFR-FELSGIPPAPR-INEPTAAAIAYGLDK-IINEPTAAAIAY GLDKK-T ¢7: Carbamidomne 2 2 7
bIKIZR Heat shock 1 C 204508 P01 47% ARFEELeADLF] NVLR-EL TAESYLG FRFEL DKIINEPTAAAIAYGLDKK-IT 2% ' 2
WbIKI2R 2 {1CC 204508 G SplPOs807 5% IFTVPTETLQAVTK-INEGILOR 2 o 2
WIKIZIR Protein OPY1 204508/ 52+ splP3s2 2% mFDPR i Oxidation (+ 1 o 1
bIKIR »e 1 AROM SPIAGZYS9.spBILGE.plCTGINS 5 1% ITQTATSTTVSGPPVGTLKPLK. ' o '
WIKI2IR ATP-dependent RN: A SplA6Z 10% DVQEIFR-LTLHGLOQY YIK-NKDTAPHIVVATPGR-TAVFYGGTPISK. 4 0 4
bIKIZR Lial € 204508 SpPIETSE 41% AALTDFER-FQVMVLR-KVLIDGPK-L ve s o s
WbIKI2R Keratn, type | eytoskeleal 14 Homo sapiens plP02533 5% LAADDFR-LASYLDK-VTMONLNDR 3 3 0
WIKIZIR “Trypsin precursor - Sus scrof splPOVTS1 20% APVL IMLIKLSSPATL G y PATLNSR-VATVSLPR @ Carbamidomc 6 o 6
bIKIR Regulator of V- ' T PE-1SV=1 SpPATION 0% VETRLK. ' o 1
WIKI2IR FACT compl ATCC 204508 / S288¢) GN- B SplPI2SSy 42% AIDLFKDPESK-ALADYVQQDK-DFNKPVTHINTVPIESLDFLK- DLGFQG! SNFILNVK-DSQS JLADTVQIPLDETEPPR-DVNEQAFLSVSSK-EASDMSVI VTNILKPGR-ENEFNVIDISLGLSK-EVYES 39 0 39
bIKIZR 204508/ 52 PE-1SV-1 PPITLS 10% SIGVSNFQUSLIQDLLR-VSQNHPGSTTSQVLLR 2 o 2
WbIKI2R BFRI P33 38% ADFDNEFK-DLVNIEPIR-DLYNIEPI NGLNPK-F1 IRINQLKEELNGLNPK-IQADLK-ITVEQLK-KDDFVNVAPSK-KIDTEIGLIR-KLDTLNVQLK-KNILPDLSSNALETKPAR-KQIDC u 0 u
WbIKIZIR pl splP39936 17% TETSNEK- CEATPVL FLEQVR-LVL R-WEDDGETLK-YTYGPTFI I 3 0
bIKIR SpP39935 30% ADAEW K s -EVPVQEETK-FIGFLYR-EITTK-IVIPPG 24 o u
WIKI2IR [E e splP3s061 33% DLETLTmHTK-TFLVANVK-TYAAEIAHNISAK-VAENWR-VVILAR T Oxidation (+ s o 5
bIKI2ZR 1 P34160 61% AFEDDIK-AGIFTEPGESIAQLIATYEENPLAPTFK-AIAPVFGR-EmMPDIR FFYSHLDSLDFEL] LsTL CFLSILSPIFLVDELINIYK-FVIT @ o a7
WbIKI2R 13 SpIPAIS2S spIP8T262 26% AFLIEEQK-<GDCGSALQGISTLRPR-TPGGILR 3 0 3
WIKIZIR SpP32505 11% FGALGSNPSCPFGHPTPANEDAK-FGVNGK-IKEVKPISQK-KPVQTGIVLK-NLTEDNPEGR es: Carbamidome s o s
bIKI2R C 204508 PE-15V-3 SpPIT2SS 13% ANELVESYR-DLSLLGSHVR-FHLTIEGPK-FIcNATHELVVR-IVELVK-LADSTGDVK-LSADYPLLTGQR-NIPSFL Ly TLVANTSNMPVAAR-TVNLYSK. 1 o [t
WIKI2IR ATP. C 204508 /52 PE=1 V=1 SplPO2829 30% AELINNLGTIAK-AILFIPK-APFDLFESK-DSGIGMTK-FILGDQUEK-ELISNASDALDK-GVVDSEDLPLNLSR- KTFEISPK-LG LDAPAAIR-NIYYITGESL} -QLETEPDLI 2 o 2
HIKI2IR e © 204508 82 PE-1 SV-4 splPISIOS 30% AELINNLGTIAK-AILFIPK-APFDLFESK-DSGIGMTK-ELISNASDALDK-GVVDSEDLPLNLSR-HSEFVAYPIQLLVTK-KTFEISPK-LGVHEDTQNR-LLDAPAAIR-NIY VITGESLK-NPSDITQEEYNAFYK-QLETEPDLFIR-RAPFDLFI 2 » 2
WbIKI2R L 04 27APE=1 V-1 SPIPOC2HG splPUC2HT P NQWFFSK-SHPFGHALVAGIER VAVVVRA VNYNHLLPTR-YTLDVEAFK 5 o s
WIKIZIR $TCC 204508 /521 splPIs992 0% EVAI LGEGGLI VDILDHDNNYELK-VITLI VVPGVK 7 o 7
bIKIR YRAL 204508 /52 sv- EFFASQVGGYQR-PNGSPIDGGR-GOSTGmANITFK-LLDTTR-LNLIVDPNQRPVK-SLDEIGSNK-VLLSYNER-VNVEGLPR. s o s
WIKI2IR L 0450 8% ITQDAAEAIKK-LILPYLDVDLK-TFESEAAHGTVTR 3 0 3
bIKI2ZR 24508 1 PE~1 SV-4 6% ASMIISGSR-3SNEVLVLR-DGEIMLWNLAAK-DKTLISWK-FGVPVR-GQcLATLLGHNDWVSQVR-GTLEGHNGWVTSLATSAGQPNLLLSASR-KAmYTLSAQDEVFSLAFSP ISWK-YW 2 o 2
HIKI2IR © 204508 -1 sv=: ARFEELEADLFR-AVGIDLGTTYScVAHFANDR-DAGTIAGLNVLR-FEELCADLFR-FELSGIPPAPR.) DK-IINEPTAAAIAYGL VESTYADNQPGVLIQUFEGER-LIGDAAK-LVN ¢7: Carbarmidom " " 6
WIKIZIR C 204508 DGHEINVLQLETACGAAIR-EGNTFLDLSVR-EHIDEFK-FGPNPLIK-FTNFNTNNLWINLK-GG GOVRG: G ILNHIETGAEYIMELTDK-IVELDHLTITGNVFLGK-LIESSN ¢14: Carbamidon 2 o By
HbIKIR Glucokinase-1 0-Saccharomyees cerevisia (srain ATCC 24508/ $285¢) GN-GLKI PE=1 SV LPTTPTER ' o 1
WIKI2IR y € 201508 AVDVTAL s VDELFK-L EANAK-QTLSVG PLEPTTTIGSH RVVVATSSSLLHTPVDLNNETK 9 1 8
bIKIZR PE-3 V-1 & SAGGNYVVFGEAK ' o 1
HIKI2IR Protein NRDI ATCC 204508 PE-1 V=1 AVL LDPK-DGALPL CISLIIDYSRKLTTYALDHIDIESK KSPPLNLNISLITDLTSTOPAK-LGSLYIIDSIGR-LTTYALDHIDIESK-MLLDIWDR QILSNLK-QILSNLKK-QQAAL 18 0 s
WIKIZIR Lia 204508/ PE-1 5V- GAHSDLLK-FV VSTDLESIQK-L. MFAPTI NLLQLAPGAHL v Is 0 Is
HbIKIR 1CC 204508 1 PE-15V- % VIQSGGVRPFGVSTLIAGFDPR. ' o i
WIKI2IR $TCC 204508 PE=1SV=1 2 AAAGDOYVPQR ECAVDLTSVSQSIK SOUEGITYDELYNR EVTTTANNL S FDEIDFTTOUR LS i i Vi o 2 o 2
bIKIZR TCC 204508/ S285¢) GN-CBC2 PE~1 SV-1 FDFDASR-£GFAIPFAER-IIMGLDR-LDTPSR-NPNGLQELR-RIIMGL DPGFEDGR-VLSDTKLDEK n o n
HIKI2IR ATCC 204508 2% EHALLAFTLGVR-ETSNFIK-FDELLEK-FQEIVK-FVPSKPmcVEAFSEYPPLGR mmr,n PVGR-LPLODVYK-QLIVAVNK-QL Vi 19 0 1
WIKIZIR L 204508 20% AQRPITGASLDLIK-IAWTVLFR-KGITEEVAK. 3 o 3
bIKIR Protein U rcc 204508 24% AIMGLPLTPYPVEK-ALKEEGIVTIL QSTSAK-DSLPLLLAAVEEGK-EELPSLVLR-EHPTQAFLDLITIR-EIGFPVIVR-ELVAPGAIQNLIR-FLDSNEVAIR-FNSPEEYAR-HIEL 2 o 2
WIKI2IR L € 204508 30% AEALNISGEFFR-IFEGIPPP s SDVAK-LSTSVGWK-sQPVVV] s VVPQALR-YEDVVAK-YTTLGK 9 o 9
bIKIZR u € 204508 4% AEELNISGEFFR-LS Vv VSSAEYYAK-VVVPQALR-YEDVVAK-YTTLGK 9 4 s
HIKI2IR C 15Vt 38% AAL NK-EQGFGNLPICIAK-GIIELLHK-GVPTGFTFPIR-LLTPVPSDIDIS. 2 0 28
WIKIZIR 1 C 204508 5% aNELLINVK. ANGTTVLVGIPAG: EALDFFAR-EELI GAVLK-G GDYAGH MAGHWVA nterm: Acetyl (+ 16 o 16
bIKIR Heatshock 204508 /52 54% AADEAFAK- NAALFK-AVE NVLR-ENTLLGEFDLK-FEDLNAALFK-EAALSDAL RK- GAGK-KTGLDISDDAR-LESYVAS SSK-LIGDAA z % 1
WIKI2IR YNLIBIC 204508 B DKLPEGPVK GPOGALLGEDAAG VASR-LGPNVDAAR-LPEGPVK-LVAVLK-TVAVAGNPTDWK. 8 0 8
bIKIZR PE-1SV-2 % ALELYGLDPAK-AVmDLLGSELQNK-EIPYELEK-GAIFFR-HSITLIPSENFTSK-IGTPAMTTR-KLeNESSEVAALSGEISK-LAENLK-LmGLDLPDGGHLSHGYQL bt FPSGLR-SESLEQAR-S 19 o 1
WbIKI2R ' {1CC 204508 i APEKPKPSAIDFR ' 0 1
WbIKIZIR L C 204508 3PE-1 V=4 AGTTIVR-AHL CALEEV: HGHLGFLPR-SKPVALTSFLGYK-SLTTVWAEHL G VR I o 13
bIKIR PE-3 SV- s FAAHTGATPIAGR-FTPGSFTNYITR-ILAAIPNPEDVVAISSR-LDAQAIK-LVIVTDPRLVLAAR-TQPWSImPDLYFYR 7 o 7
WIKI2IR TPase ISW1 204508/ PE=1 SV=2 %D SPLLLNPTK-FVFLLTTRI LLDILEDYEYFR-LQVLDK-LSVNNSQPLTEEEEK LV TDNSVEEK-MQQEALR-NSIQAIAR-QLH 2 0 2
bIKIZR YDRITOW- € 204508/ $285¢) GN-YDRITOW-A PE-1 SV-2 LLIVR ' o i
HIKI2IR 08 sv=l %% AL GTIAGLNVL TGIPPAPIHLPENVVNKITPSY VAFTDDER-IVNEFTAANIAYGLOK-LIGDAAK-LTOEEIDRNKLENYAHSLK-NQVAANPONTIFDIK-QIAEDYLGTK SESIT! 2t 2 1
WIKIZIR 204508 / S285¢) GN-PCS60 P FVNTNPVK.ISPIELDGImLSHPK.LQSSEILK.mTYEELVNFLK.SSDVAL GTTSTPK.STLNIANTY 9 o 9
HbIKI2R cwear 4TCC 204508 / 5285¢) GN-CWC21 PE- ' o 1
WIKI2IR C = ' o 1
bIKIZR L2 € 204508 AAPE-1 SV-1 2 o 2
WbIKI2R 508 /521 ETDMIFLKPS PR LOK-FRDGIGLETOMIFLKPR-HIVSeNIFVKIFSPYGHIMGINIK-LFIGNLPLK LINDAAYNGYWGVVLYNK 19 1 s
WIKIZIR L 204508 A -1 SV- e GAHSDLLK-FV VSTDLESIQK-L. MFAPTI NLLQLAPGAHLG? Is 1 1
HIKI2IR IR {1CC 204508 9% DYAVFEPGSRFTVTLIPGDGVGK-IPDIDLIVIR 3 0 3
WIKI2IR 204508/ $2886) GN-RPLTB PE=1 §' -AIILER-ATLELLK- ILTPESQLKK-INSGTFVK-LI LVEVVR-QANNFLWPFK-QRVPLSDNANIEANLGK-VLQLLR-VPLSDNAIIEANLGK 1 3 0
bIKIZR Protein MLPL € 204508 PIPE-1 SV-2 % DL LEQLDL FDYLONTILK-IEDLSSONK.1 mu)mx IESETVNEAK-ILEAQER-IMVTQLQTLOK-INLTDAYSQIK-ISILONNNK- LLSNTLDLTK-LNQLNLLR-LSQDS 7 o 7
HIKI2IR ATCC 204508/ =RPL10 PE=1 V=1 ATVDEFPLVHLVSNELEQLSSEALEAAR-DAPHLR-DSNKDVVVEGLR-DVVVEGLR-EAGEVKDDGAFVK-GAWGKPHGLAAR-GSLENNIR-1YDLGK-KGSLENNIR-KWGFTNLDRPEYLK-MLSAGADR-DIG(ed: Carbamidorne 16 0 16
WbIKIZIR 20508 INSHIS3 PE-1 5V-2 7% ALAVAIR-ITLHVDELR 2 o 2
HbIKI2R 1CC 204508 / PE-1S % AAYGVVR-ALPDAVTHEPK-EEEPILAPSVK-EL, VVSGK-GLSAVS D 15 o 15
WIKI2IR CC 204508 /52880) GN=CLUI PE=1 V=1 ALEHITVTQGIFTK-ALTNLAILEFSNESPYNATVVYNR-DLTTSTLQDR-ELDSQIVHYEQNLK-FGIQLLNK-FVEPPTTFSLSDLTIIPRIIELSQK-ILAQTPVPGLLATMGNK-ISELEIVSR-LAEILK-LALYPEAIAFeR-LGNLEAALK-LQT " 0 "
bIKIZR L3 € 204508 368 PE-1 V-3 EIAGLSPYER-LIDLIR-RLIDLIR-TGIAIGLNK-VEEmNNIIAASR. s o s
WbIKI2R 204 EAAAEYAQLLAK-FFGLSK-KGEQELEGLTDTTVPK-TFEIDDEHR-VFFDKR s 0 5
WbIKIZIR cC 204508 ALQUDSLONTFVIRSLPLIVFLR IDLASGK-ITDFIK THDGR-LAAPHHWLLI PK-LRESLPLIVFLR-LSIAEER-LVYVTGGR-TDTTYPAGFmDVITLD m: Oxidation (+ 1 o 1
bIKIR 1CC 204508 PE-15V=1 N TYRKQFVVDVLL VISNPLLAR-LAEVYK-QFVVDVLHPNR-SVGEGLY YNSVAEAK-VISNPLLAR-YGLAEK 10 o 0
WIKI2IR 204508 3A PE=1 SV- LLGTAFK-VSGVSLLALWK 2 0 2
bIKIZR 194 {TCC 204508 / 52850) N PE-15V=2 & FIEVR-FLDGIYVSHK-HIDVTFTS VNNQLI s 7 o 7
WbIKI2R L {TCC 204508 / 5285¢) GN-RPLIA PE: A CAIILER-ATLELLK CILTPESQLKK-INSGTFVK L L LVFVVR-QANNFLWPFK-QRVPLSDNAIIEANLGK-TAEQVAAER-VLQLLR-VPLSDNAIIEANLGK 1 0 n
WbIKIZIR L 20APE-1 V-1 DLKFPLI G PTESVI GVWVR-RLPTESVPEPK.-STHIL 0 o 0
bIKIR ELASGLSFPIGFK. ' o 1
WIKI2IR C 204508 52880) G ADVDAVWAGWGHASENPLLPEK-AFLASEEAR-AGVLEPQGMVGIK-AIQVEGQPIILTGAPAINK-ALINNVSGYVIK-AY TIGDIR-<DIILR-EILDLNKQELINASIR-EILIQGALPSVK-EPGANAIGMVAFK-FQLPSAAFSTFPTVK-FYF] S0 0 50
bIKIZR 1 {TCC 204508 /52 % LDPSILNK. ' o !
WbIKI2R DNA-directed 1L and PE-1SV=1 splP20436 IEAASTTQDQEK-QENAYLLIR el Carbamidon 2 0 2
WbIKIZIR DNA-directed splPO4030 14% ALEDIMVHYDNTTR-ATGDADEPELR-DLQENLLVLR-EGLIDTAVK-EITETIAEAK-EVQFGLFSPEEVR-FAAIWTLCK-FDEGTTLLSPK-GFVENSYLR-GLTPQEFFFHAMGGR-IAFGFVDR-LAEVNLK-LLLDEHNELMR-LTQLVR-S 21 1 0
HbIKI2R i 04 pIQ03790 3% TIPNTASSEASAGSK. ' o 1
WIKI2IR 1 € 204508 splP3sTI2 11% EQQISYVPQQHLPNPEDDITYK HVPSKPVSNTTSWAAAVSVDTK-QIEQPSLSSK SSNNSNSFTSTK-TESPLENVAELKK s o 5
bIKIZR L7 € 204508 SpP46990 30% FNSSIGRFVQGLL DQVLDHQR s 0 s
WbIKI2R {TCC 204508 <p\m(‘xs| splPOCXS2 6% FSNIDIR-GLVAYHQK-SATAVAHVK-sAVPSVQTFGK-TLLIADSR-VNGSPITLVEPEILR-VTGGGHVSQVYAIR-VYEPLLLVGLDK-Y VDEQSKNELK 9 0 9
WbIKIZIR € 204508 splPo 9% HALIVYDDLSK-TGNIVDVPVGPGLLGR-VLAVGDGIAR-VVDALGNPIDGK 4 o 4
HbIKI2R ~|.\P3m71 14% ANEQQAIGFL L K-LITPSQISK-LPNSFQDTFTLELKPSK-QVILVGDHQQLGPVILER-TVTSATIVYHLSK-VEVASVDAFQGR. 9 o 9
WIKI2IR DNAdirected P32 12% VVTTTADDAFPSSLR ' o 1
bIKIZR T spP4T03S 1% KRPPTGTTTTTTIR ' o |
HIKI2IR Proin L7 05 Suchlmmv::s cerevisae (strain ATCC 204508 szmyG UCT PE=1 SV PIO7S08 15% IGLMGQEIDSLIR-IQQVTEELDVLDVR-NITENVGQSAQQK m: Oxidation (+ 3 0 3
WbIKIZIR protein 'C 204508  $285) GN-ELP3 PE=1 V=1 SpIQo2908 7% GTGLYELWK-ISVISGVGVR-IYPTLVIR SYSANALVDLVAR 4 o 4
HbIKI2R sv SpIPOT262,5pP39708 2% FLGFEQIFK ' o 1
WIKI2IR LiA SPIPOCXA3 sIPOCX 44 34 NFLETVELQVGLY 5 IASEVLIK 8 o s
bIKIZR PE-1 V-1 spPs323S 4% FDATNTSVEK-VSLTTGPVHDFTWSPTSR <9 Carbamidomc 2 o 2
WbIKI2R {TCC 204508 P37 18% DSTLIMQLLR-EDSVYLAK-ISDDILSVLDSHLIPSATTGESK-IVSSIEQK 4 4 0
WbIKIZIR TEID subunit splP3sIsy 14% SGSTEETTANTGTIGK-TQQHILPEVPPVENFPVR 2 o 2
bIKIR TCC 204508 /S PE-15V- SpIPO7267 4% VVPPFYNAIQQDLLDEKR ' o '
WIKI2IR 1 204508/ S2886) GN=CCT3 SpIP39077 % QAQISNITAAK-VIGATIVNR 2 o 2
bIKIZR Protein SCPI60 OS-Saccharomyees cerevisia (strain ATCC 204508 / S285¢) GN-SCPI60 PE-1 SV-3 splPOsI0S 33% ANESLNSLR-APSATYAGYVWGADTR-DKTVEVTLTGLEYNLTHAK-DLPSL . IGPGGIVR-GLEESHPNVK-IFESILNS 3 o 35
HIKI2IR Zine finger protein ZPR1 plPs3303 20 LLLTSIPYFR ' 0 1
WbIKIZIR 2 59/Q99297 4% I0SVDAVSSAVK. 1 o 1
bIKI2R ! pIQ04491 5% LIDTLTGHEGPVWR ' o 1
WIKI2IR XTCC 204508 2 P38 % ATAISAAELGYK ' o 1
bIKIZR Pl splPsi2s2 4% SAAGAFGPELSR ' o |
HIKI2IR splP28241 8% GPLATPIGK-ISIFEAVHGSAPDIAGODK 2 0 2
WbIKIZIR SpIPOGIGS X 22% DNGLNVIIGVR-EVNSDLYGER-GINSSYAVWNDVTGK-NALKPVFQDLYESTK- NLFTVEDAIK-SLEFNSQPDYR-TLYFSHGFSPVFK. 7 o 7
bIKIR DNAdirected splP34087 190884 % ILPTDGSAERNVK ' o 1
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19% GSGIVASPAVK-ITTIEEIFLHSLPVK-LSVIPIR-sAPEAQQQK-TLENTLK.
6% SSSSLNNENVDSR-VGPTSGQQQHVSGNNDYNR

4% PTLRPAEISK-

% QADGDTLGPVNTAIR

% VLVIGGGDGGVLR

EADIK-WOQSLDOSIK

9% ADPAFKPTEK-LGLDETYK-VFLDIGLOR,
3m SPFHR EVY

% VILTQVGSGPQETNESLIDAK
NVLANSIWGSSLR-VOPNATINPESR

FVAQIAIVELK

LDVEALKR.L} DL
ETGVINLEC FR-TVFIQELINNIAK-VLL

% DLSEASVYPEYALPK-NIVEAAAVR.

“ -EYLEEYK-GFLSDLI REVLI
7% IFTSDSANR SKDTLYINNVPFK

1% LEVLLPPIDPK.

18% ALLPLAHYDLVWIK-DTVEFVEK-FYALWLOR-GLOAFNQR-LIVFDTSR-LLYSVIEK-LNEY
5% QYFQUGGPIANIK-VLYVGNLDK

% VR 2 LSNDSISLK.
2% TIFTVIPGSEQIR

6% VEVNLAAIPLGK

12% STELLIR-YKPGTVALR

22% AVEFAQQVQQSLPK-GAMIFFR-IGAPAMTTR-ISAVSTYFESFPYR-IVQYINK-LmGLYLPDGGHLSHGYATENR-PY TLSDAHHK QAATPEFK-VLVAGTSAYCR
3% AGLKDVVTR-EYTINLHK-LAPELNQAIWK-LHGVSFK-LHMGTDDVR-NPLFSYVEPVLVASAK

33% AQGVAVQLK-HGAVHLSTYLK-QEFLER-SSVGVIINK-TGVVYNVTK-VGDIVDIK

7% ELVIAPLDGTILEGVTR-TLAPLDASK

DFm(

TLDER STLINTLF; PVTK

LLR-SGOFILLNNLVQFYSK-STEPQLLK-YSDSQSNGLLNK.

NAPAWFK-SNGLAPEIPEDLYYLIK-TVAVLPPNWK.

VLeGNK.
45% aSGN NVGNVL LK-VRLPSGAK. nterm: Acetyl(+
23% ILMVGLDGAGK-LFSNLEGNK-mLNEDELR-NISFTVWDVGGQDR

15% APSLEGGMGQTGPK-YTNPLEMOSISPVK s Oxidation (+
6% ESSPYAAMLAAQDVA v R

DVQQIDYK-HVIFLAER-LPKPSR-LESFQAVYNK-VLEDMVFPTEIVGK-YLVGGNK
EGLIDTAVK-EQLI

RNILDTVFR-QGTYLAP:

3w CELALQIQK-FTVSAIYSDI VINYDL
% AGLPPLSSTEITQEISK-AGLPPLSSTEITQEISKK-QAYNVELENYQR

25% FLQVIMQK-SSVLADALNAINNAEK-WTANLLPAR

7% GQLSQGHY PTTSNDGQR-HAVNKPSNVLNSSNR

w4 FNVNFLI SPYQNVW
5% INIAGNLVK-MVGDSLIVHDATK-NINDNNDVSASLK

31% AQHAVILDQEK-AQHAVILDQEKYDR-EGIIKPISK-YVSVSVLVDR

8% LTSLSTVSSDGK

0% LINLSMEGR

28% LeNALNALPK-PLTTKPLSLK 3 v

3% ILSNLVYQYK

3% SPAYPFPLLR

23% EIAQPSSSR-GEQILSTVVEDKPLLSK-LANLIDYK-VYIGQLMAFDK

INRPPVSVSR-SDNVYLK-TVVVVGTVIDDAR

36% EQLASQLYDLKK-FEASQVTEK-KSIAGVLTVINEQQR-QIAFPQR-SIACVLTVINEQQR

38% ALQSLTSK-EYLNLPEHIVPGTYIQER-IHQYLFQEGVVVAK
5% LVSSNDVGVLLR

11% AIDFL SALK-ENLEVPS EDVHL,
1% LLNQLVLR

7% GSPAGPSAVTAR-LGEEVELR

15% ACGVLETIR-AINAVVISESLPGFSAGETSGFLNK-ASTNETLINILEGLEK-ILAALLHIGNIEIK 1L Pk
% Vi DVSDYTLDDIK-LGFAPSDAASR

14% AFLSEDGSPTPVEFFVSSDAASVVK-EFEAGSQNANLLPIAANEFNLR-GYQFAAALEGALK-HGVLALVDENLPIIAFGTR-SDPEDQFVVVHNGITNFR

17% ENSLETTFSSVNTR-GSVITVERDDNPPPIR-LNNIEFR- NLPEGESWODLK-QEGELSNTR-SFANQPLEVVYSK.

TGSTYILSTEVK-TTGPDIS
ILISTDLLAR KDELTL

PRVIVIETTGTSNTAGGNAAR-VLLS

mS: Oxidation (+

CYTVANLHSLNYR

o8 Propionamide
<2: Carbumidomc

EDLKK-LAIDTVQK-LDQAPFIPNVR-LLNEMTSSEK-LNEPLLAR-MVEAESLNLLSVK-QPTQITGLSSDK-QQLITHNILHK-TPMHFR-VLIVDNQ!

VDAL TLGSMFK-LGILSLLDEESR LYQTL c2: Carbamidomc

se AQLTSK-FDVGALMAL TK-LIPEVINK-LI LTNFHGmDFTTDK-TSDDYVLR-VISEILTK-VVDPFTR-VVEVELAI
7% GLLVPTQTTDQELQHLR

6% IEVSPEAQK-LY GPTLGVK. VVDINDR

5% AQDFSNLDDNIVK-FANILANYTK-LNVNENNILR-NAQLLESWK.

e

3% VINWDITPDVANFAR-VLSVISTAQDLR

4% QNLYNAQGATIER

1% SANLY KTVGAALY

3% IFINNSMATLK-VSVTGLPLNK

1% SRILAVDTVSK-LGNL PaL VVSLPDFFTFDK

LONNDVTIGFAK
DIESYL LTPIVK-FASPLAK-ILVPEGTK: SINDLI
% ILVSLDDPALK-SLGNVIDPLDVITGIK

% GILIEVNPTVR

1% VYDALTLNR.S NTPATTK: VAYR
LQEFFLGR-STTDNNPSINTNPLPK

LTPIVK.QSLNATANDK.QSLNATANDKYK-RVPDANAYWLPNENVIR TVIENPLI

LNSSDY i« GVALGHR STGPVNSLTMOPVK-TPGLPIDLEIGY VPPSTR-TQVLQYLGDK-VIFDGKPLNSEDE
9% EDGTTPFVAIWK-LQETNPEEVPK-LQQTAFDKK.
TSDKPIWVLGEPK

15% AAFLGSEVR-EGLAL YESGNPV
29 IVQSYAVNLPEGK
7% ATGYPLAYTAAK-L
s sVDY
10% GYGYIEFESPAYR-LSIEGTPQVSQK
2% VESIEQLOR

1% LITAANTPVLR
12% VVLSPYSLQHVI AR.

DL L DEADR

% STGPTGAVSLNPSITR

3% DOLIISSSANK-LVTNVVDPK.-SSILTVLQK-VLPETeLFVSYFGK.
28% GATYGKPTNQGVNELK-QGFVIYR-QNTLSLWR-VLNSYWVNQDSTYK-YFEVILVDPQHK

LGAEVLIK-LTISV

I TVER-VLGTPIK-VLG) SFTR
LDVSASK-FL KYVRPPP

LAPIVKSTTEPIQLNNK-VACQLIMR-VTNIIDR-YVRPPPMLTSPN

<2: Carbumidomc

10% ATET SLGALSK-EAL INVLTGELLPTSGEVYTHENG] PR
4% IYNTLVDLLR-QVLVVPVGVK-VPDGGATTVYR

0L LLEMSTEDFVK:

3% ISGGERSGK.

21% EQAANLIAAGADGLR-ETFPDLEIIAGNVA L RNPVTGAQGITLSEGNEILKK-NQNYPLASK-TASAQLEGGVHNLHSYEK

IPYLPLDPK-TVEALTGAK.
9% DDNDTSSGSSPLQR-VNTLTPVTIK

7% GTEPGLAQDAAVHIDETAAK-SDLFDLFGPIGK.
21% ALTYTPPK-IDNLAAVFDAR-IVDLEQSSEFASLFPLK-LLGSDVIEK-NYASEALISYFK-QAPAFLGPK-TPFAEVK-WFNTVAASPIVK

53% ALLAFIK-ASLVPGTVLILLAGR-EANLFPEQQTK-PNVEYFAK-HLEDNTLLVTGPFK-QYLSASFSLK-VSVEGVNVEK-WYPSEDVAAPK-YVIATSTK
20% AIVQVFEGTSGIDVK-AVVGEEALSIEDK-GIYPPINVLPSLSR ] SSYADALRIPIFSASGL VSEDMLGR-LSLEFL]

4% SEGPVKFEK-VQPDAAVYLK

6% IIGVETYDAATLHNSLQR-IISFEFPERPGALTR.

SVDYTI DVSASK-FLONSNLG CHDLHLI

SLFLNLANDPTIER-TVFESLDQAWSLLR-YNEIVNLTLPDGTY
neterm: Acetyl(+

$ STTEPIQLNNK-VACC

R-QVLDNLTME}

EmEQNLR-LASYLDK-MTLDDF FLNSR-TLLDIDNTR
% NPETENITK
“ svDY LDVSASK-FLONSNL KYVRPPP L VTSK-SDGTVLAPIVK-STTEPIQLNNK-VAc
LVSVVTQLLTLVPPDR
NDPQTIEQLR
HWGGGILGNK-LGTLVNOK-LI TLDR-L NPLY PTIAQFQYTLDR-WPEYVR-YC
EDGTVI KMLTGDAVG LG ANTAVVIR-VLEFHPFDPVSK-VTAVVESPEGER-VVEILONR
4 DGDDLIVTLPL EAAR-ESLLGFSK-LYDL KK-TLQF K
ENSSIGR-FVQGLL FQVLDHOR

HELISSTTK
15% LVEDGIR-NFTFLESVK-PSTTNTAAANVIEK-SASAGGVPOSSWSVFK
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IIKI2IR
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WbIKI2R

P C 204508
{TCC 204508
13 04 338 PES1 SV2
123 © 204508 2APE-1 V-1
1 © 20451 PE=1S)
c o
Protein BMHI {TCC 204508
porin |
U1 small
Keratn,type 1 ytoskeletal 5 - Homo sapicns
Glucan 1.
1CC 204508
Smallnuclea C 204508 PE-15V-2
N=CYS3 PE=1 SV=2
204508 PESISV=3
MAK21 {TCC 204508 / $285¢) GN-MAK21 PE=1 SV~1
Protein MMFI 2 PE-1 V=1
204508/ S285¢) GN-SUD PE-1 5V-2
104508  S2886) GN=PDCI PE=1 SV=7

Transposon Ty2-LR1 G

Transposon Ty 1-ML1 Gag:Pol polyprotein OS=Saccharomyces cerevisiae (s

Cytochrome bS OS-Saccharomyces cerevisia (strain ATCC 204508 / S285) GN-CYBS PE=1 51
1

204508 PE-1SV-

Pol polyprotein OS=Saccharomyces cerexisine (srain ATCC 204508/ S288%¢) GN~TY2B-LRI PE=3 SV=1

ATCC 204508 /$2856) GN=TY 1B-Mi
2

{TCC 204508
L C 204508 268 PE=1 V=2
RsCe 6 PE=15V=1
i iy 'y PE<1 S
Heat shock 4508
o 204508 /52
CC 204508 / $288¢) G- sv=1
1 C 204508 /$288) GN-CCT PE=1 V-2
L 04 138 PE=1 SV-
LysyMRNA synthe C 204508 PE-1SV-2
C 204508
Protein TEXI {TCC 204508 PE-1 V-1
C 204508 52
C 204508
204508
y CC 204508
WA NAFI
€ 204508
C 204508 PE-15V-
204508 /5 SRPI PE=1 SV=1
S 2 PE-1SV=2
€ 204508/ $288¢) GN-CDC12 PE=1 SV=1
decarborylating | 204508
C 204508
Peroxiredosin TSAL §TCC 204508 /521 s
{1CC 204508 PE-15V=1
204508 PE-1 SV
CC 204508 PE-15V-2
r v E-1 5v=2
PE-3 SV-
2 \TCC 204508 / sv=3
& € 204508/ sv=2
Citeate syt C 204508  S2856) GN-CITI PE-1 SV-2
1 04508 PE=1 V=3
Reglaory

Pyruvate kinase | 0S-Saccharomyees cerevsiae (srain ATCC 204508/ $288¢) GN-CDC19 PE=1 SV=2
€ 204508

C 204508 -
2 € 204508 PE-1 5V=4
© 204508 PE-1SV=1
3 subunit ] PE-3SV-1
1CC 204508 /
2 PE-1S
RSC: TCc 204508 8 PE-1 V-1
Protein MET € 204508 ‘1
C 204508
protein {TCC 204508 / 5285) GN-CDC3 PE-
s ce 204508
€ 204508 PE-1 V-1
L 194 PE=1 V=1
204508
Actind 204508 sv-i
' y CC 204508 A PE-1SV=1
{TCC 204508 PE-1 V-1
1 04508 52 3 PE-1 SV-
2 C 204508 192 PE-1 SV-1
C 204508 PE-1S
STCC 204508 /521 V=1
€ 204508/ $285¢) GN-MDH3 PE-1 SV-3
2 04508 /$288) GN=VTC3 PE=1 8
114KDa US small CC 204508 PE-15V-1
TFIID subunit 7
Histone H2AZ CC 204508
C 204508 /5285 GN-PAAL PE=1 SV=1
VLRI 04508 /$28%) GN=YLR179C P
u C 204508 $285¢) GN-CDC11 PE=1 5V-1
i 204508 /5288%) GN=RLI1 PE=1 SV=1
Protein FMPS2, C 204508 /52 PE-1SV=1
3 subunit © PE-3SV-1

Protein SPT3 OS=Saceharomyees cerevisae (train ATCC 204508 / S288¢) G

Ul small .
s L CC 204501
{TCC 204508
b 1
C 204508 PE-1SV-1
Unch 4 € 204508/
C 204508
Paly(A) RN € 204508 52 sv-
04501
L TCC 204508 / $285¢) GN-RPLIIA PE=1 SV-2
L 104508 /523 2APE=1 SV=3

PE=1 5V=1

“Transposon Ty1-NL2 Gag-Pal polyprotein OS-Saccharomyees ceevisis (s

2 L
ATCC 204508 /$2856) GN=TY IBNL2 PE=3 SV=1
B

mRNA expor € 204508 P
FACT $TCC 204508 /521 PE-15V-1
Enolase | C 204508 PE=1SV=3
CC 204508 PE-1SV-

TCc 204508 sv=2

04508 521 PE-1 SV=1
RNAZ 204508/ 52 1 PE-1 SV~

104508 /523 2

SpPOS3IS B
SPIAGZU3LSpPSIIIS 1% AAENASNALAETR
SpIPA103 37% IAYVYRAEGVATPQEAQFYLGK-RVNNPNVSLIK-TFGASVR-VNNPNVSLIK
SPIPOCXALsplPOCX42 37% ISLGLI DMVMATVK-NLY VR <13: Carbamidon
32915 2% GQIGIVPIK
spPs3I 2% LTEEESCPQGR 7 Carbamidome
spP20311 27% ATNASLEAYK-DSTLIMQLLR-EDSVYLAK-ISDDILSVLDSHLIPSATTGESK-IVSSIEQK-TVASSGQELSVEER
SplPO4840 6% DFYHATPAAFDVQTTTANGIK-DGPL DLELKIEFANLTPGLK-L VHK-NELITSL LNK-QLLRPGYTLGVGSSFDALK-QTGLGLTQGWSNTNNLQTK SAVINTTFTQPFFTAR S
5$/Q03900 % ELAQTSIDTLK-FDIGDLVK.
PPI364T 29 NLDLDSHAEVK
SpPISTO 24% AALQTYLPK-HWGVFTSSDNLK-IKESTVAGFLVGSEALYR NDLTASQLSDK-STSDYETELQALK-SVVADISDSDGK.
SpIPOGTS6 13% EASADQILK-ELDNDILGVMR-ELILFSLADNIR-ELTVTNKPR-EYLLLGLSGNDK-FIITL e EITELPAR-IFDEILY KK-NAUIQELENLGFPR-NVTIV
SPIPOCK39.sPICX 40 1% K
splQo6217 16% SSQIDRPK-TPVIISLR nterm: Acetyl(+
PPIT 12% IAEFLAADKENVVAVNYPGLK-LVWIETPTNPTLK-QSSPANPIGTYEYSR
PPSIIT % VOLLDATEIFR
PQI21T6 3% ISAVTLLIQDSPLUNTK-VLEVLEVLSHDPIHVR
SpPAOISS 10% NILAESNSSLDNIVK
SpIPOS064 3% TGFQATVGK
LLPTF ALVK-GYKP IDLTQFPAFVTPmGK-LIDLTQFPAFVTPmGK-LLQTPIDmSLKPNDAESEK-LLTTL
% GLLGLSLVEAK
1% LACQUILK-SDGTVLAPIVK 3 Carbumidomc
SVDY Vi LDVSASK-FLONSN KYVRPPPL L TSK-SDGTVLAPIVK STTEPIQLNNK-VAC
8% GLYIGDVDK
SpIPOU3E0 357502 65% DIEVVAVNDPFISNDYAAYmVK-EATYDQIK-EATYDQIKK-¢L DTAQK-GTVSHDDKHIIDGVK-HIIDGVK-IATY QER-IATYQERDPANLPWGSLK-IDVAVDSTGVFK-IVSNASCTTNCL APLAK-KDIEVVAVNDPFIS m20: Osidation (
P32l 142353 46% DDEVLVVRISSVYR ssi VVR-VLLSAPLSK-VNG: HPSK
splP2s632 IVVYNTTESSPR-TSDIYSNNNNDR
SpIPOSASS ENVIVAQL
spP33416 ITDTALVSAAVLSNR
pP4T07S EVQEQVQHTVR-ISQLYDIAR-TGFILKPVFQVR
splOsses 4% DKILSDVLAK-DVTGSLHVcR-FITPLLR-SmINLNLNPLK.
SpIPIO0TS % GLIAGGGAPEIEISR
splPan212 AAGLTAAYAR-APEAEQVLSAA, GFTL
splPISIS0 EVLLFPTLKPDVLR-QLYVGGLDR
plP40991 DLAQTLYNR-LVDTGLAIGK
SpIP20459 % FQIPLEELYK-LVAAPLYVLTTQALDK.
splPs3sst % TITSEVAASVTSK.
SplP25367 ASITVSGTK
splPOS3I9 VSSVLSALEGK.
PP LNQNSTFIQEK-TPLGSYVAVQR
SpIP306ST % LIPVGDNTVVGISGDISDMQHIER
SPIAGZRWOPSI919 2% TITPIGVLK
SpIPS3040 FFLGNLNNWAR-GVSVLEGESIR-ILEIEQAVK-VISTLTAK
SplPI96T6 LKATVPVLEQQGT (QYITYNTHPIR L ATTVLAAAK
02821 DTQQVELR-E} -GL LEVAEVK-LLLSSPK-LVEL R
SpP39TI0 n27s 7% AVQEEFQSR-GPMIIGVDVLEGTLRIAANDLEK-IPVMSIGLGPVYK-STPAATPAATPTPSSASPNKK
splPR2468 466689 6% QUIEAQEIR-SGSNPDSAAVEHAY
pP370 s35453 12% AGAPVDALINQIVPLLEK GILFVGSGVSGGEEGAR-LPANLLOAQR SIIGATSIEDFISK
splP41338 amse 3% FGQTVLVDGVER
pP3BO2S S8483.4 2% IVNEVDGVAR
34760 215901 DYGVLIEEEGVALR-EGGLGPINIPLLADTNHSLSR-GLI g DKYK
splPs3207 713851 14% AAAITLPEGTVK-ASEFYSVFK-FQDSLK-LPFTADELNIR-QALLNELR-SAAEDRLPFTADELNIR SGFIPILI VDELVR
SpIP20967 14193 5% IEQUHPFPFAQLR-LNVLSNVVR-SVIDVYTEK-YVNLSLVANPSHLESQDPVVLGR
SpPO092S 469151 53% AADALLL Vi LDGTANK-GNPTVEVELT DKIGL "YHNLK-LGANAILGVSmAAAR-LNQLLR-NVPLYQHLADLS!
SpP3IS0 1020396 11% IEVAEPSVR-LFSLDLAALTAGAK-LIQNEILNK-LPDSALDL QLIQUEIK-SNPeL E TTNNEYR
SPIAGZMO25pBILLIZ splBSVPE9,sp 288129 4% \QLTSK-FDVGALMALHGEGSGEEK-hSYAQSS! TR-KVVDPFTR-LIPEVINK-LRVDEVQGK-NLLTNFHGMDFTTDK-TSDDYVLR-VSGFKDEVLETV-V.
SplPOD3SS 358469 61% eLDTAQK-ETTYDEIK-ETTY! TTNCLAPLAK-} ALTGMAFR-L) VAL v ntem: Acetyl(+
SplPO2400 31% GSLEENAEGQK-YLAAYLLLVQGGNAAPSAADIK
SpIPO0S90 11% AIGVLPQLIIDR-ALSADLAAR-ANQEVLEWLFK-ITSTDPNADYGK-LPVIASK.
SpIPOV9SO 41% AIQTANIALEK-HLEGISDADIAK-KVYPDVLY TSK-LWIPVNR-NLFTGWVDVK-SFDVPPPPIDASSPFSQK-TVMIAAHGNSLR-VYPDVLYTSK-YVDPNVLPETESLALVIDR
splPOsTOl 1% FVPIDIFQUR
SplPOUS4Y 8% AEVSDVGNAILDGADEVMLSGETAK-AGAGHSNTLQVSTV-AGLNIVR-AIIVLSTSGTTPR-AKEFGILK-EVLGEQGK-FSHLYR-GDLGIEIPAPEVLAVQK-GDTY VSIQGFK-GVFPFVFEK-GVNLPGTDVDLPALSEK ¢16: Carbamidon
pP23293 4% APELVLGDK-YLPGAELTTTNYKPTLR
SpIQ04594 5% IWVETLPVGEAGVHEAFER
PP32366 8% AALANVYEYR-LYPLATFHLAQAQDFEGVR
splP41940 11% ETFPILVEEK-GLILVGGYGTR-IGPDVVIGPNVTIGDGVR
spP38013 19% FASDPGEAFTK-KFPAGDYK-mPQTVEWSK-sDLYNKK 7: Carbumidomc
SplP25491 waen7 11% EASAAYEILSDPEKR-VGIVPGEVIAPGIR-YHPDKNPSEEAAEK
SPIAGZMKS.spiPa0217 3% DVITTSANEGK.

pPIsis! 483638 5% IPQDSVNK-LPQEANTANAK
PI7629 7834 ALEEEASFPER-ALP KSEQTQPK-IPTGL VEALDDSFK-LENNDILNTVK-LINNVWK-NLISSDETR-TGVDGLFEEPR
SpP43609 631692 HAFLEK-LSPYEYLTITAVE EELNVE INYQIDPR-Y! K
SpIPOGIOG 86723 FQNPTSNVLEER-LASNLANVGDAK-WIGGHGTTIGGIVDSGK-YNVPDFEK
SplP396SS 1516594 JLVDIR-EHOSELIIK IR-LPNQIPGEYTT
pP32157 60056,2 ILYENYR-LFSSLPYAVIGSNDIVENYSGNQVR-QLELSINSASPNVNHSPVPTK
SpPI289 686 PVRAVNDVTAAGVSYG] DDKK YEEL
pPS2891 836308 & LPASNILR-LYVDAVHSHIALSR-QIETINFLR
SpIPOCKS2 splPOCXSS 207046 ALNEEAEAR-ALVEHIIQAK-DALLKEDA-HLYHVLYK-KVWLDPNETSEIAQANSR-LAASVVGVGK-LPSQUVWIR-VWLDPNETSEIAQANSR
SpPATIA 363729
P16 1002129
spP3ssl 4331957 IQFNLPIAIPLSPQVR
SplPO3STI anle
SplPADOSE S1941 GTVVDIPSLIQAVK
splP4TOS4 1915468 GEIELS JENNLFRIAELSFLK-NGALVSNILSAFK-VFSDVLFEFTK-VLS TLDNPLLVDK.
plPOTI4Y 28696 ALAGSEINWR-ALDTVINVLNFIK-APSGLDQSR-FLGYVSSLVEPSK-FSAETLSEL| NGTLSR-L HQAR-LVEL VVTLSEPVQGELKPTVILK-VIDEPIK-YLGLKPGS
SpIPIGS61 1079728 10% AEVAAL SSDASDLLR-L NAATR-LSDTLVFLK-MPLY s TLQGVI
spP32419 31872 Vi DLVRAILY KKK SPYVSELALYDIR-VAILGASGGVGQPLSLLLK-VKVAILGASGGVGQPLSLL
Q02725 965583
splPI60S8 1140472 RIINVGVIGPLHSGK-ILDTSQSESR-IVLQPLL VEPV LEVR
Q03021 1557 ILPDIQLEFVK
Q12692 12836 % AGLQFPVGR-HLQLAIR
PQI1247 210887 8% IVLIAHEPLIPFYER
pIQ06252 21518 5% NNYIGPGPPK
splPI24S8 476507 3% QLGSLVNIIPVISK
PIQ03195 5433 3% LNAAQIR-VIVFEGIPSK.
SpIP400OS 25086.7 15% IDHDLNLQLAQAAK-LL SFGGNLTAAL
SPIAGZN2G 5pP32497 o252 9% AILYNIYYTALNK-ISLNSSNNASADER-LAELFDLPENK-LQTIIDSR-LSFQGPPETLR-SLLNIDPHSSDYLIR
SplPOGSH 388013 9% SILPEDVIFLIR
5pIQ0S506 695278 1% LVIPDILTR
P06 344492 18% FASASTSNPAER-GNRPLLSAATPTAAVTSVYK-GYAFIVFKDPISSK-NAQLLDR
SPIPOCXS3 plPOCXS4 178232 GGEVG: SVGER-IGPLGLSPK-QAAASVVPSASSLVITALK
SplPOSTS9 1166 4 EcSNPTeGAGVFLANHK-LAVLSYYK-TLSDYNIQK 2 Carbamidome
SpIPIISS 582395 AIPSAL LIR-DFIGLPFDK- L HPVLLAETSFPVQK-KPIGLIGAK-LAAEDYIGSAVK-LISDYDADELAEALQPVIVNTPHLK-LMELC
/06142 97786 DVVPNLLNLLTR ETTAWCIGR-ILAALTLY LNALADSLIFIK LFSQATK-TNALT s ETFSPYLLK
pPs33I6 895153 ¥GFVSFESPLDAAK-LOVLEQNK-SFGEIISVK-SLSIGELSFLFSK-TSTGLQLEQLANTNLLTIR-VETLITPK-YGPILS\K
P34 295148 % ALNNAIPGGPK-FMAASEVATHSK-IDFTLLNR-ILVLALEDLK-LFVDDTNVYR.L g s LYLR-SFSPIPFPPLT g
splPs3e 660335 5% AFAGAFDLLTNR-NNLYSLASHLK-NQTISTIR
SPIPOCKAT spPUCX S 177388 50% AYLHYIPK-PFTGLVSIR ILTGTVVSTK CRAYLHYIPK-STELT
SPIPOCOW spIQIETST 1720 49% AEEILER-EDTVSWFK-IAVHVTVR-IAVHVTVRGPK-LVL TKEDT RVLEQLSGQTP A
SplPOST4Y 136934 41% TFT
splP32481 578672 % FAVPGGLIGVGTK-HVIILQNK-LNPLSAEIINR-YNIDAVNEFIVK
SpIQ99337 1982061 ™ sVDY LDVSASK-FLONSNL LAPIVK-STTEPIQLNNK-VACQLIMR-VTNIIDR
pIQ99257 73535 21% ELLmTNNPITTDK-GVFSSISTQSK-LLNLGALHSDPELIQK-LNPVQLELLNK-LSIGQESINSIFK-LVVLDNVIVR-LVVLDNVIVRDEQK-NLL ANNQIFR-SLIVESVNLADNQLK-VAVYDAHVEGPLVIGYVNSK  mé: Oxidation (+
splQ04636 29952 26% ADDIHHLLVLAIEPPLR-EEQQLLEQFLK. LPATELST vioLD QG SHVLK-VIVPGEYK
SplPO0924 69174 39% AADALLLK-AVDDFLISLDGTANK-GNPTVEVELTTEK-IATAIEK-IGLDEASSEFFK-IGSEV YHNLK-LNQLL ETE TVINPK-TFAEALR-VNQIG
12462 268762 5% FLAVONSSLLAR
P23 65723 17% FPVDEEAK-LLLLYPGNOITILDSK-LVAAQLLMEK-NLELLOAQNYSR-SDVEYSSGVLHK-SSQQAVAITR-STLDSLTK-TITTITTPNPR
pP32T! 26275 19% AIEmEGLTWGAHQFIPIGEGIK-QLNASLADK-WFNHIASK. m: Oxidation (+
splPIS646 344655

14% GKEDLLVTK-ISVEEPSKEDGVPPTK-MLIGMVDeVFADVAQPDQAR
TSTR-QL

pP38701 139068 EAPVQIVK.
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C 204508 vl pQ99IS] 5% SLNNQLVANNR
y 1 C 204508 PE-15V-2 SpPI0GS9.pP193SE. 4 FVIGGPQGDAGLTGR-IGYDDSAK-YFIQPSGR
Keratin 64 - Homo sapiens SPIAJQPCT spIASK210.5plPO2538 5 AQYEEIAQRNLDLDSI
Probable alph 204508 PE-15V-2 SplP4698S ALIDYLNDPLLR-SAGASYSPSHGLYINEIPASSR.
2 {TCC 204508 / 5285) GN-CSR2 Pl PRI STTLSDIK
' y © 204508/ SplPA0893 7% VIFSEWSLTAPLGK.
External PESISV-L spPa021s 2% AADLAVGEAK
y € 204508 pP26783 55% AQEPIIER-DASLYDY G LTINS Re EEL LTIGAR-WSFEEVEVK 3 Carbamidome
Keratn, type L eytoskeleal 10 Homo sapiens spPI36IS 0% LDIK-ALEESNYELEGK-GSL ENEIQTYR-LAADDFR-LASYLDK-LENEIQTYR-LKYENEVALR-NQILNLTTDNANILLQIDNAR-QSLEASLAETEGR-QSVEADINGI c5: Carbamidorne
204508/ 5288¢) GN-ALD4 PE=1 V=2 splPA6367 9% IAPALVTGNTVVLK-VAFTGSTATGR-YIPQAGIPPGVINIVSGFGK.
ce 204508 1 PE=1 V- splP33 13% ELESINASMK-FLDLOSSIDTK-ITSIFKEELLK-SDIENVR-VHYSEVDTPFNK
CDNA FLI7$925, highly similr o Homo supiens keratin 16 - Homo sapiens SPIASKASS splPOSTI 5% LAADDFR-LASYLDK-VTMQNLNDR
y € 204508 sv1 pP33203 1% CETSWTIPAFEK-IISEL QNK. IVDGLIK-VLTHEDVLNEYLK
$TCC 204508 /521 7A PE-1 SV-1 SpIPO2407 5pIP14127 57% DQYVPEVSALDLSRIAGYTTHLK-KDQYVPEVSALDLSR-LeDEIATIQSK-LPLSVINVSAQR-LTLDFQTNK-SLGLKLPLSVINVSAQR-SNGVLNVDNQTSDLVK.
' . 1CC 204508 PE=1SV=1 SplPS3i 7% GTYAAVSPEK-GVLVVPGSWFK-SANPSNDIPLSR
204508 PE-1S) SpIP02309 42% DNIQGITKPAIR-ISGLIYEEVR SFLESVIR-TVTSLDVVYALK-TVTSLDVVYALKR
exoribonuclease | C 204508 PE-15V=1 spP22147 4% EVQUFSGHEVPGEGEHK-GPIPIEEEFPLNSK-LIEAMQPYLR-QLENISLEGER-VVYIQDSGK
04 PE-1 V=1 D054 3% LLEENFFNLK
C 204508  $285¢) GN-ELP4 PE=1 V-1 splQo2sss 2% VIVQNLNETQR
Small maclea 204508 2 PIQ02260 23% LTLPQPR-NEQVTIELK-QULPDSLNLDSLLVDQK
ce 204508 splPa% 2% LLLSNNPVONNELK-LSSILFDPVSYPYK
' € 204508 52 SpPs3297 4% SGSNISQGQSSTGHTTR-TVSPTTQISAGK.
H PE<1 V=2 07246 % LPLVGGHEGAGVVVK-YVVDTSK
Protei 204508 SPIPIBOTOQI211T 4% INPPTGADFHITSR
P332 46% ADLMLYVSK-AEPIDEEVSLAIENGIINPR-ALLELQVSK-ATYAGFLLADPK-AVQYLHEIK-AYLPVNES RDEIPVLLI FGKPLER-EDL E K. EVK-FVEPI
ce 204508 SpP36IGI 3% EVENILVEELK-FLNALVWR-FNTNSSVVSLR
C 204508 SplPASSED 34% KVVGASYVVVK-LVEGLANDPENK-LVEGLANDPENKVPLIK-QLGEWAGLGK-TALVHDGLAR-VVGASVVVVK
Suppressor protein STM1 0450; SplP3001S 34% DVIDSAT] DAER-SNPFDLL PPKTAQLSLODYL TAQLSLODYL
3 PE-1 V- spQo74s1 5% ASPPVASSDVK
ATP-dependent RNA helicase DOB1 E= pPAT047 7% ELVDVANTIGNSSLK-GATFTQIeK-GIGIHHSGLLPILK-ISESQAVIQLDDLR-KIDVLNTK-LSSNPLTNSMR-VIYTSPIK
- 204508 SpIPO0942 ADVDGFLVGGASLKPEFVDIINSR-KPQVTVGAQNAYLK-QLNAVLEEVK-TLDVVER
Helicase SENI y {TCC 204508 SPO041E
factor € 204508 SpPI9IAG DGAGK-LFSNLFGNK-mLNEDELR-NAVWLVFANK-NISFTVWDVGGQDR
204505 / PE-1 SVspP32473 TYTR-EL NVQFSLEAAEILQK. LK-SIRPLDTEAIIK. : : WGAALY R
ATCC 204508 / 288) GN-LPDI PE=1 SV=1 09624, LK-LV) TGGIELLFK- VTPVDGLEGTVK ©10: Carbamidon
ce 204508 PE-1S SpPISSTA ASSSHNPVILLK.GLNNDIFQLR-LIQEFVHOSK-QIISYLPAATATQAK e Acetyl (+
TFIID subusit 11 TCC 204508 / 15v=1 splQ04226 4 LLVTNLDKDQTNR
204508 SpIP19097 AISAQADKQDISSSTR-ATSNTLEEFEHGR-YETSILEHSGIR
C 204508 6PE-1SV-1 spP32832 FILNQTQK-VLLVDQQGLR
TCC 208 » pP25694 AVATEVSANFISVK-FALGNSNPSALR-GGSLGDAGGASDR
04508 PE-1SV=1 SPIPOCXSS spIPOCXS6. % AGELTQEELER-DYHTLANNVESK-HFWGLR-IPAWFLNR-IVQImQNPTHYK-IVYALTTIK-LLNTNVDGNIK-LRDDLER SLVVQEQGSFQHILR-YSNLVEK.
€ 204508 52 PE-1 SV~ SpP204ES 1% VILQEFVR
DNA-direcied 0450: SpIP27999 HELITNIGETAGYVQDIGSDPTLPR
RNA helicase P C 204508 PE-1SV- spPS3l31 VENDAPLLAVPGR
Histone H2B.1 {1CC 204508 PE=1SV=2 SpIPO2293.5pP02294. EIQTAVR-ETYSSYIVK-KETYSSYIVK-ILPGELAK-SmSILNSFVNDIFER.
Replication ictor A prot T SpP26755 % VDPTEISNVNAPVFR
splP23641 “ PR EPTV: PTRSTLG
factor | P plo14467 16404 38% GNNIGSPLGAPK-| ARKL GLY!
g o C 204508 PE-1SV-2 spPIS29 3428 36% GFLPSVVGIVVYR-GVAGAGVISmYDQLQMILFGK-IVAAEGVGSLFK-LLIQNGDEMLK-QFNGLIDVYK-SDGVAGLYR-TAASPIER-TPLPPAPAPK-YDGAFDCLR-YFPTQALNFAFK.
104508 /523 PE-1 SV- P3990 135694 25% ACGVSRPVIAASITTNDASAIK-NVPYVFVPSR <2: Carbamidomc
Nuclar PE-1SV=1 /099383 596506 IFVGGIGPDVRPK
Pyruvate carboxylase | 0S~Saccharomyees cervisia (srain ATCC 204508 | $285¢) GN-PYCI PE=1 SV=2 SpIPILISYspPR2327 1301016 1% VFDALNDLEQLK
y € 20450 B SplP80A28 5% ATLAHNVVLTGGTSSIPGLSDR
czwux/szsmm 1LV2 PE-1 SV-1 splPOT32 4% AQIPVTTTLQGLGSFDQEDPK-SVEELPLR
C 204508 PE PPI6S21 3% Y E SNTDL Z LIS -DSLGALSK-EALASGQFRPLTR-I v
C 204508 SpQOSTTS 8% FVFLLTTRFVTENATEEK.L Lo i SPFLIIVPK.TLQTISFLGYLR-VLIFSQMSR-YLLGVTDLFR
C 204508 spPs3s 1% TLENISHSYQFYSPYVR
B BREL Q0747 1% IDLNNTSTK
C 204508 splP469S6 8% LLIDVYSFDSTLK-VFGINLNDLVAR
PP32597 10% GNSDLLFR-HLVALQLLEK-INSIIDFIK-L GSEEQPEITIPKPR-LIQLDELPK-LITTDSVEEVIL e TTVLEN EKPMAIDIILK-VIVPQTVR-WAPSLNTIIYK
DNA-directed y A splP3so02 30% APNAVVITFEK-IQTTEGYDPK-LKIDPDTK-VLFAAYK
" € 204508/ $288¢) GN-CDC40 PE=1 SV=2 SplP4096S DK
2 P10
RSC: TCC 204508 / $285¢) GN-RSC3 PE=1 V- 5pIQ06639
Histone H2A.1 04 N=HTAI PE- SPIPOS91L spiPO4912 12% AGLTFPV:
y CC 204508 B SpIQ03SSE 16% DFKPQALGDTNLFKPIK-FFISNPDLVDR-FTLEVVDAVVDAIGPEK-IGNNELLHR-LAFVHLVEPR
1 C 204508 PE-15V- SpPIsSI7 % EPMDLGTIAK-FNGPNAGISQMAR-HALLAIK-LDIPFYFNVIK.
Suppressorof marl -1 04 PE-1 5V=2 SpIPAGGT 8% IKNEIPINSLLPSSK-LPPVSSPAAATAAAAAAVTSEMNR-LSTMLONTSK-LVSNAASVNLK-VNHSNLLIENSSNNTSSQHNTSSSR
ol C 204508 2PE-1 V-3 spP23301 % IVDMSTSK-KLEDLSPSTHNMEVPYVK-VHLVAIDIFTGK
Inosiol € 2045085 PESpIQUGGSS HIDSHSMNNSGK-LDIGLLTSLPLAK-SSEFDPTLVHPR-SSSQFDEPR-VLANALEK-VLFDFIPK
PE-1SV=1 SpPISTOS 2% IQTLIAAGIR
Cofilin OS=Saccharomyes cerevsiae (srsin Achzmsns,szxm GN~COF1 PE-1 5V=1 splQO304S & FILEGLNDAK-SGVAVADESLTAFNDLK
€ 204508 SpIP38IT EQAANLIAAGADGLR NPVIGAQGITLSEGNHILKKNONYPLASK-TASAQLEGGVHNLISYEK
Keratin,type I eytoskeetsl 2 pidermal - Homa siens SplP3s908 EQQNQVL RNLDL HSK-VDLLNQEIEFLK-YEELQVIVGR
{TCC 204508 PE=1 5V- pP2T614 HSVDTILHDPAFR-IPTVVQDK-TTQAVDINGGVK.
SRMIL “C 204508 PE-1SV=1 spP21827 % LDIFEVGIPK- THASHIINAQEDYK-YNIVOLAPGK. m3: Oxidation (+
Heat shock scl C 204508 1 PE=1 SV=1 SpPI239% % DAGQIVGLNVLR-NAVVTVPAYENDSQR-TTPSVVAFTK-VQGGEEVNAEELK
2 y € 204508 G pQ12464 si613.1 16% AVL LLFLDSAR -SPHGLPLDLLDR TAL GH ALFTGDTGEIR
rcc 204508 PE-15V-1 splP274T6 w36l 4% ALDALQGEYIDNRPVR
{TCC 204508 sv=: SplPO03SY 357466 70% DPANLPWGSSNVDIAIDSTGVFK <L DTAQK-ETTYDEIK-ETTY DEIKK-IALSRPNVEVVALNDPF v TTNGLAPLAK-} ALTGMAFR-L)
C 204508/ 525 SpIQ01S02 s1797 2% VVNVVLSDFK
© 204508 splPs4791 0083 2% ILLLLDSTTK
04508 521 P 465542 5% HIPAPYAYGK-VLEGGIVIEDR
3 subunit A 204508/ 52 PE-1sV-1 splPIs29 1103485 % T VFFVSGDPLLHTTAWK-
WRNA tumover {TCC 204508 spP33201 270888 3% TPVLQEIR
HAC C 204508 PE-15V=2 SpP32495 7221 6% QDLGAAGATK
y 1 subunitalphs . {TCC 204508 PE-1 S splPI6387 463444 35% ATLLOMYK-AVLAELMGR-DVIIR-GGSMILYAPGFYGGNGIVGAQVPLGAGLAFAHQYK-GPLVLEYETYR-KYVDEQVELADAAPPPEAK-LDSITSYR-ISILFEDVY VK-NDPIAGLK-SSAmTEYFK-TRDEIQHM m6: Oxidation (+
DNAdirecied L and 1 04 PE-1 SV=1 splP20434 250796 ADPVALYLGLK-TFVIHIQEK
CC 204508 PE-15V-4 SpIP26786 216227 ELRPLOFK-ALAIFVPVPSL VIFLAER L ILPKPSR-ILSQAPTELE LESFQAVY?
1045081523 PE=1SV=1 SpPOT260 202546 GADIDELWLY RSEDKEPLLR sVEE\ VLSDSAHFDVK-WTLWYTKPAVDK|
L XTCC 204508 S285¢) GN-RPL2S PE=1 SV=3 1P02406. 167219 ETAPVIDTLAAGYGK-IPNVPVIVK-LWTLIPEDK-LWTLIPEDKR-QQAHFWKPVLNLDK-YHPGYFGK
. " {TCC 204508 1 PE=1 5V=1 SplPA0SET 128303 9% NTLYVSQLNEK
HoCl 0450; 1PE=1 51 spPaTI2A 462088 LLSDVLVEPK
Single-stranded CC 204508 PESISVAL splPi2eds 153866 IOSEITEHTS AR YSIASQPR
1CC 204 PE=1SV=4 e 817532 1% ILQNDI
DNA-directed Tand ci CC 204508 A SpPOTI03 376876 12% FSPVSTASYR-LLPQINILQPIK-LLPQINILQPIKGESAR-VINTTSTDFPGFSK
C 204508 PE-1SV=4 SplPO3147 643454 53% AHYTNLYVK-AIEQLNY' SSK-AVEALNDSEL IVSASLEK-
204508 PE-1S DP12709 613004 12% EANVIGLR-LATELPAWSK-LIPSDFILAAQSHNPIENK-TFTTAETITNANTAK-VVDPETTLFLIASK
factorsubunit 1 C 204508 PE-1 V-2 spPI2385 490073 5% LIVFENLETIR-LSVLSAITSTQQK
TFIID subunit 204508 PE=1 51 Q12030 230103 7% SSVAVSNANNSQAR
L CC 204508  $285) GN-RPLSB PE-1 5 spP20453 56% AKNPLI G ur FQYTLL
Vacuolar ' y TCC 204508 / PE-1SV=2 pP2IST 34% AEQTY] LK-EAISNQFIQLK-ELSSQEL TLTLVDLPGLTK-LAALESPPPVLK-LLISSYFSIVKR LQDALAPLGGGsqsleLPolTvasossGK o
' y € 204508 G B P03 24% AILLAGGPSTGK-ALESNIAPVVVLASNR-EIVVNDVNEAK-GLGLDESGVAK-GTEDVISPHGVPPDLIDR-LDPTIESIQR-TALALAISQELGPK-VPFPLVGSELYSVEVK
$TCC 204508 /521 sve1 splPsISS2 30% AFEENVLPFVELNNR-AISL VTGISHOR. DLFTTFWRELIITVGGIR-EQTTLLR-FFIALLR-FPEKPFQEGK-FQTQDYR-HLIYDFR-HVTSVFPVVK-IDNGILAHKPR-IFLONe\
' . {TCC 204508 PE=1 V=1 PP39729 % GQIPDFTDPVVLR-NALVYGSSVK
© 0 PE-1 SV=1 spiQ03124 12% NLAQDTDSVQILVK-NVSNAFNNAAAIVITDPVTGK.SIHYSLANFNVFQSLPK-TFILPLER-TLPDLLPLFK.
Clthrin heavy chain OS-Saccharomyees cereisiae (srain ATCC 204508/ $285) GN~CHCI PE=1 SV=1 pP2137 2% FIETYVQQUNPSK-SFTLDEPVIFWR
TP epedent RN el DI OS-Suctaromees orevisie s YIMTS ON-DRK PE-3 V-1 gp\«o/xao splP39517 2% ELALQTSQVVR
cwex TCC 204508 / 5285¢) GN-CWC23 PE=1 SV-2 SpIPS286: 8% LEESESSTIPTTTPHPDLLQIQR
and ALP protein 2 {TCC 204508 q.\Pszam 7% KQLAAQVEK neterm: Acetyl (+
L C 204508 3 SpIPOST4A 37% 1AYV i GASVR-VNNPNVSLIK
TFID subuit | PE-1 V=1 splPa66T 1207017 1% NNLLOSNSSASR.
Protein MKTI 04508 /523 SplPADSSO 944994 23% EINLLTQPINR-ENIQNYQR-EQYLDAIGGFPTSLK-FILGmEFPNK-FLLEISK-LIDENVFK-LNELNIDSK-LNSPENLLSTNFLR-LSLDNFGWAR-SIGLVTGK-SLESFLFER-SNLSSPSSASSSASPATTVTK-SNTESVLLQR-STPNLDEQFY
Junit beta-1 PE-3SV-1 SPIAGZWLLspiQ02642 170205 24% LHAVTIDNVAEANFFK-VGVQAAQHNTSVFYGLPQEK.
1 204508 PI06T06 1529942 13% ASGLVGNQLR-EAMSIAVQK-EYLPFLQELQDNEPLR-FPQLVR-GNLETIYPR-GQINSQLR-GSILVSVIPSK-IMVLAEVR-IQLWTSK-MAQGPTLEPFDNGTSLVVDGR-NFVEVLDLLK-QELYASDISY VK- SDFDYNHLVYETR-SSVVI
C 204508 spPISS62 245955 % LPEDISER
YKLOTIW € 204508/ 52 SplP36OS6 20041 3% VPLLLLK
© 204508 P12 119075.1 1% ISALDLLLLAR
C 204508 PE-1SV-1 splP20606 214515 14% FTTFDLGGHIQAR SALGLLNTTGSQR
{TCC 204508 /5 PE=1 SV PIQOTIS0 200212 4% IVSGLELSDTK.
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PE-IS
{TCC 204508 / 5288¢) GN-CTR9 PE=1 SV-3

Actin OS=Saccharomyes cerevisie (s SACTI PE=1 V-
24508 1PE-15V-2
B
Cytochrome bl 2
7
Dnal homolog 1,
MRNAS-
DNAdirected s
204508 RIWPES1 S
Lgamma | 1C 204508 /$285) GN-CAMI PE=1 SV=2
204508 3 PE-1 V=2
CC 204508 / 5285¢) GN-RPT6 PE-1 V-4
204508 /5 PE=15)
P C 204508 sv-
04501 PE-1 V=1
C 204508 2 PE-1 V-2
Actindikep 04508 »
2 PE-1 SVl
C 204508 2 PE=1 V=1
204508 PE-1 S
$TCC 204508 /521 PE-1SV-2
Probibit aTCC 208
i PE-1 V-3
C 204508
i y € 204508 v
L XTCC 204508 / 5285¢) GN-RPL2S PE=1 SV-4
“Trypsin precursor - Susscrofa
TCC 204508 1
L C 204508 $2856) GN-RPL3 PE-1 SV=4
Ul small C 204508 PE
© 204508
C 204508
Protein AR y € 204508/ X
STCC 204508 2 PE-1 SV-3
RNAZ- . {TCC 204508 /
L34 € 204508 348 PE-1 SV-
b 1 204508 /521
C 204508 PE-1SV-1
{1CC 204508 PE=1SV=1
Transposon Ty1-PRI G T
RN, \TCC 204508

Zuotin OS-Saccharomyces cerevisiae (stain ATCC 204508 / $285) GN-ZUOI PE=1 SV=1

2 sv=1
e 204508 svel
PE-1 V=1
factor 1 © 204508
Heat shock C 204508
protein TCC 208
AP, Iph PE-1SV=s
204508 PE-1SV=1
PE-3 V-1
Protein FAFI € 2045085 sv-
3 2 53 PE=1 SV-1
C 204508 sv=3
L TCC 204508 “RPL2S PE=1 SV=3
C 204508 PE-1SV-1
€ 204508 2
C 204508 PE-IS)
\TCC 204508 / PE-1 SV=3
STCC 204508
ATP-dependent RN,
s L8A CC 204508 5285) GN-RPLYA PE=1 SV=4
€ 204508/ 52 PE-1 V2
Protein MKTI 04508 /523 T1PE=1 §
{TCC 204508 / 52856¢) GN-LPDI PE=1 SV-1
L 104508 /523
Lsp1 C 204508/ 5285¢) GN-LSP1 PE=1 SV=1
TCc 204508 10PE-1 V-1
ATP-dependent RNA helcase DHH1 OS=Saceharomyees cerevisiae (srain YIM759) GN-DHHI PE=3 SV=1
Citrate syt C 204508 / S2856) GN-CITI PE-1 SV-2
L . TCC 204508 / ~RPL4A PE=1 SV=4
, 1 STCC 204508 /521 PE-1S)
1 C 204508 PE-15V-3
Single-stranded. 204508 /521
XTCC 204508 / $285¢) GN-RPL2S PE=1 SV-4
104508 /52 PE-1S
LeA CC 204508 G PE-15V=2
L9 T sve1
Probibitn-1 € 204508
c PE-15V-1
sv=1
CC 204508
Histone 12A.1 € 204508/ 52
Enolase 204508 /521 2 PE=1 V-2
13 © 204508 338 PE-1 V-2
phosp {1CC 204508 1 PE=1SV=2
¥ cC 204508 PE-1 81
€ 204508/ $288¢) GN-SCS2 PE-1 SV=3
204508 /521 PE-1SV=1
C 204508 PE-15V-2
04 PE=1 SV=4
4TCC 204508 / 5285) GN=ACS2 PE=1 §
Heat shock 104 € 204508/ S2856) G- PE-1 V-2
TCC 204508 B
ppressor pr C 204508 PE-ISV-3
Lgamma 104508 /523 PE=15)
2 CC 204508
L © 204508 268 PE-1 V-2
L 5 € 204508 G P
PE-1SV-1
L 104508 /523
YNLIBIC T
Heat shock il C 204508
TEND subunit 204508 /52 PE=1SV=1
¥ C 204508 2 PE-1 V-3
protein NETI 4508 B

spP32527

spPI0622
SPIAGZZ10.5p/BILQWO spIBSVA0;
SplP309s

splP2s83:
PSS pPET262

SpIPITSS

SPIPOC2I9.5pIQO3612

spP3201

SDIAGZMES splB3LLY9,spBSVPMS,

sP32527
SpPOVSI0

SIPOCXST.plPOCX3S.
splpo7251

SPIPOCKS 1 slPICXS2.
SPIATAOV3 spIB3LTIO splPAG6S4
splPADSAS

spPOT283

splP3sT01

SpIPO2406

SplPO2829
SPIPOCX39,5lPUCXA0.
splPA0ISD
SplPO03SY
SDIAGZMO2, 5B
spP3TI0
SPIAGZQILsplP10081

L25pBSVPOOSt

SpIPOS91LspiPO4912
SplPO02S
splP41086

P
P38
SPIPOCX9,spPUCXS0.

pPAT03S

1062205
7671

3

230193
171136
1285351

ATESQIIK-LPSSLLSYFV-QSAAGGSLDQDGFFK-TADLYAAMGLSK-TPIPSLGNK
3% SESIVSQUTSLHPAYIAAR-TRPHILNLLGR.

4% FHPSVLGLE: TYNSIMK-DSY [TAER-IIAPPER( 1GIVL PHAILR-VAPEEHPVLLTEAPRNPK-YPIEHGIVTY
ST% AAGFLL VGFDLPQR-ALENPTRPFLAIL LLDEV? LENLI DNGPESR-ELPGVAFLSEK-ELQSLLGK-HELSSL/ LEGK-IVAALPTIK-KLI
9% LNSLNNAQGAISK
24% AAVEEGILPGGGTALVK-( SVETLAEAVAATLGPK-ISSIQDILPALEISNQSR-LLQEVAS GDGTTSATVLGH LLLs NATR
41% DGVAHLLNR-DLSPAINYTK-ESELLGGTFK- FTDGGLITLFVR-FVDESLLSTLPAGK-GLGNPLLYDGVER-LDKFTDGGLFTLFY n
9% GLNLFESHINDFNNQFR-LTAPQDIQISEDGK-LVTTGELYHNEK
3% FGGDFLDFQVHER

i L VEQILKK1 FT HSDHAK-SLE]

5% GDPIEIVHKTITVDLPHGLQDGDVVR
30% LEQVEYALEAIK-NADELS QGSVTVGLR-SGANLLI
25% ANTELPLDFK-FATIEYQLFGLK-FIEFEVGQK-FVTDPSK-GLDTQFLODNTALVQAYR-ILETSITNYINNQIDAK-INDLY TEEFLK-IYEYIIEVPLHQYAR-NLSIVVVELIK-NSVPEWLTY YK-SIAVLATSVK-SNNTLENNIFNETVSR.

7% CAIFEPK-FGNLNNVYSLEK-ILAQEL SGK-NNLITGGQEAR-TLFETSVEK cl: Carbamidomc
25% AGVSQVLNR-EFLPHITQLEGFESR-ETALDFIGR-FISTLQVK. HGTYDKLDDDGLI Z DLAGPLLAQLFK-LLFQELMAMNITPR-LLLeALDR-LMAQIFFGPTYYQR.
FGPLTGFLER e Acetyl (+

3% VVTPDAAAEQFAR

7% LQYSAGVYR-YNFLLFEDR

3% GVILYGPPGTGK.

29 AITVGASTLSDDR

15% AAGANVDNVWADVYAK

4% VILPIASMFVK

14% ATDVmLAGK-HVILLANGR-IADISLAAFGR-ILDEAVAK-LKVPAINVNDSVTK-TGPFEVGVHVLPK
8% ALVQEQVR-AVYINPSGEK-FENISLAEFILK-IDFLLSDWNK-ILNDIETLEHNPVALEQK-LVDNLNAEV!
4% LIFVSILSDR-QDSILIYPR

5% GPSVIVNER NONDPQKPIVGQIFR-VGSPGAGGPLTVQGLK

4% QTIHVLEQPDRPQPR

6% IYFHTDAAQAYGK-SGTLAPPLVAGFGEAAR

11% IGIVEISPK-VLOALEK

17% LEDVSITHMTFGPEFTK-QIAQUDAER-SIVAQFDAAELITQR-VGDGLLLIR

% APIVAYAELIAAR-FDDTNPSK-IGDIIQFER-TLRDPVIYR

9% LTVSEEVR-TIGHSVQSPDDTVK

30% ALIAEIK-ASLVPGTVLILLAGR-EANLEPEQONK-FNVEYFAK-QYLSASFSLK-VSVEGVNVEK-YVIATSTK
35% ELYEVDVLK VSmK-LTADYDAL i

4% NIGVSNFAVEDLQR

20% APVLS] DNDImL

7% ALAVAIR-ITLHVDCLR

13% HVIFLAER-ILPKPSR-LESFQAVYNK

2% AGMTTIVR-AHL

% LONNDVTIGFAK-YAINPSLPLPHNK

12% GVETLAEAVAATLGPK-NVLIEQPFGPPK- TNEAAGDGTTSATVLGR-VEFEKPLLLLSEK-VLDEVVVDNFDOK

ms: Oxidation (+

PSRTAMAELALL DPSLR-VAELTGDSR-VL

DNDIMLIKLSSPATLNSR-LG SPATLNSR-VATVSLPR. @ Carbamidome

HR-KALEEVSLK-SKPVALTSFLGYK-SLTTVWAEHL

I w3 Oxidation (+
% GKEDLLVTK-NMAPGESVYGEK

14% DIGGSSSTTDFTNEINK-FTVTLIPGDGVGK-IPDIDLIVIR-NITEIGOK

14% €GDEGSALQGISTLRPR.

18% GEFHPVLLAETSFPVOK-LAAEDYIGSAVK.
4% VLVIGGGDGGVLR

9% EVNSDLYGER-GALDWYPIFK-GINSSYAVWNDVTGK

SVDY s s LNVPLNPK-STTEPIQLNNK- TVDTTNYVILQUK-VACQLIMR-VINIIDR-Y VRPPPMLTSPNDFPNWVK.

el: Carbumidomc

ISDYDADELAEALQPVIVNTPHLK-LTVDEVVSR-NASNNPNELAASGAALQAR-VEAQFSSFVDSVIAK

B
8% QFGIAASEFK-TPVLQEIR
2% 1IQSSSGTETHNIR
3% QSAAGGSLDQDGFFK
15% FVVTAADVIHDFAIPSLGIK-LLDTDTSMVVPVDTHIR
2% SLGLTGELFEIR-VLSLFTEAIGK-VTISPAAPTALK.

% IPTHPETEQPK-KEFEHIGGVIGAR

1% ILmVGLDGAGK-LESNLEGNK

26% ARFEELCADL i

31% ADTLTAQELQQFK-ANLIPVIAK| QLIE;

m: Oxidation (+

NVLR-FEELCADLFR-FELSGIPPAPR-IINEPTAAAIAYGLDK-INEPTAAAIAYGL VNFLAEEFKR-NOLI
E » TTFINTLEQTVLK-TTFINTLFQTVLKR-T!

23% FSNIDIR-VTGGGHVSQUYAIR-V YEP!
41% FAAHTGATPIAGR-FTPGSFTNYITR-IIAAIPNPEDVVAISSR-LDAQAIK-LVIVTDPR-LVLAAR sLPATFDLTPEDAQLLLAANTHLGAR-TQPWSImPDLYFYR
3% ISGGERSGK

6% FVEALKK-LTVSEEVR

36% ITLTSTK-QLENVSSNIVK-VEEQEQQQQQIIK-YIDLEAPVQIVK

17% ETAPVIDTLAAGYGK-GRIPNVPVIVK-IPNVPVIVK

24% AELINNLGTIAK-AILFIPK- APFDLFESK-ELISNASDALDK-GYVDSEDLPLNLSR KTFEISPK-LGVHED1 LDAPAAIR-NIYYITGESL} QLETEPDLFIR-RAPFDL -SVDELTS
% g

22% AADEAFAK-AVITVPAYFNDAQR-DAGAISGLNVLR-ENTLLGEFDLK-INEPT? GLGAGK-LLSDFFDGH VLVG SLDISDDAR

47% eLDTAQK-ETTYDEIKK-IATYQER-IVSNASCTTNeLAPLAK- 1 M PELQGK- K-VVDLVE n-term: Acetyl (+

FIR-LIPEVINK-L

48% APSTFENR-DIFPLONIHVR-FDVGALmAL LTNFHGmDFTTDK-TSDDYVLR-VISEILTR-VVEVEL ADLQGSEDHSFR
15% ISDDILSVLDSHLIPSATTGESK- NLLSVAYK-TASEIATTELPPTHPIR
mLAP AILISTDLL; w3 Oxidation (+

TEVR-VAPAPFGAK-VPPTIAQFQYTLDR-WPEYVR

33% LGTL
3% AALANVYEYR
16% EINLLTQPINR-EQYLDAIGGFPTSLK )
25% AaQL vt
3%

DEEVQPPAPSALSQATLR-LIDENVFK-LSLDNFGWAR-SLESFLFER-SNTESVLLOR-VIFPNSVPIESK-VMQELNAAK-WGEVFLK-WYAANEPTTLTNR

10: Carbamidon

2 2 LPTESVPEI WVR-VAAVETLYQDMAAR
% APTAAELQAPPPPPSSTK

28% DAFHLI AAR-GSLI ENNIRanL
3% LNETVHILVGTPGR

6% AIGVLPQLIDR-ALSADLAAR-LPVIASK

i LK GPL

5% QAYNVELENYOR

38% AIQTANIALEK-HLEGISDADIAK-KVYPDVLYTSK-LLPYWQDVIAK-LWIPVNR-NLFTGWVDVK-TVMIAAHGNSLR-VYPDVLYTSK-Y VDPNVLPETESLALVIDR
24% GTTLSLVOK-IGSEFTEHTSANNNR-YSIASQPR

9% LTADYDALDIANR

8% AIVQVFEGTSGIDVK-TTVEFTGESLR-YNEIVNLTLPDGTVR

SVR-YmTTVSGR

K-VGYTLPS

EIPLVVSTDLESIK-LI NLLQLAPGAHL i

39% ALIAEIK-ASLVPGTVLILLAGR-EANL S VIATSTR
11% HIDVTFTK-SLVDNmITGVTK.
20% DLOMVSLTLR-L LIDVI PWLOK-SIVAQFDAAELITQR-VGDGLLLIR

2% VEDPLDNFQVK.
5% STELLIR

23% HLQLAIR-LLGNVTIAQGGVLPNIHQNLLPK

46% AADALLLK-AAQDSFAANWGVMVSHR-AVDDFLLSLDGTANK-GNPTVEVELTTEK-GVmNAVNNVNNVIAAAFVK-IATAIEK-IGLDEASSEFFK-IGSEVY HNLK-LGANAILGYSmAAAR-LNQLLR-NVPLYQHLADLSK SIVPSGAS

37% IAYVYRIEGVATPQEAQFYLGK-IFLYPSNI-VNNPNVSLIK

15% ASGAFTGENSVDOIK-KPQVTVGAQNAYLK-TLDVVER
1% TVEIVPSPISK
5% SAVEISPDVLVYK.

11% GVPTGFTEPIR-LLTPVPSDIDISR-QPSLGPTLGVK-SDIVGSPVAELLK-SLNSTVTITHSK-SSGLTPNAVVLVATVR-VVVAADVNR-YILVSGITPTPLGEGK
5% ISFEFPERPGALTR-TPLPVVGTFADGTSVR

3% AmYTLSAQDEVFSLAFSPNR-ASMIISGSR-4SNEVLVLR-DGEImLWNLAAK-DKTLISWK-FGVPVR-GQEL ATLLGHNDWVSQVR-GTLEGHNGWVTSLATSAGQPNLLLSASR-KAMYTLSAQDEVFSLAFSPNR-LY m2: Oridation (+
1% ITFGELLR

neterm: Acetyl(+

17% ALTILTL, EYL DSALVTAAQLA FSLDLAALTAGAK-LIQNEILNK-L FLGLSGSGK-QQALELR-QTVAILR-VIGAT
4% AHNINVVDK
19% EAY K-KVELDAER-TAQLSLQDYL

7% IDNLAAVFDAR-TPFAEVK-WENTVAASPIVK
% EQAANLIAAGADGLR-NPVTGAQGITLSEGNEILKK-NONYPLASK
13% FAVQVDK-VLLSAPLSK

% GLLGLSLVEAK

24% AGGECITLDQLAVR-GQNTLILR-INRPPVSVSR-TVVVVGTVIDDAR e5: Carbamidomc
2% LGPNVDAAR

3% AIEVSETPNHVLYSNR

7% SSVAVSNANNSQAR

13% IVDMSTSK-VHLVAIDIFTGK.

1% SAVSESSVTNSK



L CC 204508 G s
Transposon y {TCC 204508 / $288¢) GN=TY 1B-DRS PE-1 SV~1
BI 04 PE<1 V=
3 {TCC 204508 / $2856) GN-URA3 PE-1 SV-2

NUMI ATCC 204508 PE=1SV=2
c y CC 204508
¥ C 204508
N 0450
Histone H2B.1 {TCC 204508
€ 204508/ $285¢) GN-CDC33 PE=1 SV=1
Peroxiredosin © 204508 sv=4
204508
Pl
L “C 204508
€ 204508
'
DNAdirected 1 and I subunit RPAC: sve1
1
Histone H2AZ CC 204508
3 € 204508 BAPE-1 SV-3
Transposon Ty 1-ML1 Gag:Pol polyprotein OS=Saccharomyces cerevisiae (sirain ATCC 204508 /S285¢) GN=TY 1B-Mi
12 € 204508 2TAPE-1 V-1
{TCC 204508 /5 PE-1S
L -
{1CC 204508
Peroxiredosin TSA ATCC 204508
tion actor A pot rcc 204508
DNAdirected L1l and 1 104508 /523 PE=1 V=1
Nuclear 1 PE-1SV=2
' € 204508 52
Heat shock ' C 204508 52
CC 204508
Vacuolar ' {1CC 204508

ATP-dependent

P
$285¢) GN-RPLEB PE-1 SV-3

Le 1CC 204508 /
protein (€ 204508/ $2886) GN-CDC10 PE=1 SV
1 C 204508 - 1 PE-15V-1
T sv=1
Enolase 1 204508 PE-1SV=3
© 204508
Miochondrial
TEID subunit
y {1CC 204508
s u C 204508
DNAdirected {TCC 204508 /52 PE-1SV=2
204508 P
Protein METI7 204508/ 52 17PE-1 V-3
2 PE=15)
CC 204508 PE-15V-2
Keratin, type | eytoskeleal 9 - Homo sapiens
Keratn,type 1 cytoskeletal 2 epidermal - Homo sapcns.
204508 EI PE=1 SV=4
DNA-directed € 204508
€ 204508 52 E-1 SV-2
i 138 PE=+
STCC 204508
3 08 /521
CC 204508 B
\TCC 204508 / PE-15V=1
1 204508 /521 PE-1 V=2
L2t € 204508 2UAPE-1 V-1
L ATCC 204508 -
204508
I C 204508 PE-1 V=1
L
1
1
204508
b C 204508
Heat shack C 204508 52
Replication fctor A potein | rcc 204508
{TCC 204508 /5
s “C 204508

C 204508

PE-15V=1

L y (€ 204508 $2886) GN-RPL2A PE=1 SV=1

204508/ 521
204508
C 204508
€ 204508
1 {TCC 204508
104508 /523
s protein $31 STCC 204508 /521
Keratn, type 1 ytoskeletal | - Homo sapiens
I € 204508 PE-1 V=1
BFRI PE-15V-1
i CC 204508 o
Gluean 1 © 204508 2PE-1 V=1
NET protein | 204508 /521 PE-1S
L © 204508 1APE-1 V-1
PE-15V=2
'
L
L

Kerain,type 1 ytoskeletal 5 - Homo sapiens
ThrconyRNA synthetase, ytopl:

€ 204508 $288¢) GN~THS | PE-1 SV~

1 rcc 204508

5288) GN=GLCT
PE-1SV-2

V-1

{TCC 204508 /5285¢) GN-QCR2 PE=1 $V=1

GDNA FLI75925, highly similar o Homo sapiens keratin 16 Hom sapiens
Cytachrome c1, heme prot

€ 204508

204508

Keratn, type L eytoskeletal 14 Homo sapiens

u C 204508

C 204508

© 20

L TCC 204508 52

85¢) GN-TEF1 PE=1 SV-1

M08 PE=1 V=1

DNAdirected € 204508 2
c i {TCC 204508 / $285) GN-CDC3 PE=1 SV=3
€ 204508/ $285¢) GN-MDH3 PE-1 SV-3
plex protin | 04508 $2886) GN=CCT4 PE=1 SV=2
P2 C 2045 PE-1 SV
Transposon Ty1-DRI Gag polyprotein OS=Saccharomyces cerevisia (strain ATCC 204508 / S255¢) GNTY 1A-DR Pl

€ 204508/ $288¢) GN-CYTI PE=1 SV=1
PE-1 5V

1
B

pPOsTI0
SpPOC2125piQU3SSS
ppis

splP26321
SpIPOCXSS splPOCXS6.
SpIP34T60

SpIP26755

SpPOCOW1spIQIETY3
pPOST40

spQoIoso

OIS I6POSTSS
spPo6Ios

SDIPI06S9. 519358
spIQ02753
SplP38061
spP23641
pIQ0SoH6
SDIPOCOWD 5pIQ3ETST
SpIQ036%0

SPIPOCXS4 spIPOCXSS
spP22147
SPIPOCKAS spIPOCX46.
pIP20967

PIQO38SE

205516

490572

ALLAFIK-ASLVPGTVLILL EDNTLLVTGH SFsi VIATSTR
% Vi i LNVPLNPK-mESQQL 'TSK-STTEPIQLNNK-TVDTTNY VILQGK-VACQLIMR-VTNIDR-YVRPPPMLT.
22% AADEAFAK-AVITVPAYFNDAQR-DAGAISGLNVLR-ENTLLGEFDLK-IINEP! LSDFFDGK.L It

4% ELLELVEALGPK.

0% LTNLSMECR 8 Propionamide
2% GGSLGDAGGASDR
20% AFQSAYPEFSR-AIEMEGLTWGAHQFIPIGFGIK-QLNASLADK

2% VKEVQEQVQHTVR

% FYELANK

EIQTAVR-LILPGELAK-SmSILNSFNDIFER

5% FIVFVGSLPR-TTATAAQTSGTDNKPVPAGIHPDR
16% GADIDELWLR-KFEENVSVDDTTATPK-SDYHVFR
25% FASDPGEAFTK-FQYIAISQSDADSESCK mPQTVEWSK sDLVNKK 7 Carbamidome
3% LLEGGIIEDR

9% APTASQLONPPPPPSTTK SAAGAFGPELSR
31% EIAGLSPYER-TGIAIGLNK-VEEMNNIAASK

% VGIVPGEVIAPGMR-YGGYGNLIK m13: Oxidation (

46% AQYNEIQGWDHLSLLPTFGAK-EVIDTILALVK GYKPVAVPAR-IYEVEGR KLIDL LD LT
18% IQTYGETTAVDALQK-TATEVTPQEPK
1% TINNYK

PVEDAPQNLVEQAK-NATFPGVQMK-NIVEFHSDHMK-NPVILADACESR-

E
20% IAYVYR-FLYPSNI-VNNPNVSLIK

% SVDY LDVSASK. LNVPLNPK-STTEPIQLNNK-TVDTTNYVILQGK-VACQLIMR-VTNIIDR-Y VRPPPMLTSPNDFPNWVK
IER 'VNYNHLLPTR-YTLDVEAFK.

38% AQEPIIER-DASLVDY? USPLR. LTIGAR-WSFEEVEVK <3 Carbamidome

8% IAALAGQQ-LGLDETYK-VFLDIGLOR

50% AGELTQEELER-IPAWFLNR-I AIVYALTTIK-LL RYSNLVeK

20% EGGLGPINIPLLADTNHSLSR-GLFIIDPK-HITINDLPVGR-LVEAFQWTDK-NVDEALR
27% SQPTESQLILQSPTISSK-VDPTEISNVNAPVFR
5% ADPVALYLGLK
4% FIANIDNAIPHESTR-TTDINLLR-YAGLLTSR
2% TVSPTTQISAGK
45% ARFEELCADLFR-AVGIDLGTTYSeVAHFANDR-DAGTIAGLNVLR-ELQDIANPImSK-ETAESYLGAK-FEELeADLFR-FELSGIPPAPRIINEPTAAAIAYGLDK-IINEPTAAAIAYGLDKK-TITNDK
35% ALAIFVPVPSLAGFHK-HVIFLAER-ILEDLVFPTEIVGK-ILPKPSR-LESFQAVYNK-QIVFEIPSETH
20% AEQTYINTAHPDLLK-DATIPTNEFVVDIIK-EAISNQFIQFLK-ELSSQELSGGAR-ISY VFHETFK-IY SPHVLTLTLVDLPGLTK-LAALESPPPVLK-LVTLVFDELVR-SGFFGGFFSTK-SSVLENIVGR-VPVGDQPPDIER
1% NANPTIPEGIK
41% EAAAIAEGK-LGTLVNOK-L TRKTS
30% ELIQNEFEK-FITDTR-ISTHTLVEDR
4% ALNFNVIGR

8% SPSALELQVHEIQGK
20% AADALLLK-AVDDFLISLDGTANK-GNPTVEVELT G

1% ESTQTAVVSR

7% IGASALGGGLSAWNQPIEVIR

14% SGSTEETTANTGTIGK-TQQHILPEVPPVENFPVR

5% FLQVmOK
39% FNSSIGR-FVQULL

3% GATVAQAEAFGIPK.
20% ISFQLSK-LAGEFGLK-LFEGNALIR-LQTQVYK-QIVNIPSFMVR-VGVLSEDKK-VLITQR
2% LSGAQVVDNLK

3% IFTSDSANR

19% FIQAGSEVSALLGR-GISELGIYPAVDPL VFIQELINNIAK-VALTGLTIAEYFR-VLDTGGPISVPVGR
4% EIELQSQL R-LASYLDK-MTLDDFR-NYSPYYNTIDDLKDQIVDLTVGNNK-QEYEQLIAK-C
22% AQYEEIAQR-FASFIDK-FLEQONQVLQTK GFSSGSAVVSGGSR-IEISELNR-LNDLEEALQQAK-NLDLDSIIAEVK-NVQDAIADAEQR SKEEAEALYHSK-STSSFScL SR TAAENDFVTLKK-VDLUNQEIEFLK-YEELQVIVGR

4% GSPAGPSAVTAR

DVDGKPQIQY ¢7: Carbamidome

LTEVR-VAPAPFGAK-VPPTIAQFQYTLDR-WPEYVR-YGLNHVVSLIENK
L mDPL TLDER-STLINTLFASHL PVIK

DVEALKR]

TNPKTFAEALR-sNQIGTLSESIK

mS: Oxidation (+

EQVLDHOR

DLGNNNSVLAVAR-YEELASLGNIR-Y?
DISSTLLNELK- GSLENEVLFK.L AKL T

14% ALANQLI
s LTAPQDIQISEDGK.
AAGLTAAYAR-NQEIFDANVQR TIGIAVDHR,
LATAVILQALEEGTAR
EQAANLIAAGADGLR-NPVTGAQGITLSEGNEILKK-NQNYPLASK

GTYLAFNR-SGILDAVTSSK-TGSTYILSTEVK-TLPSFKPYETL

VLMGK-EYLEEYK-GFLSDL GTIEIVSDVK-LLPFVK-LREYL GVPTK
TTVLSVDEQNKK-LLI SLFEGLVADAPK-VLILSNLPHILK
FVIGGPQGDAGLTGR-YFIQPSGR
40°% HGAVHLSTYLK-IVSTEGNVPQTLAPVPYETFI-QEFLER-SSVGVIINK-TGVVYNVTK-VGDIVDIK
21% TFLVANVK-TYAAEIAHNISAK-VVILAR
IQLEPTVYNK
3% IVDAIPYTQR-LALATNSPSLR.
31% ABEILER-EDTVSWFK-IAVHVTVRGPK-LVLNISVGESGDR-VLEQLSGQTPVQSK
7% ALTNLAILEFSNESPYNATVVYNR. DLTTSTLQDR-ISELEIVSR-LALYPEAIAFcR-LLTSESNIITPGVR-SLSFAPYNPVPPFYR-VSGIDSFEMMR.
47% aNELLINVK-ANGTTVLY VLK-GVIFY GSYVGNR-VLGID n-term: Acetyl (+

37% AEELNISGEFFR-GPFHFR-LSTSVGWK-SVEPVVVIDGK-VASANATAAESDVAK-VVVPQALR-YEDVVAK-YTTLGK
42% ARFEELCADLFR-DAGTIAGLNVLR-ELQEVANPIMSK-ETAESYLGAK-FEELCADLFR-FELSGIPPAPR-IINEPTAAAIAYGLDK-IINEPTAAAIAYGLDKK
FNVNFLI v

VDGKPQIQVEFK-LVNHFIQEFK-LVTDYE? ¢7: Carbamidomc

4% ALPDAVTIIEPK-EEEPIL.

EVVVSGK-GL

(TLLVQK-RINELTLLVQK-TEVI NAER

4% FIAVSLESDSLTK-GAFPVLLQTFK-GPIPIEEEFPLNSK-QLENISLEGER-QTFPDFFFR-VVYIQDSGK
31% ASLNVGNVLPL L TLDYAER-VDKPLLK
1% LNVLSNVVR

% LAGVQUSGWAFIVK.
26% DGHEINVLQLETACGAAIR-EGNTFLDLSVR-FGPNPLIK-GGTLISYDGQVR CLLEV:
2% GPLATPIGK

5% FATAPFWNLFPK

NR-SPNPDEVVK-] TIL sk

<14: Carbamidon:

LLEmSTEDFVK-
ESTLHLVLR-LAVLSYYK.

39% AEAESL) NR-LALDLEIATYR-LDSELK-LNDLEDALQQAK-LI

12% HEDLVNSIESK-LTISVTDTEVER-SLDFLNQSFIQQK-VLEHLHSTAFQNTPLSLPTR

2% NaL IR-INQLKEELNGLNPK-ITVEQLK-KDDFVNVAPSK KIDTEIGLIR KLDTLNVQLK KNILPDLSSNALETKPAR-LNLDYSNK-NILPDLSSNALETKPAR-NTENEQP.
30% AVVAQFNASQLITQRILASSPNR-NVASLTGTK-SAELIGEAIKK-SPGEFQR-VILDNEALLLNTVVDAR-VLPSIVNEVLK-VLSRPDVVQLPTIVR

5% LANVEHSEGNYR-LINDTNLIVATR-TTLNAINLLR-VINPHGISVPITK
3% aLsp)

29 FQPILLNEPSVSDTISILR

4% LLIDVYSFDSTLK

VITALK.

30% AIPNQQVLSK- g VVSVI
a5t GAHSDLLK- GrL EIPLVVSTDLESIOK- NLLQL YATAS
25% DNSQVFGVARIEDVTPVPSDSTR-TPGPGGQAALR

46% A -AIILER-ATLELLK VK-LI LVFVVR-QANNFLWPS ER-VPL

5% FASFIDK-NLDLDSIAEVK-YEELOQTAGR
1% IYNTLVDLLR

% GUSFTFGPDVYNR

5% MLTGDAVGIAK-QLGLGTNIYNAER- TLANTAVVIR-VVEILONR
23% DQDSAVVSSNIK-ESELLGGTFK-FVDESLLSTLPAGK-GLGNPLLY!
7% LAADDFR-LASYLDK-VLDELTLAR-VTMQNLNDR

4% TLVGVSHTNEEVR

TAFKPHELTESVLI

7% ANEQQAIGFLR. L ER-YGLVILGNPR
5% AGAEIVPK-ALENPTRPFLAILGGAK-ALLDEV! LENLR-DVTFL i PGVAFLSEK-ELQSLLGK-HELSSLADVYINDAFGTAHR-ISHVSTGGGASLELLEGK-IVAALPTIK-KLEAATVAK-LSVQDL.
10% EVATNSELVQSGK-LAADDFR-LASYLDK-VLDELTLAR-VTMONLNDR

39% ENSSIGR-FVQULL YGATS DQVLDHOR

3% IAVIGPNGAGK-QINENDAEAMNK-TPSEYIQWR

4% LNIGIVHVGAPSAALNAATR TAIPGHVQQGGVPSSK.

49% EHALLAFTL LEKFQEIVK. R LPLODVYK.QLIVAVNK-QTVAVGVI VVIGHVI Vi LEAIDAIEQPS

12% VVTTTADDAFPSSLE
GQVLPDQPEIK-ILYENYR-LFSSLPYAVIGSNDIVENYSGNQVR-VEPGLGMGITSSQSEK.
13% AETFLVDYLMLK-ILVISNPVNSLVPIAVETLK-LSPYVSELALYDIR

3% GLIAGGGAPEIEISR
28% VSSVLSALEGK-YLAAYLLLNAAGNTPDATK

-mESQQL -STTEPIQLNNK-VACQLIMR-VTNIIDR-YVRPPPMLTSPNDFPNWVK

n



4508 2 PE-1 SV-1 PG
G1CC 204508 sv-1 SpIPAETS45pIQUSTAS
0450852 Pl Sv=2 P67
Protcin BMH1 GTCC 204508 PE1SV-4 spp2931L
YRAL » P21

C 204508 52850) G
FACT complex subunit . {TCC 204508

204508/ 52 PE-15V-2
{1CC 204508
C 204508/ 525
ADP, P C 204508
€ 204508

C 204508
C 204508 / 5285) GN=PCS60 PE=1 51

3, TCc 204508 PE-1SV=2 splPOT246

y E-1 5=l pPTS

L XTCC 204508 / $2885¢) GN-RPL30 PE=1 SV-3 spP14120

DNA-directed C 204508 PE-1S spP22138

C 204508 /$285) GN-GCDII PE-1 SV=1  splP32481

i 04 24APET SV-1 SplPO4449

Myosin {TCC 204508 /521 v sVl SPIoS24

s P r v sv=3 SpPI0622

204508 PE-1SV=4 SpPI6S21

1CC 203508 / 2 PE-1 SV-3 splP2543

TCC 204508 PE-1SV=2 SplPO0I28

C 204508 /$285¢) GN-ALDS PE-1 SV-=2  splP46367
PE-1S

{1CC 204508

MRP4,
Repliation ATCC 204508
C 204508/ 1PE-1SV-1 splP60010

{TCC 204508

2 PE-1 S
PE-1 V=1 spP32902

DNA-directed Tand ci
LN TCC 206508 285 ON-RBLIA i) -3 SpPOSTI7
i 19APE=1 V=1 SpIPOCKS2 spPOCXS3
A € 204508 PE-1SV-1 P16
1 prion protein RNQI PE=15V-
T LRI Gl ot 05 Sy s (i ATCC 20505 9880 QN TV PE35V-1 SDIPOC2I3 SpP25384 5pIQU394.5pQ
148 PE=1 V-1 SpPIETSE

EC)

5 N33 P SPIAGZL22 spBSVEA2 5pCTGQI st
12 € 204508 2APE-1 V-3 splPOST49
ly-controlled tumor 04 PE=1 V=1 SpP3s691
L “C 204508 2APE-1 SV-1 PSRN
PE-15V-2 PPy

C 204508

PE=1SV=1 P8I
PE-1SV=1 SpIPOSOGT
Bspecific, € 204508 52 PopP3sOT
YDRI 04 79W-A PE=1 SV SPIQO39R3pIQIET6S

1s1 € 204508 PE-15V-1 splP25204

Cytochrome bl

Proten

{1CC 204508 PE=1 S splP16387
Kerain,type | eytoskeleal 10 Homo sapiens SpPI36IS
C 204508 PE-1 V-1 SpIPOCX3S plPOCX36
PE-1 81 SPIPOCXAT slPOCX4S.
Pyruvate kinase | 204508 PE-1SV-2 SplPO0S49
s 2 r v sv=2 SplPO2400
- 204508 2 PE-1 5V=1 pI2134
C 204508 /$285) GN-ALDG PE=1 SV~ splPs411s
204508 74 PE=1 SV=1 SpIPO2407,5pP14127
u € 204508 1SAPE-1 V-3 splPOST4S
2 PE=3 SV=1 AT PSR

C 204508 52886) GN-RPLIA PE-1 5
i S 08 S et e TCC 0. e Ao P -1 sprostos
C 204505 7 PE=1 SV-1 Q0326
TCC 050 SE1) G- -1 5V-1 P13
L 1APE1 SV=1 spPOC2HS
204508 52

' € 204508 /52 PE1SV-1 pQUTEST

Exemal L Tec 204508 B
punit beta-1 PE3SV-1 PAGZWLLspQ02642

' . TCC 204508 PE-1SV-1 pp39120
cC 204508

oL i “TCC 204508

{TCC 204508 /521 PE-15V-3 SpP12709
104508 /523 =1 SV=3 SplPOSTS6
Ribosomal 204508 PE-1SV=1 D067

PE-3 V=1 SPIATAIWLspIBIRHVO5pBSVNYO
Heat shack 204508 sv=3 SplP15992
L © 204508 168 PE-1 V-3 SpIP26785

Keratin 64 - Homo sspiens SPIAIQPCI spIASK210.plPO2538 s
cC 204508 PE-1 V=4 SpIPOUSI7
u C 204508 /$28856) GN-CDC11 PE=1 SV=1 SpPR2ASS
Nucleolar prtein 3 204508 /521 3 PE=1 SV-1 PIQOIS60
24508 1PE-15V-1 spPI324

L . {TCC 204508 / PE-1S

PE-1SV=4 SplPOS84D
VIB-NL2 P

Transposon Ty1-NL

' 104508 /523 EF1 PE=1 SV=1 pp3sT2
“Trypsin precursor - Susscrofa SpIPOVTG1
{TCC 204508 101 PE=1 V-1 P52
204508 sv=2 DPIOSI6
STCC 204508 PE-15V-3 spP3TI0
ATCC 204508 / 52856) G

Al ce 204508

C 204508
DNAdirected 204508 /5

6PE-1 V=1 spP32832

L C 204508 11 PE=1 SV=2 P32
DNAdirected L and 1 o4 PE-1 SV=1 splP20434
Protein FAF1 0S-Saccharomyces cerevisia (strain ATCC 204508 / $285¢) GN-FAF1 PE-1 SV=1 SplPADS6

SPIPOCXST plPOCX3S.
! © 204508 PE-15V-1 spP3sTI2
. B PIQIETSH

L C 204508 18APE=1 SV=1 PO pRC

STCC 204508 / $288¢) GN-CKA PE=1 SV=1 SpPIST

ATCC 204508 PE<1 V=3 gp\w«m
L2 € 204508 2UAPE-1 V-1 spIQ02753
LR PQI2309

DAGTIAGLNVLR.FAS] PENVVNK.] IVNEPTAAAIAYGLDK-L v v G ITSK- QDSGLEK-VQQLLESYFDGKE
19% IHQYLFQEGVVVAK-NLYVIK

12% ATVPVLEQQGTVITRIIVHTDTEPLINAAFLK-VGAQPNALATTVLAAAK
23% ISDDILSVLDSHLIPS ATTGESK-NLLSVAYK-TASEIATTELPPTHPIR-TVASSGQELSVEER

18% EFFASQVGGVQR-LNLIVDPNQRPVK-VLLSYNER-VNVEGLPR

1% ISVPDGKTTER

244 ISTSGGSAANQAR

17% AVEALNDSELNGEK-EAIDALNGMLLNGQEIYVAPHLSR-FGPIVSASLEK GSGNIFIK-NQQIVAGKPLY VAIAQR-SQLAQQIQAR-TAEQLENLNIQDDQK
41% DNIQGITKPAIRISGLIYEEVR-SFLESVIR-TVTSLDVVYALK
34% AQHAVILDQEK-EGIIKPISK-IGGSLAR-YVSVSVLVDR

% GGIPLVFPVFGK
28% GFLPSVVGIVVYR-IVAAEGVGSLFK-LLIQNQDEMLK-SDGVAGLYR-TATQEGVISFWR- TPLPPAPAPK-YDGAFDCLR-YFPTQALNFAFK

FSLVETPGKNEAEIVR
NVQFSLEAAEILQK-SIRPLDTEAIIK $ $ AVGAALL VINLR

FPDVLWR-LIDTLTGHEGPVWR
% FVNTNPVK.GENVTLGYANNPK.]

SPIELDGImLSHPK-LQSSEILK-MTYEELVNFLK- QDTVAISMR-SSDVALILHTSGTTSTPK-STLNIANTYK-VGEVSIR-VIAETFAK

2% LDEVVVITK-VIQVDEPALR
FVGGNETTTVAIPFVLK-IADTLR-TQVLQYLGDK

2% FAVPGGLIGVGTK

7% AQRPITGASLDLIK-GITEENAK-GTLFVR-IAWTVLFR-SASLFK

2% ILATNPIMEAFGNAK-IVSNLNYSQALVAK.

15% AAGANVDNVWADVYAK

13% ALLPHL SGQFRPL TEEVW SEYIQWR-VLEELFOK
26% GSGIVASPAVK.GY WGTNLGQPHSLATK-ITTIEEIFLHSLPVK-LSVIPIR sAPEAQQQK-TLENTLK.

10% AHQTELTHHLLPR

11% IAPALVTGNTVVLY ¥ KK

14% AKGDIPGVR-VSGVSLLALWK

49% eLDTAQK-ETT SNASCTTNGLAPLAK e EVVAL MTTY

% SVNFLLGVLAR

10% GYGSQVAQQFEIGGY VK-NTLTPVTIK,

7% GYSFSTTAER-VAPEEHPVLLTEAPINPK.

4% LEGIHIDAAEIY]

12% FSPVSTASYR-LLPQINILQPIKGESAR-VINTTSTDFPGFSK

6% A -AIILER-ATLELLK- FVK-LI VFVVR-QANNFLWPE

14% HLYHVLYK-LAASVVGVGK-LPSQVVWIR

8% LAAIVEIIDQK
% VGOSLSIVSNDELSK

15% TFTVDVSSPTENGVFDPASYAK.

5% LQQTAFDKK

6% NLYIAVK.

5% VETILSALNIAANK-VIVAGTSAYSR

11% AQFETLTAPLVK-DAGQIVGLNVLR-IENAEGSR-NAVVTVPAYFNDSQR-QAVVNPENTLFATK-TTPSVVAFTK

3% TGPFEVGVHVLPK.

4% QAVNMTDIATQGLK

% VEVNLAAIPLGK

3% QDLSQSIVLK.

1% LLIVR

2% EIYDQYGLEAAR-ESLLGFSK-LYDLI Qrv i PGQGMPTPK:
22% ATLLQMYK-AVLAELmGR D VIIR-GTETPTLR-LDSITSYR-LSILFEDVY VK-RGQYIPGLK-SSAMTEYFK-VNGDILAVYQASK-YGMGTAASR

32% ALEESNYELEGK-GSLGGGFSSGGFSGGSFSR-IRLENEIQTYR-LAADDFR-LASYLDK-LENEIQTYR-LKYENEVALR-NQILNLT L GVDLTQLLNNMR-QSLEASL
43% AILMQR-DSLDNTFVTR-ESLPLIVFLR VHIK-IDL, PK-LSIAEER-TDTT DATNENFR mid: Oxidation (+
4% PFTGLVSIR ILTGTVVSTK STELT IDKK RPISK. e1: Carbamidome
% AGAGHSNTLQVSTV-AGLNIVR-AIIVLSTSGTTPR-GDLGIEIPAPEVLAVOK-GDTYVS PGTDVDLPAL YPGRPLAIALDTK-LTSLNVVAGSDLR-NeTI
20% YLAAYLLLVQGGNAAPSAADIK

% VLNIEGIHNNSIR

5% TVGAALTNDPR-VGIPAGVVNIVPGPGR

9% LPLSVINVSAQR

24% QGFVIYR-QNTLSLWR-VLNSYWVNQDSTYK-YFEVILVDPQHK-YLEELQR

7% SAGGNYVVEGEAK

% FPTPVSHNDDLYGK.

% APIEIPLI i VILGPR-SYVVESLI

KVDYPISLNDAQK.

30% EVTINLHK-LAPELNQAIWK-LHMGTDDVR-NPLFSYVEPVLVASAK
59% DIEVVAVNDPFISNDYAAYMVK-<LDTAQK-HIIIDGVK-1ATYQER-IATY QERDPANLPWGSLK-IDVAVDSTGVFK-IVSNASCTTNCLAPLAK-LISW GYSAR-LTGmAF MTTVHSHTA
9% LEELEAQSAK-LSSVANAEEIGPNSTK-TAFANNLLETK-YTNVLPIITR.
% AADLAVGEAK-KVDATTITAK
VGVQVAAQHNTSVFYGLPQEK.
GQIPDFTDPVVLR
% GEALLVVLVSSVTEANIIK-KVVGASVVVVK-LVEGLANDPENK-LVEGLANDPENKVPLIK-QLGEWAGLGK-TALVHDGLAR
% VVVFEDAPAGIAAGK.
22% ADIESYLEK-ADVPAFK! Gl AKILVPEGTKL LSINDLLVK-TIALEK-VPDANAYWLPNENVIR
6% LIPSDFILAAQSHNPIENK-TFTTAETITNANTAK
51% GISSSAIPYSR-GLTPSQIGVLLR-KGLTPSQIGVLLR-LILIESRISSESVIEQIVK-NAPAWFK-SNGLAPEIPEDLY YLIK-TVAVLPPNWK
% GILIEVNPTVR

VQUSTLAQLTSK-FDVGAL “TR-LIPEVINK-LRVDEVQGK-NLLTNFHGmDFTTDK-TSDDY VLR-VISEILTK-VTGFKDEVLETV-VVEVEL ADLQGSEDHSFR
zm LLGEGGLR-NQILVSGEIPSTLNEESK-VITLPDYPGVDADNIK-VVVPGVK
42% AEAL PYDK-LSTSVGWK-5QPVV" VVPQALR-YEDVVAK-YTTLGK

7% AQYEEIAQR-FASFIDK-NLDLDSIAEVK-YEELQVIAGR
ATNEWFR-GIDLTNVTLPDTPTYSK-VIAIDINDPLAPK
15% NALLISHLHDLK-NY THEILY ER-QLGSLVNIPVISK-TEALSGESVAAESIRPNLTK-VQQELLLK
7% ENSLETTESSVNTR SFANQPLEVVYSK
19% ADLMLYVSK-ALLL K. FTVKIKPVVVINK-IQGPNYVPGK-ISPPVVAYR-LF! T v
1% HIDVTFTK-SLVDNmITGVTK
1% VVGVNLIELATK.
65% DPY TTANGIK-DGPLSTNVI FDLELK-LEFANLTPGLK-LL s LNK-QLLRPGVTLGVGSSFDALK-QPVKDGPLSTNVEAK-QTGLGLTQGWSNTNNLQTK-SAVLNTT
DVSASK STTEPIQLNNK-TVDTTNYVILQGK-VACQLIMR-VINIIDR
26% AELINNLGTIAK-AILFIPK- APFDLFESK-ELISNASDALDK-GYVDSEDLPLNLSR-HSEFVAYPIQLLVTK-KTFEISPK-LGVHEDTQNR-LLDAPAAIR-NIYYITGESLK-NPSDITQEEYNAFYK-QLETEPDLFIR- RAPFDLFESK.-SISNDW
3% QIEQPSLSSK-TESPLENVAELKK

20% APVL NDImLIK-LGEHNIDVLEG? SSPATLNS} <@ Carbamidome
I7% APETLTDSNKAFETLTDSNKR.ATESQIIK.KTPIPSLGNKLPSSLLSYF: DQDGFF vs K-TPIPSLGNK

0% ADRDESSPYAAML YAAML Ve : SGKTK

37% ATNSSL 'EER-DSTLIMOLLR-ISDDILSVLDSHLIPSATTG TELPP VEN EFSSGDAR

25% AATTISASGAATSISSQK-ELNELLN]
2% KLEDLSPSTHNMEVPVVK.

8% LIVANSHISSIIGK-SSGEPTSPSTSSNTR

5% ELVIAPLDGTILEGVTR

4% ALVVENPLLK

12% AGVSQVLNR-EFLPHITQLEGFESR-FISTLQVK-HGTYDKLDDDGLIAPGVR-IPQIGDK-MTVAHLIECLLSK-QDIPIVIIF s VSGEDVI
1% AITEQNFEK-FNSDLFYDR-ITADGDLLGGR-QIALVTAR-VLLVDQQGLR

4% VENEVLNVEK.

5% ADPVALYLGLK

K-KLDSSILNQPATPPVR-LDSSILNQPATPPVR

1% LOLLNAQNQLNNR
8% NEALGLNPPHGLDmHITK-SITGEVPGIR m14: Oxidation (

5% EAAARYAQLLAK FFGLSK GAIVGEDLAVLALVIVK-KGEQELEGLIDTTVPK LNISYPVNGSQK QGVLLPTR-VRFDKR
19% EQQHSY VP SNT TESPLENVAELK- SSK-TESPLENVAELKK-VPEVDGE
61% ADDHASVQINVAK-AIPGEYITYALSGY VR-GQLVELY VPR-L AQNDGLLK-mENDKGQLVELYVPR

AGGECITLDQLAVR-ALFLSK-GONTLILR-INRPPVSVSR-SDNVYLK-TVVVVGTVIDDAR s: Carbamidome
5% ILTDLSNEK-VLGTSDFEK
4% VIIQYLQQL
a6 VQLK-HGAVHLSTYL) PVPYETFLQEFLE VI YNVIK-VGDIVDIK

2% ALLVDSSFIPLWIR



¢ 204508 PE-1 5V
123 © 204508 23APE-1 V-1
TCC 204508

CC 204508
B

1 © 204508 P
C 204508 C1PE=1 SV-
decarboylating | y {TCC 204508 PE-1SV=1

NI PE<1 8

Protein MUKI 204508
Nucleolar protein 12 {1CC 204508

YGR25OC € 204508 250C PE-1 5V-1

BFRI

B
RSCI4 {TCC 204508 / $285¢) GN-LDBT PE=1 SV=2
cwear ATCC 204508 21 PE=1 5V=1
{TCC 204508 /521 2AAPE-1 SV-1
204508

1 2 B
TSLIO8: {TCC 204508 / 5288¢) GN=TSLI PE=1 SV=1

Keratin 64 - Homo sapiens

C 204508 52885 GN-ELP6 PE-1 V-1
{TCC 204508 /5 PE-1§

| € 204508
04

204508/ 52 PE-15V-1
DNAdirected 11l and 104508/ S285¢) GN=RPBS PE=1 SV=1

c y {TCC 204508 / $285¢) GN-CSN12 Pi
€ 204508 PE=1 V=1
{TCC 204508 1 PE=1 SV-1

VELO43W

' C 204508

U1 small nucl {TCC 204508 / $285¢) GN=YHC PE=1 SV=1

€ 204508/

Suceinyl-CoA {TCC 204508 / 5288¢) GN-LSC1 PE=1 SV
22 PE=1 8

Eahancer Tcc 204508 3 PE-1 V-1

SpIQO3T90
)p\pucxu splPocxs2

SDHMJP('V SpIASK210,5pP02538.5p
splQost

J
spP32481

Repliat ATCC 204508 /521 2 PE=1 §
MAM: € 204508/ $288¢) GN-MAMS3 PE=1 SV=1
04 PE-1 5V=4

CEFl 'C 204508  $2885¢) GN-CEF1 PE-1 SV=1
PE-1S

Transposon 2 STCC 204508
protin | C 204508

Ribosomal

C 204508

Protein SOF1

204508 /521
Lo T

PE-1'S

i C 204508

\TCC 204508 /5

STCC 204508 /521 PE-1S

YCROI6W y {TCC 204508 / 5285¢) GN=YCROI6W PE-1 SV-2
204508

B
TEID subunit C 204508/ PE-1SV-1

C 204508
{TCC 204508 / $288¢) GN-LSMS PE=1 SV=2
TEND subuni | € 204508 PE-1 V=1
1 {TCC 204508 /52 PE-15V-2
{TCC 204508 PE=1SV=2
204508 PE-1 V=3
Ferrochela € 204508 52 PE-1SV=1
DNAdirected 204508
PUBI 204508/ S2856) G PE-S
L . {TCC 204508 / s
LA CC 204508 /$2850) GN-RPLIA PE=1 SV=1
Smallnaclea C 204508 PE-1 V-1
Protein CAF40 OS=Saccharomyees cerevisiae (srain ATCC 204508/ S288¢) GN-CAF4) PE=1 SV-
{TCC 204508 / $288¢) GN-CDC3 PE=1 SV-3
L 12APE=1 SV=1
e 204508 PE1SV-4
Heat shock Bl € 204508 PE-1SV=3
DNA-directed L and o

C 204508 1 PE-1SV-1
204508 /5 P

TCc 204508

$TCC 204508 /521

y € 204508
FACT $TCC 204508 /521 PE-15V-1
1 C 204508 PE-1 5V-
Crbonpepids S O5-Sucrmyces il i ATCC moso«/szquGN CPSI PE=1 SV=2
ABAPEST SV-1
Inositol C 204508 $285¢) GN-VIPI PE
Mitochondrial C 204508
2 © 204508
LI © 204508
€ 204508
U1 small
L ATCC 204505 /5
LsA CC 204508 $285) GN-RPLYA PE-
C 204508 $285) GN-RRP40 PE=1 V-2
Sv-+
Protein MMFI C 204508
- 204508
ATP-dependent RNA hel
€ 204508 P
$TCC 204508 /521 2 PE-1 V-3
04508 PE-1S
114KDa US small 204508 PE-1 V-1
{TCC 204508 3 PE-1 V-2
204508 PE-1SV=1

YNLI3C $TCC 204508 /521 134C PE-1 5V-1

splP26754

SpIQ08285
PIQOISSS

spPAOISS
SPIAGZLIA splBILN265pCTGY 13,1
SpIQO3940
SPIAGZRXO5pP24783

60

splPOsI02
SPIPOCKS 1 splPICXS2.
spPsI912
PIQ08963

TIPNTASSEASAGSK
43% EcADLWPR-ISLGLPVGAIMNeADNSGAR-LPAASLGDMVMATVK-NLYIIAVK-VMPAIVVR. <2: Carbumidomc
1% IYVYNTTESSPR-LALQLNSSAQK-TSDIYSNNNNDR-VLDTNAAHLPLMNVVQTVNK
3% STGVENSGAGPTSFK
6% AFAPTTVNSGR-GQIGIVPIK TWIEISGTSPR

SLLPTI LVK-GYKP YEVEGMRKLIDL LLQTPIDMSLKPNDAESEK-LLTTI

0%
2% LPANLLQAQR

TR
8% ATLGQEITIEGLR-SISFDEALPR-TDETSVPLTSAAK
2% SSAVPQTSPGQPR

7% ALAVAIR-ITLHVDCLR

1% LEEVENSK
a0 cLFIGNLPYHNPEK-DIYL VLSV EFLPDTR-GYGFVSFESPLDAAK-HALT HIPLSWTDEDLYDFYK-ITDQ!
46% ADFDNEFK-DELYSQIR-DLVNIEPIR-DLY NGLNP LVQEKINQLKEELNGLNPK-IQADLKITVEQLK-KDDFVNVAPSK-KIDTEIGLIR-KLDTLNY

26% SSQVVFSATELQQLTQQSHATDK-VSLADAAQVEYEVGHSLLGSY VPR
21% EIEVQVSELR-LTNEWQEQQR-mSSLYTPR
61% ADDHASVQINVAK-AIPGEY VTYALSGYVR-GQLVELY VPR-LAQNDGLLK-mENDKGQLVELYVPR
3% FITLENFLAHK-ILLHGFSSYQLFK-TLENISHSYQFYSPVVR

12% GIFSTYNQLTAK-NQPGNVAAAEASK
1% LVNDEASEGQVK

13% AQYEFIAQR-FASHIDK-FL EPLFEQYINNL TAGR

14% DKILSDVLAK-DVTGSLHVCR-FITPLLRILSDVLAK-SmINLNLNPLK

30% AGHIAK- ITTIEEIFLHSLPVK-KLLQLAGVEDVYTQSNGK-LLQLAGVEDVYTQSNGK-LSVIPIR

% IPALGLGTANPHEK.
% IADVITIPESTTR

36% GATYGKPTNQGVNELK-QGFVIYR-QNTLSLWR-VLNSY WYNQDSTYK-YFEVILVDPQHK-YLEELQR-YNWICDPVHK
FTKPVPVVLTALGGLGSYYYYNK.

IEAASTTQDQeK-QENAYLLIR el Carbamidorr
% ETNPGTDVTVSS' HLA i VEWSK-sDLVNKK- TYARK.

4% VILQRPTATDEESVR.

18% AEVAALAAENK-AQSQGALLK-ASSDASDLLR-AVLEFTPETPSPLIGILENK-DDGSELLPVSDR-GWLSE LSSGTSQDSLR-L NAATR-LSDTLVELK-L

3% DSGSSKPAFSFGAKPDEK-IDQSLQYIER

EIESLONEISK
% LNAPVFTLLNAQK

4 ELAQTSIDTLK-FDIGDLVK-ILSQWSNTIPK-ITADYYR-LLYDGSPGYSK-TSIFYSVDILQTTIK

DISALNANIR-FILTEQELK-LLGNLEIEK SIGVSNFQGSLIQDLLR-VSQNHPGSTTSQVLLR

ABIEAAQFLK

LIAPFETFLSK

ATAISAAELGYK-TTVLLDYTRPISDDPEVINK.

2% SNSTSLPAANK

AGLDNVDAESK-SSDLANFLGFOPALK-TGFQATVGK-TIFSNIQDIAEK-TNNPELAGDR

AISGVQTVR NP KHVIIL FAEQNDLK.KLEPNEVL CLNPLSAEIINR-LQLY NGOV
TPTSTDQPLPGPTPK

% VNTLTPVTIK

4 FSLVETPGKNEAEIVR-VGDILQSELK

EETLNPIQDTK-LNDIEDVEK-VIAIDINDPLAPK

AALGESTTLTDEYK-VESIEQLQR

9% LVAGGAAQNTAR TVIFTHGVEPTVVVSSK

0% sV DVSASK-FLONSNLGGIPTVNGKPVR-GIPGYALHPSR-KYPYPFIHR-KY VRPPPMLTSPNDFPNWVK-LIGLASYVGYK-LNNNGIHINN|
4% LANVFHSEGNYR-TTLNAINLLR-VINPHGISVPITK.

15% ALPASLVPQAPPVLTSK-GILIEVNPTVR-LQVYIQTSR

15% VVGLSQPDAK-EGL IIKELSV KHGSVTEIPL JPEYFESPL PLISTL
40% PNSSIGRFVQGLL TEK-LYVS -YESSPSHIELY (LDQVLDHOR

% NLNPELHPFER-NSSDNDSVINEEGLIR- YIISGSDDGNVR.

5% ALLAEIK-ALL LILLAGR-EANL EDNTLLVTGPFK-KEANLFPEQQTK-QYLSASFSLK-VSVEGVNVEK-WYPSEDVAAPK-YVIATSTK

40% ATLLOMYK-AVLAELMGR-DmVIIR-GFeHLSVGOEAIAVGIENAITK-GPLVLEYETYR-GTETPTLR-KYVDEQUELADAAPPPEAK-I
1% QFDIYSIIK
4% VNLSNESLR
12% PSSTK-LAYFYAS Sk VLPTVK
8% GOSNLIDDDPLNITTHLSTGNLTK
3% ITEAVEIEK
20% SGSTEETTANTGTIGK- TQQHILPEVPPVENFPVR-VIYHLHPTFANPNR
1% YFGILSPTQVAR
4

DSIITSYR-ISILFEDVY VK-RGQYIPGLK-SSAMTEYFK-TRDEIQHMR-VNGMDILAVY QASK-!

1% VQLSGNPILGDGK

% DIPVPEPKPNEILINVK-YVVDTSK

34% AEVSSIPTLIFYK-FAEQYSDAAFYK-VVGANPAAIK mes: Oxidation (+

5% SHLQSNQLYSNQLPLDFALGK.

12% VVTTTADDAFPSSLR

7% QIENNIVK-QYFQVGGPIANIK-VLYVGNLDK

48% ALIAEIK-ALIAEIKK-ASLVPGTVLILLAGR-EANLFPEQONK-FNVEYFAK-HLEDNTLLISGPFK-QYLSASFSLK-VSVEGVNVEK-YVIATSTK

s IKLLGPOLSK-L ETVELQVGLK-NWQNVGSLYVK-ScGYDAMSVDDLKK-SSmGPAFR- YNAFIASEVLIK

2 THMDQIFVR-FIVVPDLLK-LLNEAQGHIVSLELTTGATYR-L R

3% LTSLGVIGALVK

7% QLELSINSASPNVNHSPVPTK- VEPGLGmGITSSQSEK.

™% DEIIEIARIGPL SASS K-VGEDIAK

GAAFIGATHSPTLR. NPVR-QSISEAFGKPLSTTL GLDLGNNNSVL s <6 Carbamidome

56% AADEAFAK-ARFEDLNAALFK-AVITVPAY] NVLR-ENTLLGEFDLE NAALFK-IEAALSDALAALQIEDPSADELR-IEAALSDALAALQIEDPSADELRK. TGLDI
EGETDPLR mé: Oxidation (+

2% IFVGGIGPDVRPK.

10% AFQSAYPEFSR-QLNASLADK.

18% FYNVTLVNGK-RFVNVTLVNGK

8% FDGILGLGYDTISVDK-VVPPFYNAIQQDLLDEKR

LLPSLSISGINK

ANVSKDELR-DAVS VD LAR-LAEVYK-QFVVDVLI VISNPLLAR

AELRPLQFK-ALAIFVPVPSL. ABRILI ILPKPSRILSQAPTELE ENSSPELK-LESFQAVY)

9% IYEQEFGTTK.

% AQPTEVSSIL LK-TAVALDTIL LGR-VLAVGDGIAR-VVDALGNPIDGK.

AIEPETFTQLVSSSLYER-FGPYFVGPVVAGINSK

ADDIHHLLVLAIEPPLR-EEQQLLEQFLK-GSTTFANISK-GST KINNTNL? PR KPFLLPATELSTV D IK-QGOTTYPFLVLQFQ!

VTHGSGPAAHTAAIYLAR

% ANEQQAIGFLR-IL K-LITPSQISK-LPNSFQDTFTLEL

4 FVGSIIDIDLLK

KLEIQQHAR-TVAGGAYTVSTAARATVR

LDIGLLTSLPLAK-VLFDFIcPK-VITELSDEEK.

NSNFAR-QVILVGDHQQLGPVILER-SEAVVVLLER-TPPPTHLTTGFTAEFIWK-VEVASVDAFQGR-YGL

IGASALGGGL L VAK-NFTFLESVK-PSTTN
% LAQFVQLFNPNNcR-mGQDATVPIQPNNTGNR <13: Carbamidon

49% AAGLY TLAEVK-IVFPR-NLPILL

1% ATDNNYYASALK-VLIVDNOK

a5t LSAATPTAAVTSVYK-GYAFIVE FKPRPPLSYK.L L LSTSLK-YGSSTL

52% DAPHLR-DSNKDVVVE
51% HWGGGILGNK-LGTLVNOK-L TLDR-
5% QLLENNDFPLLK

SLR-DVVVEGLR-EAGEVKDDGAFVK-GAWGKPHGLAAR-GSLENNIR-IYDLGK-KWGFTNLDRPEYLK-mL.ScAGADRADIGQIIFSVR-VHPFHVLR-WGFTNLDRPEYLK-YKFPGOQK-YmTTVSGR
i SAVAALTEVR-VAPAPFGAK-VPPTIAQFC

0L LLEMSTEDFVK.
24% ABQVFQNVK-NFAEFNSVYAK-NILAESNSSLDNIVK
3% NSSAIEQSCSEK <9: Carbamidomc
% ENPGYNSSNSGAVTR-GLGLDESGVAK

EL DML TYLVLDEADR 10: Carbamidon:

AHSSMVGFDLPQR-ALENPTRPFLAILGGAK-A

DEVVK-ASAPGSVILLENLR-ELPGVAFLSEK-ELQSLLGK-GVEVVI st FLLEGK-IVAALPTIK-LSVQD

HLNDLVEQYK-VAELTGDSR-VSLPEGSFK

30% CYQPFELFDNK-EGPL FKA RHVLQLIFR-IDDFTTRAINVG) K-ILDTSQSESR-IVLQPLLPR-LGFTFTIK-LKPAPINSLSR-LLD c1: Carbamidomc
2% VISASSTISNTSTK

65% AF GLYAY} LIADSR- R VYEPLLLVGLDK-V'YEPLLLVGLDKFSNIDIR-Y VDEQSKNELK

33% CAADDLDATVVQLTVLTEK-DKLPEGPY L VASR-L K-QDIPIPELEEGFVLIK. el: Carbamidomc
31% LLPmNVONLTL ETLDFQNVTAEE! GPVNTAIR-QLAEATSL LLGR mid: Oxidation (+

Beocoocococoooccccccoscoscococcouccoasccccccocococscsss



MRNA: CC 204508 sv1 spIP25299
c C 204508 PE-1SV=1 sppoo232
Transketolase | € 204508
L2 € 204508
1 204508 /5
Replication fctor C subunit STCC 204508 /521
C 204508

3 204508 /521
c 1 {TCC 204508 / $285) GN-CUS T PE=1 SV-1 splQo2sse
Protein ISDI1 TCC 208 PE=1 V=1 SPIQ6Q360
DNAdirected y A PE-1S)
Transposon Ty1-MLI Gag-Pol polyprotein OS~Saccharomyces cerevisiae (strain ATCC 204508 / S285¢) GN=TY 1B-MLI PE=3 SV=2 ST
€ 204508 E-1 SV=1 splP3sA1
C 204508 S2885¢) GN-SSCI PE=1 SV-1 spP12398
L 04 368 PE=1 SV=3 plO144ss
HMG2 induced ' 204508 PE-1 5V-
€ 204508 /521 PE-1 V=1 SPIO4ITT
204508 sv=2 SplPOSS24
1 € 204508 PE-1SV-2 splP3160

DN 2 y {1CC 204508 PE-1'S
- C 204508 PE-1S
it SSZ1 C 204508 PE-1SV=2 SpIPITSS
subunit 0450: PE-1 5V=2 pP32495
204508 2PE-1 V-1 SpIP4G6TS

L . {TCC 204508 / et

Heat shock scl

L2 € 204508 AAPE-1 V-1 SPIPOCX27p/POCX2S.
i y € 204508 15v=2 SpIPOST3S
splPs0428
ATCC 204508 / 285) GN-CKA2 PE=1 SV-= SpPI94S

Vacuolar "

204508 V-1
ABC RB1 204508

PE-15V-3 SpIPOV9SO
€ 204508 PE-15V=1 SpPADOIS
2APE1 $V-1
i C 204508 sv-2 splPIOT4
{1CC 204 PE=15)
u C 204508 1A PE=1 SV=4
TFID subuit € 20450852 PE-1 V=1 SpP3sI29

204508 /521 PE-1 81
C 204508 PE-15V-2 splPI9414
Small maclea 1 sv=1 SpPs4999
s C 204508 2APE-1SV3 SpIPOST4Y
st € 20450852 PE-15V=1 SpIQ0896S
04508 52 PE=1 V-
‘CF11 05-Saccharomyces crevisiae (srain ATCC 204508/ S288) GN~PCF11 PE-1 SV-2 spIPIO0S]
3 5 sv=1 PRI

Proten

ce 204508 B

S6kDAUL y {TCC 204508 PE-1 V=1 P03

DNAdirected 204508 34 PE=1 SV=1

Protein SCPI60 OS-Saccharomyees cerevisia (srain ATCC 204508 / S285¢) GN-SCP160 PE-1 SV-=3 splPOSI0S
PE-1'§

204508 PE-1SV=1 SplPODT
{TCC 204508 /52 PE-15V-
ATCC 204508 PES1SV=2 spP32016.

C 204508 sv-3 splP41338

Ul small v {1CC 204508 PE

Cytachrome bl PE-1SV=1 SpIPOSO67

Heat shock © 204508
protein NETI 4508
ce 204508

B
C 204508 309 PE=1 V-1 506091
© 204508 PE-1 V=5 SplPOT259

=
4

Cytachrome. SpPOTIAS

$2856) GN=CYTI PE-
L SpPOS319

sv

204508 /52
RN 204508 $2856) GN-RCLI PE=1 SV=1 Q0809
Activator of SKNT proein ree 204505

1 0450

' CC 204508/ PE-15V=1 SplPA0893

" C 204508 3 PE=1 V=1 splP43596

Ribosomal © 204508
C 204508

CC 204508 P
L Tcc 204508 28 PE~1 SV=3 splP02406
DNAdirecied L and 04 v-

C 204508 PE-15V-3 splPlasaD
04 PE=1 V=3 P43

204508 /52856 G
C 204508
o4

c STCC 204508 PE-15V-1 splP09440

ATP-dependent RN: 5 PE=3 V=1 SDIAGZLES spP38112
Small C 204508 PE-15V=1 splP20606
04 2 PE=1 5V=1 SplPASSEY
204508 PE-1SV-1 splPIseo1
PE-1S

Dral homolog 1, 04

Vacuolar € 204508
o l ATCC 204508
STCC 204508
104508/ $2856) G
TUMI CC 204508 PE-1 V=1 SplQ0s
3 subunit © PE-3SV-1
204508 plQ12460
Lanosterol {TCC 204508 /521 PE-15V-1 P06
1 204508 B
AF subunit 1 STCC 204508
1

STCC 204508 /521
HFDI C 204508 PE-1 V-1 SpQOS4SE

H

1PE=1 51
STCC 204508 PE-1SV-1 splPO3ST2
C 204508 s

C 204508/ S285¢) GN-RPLEB PE1 5
Protein MLPL C 204508 PIPE-1 SV-2 spIQ02455

Lgamma 0450:
{TCC 204508 /521
204508 /52

SPIPOCOXO pIQIETXS
PQ12046

PE-3SV-1 SPIATAIWLspBIRHVOSpBSVNYD

5% QSGVNAGVONNPPSR
2% AITVGASTLSDDR
5% HTPSIIALSRILAVDTVSK SFVVPQEVYDHYQK

a0 -DLKFPLI VI LPTI WVRRLPTESVI vap
3% LQGLYDSVQVINR

5% FISEQENVK-ILDISAGDLR

6% LLEDER-TFTDFVAQYK.

8% VGPNLINDPAYLVTR

9% FQVQENDTPK-IAGLNWDITNLK-NLFEETNWK-YPGLLASIK.

10% LVVEPLQGR

8% IQTTEGYDPK

RYWYFLQK

1% SVDY' DVSASK-FLONSNLGGIPTVNGKPVR-GIPGYALHPSR-KYPYPFIIR-KY VRPPPMLTSPNDFPNWVK-LIGLASYVGYK-LNNNGIHINN|

2% GIVITISTSTESR
13% ADQLANDTENSLK-AQFETLTAPLVK-DAGQIVGLNVLR-GQTYSPAQIGGFVLNK-TEELQTSSmK- TTPSVVAFTK-VQGGEEVNAEELK
37% EIAGLSPYER-LIDLIR-TGIAIGLNK-VEEmNNIIAASR.

% IPTGAELRISGSLTPDSSVAGGK-TATLPSTAAVPTK-VSQQGQVPTR

1% VGVQPTQR

3% ADVLTAFLNK

6% AFEDDIK-AGIFTEPGESIAQLIATYEENPLAPTFK-AIAPVFGR-DQLINY YQSLFTGY
3% GLGTSLAQEVR-NAIIQELENLGFPR-QYEPGTVLDPTLK
7% ANELVESYR-ETFLAGLI FIGNATHELVVR-IVELVK-LADSTGDVK:

'YEMVELVR-FFYSHLDSLDFEL

L VVVEQRC

42% AIPSALS L ”

12% QDLGAAGATK-TVDNYEAR
3% TLPNFSIASGSTHSTIETNK- VLSLENELR

VLLAETSFPVQK-KPIGLIGAK-L . ISDYDADELAEALQPVIVNTPHLK-LMELGIK-LTTNLEYTLPL

s LK GPL

EIPLVVSTDLESIK-LI

NLLQLAPGAHL Vs VVYAEDNG

VLEGGIVIEDR

17% DLEEGPTKPK-IIPAPYAYGH RQALP
8% HFELGGEK.
36% FIEVR-FLDGIYVSHK-HIDVTFTK SLVDNmITGVTK-YIQTEQQIEVPEGVTVSIK-YVYAHFPINVNIVEK
9% ATLAHNVVLTGGTSSIPGLSDR-IFSEQSIGIPR-YGFAEELFLPK

10% ILTNLTGGPNVVGLYDIVQDADSK-IPALIFEEIK

8% AQEPLVTVADK-LSTLQQEQE!

5% GVVHTTGGYLLGAALTTR-IITFGELLR-TGTEGIPMK

6% QLAPPYDEITELAEFRPLVK-SIYVVSQSLQEK

6% LGQGEVIK-QALPGIPANSELTFDVK

IMTGELTPQSGR

% AIQTANIALEK-FNTYR-HI
 DGTTLNIK-EIAQPSSSR-FNNEAPPOTR-GEQILSTVVEDKPLLSK-LANLIDYK-VLGLTILR-VYIGQLMAFDK-YNGGNDNIGANR

IKPFIK- VAVVVR- VVNYNHLLPTRYTLDVEAFK
LIPTPQFFPLR-LNQNSTFIQEK.

LFQTLVNLQK

* ENSSIGR-FVQGLL

2% IAAAGFQDSYIK

GLYIGDVDK

TIFTVIPGSEQIR
ENNVLYIR-FNSTEYR-SESSDISAMQPVNPKPFLK.
1% TFT AVG) TVVSTAK.
3% FPIVMGGLLPTEIK-FYNPYTSLLLK-ILMSDIVILR

15% AAEILLENR-ATENINNSK-ITATIPNFPYAR-LGLOLTSSK-MVLVGDVIDK.
5% GSQNTANTGISNSNLNTTTTR-TYLLVDNTTR

EKPLNQLEE:
HAELSFLK-NGALVSNILSAFK-VFSDVLFEFTK-VLSDQVGSEK-VNVTLDNPLLVDK-VTGILLLDSLIQLANR
26% ALELILNILEH-AYNEISGLQGDQFPR-FimNEL SQGHYPT

VTEK-YG: FQVLDHOR

VmIAAHGNSLR-VYPDVLYTSK-YVDPNVLPETESLALVIDR

el Carbamidomc

FYLPK-SSYQILE
7% IPAIDYSK-VESVSETAK

46% AEYGVEMDFLQK-ANESLNSLR-APSATS DITV DLPSL
5% EISLDEPIR-FTAVQALSVIESSK-GTPHPSQeNLFVVNR-LFVLLPPIDPK.

16% AIDEQFGSLDELIK-ATWNVYNWK-LAGVQGSGWAFIVK

4% AAAQIPESAK-AVVVLSPYSLQUVFPR

3% LTQQLITK SGAVEQLR

10% FGQTVLVDGVER-TPIGSFQUSLSSK-VVVTLLSILQQEGGK.

IGPHGT

31% AAAITLPEGTY EF PFTADELNIR-NIEI \SLSETL

IVOIDATPFR-¢DGYILEGEELAFYLR-JAGVVYHPSNNEL

NK-QALLNELR-QFLPISLDQQIHTVSLQGVSSSFSR SAAT

15% TPHEIQEANSVDmSALK-TPNFDDVLK-VEVNLAAIPLGK. m13: Oxidation (
69% DPANLPWGSSNVDIAIDSTGVFK <L DTAQK-ETTYDEIK-IALSRPNVEVVALNDPFITNDYAAY MFK-IATY QER-IATYQERDPANL TNELAPLAK- LTGMAF
sa NAALFK-AVITVPAY] NVLR-ENTLLGEFDL NAALFK-IEAALSDALAALQIEDPSADELR-EAALSDALAALQIEDPSADELRK-IINEPT; TGLDI

1% SAVSESSVTNSK

FALFAESHDVLOK

4 HQEIVLDTLLPQTVSNQWR-PDGYKNEIDQLVK

AIMGLPLTPYPVEK DSLPLLLAAVEEGK-FLDSNEVAIR TADLASVLLLTSLONR-TITLPGLINIATY VENASHVIK
AQUTSK-FDVGAL “TRKVISEILTK LIPEVINK.L

4% TLVGVSHTNEEVR
10% VSSVLSALEGK.

13% FYNQISNNITIVRISQVALLGNSTK-NDPLSLLALAR
3% YITEQGSONFR

1% YSALIDSEAR

VSQVSSFLAPLAVDSVLK.
7% VIFSEWSLTAPLGK.

5% LQEFFLGR-QQLPSDQDISKPK-STTDNNPSINTNPLPK

2% SEANDILTDNR
=

RAIDYVE TLGHVOR L K
5% ASPPVASSDVK

1% LPASNILI

39% ETAPVIDTLAAGYGK-GRIPNVPVIVK-PNVPVIVK-IWTLIPEDK-LWTLIPEDKR-QQAHFWKPVLNLDK-YHPGYFGK
10% LVQFEAR

LTNFHGmDFTTDK. TSDDY VLR-VISEILTK-VIGFKDEVLETV-VVDPFTR-VV

g L TYAK-LLPWFDGL

ISLDTELTMVR-VKEVQEQVQHTVR.

45% AILMQR-DSLDNTFVTR-ESLPLIVFLR VHIK-IDL, FIK-
10% EIIQTGDEVEK ISGVEVESPTSFPVQSLIPKPLESVK
% LPAEITEVELLK GPTLGVK-VVDINDR-YVLVAGITPTPLGEGK.

8% AALANVYEYR-LYPLATFHLAQAQDFEGVR
LAGELADHEIASNSLR-YDNSGQIVIATPGR.

& DVPFVILGNK-FTTFDLGGHIQAR-IDAPNAVSEAELR-SALGLLNTTGSQR
KVVGASVYVVK-LVEGLANDPENK-LVEGLANDPENKVPLIK-QLGEWAGLGK-TALVHDGLAR
LQETNPEEVPK

3% THVDLPHGLODGDVVR

LAAPHHWLLDK-LNNVFVIGEQGKPYISLPK-LRESLPLIVFLR-LSIAEER-LVY me: Oxidation (+

5% ARFEELCADL SLNVLR-EEFDDKLKEL s GAK-FELSGH SLDK-IINEPTAAATAYGL STYADNQPGVLI
1% LLDQLLR

6% VVVFEDAPAGIAAGK

31% EGSNPTecGAGVFLANHK-ESTLHLVLR-LIFAGK-mQIFVK-TLSDYNIQK. <2 Carbamidome

4% VILIDEIGGYDVIK
4% TALELAGVPNVR

3% ISLNSSNNASADER-VQVESLK
17% APIEYLLFEEPTGYAVFK-GLQSGDLER-LEFYNTGKPTLK-LISHAGSLTNLSK-LVPDNYTFAK-QAASTVQILGAEK-YGLIYHSGFISK
2% SYVPLIAEEVYK

30% ASGLVGNQLR-DVLI E

NeK-EIYSISEK-EYLPFLOE!

R wmmnowma FLIDDYLGNYEK-FPQLVR-GKHPSIVEEFPK.-G

CEATPVL v LETLGH Carbamidom
% AGLPPLSSTEITQEISKK-DSLVSSLFELSK-QAYNVELENYQR

TTTGAYIANR

GSLEEIAEGOK.

AHDSSIVAIDWASPEYGR
6% NTQLAGVGPK

IDEIVEISR-IESVLNETTK-SLTPeVLELGGK-SPTFITENFK-VGSIVAEK.
2% IETTLOR
8% LONTITEGPK- TEVNHANTNEEVPSR

GNK-LGTLVNQK-L} ) G TP

ARNPL
4 IESETVNEAK-ILEAQER-VAQGNNOLEAIR
12% IDNLAAVEDAR-IVDLEQSSEFASLFPL-
42% ENDILVLMESER-TPVTLAK-VEFLEDTSR

10% FVSPFALQPQLHSGK-HLKPAQIESR-WSQGFAGNTR

GSDVIEK-WENTVAASPIVK



PE-1SV=1 SpPI3663 395447

' C 20450852880 GN-CLUI PE=1 SV-1 P36 1S
y €204508/$2886) G- 25003 339867
' STCC 204508/ 523 spP360sT 3800,
arec a0 2PE-1 5 pps00ss saa072
c ' CC 204508 PE-1 S JP32657 168200,
ATP-dependent RN, € 204508 /2 PEAISVEL IS ans
Fact ATCC 204508 - ppsss 118636
BRx1 TCC 204508/ 523 pQos23s ssizs
04 P26 28139
1 cC 204508 127 219487
» 1CC 204508 0207 spp14127 157889
Enolise 1 20450852 PE1 V=3 POz awina
1 GTCC 204508 spP110T6 205301
" P62 w2
ATP-dependent RNA hliase DHHI OS—Sacchiromyces corevsiae (st YIM789) GN-DHHT PE=3 SV-1 SPAGZXGO plP39517 ssisa
1 C 204508 1PE=1 SV P25 885155
DNAdiected Land s 204508 SV splP2soon 161509
PE-1SV-1 P06 878037
204508 = spp1s705 ca67.6
ATP-dependent RNA hliase HAST STCC 204508/ 523 PE<1 SV P sem02
A b C 204508 285) ON-CBFS PE~1 V-1 spp3z 547063
201508 PE=1 SV=1 pPOGIGS 609
STCC 204508/ 523 224 PE-1 5V-2 PPOCOWTspQIETYS 146265
Mitochondsil 204508 e sa007.9
Nuclear STCC 204508/ $2856) GN-CBC2 PE-1 V-1 pQOs920 237757
Prtcin CBP3, mitochondrial OS-Saccharomcesceevisia (scin ATCC 204508 S285¢) GN-CBP3 PE=1 V-1 P15 390854
TEID subunit 30 Q1297 s
Cytochrome bl comple subunit 70S-Saccharomycesceevisia (srin ATCC 204508 / S285) GN-QCRT PE-1 V-2 sppoo128 1ases7
204508 5 PE-1 sv= P! 630049
LA CC 204508 52880) GN-RPLIA PE-1 5 ppOSTST 276396
XTCC 204505 /2 P SV- sppi0ss! 25955
204508 $285) GN-CSR2 P PQI2734 124592
204508, 5288) GN-CPR6 PE-1 5V-1 spps3e91 a0m2
TCC 204508 sv-1 PAGTSA QUSTAS 17387
cC 204508 27W PE-1 SV-1 P mzn
L 204508 3B PE-1 5V-2 sppaloss 11682
2 204508 036
cC 204505 pPIeTs
C 204508 pp1940
Q79
HWAC, NAFI SPAGZRWOiPS3919
L3 04 pPA0S25 spPET262
I SPAGZR2] sIBSLRI4pCTRED
1 P
PETS P57
1 “TCC 204508 PS030
04508 Q1244
(TCC 204508/ $2856) GN-KTRS PE-1 V-1 spPIsI0
Singlesranded P spp32ss
STCC 204508/ 523 P52 ses723
mRNA transport factor GFDI TCC 204508 spQuasss 215721
B 0450 P12 31519
C 204508/ 2 5 spp3tess 1029789
204508 Bl 5V=3 PP 150313
204508 PESTS paoz ooiazs
Protin ERPI > TCC 204508 PE-1 V-1 pQUs3Sy
i o pE-1 sV i
Jiveh C 204508/ PE-ISV-L pP2s626
TCC 208 sv P68
. PQUTS
1 C 208 spiQui0es
, 04508/ $285) GN-CYS3 PE=1 SV=2 P31y
YDRITOW. 208508 TOW-APE-1 V-2 Q039 PQIETGS
Keratin type | eytoskeleal 10- Homo sspicns ppI6S 595124
5 C 204508 /52 5 PE<1 5 P86 w7ast
Ll 204508 1APE- SV-1 sppOCS 120532
Hisone H2B.1 C 204508 PE-1 5v=2 02293 502294 s
2 C 204508 sv-1 p12207 189677
NTIFS PE=3 PAGZZ2S 5710067 304746
v. cC 204508 PE- S pP160
C 204508 PE-1 SV-1 spps3027 .
C 204508/ ko1 $v-1 P92 s
cC 204505 PE-ISV-1 spla3sss s
04 PE=1 S ppa9T08 563049
204508 A PE SV spposa1? s1526
Aspany RNA synthetase,cytop C 204508 5288¢) GN-DPS1 PE=1 SV-3 sppoason asins
tered 201508 58 PE=1 SV=1 s 253452
© 204508 PE-ISV-1 spuezrs 1058763
204508 PE-t SV pp3si6l 13275
CC 204508 52886) GN-LEU4 PE-1 V-1 DPOG208 5912166 68093
DNAdircted € 204508 /52 Pl sVl pp22138 18754
04 V=3 301 139068
R0l 204508 PE1SV-3 pPOGTSO ms
04508 52 1PE=1 SV=1 e 932903
Nuclear ce 2008 PE-I SV spP12004 s6in2s
C 204508 PE-ISV= spP0sleT o354
. S sv=2 P07 73649
[ 7 PE-1 SV-1 spP12687 a9
procin L E=3 sV= SPAGZYXT /06406 9398
Probablealpha PESISV-2 pPAGORS an60
factor C subunit > {TCC 204508/ S288%¢) GN-RFC4 PE-1 SV-1 sppao3s9 361505
» C 204505 PE-1 SV-t P02 S14102
Exemal L rce 204505 PESISVL spPa2is a6
4508 52850) GN-ALDG PE=1 SV=4  spPSa1ls s
L, P o012
inase 1 pp20295 sna
h pPO3TS 96085
spps3e 6e03ss
Suppresor protcin STM 1 spp3o01s 299054
1 sppa0ss w714
pp39107 50561
U1 sl 204508 /52 PE-1 SV-1 32005 343799
€ 208508 PE-1SV-1 spP3o990 135694
31 C 204508 s 3896 11208
ce 204508 SPPOCX295p/POCX30 160383
. 1CC 204508 spps3ss 1539405
DNA repl Tec 204508 30663 1050064
TCC 204508/ 523 2 spP410s7 a660.7
-3 exorbonuclase | 204508 /52 -
¥ cc20i508
Sterol 24 C 204508 P V-4
ision y € 204508/ $2886) GN-GCDY P
protein C 204508 $285c) GN-ELP3 PE-1 SV-1
cc 201508 sv-1
Ls, GTCC 204508 8PE-1 SV-4
C 204508 52 PEISV-1

Protein MKTI 05-Saccharomyees cerevisiae (srain ATCC 204508 / $285¢) GN-MKTI PE=1 SV-2
" 204508 /5 B=1 5v=1 SpPAG9S6 348832

EQDVPLIVPVVNPEHLDIVAQK-QTIHVLEQPDRPQPR-VAVSDGHTECISLR
34% ALEHITVIQGIFTK-ALTNLAILEFSNESPYNATV!
11% QFHPANLPASEVLR-VVDISETSCIVELSAKPTR

3% LTTLDVISNK.

6% TGTK-SAFLIGEAIK-SAEL SPGEFQR-TLGQDYDER-VILDNEALLLNTVVDAR-VLPSIVNEVLK-VLSRPDVVQLPTIVR
1% EILDELIADGTLPVK.

7% FANSIFAAVEHIK-IDQSVVISEK-LIDVLEK-TIKPILSSEDHDVIAR

-DLTTSTLQDR-DSLAYGY TESR-ELDSQIVHYEQNLK-EQLESYK-FGIQLLNK-FISHVQAFEK-FNEMVHEVFSSFK-

43% AIDLFKDPESK-ALADV! K-DL SNFILNVK-DSQLP DTVQIPLDETEPPR-DVNEQAFLSVSSK-EASDMSVDETGGGR-EIVTNILKPGR-ENEFNVIDISLGLSK-EVYESVIEY
% QYVSPNVVR-TLLISSR
22% ASEFYYGFAGPK-I FKIQLEPTV? VGLLAQLAK- SFAGLPTR

8% IVLIAHEPLIPFYER
58% DQYVPEVSALDLSRIAGY TTHLiK-KDQYVPEVSALDLSR-LeDEIATIQSK-LPLSVINVSAQR-LTLDFQTNK-LTLDFQTNKR-SLGLKLPLSVINVSAQR-SNGVLNVDNQTSDLVK
47% AADALLLK-AVDDFLISLDGTANK-GNPTVEVELTTEK-IATAIEK-IGLDEASSEFFK-IGSEV YHNLK-LGANAILGVSLAASR-LNQLLR R

21% ILMVGLDGAGK-LFSNLFGNK-mLNEDELR-NAAWLVFANK

31% ANTFLPLDFK-FATIEYQLFGLK-FIEFEVGQK-FVTDPSK-GL
20% ELALQTSQVVR-ELLY 8 YLk
2% SYVAATAEGISGPR

1% IQTYGETTAVDALQK

3% LVVSWSESTVK-TDQIASGDSTGSIK

20 TSEMMKDPQLVAK

TVINPK-TFAEALR-V

QAVRIILETS LHQYAR-LALETILWQILR-NIDIVLR-NISDEVVVDIYQK-NLSIVVVELIK-NSVPFWLTYYK-SIAVLATS
i InVPTE NTK-LNETVE VIPTLEK-TAETYLHR-TLVGSDLLTR-VFHEFR-VLDLASR

7% ELALQIFGVAR-G? i EK-LLDHLQNTK-TLAFLIPAIELLHSLK-VNITIGASGK-VPLNEYEFPENK
10% DSAVNAVEYGAK-SIIQPLETLLVGYK-SLENLTGALFQRPPLISAVK. e Carbumidomc
22% AAIEDGWVPGK-EVNSDLYGER-GINSSYAVWNDVTGK-NALKPVFQDLYESTK NLFTVEDAIK-SLEFNSQPDYR-TLYFSHGFSPVFK
54% CGVISPR-FL vILT VLADALNAINNAEK <l Carbamidomc
5% FQLEVTTPTAAAVGK
58% FDFDAS GLDR-LDTPSR-NPNGLQELR-RIMGL DELR-SGGH SR.SLEEFDEVK-sL P
13% AGPVAGSYYYK-SSHLNSKPLDVSNK-TFSDIELR-YIYSQLYVLSR

2% ISILQLLK

7% POSFTSIAR

5% IDHAGHQNDPASQVR-LAGYLTGLVVTTR
4% A LELLK] ILTPESQLKK-INSGTFVK-LI VFVVR-QANNFLWPFK-QRVPLSDNANIEANLGK-RAIILER-TAEQVAAER-VLQLLR-VPLSDNAI
13% GYGYIEFESPAYR-ITLLYDR-LSIEGTPQVSQK

1% STTLSDIK

10% IVFELYNDIVPK-LIENQQcDQENNKPLR-TKPDVPLSYK
38% ALQSLTSK-YLNLPEHIVPGTYIQER-IHQYLFQEGVVVAK.

20% KLFHGALVDGR-LAYPTTQSLEK-LVS LRANVL
5% LAYV IFLYPSNLRVNNPNVSLI K

% IVFIQDNIIR-LEDIATIER-TLTFONISSDmKPQSTAAETSISTEK

3% VL TGIPPAPR-HLPFNVVNK-ITPSYVAFTDDER-IVNEPTAAAIAYGLDK-LIGDAAK-LTQEEIDR-NKLENYAHSL

ETFPILVEEK-GLILVGGYGTR-IGPDV VIGPNVTIGDGVR-KLATGANIVGNALIDPTAK-SVVLENSTIK
LDAALLQEASR

KIKLPI IGVLK.
AFLIEEQK-<GDeGSALQGISTLRPR-TPGGILR.
8% VQTVITEDGETVK

NTDGFEIAR
TET ASGOFR-LSSAEL INVLTGELLPTSGE CRTPSEY]
KGYLA KK-LSAIESL. aL ANTAVVIR-VLEFHPFDPVSK-VIAVVE
LVGVEAGSVK

11% LDIPYGSSVPYR-NSDLWNLVK-SPEVPIAQGTSVSR-VTSALVSGK.
% VSIASQPR
36% DVGTLAYPTYTIPEFK-EEFLQGLLOSSR-FP LLLYPGNQITILDSK-LSTY LmEK-NLEL SR-SDVEYSSGVLHK-SS! STLDSLTKTGGH i
15% ATEISPPPVSPSK-ISPVSESLAINPESQK
4% AGTTIVR-AHLAFIQNGGSISEK-ALEEVSLK-FQTPAEK-GHGFEGVTHR-HAFmGTLK-HGHLGFLPR K ALEEVSLK-SKPVALTSFLGYK SLTTVWAEHLSDEVK.
1% QILDGLVGANR
8% VQLLDATEIFR
16% PALR-DTQQVELR LEVAEYK-LVELL
12% DASEAVNSR-GSASGDLTFLASDSGEHK
3% GPSVIVNER STTPSHSGTPQPLGPR
6% VPLFSPLIER
8% ILQELAQR-TETALNALK-VFGITGPVSTVGATAAENK-VILQEFVR
7% FAPMFLSTISK-NLIGTITASVEK-QTIINELHGSLR-YQQVLNNILTTFK

LYTNTSR-TITPMGGFVHYGEIK-TVAVDSY m3: Oxidation (+

RTATWILSNLER

2% TTAEDTSIAK
10% EASGVFDDLYR-LVWIETPTNPTLK-QSSPANPIGTYEYSR

1% LLIYR
3% LDIK-ALEESNYELEGK-GSL AADDFR-LASYLDK-LENFIQTYR-LKYENEVALR-NQILNLTTDNANILLG TQLLNNMR-QSLE.

1% ILLNTTGR
53% AGLKDVVTR-EYTINLHK-LAPELNQAIWK-LI it NPL
31% EIQTAVR-ETYSSYIVK-KETYSSYIVK-LILPGELAK-SMSILNSFVNDIFER

13% mLALADNILR-RTGQVGVPTISQV m: Oxidation (+
4% GSPAGPSAVTAR
2 INVLPSLSRIPIFS; VSEDMLG SLEFLEK-QGQVLI SLFLNLANDPTIER-TTVEFTGESLR-TVFESLDQAWSLLR-YNE.
6% TLEEYSGIYVSR

% STGPTGAVSLNPSITR

3% ILANDINALETK.

5% ILQQQEIDFIK-LLPFFNEIIPLIK

3% AIQQAADEVASGK

7% GEEILSGAQR-IHDHALLQER-LPLIQSR-QOASLIQGLVK.

5% ILTQDEIEAHR

1% LPQAQEVSVTK

2% EVENILVEELK-GIFQTWQLSATNSHPTK.

1% TVEALTGAK
24% Eed VeeR-IIADTL K-LLNSSDYTQASVeR-LQTGQTPIVK-LSVSVECc2: Carbarmidom:

4% EKVEEQEQQQQQIIK-
5% NDPQTIEQLR.

TUTSTK-QLENVSSNIVK-TWETY EmR-VEEQEQQQQQIK-YIDLEAPVQIVK

33% ADLMLYVSK-APNmFILDPIFR-ALLELQVSK-ATYAGFLLADPK-AVQYLHEIK-AYL v IFGEEMR SK-GQVVS FTVKIKPVVVINK-IQGPNYVPGK-ISPPVVAYR.
4% LVGVLTLSDILK
2% AHYTNLYVK-AIEQLNY' SSK-AVEALNDSELNGEK-SQLEETK-EAIDALNGImLL) EK-FGPIVSASL G

3% ILANEEGKPEYLDANSATTR
7% DIELATSYLIR KYEGQDVSTGEIImR

33% ASTEGSVITEFLSDIIGK-LASGLLYSGR

5% SAGASYSPSHGLYINEIPASSR

3% TLSLOLPWVEK

38% AELINNLGTIAK-AILFIPK-APFDLFESK-EILGDQVEK-ELISNASDALDK-GVVDSEDLPLNLSR|
30% AIADLAV v STTITAK-LOLLGAK-NLDT

2% A

& STVNEIPESVASK.

5% YASVNTHLGIEQSR-YLSGGVGIPFIR

LFLKDDQLEYLEEK-L LLDAPAATR-LLYETAI
NNDYDLDLK-NYFLFTPLLPSTPVGTIELK.] TGNAPR-TLVIL LL VTLVEAL

KK-TLPNLVNGIFK-TVGAALTNDPR-VGIPAGYVNIVPGPGR

1% TINNYK
4% AFAGAFDLLTNR-NLATEVEVVAK.

i g FLDAER- DL PPK-TAQLSLQDYL SLQDYL

4% STAVEPLAR

3% ELIELGFITPR

43% GNDETYNLDIK-IKNQLGSTYK. TF ER-NL STYKSALYFQNL LGt YAINPSLPLPHNK-YTTTALK

37% ACGVSRPVIAASITTNDASAIK-DKIETLLINVPYVFVPSR-TQIVAVK. 2 Carbamidome
1% SLPAQNPATATTSK
28% AKGDIPGVR-LGIESK-LLGTAFK-VSGVSLLALWK-WAENNYK
31% AFEENVLPFVELNNR- IDTIAK-ANP

1% ELGTSNLNLDAR
38% AHENVWFSHPR-VeSSHTGLIR

% EVQIFSGHEVPGEGEHK-FIAVSLESDSLTK-FITDSEEK-GAFPVLLQTFK-GPIPIEEEFPLNSKIGPIEAIATVEPVTGLVR-LIEAMQPYLR-LVSLTDGK-QLENISLEGER-QTFPDFFFR-VVYIQDSGK
% LVGDVFSSVANR
' LGLAPEGSK-YVONLANLATFFR

3% TPVFAVAGLYK
27% EINLNGLI U PTLVIRLI HNAL : Ve VDLVAR-V "
3% LVTSQITSK-SDISQSTITK
EIGQGTISNTETLR

6% AITTSNSVAQAELK

7% NQGELPENAK
33% EINLLTQPINR-ENIQNYQR-EQYLDAIGGFPTSLK-FILGMEFPNK-FLLI
18% GFTYIQSIR-INQLVGSK-LLIDVYSFDSTLK-NTGSVAGWFYQLAR-VFGINLNDLVAR

TGISHQR-DLFTTFWR-ELITVGGIR-EPYPDI TK-EPYPDT

“TKR-FFIALLR-FPEKP

SQATLR-LIDENVFK-LNELNIDSK-LNSPFNLLSTNFLR-LSLDNFGWAR-mSPSmFETIN

s = F

= Eo e e mn—



2 C 204508 PE-1S PTG
C 204508 PE-1SV=2 SpP39730
13 04 HAPEST SV3 SplPOSTH
surin NTCC 204508 / $2856) GN-ECM2 PE-1 V-1 spP3sA1
y {1CC 204508 pIP3S997.spIP3T11
c STCC 204508 /521 spPs3I
SPIAGZTO0 splP38879
y © 204508/ PE=1 V-1 SpQOTSOT
1 subunit KOGI 204508 PE-1SV-2 SP3BT
" {1CC 204508 / <,.\wrusw
Protein LS) C 204508/ S2856) GN-LSM12 PE=1 SV=1 P
C 204508 PE-1SV: )p\emssa

s 4501

Keratn, type | cytoskeleal 9 - Homo sapiens

04 E

Lsp1 C 204508 5285¢) GN-LSP1 PE=1 SV=1 pQI2230

' ¥ {TCC 204508 PE-15V=2 splPO4786
04

Suppressor o

204508 JPSTPE-1SV-1 SplPASIT
1 {TCC 204508

i ce 204508 svel P26
C 204508

s 04508 /523 E-ISVEL splPso0os
DNA FLI75925, highly similar o Hommo sapicns keratin 16 - Homo sapins
2 5

sv=1 PPI9S24
- 204508 PE-1SV=2 SpIPO0942
C 204508 PE-1 V=1 spP2861

ProteinC € 204508
rcc 204508

TFIID subunit

Heat shock protein 60,

. {TCC 204508 /5
L35 “C 204508 35APES1 SV-1 SPIPOCXS4 spIPOCXSS

3 subunit A TCC 204508 / PE-1 V-1 splP3s29
R 04508 $2886) GN=RLPT PE=1 SV
rcc 204508 PE-15V-2 SpPI7629
204508 /5 PE=15)
ce 204508 70 PE=1 SV=1 spP3sIS]
C 204508 PE-15V=5 splPO0330
Small nuclea 04 P
C 204508 7 PE-1 V-
204508 /$288%) GN=ELP4 PE=1 SV=1 P04
Protein LUC? 08=Saceharomyces cerevisia (srin ATCC 204508 / S2886) G sv-
' {TCC 204508 / $285¢) GN-ARLI PE=1 SV=4 SpP3IG

04 PE-1 SV-

Probibitin-1 204508 PE-1SV-2 splP40961
P SPIPOCKAT slPUCXAS.

spP34110
SPIAGZPI1spP06103

Vacuolar C 204508
3 subunit
PILI € 204508
STCC 204508 /52

[NU#] prion fo 1 C 204508
DNAdirected RPBI C 204508
04

DE: C 204508
C 204508

PE-1 81
Tcc 204508 32PE-15V=1 spIP3s061
Helicase SEN1 204508 sv=2 P0G
3 STCC 204508 PE-15V-1 splP25337
L ATCC 204505 /5 ~RPL3S PE=1 SV=1 SpPA9IST
Transposon Ty1-DR1 4TCC 204508 /52850) GN= s
3 y {TCC 204508
TEUD subuni 11 € 204508
8 C 204508
204508

c y 204508

Pre-mRNA-splicing fctor ISY | 0S~Saccharomyces cerevisia (strain ATCC 204508 / S285¢) GN-ISY1 PE=1 SV=2 P17

aceharomees cerevisae (strain ATCC 204508 / S288¢) GN-
C 204508 1PE-15V-2 SPIQO09SS
€ 204508/ E-1§

NUMI XTCC 204508 /52 PE-1SV=2

PE=3SV-1 )pmums spIBILOPS.spIBSVLV2s)

P 709

DNA polymerase V O

204508 SplP1

B
C 204508 $285) GN-ECM31 PE=1 SV=1 PP
PE=1 V=1

1 CC 204508 PE-1SV
L C 204508 5 PE-1 V=4 spP26321

204508 /521

L protein homolog OS-Saccharomyces cerevisiae (srain ATCC 204508 / S285¢) GN-LHPI PE=1 SV-2

ATP-dependent RN:

» 2
MRPA, C 204508 Pl sVl spp32002
265 PE-1 5V=2 ppsi221
ATP-dependent RN PE-3SV-1 SPAGZQILsiP100S]
Stmallnuclea 204508 Q0260
201508/ 523 PES1 SV-1 pP33A0Lsp3T012
RNA rmover i TCC 204508 P SV-1 spp3n201
04 PE-1 Sv=1 Q0949
RNA helcase P C 204508 PE-I SV pPS3LL
WAC bt 1 204508 L=
cC 204508
protcin C 204508 szxch ELP2 PE-1 SV-1 sppa2935
.

C 204508 PE-1SV-1

Protein HRBI C 204508 PE-15V-2 spP3s922
TCc 204508 PE-1SV=3 spP32356
YaR210¢ € 204508 PE=1 V-1 splPa2942
C 204508 PE-1SV-1 P34
{TCC 204508
STCC 204508 /521 A -1 sv-
C 204508

GTCC 204508
REBI TCC 204508/
204508
204508
et shock C204508/
Keratin type I eytoskeletal 5 - Homo sapicns spP136T
GrCc 204508 sv-1 SpPOCOTA 5pQIETo2
CC 204508 52886) G B pP3259%
c6kn STCC 204505 /S285) GN~SNUG6 PE=1 SV=1 5/Q12420
S8 PE=3 SV-1 SPIAGZPES Q12499
JEML 204508 PE-ISV-3 sppa03ss
204508 2 Q02206

914035

1% LADPNPATR
13% ALLTPQPLR-APFVVALNK-GPMIIGVDVLEGTLRIAANDLEK-IPVMSIGLGPVYK-LI I VPAGLAALR
45% IAYVYR-IEGVATPQDAQFYLGK-IFLYPSNI-RVNNPNVSLIK-TFGASVR-VNNPNVSLIK
8% FOSSELGER-ISETLVTPK-ITDTVSQLLGIK
3% -TLVQGPR-VLVODLLHPTAASEAR
% ESLETLFEIRLTELESRQUR VILQTQELSSTLR
2%
ELATSPASEK-FASNVVEK
STGLLTEWLQIR
TPVEFEEQLYFHARASIPIDK KPSADSTEATOQHLK-LPQEANTANAK
% DIIIL s TK-QQIKPSYVNVER-sVSLEQTLGFR-VLHEGSNQSITLIQR-VINVLDVVTEGR
4 DLASGK
ANQEVLEWLFK-GLVWEGSVLDPEEGIR ITSTDPNADYGK.
EIETYHNLL EIELOSOL RLASYLDK-niTLI Vi R-QVLDNLT

ISQVQTLLTDK
APTAAELQAPPPPPSSTK
& FYQEVEVDK-LAANSSLK-TVAILeNHQR-VNPEDIVLNLSK-YLQNYMPGLTAK
2% SPYEATETIR-VILNQAFIER
6% LGTQLATLK-NISSQLDSK-NQVQTENVAQAR
4% ILELVPLSPTSFVTK
TIIFSPEGR
15% PMRIF
32% EQAANLIAAGADGLR DGLSVQELMDSK-LL RLIGIVISR- Ko
0% ATSTYGAGLSVSSR G IGOGIGATSSR IANTIENAQPILGIDNAR L ANDDILASVLDI LLEGEDATLSSGOASGAS SSRVTNQN.DR
32% ACGVLETIR-AINAVVISESLPGFSAGETSGFLNK-DAQLELEDMVK-EHL IK-GLeYSLTPAQLQK-GLQL
7% ADVDGFLVGGASLKPE o VGGNFK-TLDVVER WVILGHSER
49% AKFENELDSFFTLFR-DGH x:m\'LoLzchAm EGNTFLDLSVR-EHIDEFK-FENELDSFFTLFR-FGPNPLIK-FTNFNTNNLWINLK-GGTLISYDGQVR- ' TDK-IVELDL
9% NYVPQKPNDDLNAK-TPLENPTSTK
3% QNNEEGLTSDSSLDASGNKK
7% SSVAVSNANNSQAR
1% GNQLNANTELER
3% VFLQEFVDAR
7% LAPIMEVLEK
26% AAVEEGI TINSYI EAVAATLGPK.ISSIQDILPALEISNQSR-LLASAMEK-LLQEVASK-NVLIEQP! TSATVLGR-VEFEKPLLLL
43% AQEPIIER-DASLVDY? IER-LTNSL R
4% EQLASQLVDLK-EQLASQLVDLKK-FEASQVTEK-KSIACVLTVINEQQR-LSRPSLPK-QIAFPQR-SIACVLTVINEQQR- SKEQLASQLVDLK
“ SLHDF Vi

SEGNEILKK-NONYPLASK-QLLCGAAIGTIDADKER-TAL

ms: Oxidation (+

<3 Carbamidome

LVETNTGVFVK

DDSFK-LENNDILNTVK-NLI TAQLI
LIFTYPSTVGR-NVGFPIGDTFR

CEALDFFAR-EELI K-GVIF neterm: Acetyl(+

APGNVPLSDTTAR-LPVFTDR-RAPGNVPLSDTTAR-VTVQNLNETQR
" EYLAILSRIGLIGQEIDSLIR-LQELISK-NITENVGQSAQQK-TATTLPGR
4 ILILGLDGAGK.

AVISPEGONDLKR

LDV ITQR-VGDGLLLIR-VLPSIGNEVLK
PFTGLVSIR-ILTGTVVSTK-NVPVHVSPAFR-QPHIFNNPK-RAYLHYIPK-STELTVC EGSY! EGSYIDKK-

LQLTSSTTAPPNSPVTSK

5% MVGDSLIVHDATK-NINDNNDVSASLK-TQFSNLQIcR

8% APTASQLONPPPPPSTTK-IALIAGYGK
36% 'VLMGK-EYLEEYK-GFLSDL REYLEEY] GvPTK
% VLISPDVHPAQNQNIQENK

1% LIVDTLQDPSKVPESVK

1% EGLIDTAVK-TAETGYIQR

7% GIEPLGSIALR-LPQVLLIQFK-TSSPSPSPPAAK-VIQEPQATVLPVVDKK-YGHELIIPEESMSSITLK
% VLSVTSTAQDLR.

5% FIDTEAGGSQAR-VQGLIGHASAVK-YADYNKDDPQSFR

% ImVDNTGAZQPENVKR TNALTALVSIEFR WITQVSFEAK
39% DL VR-TFLVANVK.T VILAR

0% VAIELVDYLFR

8% IKPTLTDFEIQLR

el Carbamidomc

ma: Oxidation (+
7 Oxidation (+

41% GSSSLYTLVINDAGK-LIQSLPPTLK-QFLELTR
SVDY HDLHLRPGTY-KY' L s ™

16% ELLELVEALGPK-LQYSAGVYR-SDKDFVIGFIAQR-YNFLLFEDR

7% LLVINLDKDQTNR TGGTSINNQLNK

15% IK-IEAVSLPK-LLI

4 LTVSODTNDR SQIVSDSPLSIATK TUMNGPLIR YPLOVITLGQK

ITLVEI DL TLDER-STLINTLFASHL PVTK

3% ALELPEVK

1% ISQUTLDSIVK

21% AHLMGTTYVY i PAINK-ALINNVSGYVIK-cDILR-DLL IQGALPSVK-ELLPIYGQISLQFADLHDR-FQLPSAAFSTFPTVK GSFFETLSGWAI

37% ARFEELCADLFI NVLR-DAVVT ENFLGTEVK-FELSGIPPAPR DK-IINEPTAAAIAYGLI

0% LTNLSmECR
a6

me;: Oxidation (+
neterm: Acetyl (+

LDVSDYTLI ANTPTSVEALDAELDAYmK
STNETEVAK-LATELPAWSK-LIPSDFIL

K-EANVIGLR-EL INGF

4% QAVNMTDIATQGLK
29 VLESLGPFLENK

55% AIPNQOVLS GR-QGLY

ADPAFKPTEK-¢QYAAESK-FQTPFR-FSELFK-GASDGGLY VPHSENR-LGLDETYK-VFLDIGLQR

4% IDDLSANQR-LDTQUNDLR-LQFETDR-LSALNSEISSLK-LVGLELSNFK

4% RVPLDLTAAR

18% ALELYGLDPAK-AVmDLLGSELQNK-HSITLIPSENFTSK-IGTPATTTR-SALFPSGLR-SESLCQAR-VETILSALNIAANK-YSEGYPGER

0%
7% GIHIIDLNQTLSYLK SVNFLLGVLAR
41% DDEVLY VR -QSLDVSSDR-QSLDVSS VRVLLSAPLSK

LAPTR. CELAI ISTDLLARKDELTLL R
45% LRNEQVTIELK-LTLPQPRNEQVTIELK. \lrm'erlowwomNAlLTDvau?mLNLDeLLVDQKQNﬂR

2% LSGTGSSGATIR

23% APLTFTIPEGIVYSR-GGQIPAEEDVPmIHISLEPTmR-TPVLQEIR-YVWVLHLDDVR.

5% DRFPIEVTPENFANIFTDYK

5% SNLSSTVLELK-TYPVELYYTPEFQR-YFNDAPLLAVPGR
8% VDEILGPLNEVFFTIK

VHK-NELITSL LNK-QLLRPGYTLGVGSSFDALK-QPVKDGPLSTNVEAK-QTGLGLTQGWSNTNNLQTK-

DYAVFEPGSR-FAFDFAK-FTVTLIPGDGVGK-HVGLDIK-IPDIDLIVIR-LGDGLFR
% ELDSTYEEK-GDYGPLLAR-NLPASVNWQALK-SDLYDLFETIGK.

4 INENPVNR

3% AVLTSAVTEVELR

26% AINGEIFTLNPK-ALNNAIPGGPK- AmLDPLEVHLDFPNIAIRPTELR-ANPALY VLR-AQDVALAK- ATDLAGPANNPNEFMQFK-AVFWEIQSR- DLILTEYGR-DRHTLAYDR-EELALIEEAYDNPHDTLNR-ELGGLGY c5: Carbamidorne

0% GPLATPIGK- LADGLFVNVAK- TGDLAGTATTSSFTEAVIK-TTYENVDLVLIR-YTVSFIEGDGIGPEISK <15: Carbamidon
1% VLPTGDDAYR
1% LDILDPALLRPGR-LL( AAVTSSNIVLE

1% GAATFNENLSK
2% APESVADFER-FIGLVLPSYAVDSR-VFGLVSGVVNVSHLR
1% FINEYEAIER

HNPVILLKFL YHK-GLNNDIFQLR-HMVIIDSLNYIS: SLTESSPFILCLDSIAQTSYK-LIQEFVHQSK-QISYL S LSTTK-
QSLDAVLVAR
25% ALTILTLAQK-DKETVNVVLK-DSKPEEL LEVLSK-IEV: ILDSALVTAAQL NK-L AALTAGAK-LIQNE!

6% FASFIDK-FLEQQNK-QNLEPLFEQYINNLR-YEDEINKR
43% AQHAVILDQEK-AQHAVILDQEKYDR-EGIIKPISK-IGGSLAR-QAIYTR-YVSVSVLVDR
AHQVVEDGYEFFSK-QPILLELEAPIK-YPENFFILR

4% KDTILTLK-TSSNNELKGPEDLAR

5% LIAHSGSLISLAK-SSSLIQDLDSSDK

2% ILGVSPSASSK

5% LIQQIVIFSSK-QNLEIGQYSK-TPHVDYNAPLNPK




3 subunit 1 P

mRNAS: € 204508 52 PE-1SV=2

Keratin,type 1 eytoskeletal 1 - Homo sapiens

Transposon Ty1-NL2 Gag-Pol polyprotein OS-Saccharomy ces cerevisiae (siuin ATCC 204508 / $285¢) GN=TY IBNL2 PE=3 SV=1
4508 1 $2550) G-

204508
Tatbinding homolog 7 OS~Saccharomyces cerevisae (s
ARS:-binding facor 1 2
ATP-dependent RNA helcase DBPO 05 Sshromyss s i YINTS) GN-D1eS P -1
Histone H2A. 04

Nuclar

PE-1SV=2
unit C 204508 52880) GN-LTS PE-1 SV-1
Tsposon 1P G ol plypoein O-Sceromyces e (S ATCC 20808 35K GN-TY1E. BRI PE-3 V-1

DNA-directed
L TCc 204508
¥
STCC 204508 YDLI2W PE-1 5V-1
Protein TCC 208 2 PE=1 SV=1
g T 285) GN-GLNI P
7 PE-1 V=1
204508 PE-1SV=1
$TCC 204508 /521
Glucan 1. 4508
Cofilin OS-Saccharomyces cerevisiae (strain ATCC 204508/ S288¢) GN-COF1 PE=1 SV=1
proten L € 204508 $288¢) GN-LSMS PE=1 V=1
1 204508 PE-15V-1
L . {TCC 204508 / ~RPLAA PE=1 SV=4

PE-1 81
€ 204508/ $288¢) GN-CDC48 PE-1 SV=3
MAK21 y € 204508 PE-1S
Cleavage fuctor o proein 2 OS-Saccharomyces cerevisiae (strain ATCC 204508 / S285¢) GN-CFT2 PE-1 SV=1
» a

P C 204508 sv-
ul C 204508
L VIMT$9) GN-LSB PE=3 SV-2
C 204508 1 PE-1SV-1
{TCC 204508
PE-1SV=1
PE-15V-2
y € 204508 sv1
MRPL CC 204508 1 PE-1SV-
{TCC 204 Sv=t
204508 -Isv
u € 204508 16APE-1 V-3
y € 204508/ $288¢) GN-LEU2 PE=1 SV=4
C 204508 PE-1SV-1
Suppressor of marl-1 104508 /523 PE-15V=2
s L CC 204508 24APE-1 SV-I
aLe 1 C 204508 PE-1SV=2
ATCC 204508 PE-1SV=1
v1 204508 s\
C 204508
n CC 204508 /$285¢) GN=RLII PE=1 SV=1
L Tcc 204508 25 PE=1 SV-4
PE=3 V-1
HSP31 TCc 204508 PE-15V-1
L 104508 /523 168 PE=1 SV=3
vlke proten L 4TCC 204508 / $285) GN-LSM3 PE=1 SV=1
1 TCC 204508 / PE-1 V-1
ATCC 204508/ PE-1S
STCC 204508 /521 PE-15V-2
04 sv=1
Cytochrome bl 204508/ S2886) GN-QCR2 PE=1 SV=1
Small nuclea C 204508 2 PE-1 SV-
i y (€ 204508/ $288¢) GN-RPL2A PE=1 SV=1
204508 PE-1SV-1
Replication fctor C {TCC 204508 /5
CBKI kinase ctivator STCC 204508
TCc 204508
204508 /521
CC 204508
{TCC 204508
Protein TBFI € 204508 52 PE-15V=2
204508
DNAdirected T
C 204508 PE=1 5V=2
L © 204508
Threonyl n € 204508/
Proten 204508 v
Transposon Ty2-LR1 G- {TCC 204
s PE-1S
{TCC 204508 PE-15V=1
04501
74 204508/ S285¢) GN-RPLTB PE-1 V-3
204508 /52 sv-
C 204508 PE-1SV=1
 suburit be C 204508

Histon: € 204508 B
TPdspedent A s DED! 05 Sy il IWTE) GN-DEDI 73511
€ 204508 $288¢) GN=CDC39 PE=1 SV=3

Protein BMHI 201508/ 521
C 204508
DNA-directed
Heat shock $TCC 204508 /521
ATCC 204508 / 52856) G
ATP-dependent RNA helicase DOB1
204508 /52 €1PE=1 sV=1
C 204508
Glugaredosin-2, CC 204508
Enolase2 C 204508/ PE-1SV=2
Histone H1 € 204508 PE-1SV=1
4508 sv-1
104508 1523
“Trcalbin-3 OS=Sacchatomyces cerevisae (stain ATCC 204508  $281%c) GN=TCB3 Pl
Nucleoporin NIC: C 204508 96 PE-1 SV-2
04
PE-3SV-1
I {TCC 204508 /5285¢) GN-COR1 PE=1 $V=1
DNA-directed 04508 PE-1'S

Actin OS-Saccharomyces cerevisiae (stuin ATCC 204508 $2856) GN=ACTI PE=1 SV=1
hrome b (€ 204508 $2886) GN-CYB2 PE=1 V=1
{TCC 204508 / $288¢) GN-LSM2 PE=1 SV-1

SPIAGZMKS splPa021 7
P2529%

SpIPOS91LspiPO4912

PAGZSXLplP3TI2
spo7ss1
P17

om0 P81
pPI5703

SPIAGZMO25pBILLIZ spIBSVPE9,5p
g

P36

splPOs4s6

SPIPOCXAS spIPOCX46.
SplP40303
splps2st
P36

)p\PﬂCXXZ splPoCXS3
SplPOS801
splPS3280
SPIPOC2I3 SpP25384 5pIQU394,5pQ

PE-1 S\ spP32473
SplPoIS30
SPIAGZPAT.splPOGGI
splP256ss

SplPOT256

T splP12695

s1819.7

e sis LNT
NTALLANPDSPSLTFK-TLI RVQDLTQLK- 3

NR-LALDLEIATYR-LDSELK-LNDLEDAL QISNLQ.

DY GIPGYALHPSR-KYPYPFIHR-LIGLASYVGYK.1 LVAISD

G DAATY
4 FGNLNNVYSLEK-FPQENLIEVFTSR-ISGLSAAR-LVNFL
AEAESLYQSK-FLEQONQVLQTK-FVSTT

TVESTK-NNL

SLGDIPLFLTSAK
52% DNIQGITKPAIR-DSVTYTEHAK-ISGLIYEEVR-KTVTSLDVVYALK-SFLESVIR-TVTSLDVVYALK- TVISLDVVYALKR
1% ALAASESSDER
% ETAQLAIDK-GLDDESGPTHGNDSGNHR

4% SLEGEPENDKKPSK-TGTAISFVVPLK
30% AGLTFPVGR-HLOLAIR LLGNVTIAQGGVLINIHQNLLPK
27% ADL GLETDIFLKP LQK-FRDGTGI KPRHTVSCNIFVK FIGNLPL VSNIFV
17% DIISPLLLNPTK-FVFLLTTR-IAGILADEmGL LDILEDYeYFR-L Ly LPK-STLNNWLR-TLQTISFLGY
9% GNVISVSFQQDNRsVILVSAGYDHTIR
2% VDY Vi
7% KQLAAQVEK
% VGGVVLGYEGLK

 KSELEYYAMLSK-LALVIK-LIIAANTPVLR-SELEY YAMLSK-VGVVSILEAGDSDILTTLA-VYYFQGGNNELGTAVGK-YTLGYK.
TAAFAIP

<6: Carbumidomc

DVSASK-FLONSNLGGIPTVNGKPVR-GIPGYALHPSR-KYPYPFIHR-KY VRPPPMLTSPNDEPNWVK-LIGLASY VGYK-LNNNGIHINN|
e Acetyl (+

R-SEAQIIL

INPPTGADFHITSR
% HAEYVWIDGTGNLR

2% GPVNSIAIDR

23% ANV NK-EQGFGNLPICIAK-}

38% DVAAQDFINAYASFLQR-HIDASGSINR-IGIVEISPK-LEVPGYVDIVK-VLQALEK.
6% AALQTYLPICNDLTASOLSDK

61% STLAQLTSK-FDVGALMALHGEGSGEEK-HSYAQS: “TR-KVISEILTR-KVVDPFTR-LIPEVINK-LRVDEVQGK-NLLTNFHGRDFTTDK-TSDDY VLR-VSGFKDEVLETV-VVDPFTR-V
29% FILFGLNDAK-IVFFTWSPDTAPVR-SGVAVADESLTAFNDLK.
41% mLLSGNNIAILVPGGK sLPEILPLEVIDK-VLIVLOSNR

4 NSEGSEATR WPLIELTPIQK VOMATINPESR

TGFTFPIR-LLTPVPSDIDISR L G PLK-QPSLGPTLGVK-SDIVGS!

mi: Oxidation (+

GPL EIPLVVSTDLESIQK-LI NLLQLAPGAHL Vs VVYAEDNG
2 n-vqnn VK.

25% ATQGFSGADLLYIVQR-AVATEVSANFISVK-EMVELPLR-ETVEYPVLHPDQY GNSNPSALR-GGSL VLFYGRE EPGLELTAIAK-L it
1% TK-EALALGASEEDL NDK-ISAVTLLIQDSPLHNTK-LFSALLTGINR- NQPGLSMMLNK-QDALNVER-TYFTLFEK-VNDSVLVK  m16: Oxidation (

2% IVEFSTTIK-QIQNEEITAK
1% VSVQGVDPVTK

15% AAGANVDNVWADVYAK
34% ALLPLAHYDLVWIK-DTVEFVEK-FYALWL EIpL LNNLVQFYSK-LIVFDTSR-LLYSVICK-LNEYVLLR-NVLLmGLK-QLSQLTSK-SLAYWEK-SLLLWTSYLK-STEPQI
3% ISSASTPQTSQGR

3% AESTLGPSVTR-SLQQTLR-TPQNILTWK

3% AVILVDDNEK

6% AFSVINPAFQTSHTFSIGSQALPK

9% AVEFAQQVQQSLPK-VLVAGTSAYeR-VNPETGIDYDTLEK
34% ALGDEDNIR-ELGESLEYK-ELISQEELLLR-ETSWTIPAFEK-IISELGTR-TVNTIENDLQNK-KHYFWLLLQR-LIADEPIYK-MYIFAQR
13% EVSYIPLLAIDASPK-LGPEALLQTPDFNR-TISNEPLTTGNER

2% QQFTDNAAR-QTSAFIEGLR

7% ITLEEFIETER-LTPITIANFAQWK.
48% ABELNISGEFFR-LASVVAK-LSTSVGWK-RVVVPQALR-SVEPVVVIDGK-VASANATAAESDVAK-VFEGIPPPYDK-VSSAEY VAK-VVVPQALR-YEDVVAK-YHDFLR
3% LSLNLPEEGK

4% LAADVPLEPESK

1% LVSNAASVNLK

1% LLIVK

5% NISFLVDNK

9% LTSQEINDR-YSFSLTTESPSGK.

1% ALDTVINVLNFIK

4% LLAGALKPDEGQDIPK-LNAAQIIR
35% ELYEVDVLI TADYDALI
TUNDGK-VYINDLPQIVR

7% TGVFVVEALHPENTER
43% SEALNISGEFFR-FEGIPPPYDK-LSTSVGWK-RVVVPQALR-SAEYYAK-5QPVVVIDAK-VSSASAAASESDVAK-VVVPQALR-YEDVVAK-YHDFLR
% LNLDER-mETPLDLLK

& LLYTIPTGQNPTGTSIADHR-SANPSNDIPLSR
ALFPLLLQUR-IQEAIAQDK
LISEGTFSK
FAFQASVAQK-LIQSWPVQVK-NNVDIYPLNETK
DGVAHLLNR-DLSPAINYTK-] L KRESELLGG G
36% GDSVIVVLK-HGPmSLINDAmVTR-sSQUDRPK-TPVIISLR
a5t ASLNVGNVL AVGNVL
19% LTLEDPVTVEYLTR-SLLEVVQTGAK-YTQSGGVRPFGVSTLIAGFDPR

1% |v|om|<

TRQSQUISTITGSQUQEASER

w0 owmpo
2% ALVL .wm.sm« DVQQIDYK-HVIFLAER-ILPKPSRLSQAPSELELQVAK-LESFQAVYNK-TFIDLESSSPELK-VLEDmVFPTEIVGK-YLVGGNK

LTASK-SIAQQTL

FVRIAWTVLFRKGH SASLFK

neterm: Acetyl (+

FTDGGLFTLFVR-FVDESLLSTLPAGK-GKDLSPAINY TK-GLGNPLLYDGVER-LDKFTDGGLFTLI

OYAER-VDKPLLK

% LLPHLTNAIVE NTDL L) EALASGOFRPLT FPEPGY! c16: Carbamidon
21% AIQE DAL G IPTHPETEQPH SWSIDDEWL
22% FQIPLEELYK.GIEQLES VITK-LSIIDET DELK-LVAAPLYVLTTQALDK.

7% FNDIIQSLPAR-GHEAFITAIR-ILDLYGPGGK-SQAILYLDLK
7% IFALVFSSNER

15% AIADLER-APSDTTFDLYK-APVLVSK- QFIRLNSPPEILVDGILSR
36% ALQIKPEHYPIVGEYLLK-ATVPVLEQQGTVITR-FGSGIELESL EPLINAAFLY
SVQYVLEDPIAGPLVK
4% AL YKKVWL
3% IYNTLVDLLR-QVLVVPVGVK

1% QGPIVLSDIETK

6% ENNINVSDR-GIPGYALHPSR-IMNLNKPSQVK-LIGLASYVGYK-L VLPSLK-SDGTVL.
40% ISFQLSK-KLDY VLALK-LAGEFGLK-LDAFLK-LDYVLALK-LFEGNALIR-LQTQVYK-QIVNIPSFMVR-VEDFLER-VGVLSEDK-VGVLSEDKK-VLITQR

11% APELVLGDK-FHPETNVSSK-FSGNSTAPNNSR-VPLPLGPQSR-YLPGAELTTTNYKPTLR-YVNKPETNFNR
24% ADI
sa% - AIILER-ATLELL} TPESQLKK-INSGTFVK-LI VFVVR-QANNFLWPFK-QRVPLSDNATIEANLGK-RAIIL
11% DGTKPATTFQSEEDIKR-IVLLIFVSGK.

12% AIDLESTTVNK-FPSNALLWVEQIK-IQEQLNR-LLOSQIDENLAQLTK-NASNPIQVNKPNAATDALS YLK NNPDIPVDK-NPDDVLFYIAK-SLOLDELR-YQDLNEEAIK.
39% CQMVFS TYTR-EL RNVOQFSLEAAEILQK-RVVDTPITEYGFTGLAVGAALK-SIRPLDTEAIIK-VLVPYSAEDAR-VTGA cl: Carbarmidorne
19% RQKSTELLIRKLPFQR KSAPSTGGVK-STELLIR
£ ELSEQVQNL TQIFDEAK-FTKPTPVQK-GeDLI
0% LEIVVPFVTK
38% ATNASLEAYK-DSTLIMQLLR-ISDDILSVLDSHLIPSATTC XTTELPPTHPIR-TVA
20% EKPETLVLFDVDGTLTPAR-ELASQSFINWLGEEK-LTVSEEVR-TIGHSVQSPDDTVK

19% ADSFEMDVLVVPPTR-AVLDNEREQLDSPSAR-EGLIDTAVK GSFTATYNDER GSLENEVLF LGQOALEGR-IFETAL L
43% DIDIEYHQNK-KDIDIEYHQNK-KIEVSSQESWGN-LLGEGGLR-NQILVSGEIPSTLNEESK. KVITL WVPGYK.
6% DSLOELLVTOR

L MDHVK-NMLTEHTELLNIPNR-QENQYDALR-VGAQPNALATTVLAAAK

AASVVGVGK-LPSQVVWIR-VWLDPNETSEIAQANSR.

Z
7

pe. 1SQK-KPVQTGIVLeK-LFPHEPLGR-NLTeDNPECR-RKPVQTGIVLEK SQEQYTENLK-V!
LR-VPLSDNAI

neterm: Acetyl(+

AKL TYPEPVTAYN

K-QUTGGIELLFK- NTPVDGLEGTVK
15% ELVDVANTIGNSSLK-GATFTQIeK-GLTNSETLQVEQDGK-GVVWEETIILLPDK-IEVVEKDY VESFR-IFNNAIALL VIQLDDLI VTHPANAL
39% AIGYNPTNQLVQDIINADSSLR-DIFTLFDK-FIEDVLRQ-LTDAEVDELLK-YMLTGLGEK
15% QAGYGGSSSSILK
5% AmYTLSAQDEVFSLAFSPNR-ASMIISGSR-4SNEVLVLR-DGEImLWNLAAK-DKTLISWK-FGVPVR-GQELATLLGHNDWVSQVR-GTLEGHNGWVTSLATSAGQPNLLLSASR-K AmY TLS AQDEVFSLAFSPNR-LW m2: Oridation (+
ATLSTLFQELNVPK-HIGGNSDLETLKK-LAEILKPVFQ

LLL LSLDGTANK-GNPTVEVELT GDK-IGL
ASSPSSLTYK-ELIEGLTALK GPSGIIK-GVEAGDFEQPK-QAATSVSATASK-SMPQLNDGK
% ITVDYAFK-NLADSIDSDQLVK-QVTNSTGTTNLPSNISK-
IPSIALGTYDIPR

DSIK-VVVPVLS

VHNLK-LGANAILGVSmAAAR-LNQLLR-NVPLYQHLADLSI

3 EGLRPK-YLLLNTLEQK
DLQTNQFLEPNPPK-FANILANYTK-PGVIEER-NAQLLESWK-NmNEGLATNVNK
R

HDNAGKPGEILRTVHVPGTTVTHTVR
FAAHTGATPIAGR-FTPGSFTNYITR-IIAAIPNPEDVVAISSR-LDAQATK-LVIVTDPR-LVL: PATFDLTPEDAQLLLAANTHLGAR-TQPWSImPDLYFYR
EGLALSSNISR-NLSLQTGTKPVLK-QVQDFEENDHPNR-SLDFLNQSFIQQK-VLEHLHSTAFQNTPLSLPTR
ILPTDGSAEFNVK.
. FHPSVLGLESAGIDQTT! MK Vi VLLTEA
LLGVTSIAELKPDLLDLSTLK-LPIVIK

36% GTLQSVDQFLNLK-mLFFSFFK-NmVDTNLLQDATR

30% ADIESYL EDK-GL LAK-ILVPEGTK-LL LVK-QSLNATANDK-QSL YK-RVPDANAYWLPNENVIR-TVIE



C 204508 21W PE=
PE-1 V=1
plex protin | C 204508 $2880) GN~CCT3 P 5V-2
Heat shock C 204508
L 204508 /5285%) GN=YLRASSW P
C 204508 PEISV-2

Keratn,type 1 ytoskeletal 2 epidermal - Homo sapiens.

204508 B
L IS0 283 GO 1 V-1
ce 204508 P
Ribonuclease 3 € 204508 /52 NTI PE=1 SV-1
plex protin | 04508 $2886) GN=CCTS PI
€ 204508 3 PE-1SV-1
V=4
ADPATP car 2 “C 204508 PE-1SV=2
€ 204508 /52 PE-1 V=1
RENIT € 204508 PE-1 V=1
YPL2SW rcc 204508 v PE-1SV=1
™" PE=1SV=3

sv-

Glucokinase-1 0S-Saccharomyees cerevisiae (srain ATCC 204508 / $285¢) GN-GLK L PE=1 SV=1

15 splPs3723

pQ12464

204508

{TCC 204508 /5285 GN=RSCSS PE-

204508/ S285¢) GN-PCS60 PE=1 V=1
' {TCC 204508 / $285¢) GN-RBG1 PE=1 $V=1

€ 204508 3 PE= S

sv=1

Protein NRDI € 204508 PE-15V-1
sv=;
3 CC 204508 A g
€ 204508/ 52 sVl
Nucleolar prtein 3 204508 /521 3PE=1 SV-1
HSC C 204508 82PE-1SV-4
204508 /$285%) GN=ALD4 PE=1 SV=2
Protein SIS C 204508 P
fact 1 \TCC 204508 1PE-15V=1

Nucleoporin GLE2 OS-Saccharomyces cerevisiae (stain ATCC 204508 / $285¢) GN-GLE2 PE-1 SV=1
Keratn,type | eytoskeletal 14 Homo sapiens

DNA-directed 204508 PE-1 V=2
€ 204508 /52 PE-1SV=2
" y € 204508/
7 CC 204508/ 52885¢) GN-RPTI PE-1 5V~1
04 PE=1 SV=|
201501
{TCC 204508
o4
u 204508/
204508 1
€ 204508
€ 204508 $285¢) GN-CDC12 P
' y € 204508
CC 204508
L \TCC 204508 1
CC 204508 $2856) GN-CDC33 PE=1 SV=1
ered 4, RM11-10) GN=AIM24 PE=3 SV=1
© 204508
m oNRI 204508 /521 PE-1S
C 204508 PE-1 V=1
€ 204508 PE-1S
Protein C 204508
C 204508
TPESTSV=2
Junit beta-1 PE-35V=1
ARS:-binding facor 2, 0450: 2 PE=1 $V-1
204508 sVl
C 204508
Multple 1 \TCC 204508 PE-1 V-1
L y € 204508 sVl
. $TCC 204508 /521 1PE-15V-1
2 y {1CC 204508 PE=1 SV=4
TEID subunit ce 204508 PE-1SV=1
Peroxiredoxin TSA \TCC 204508 1PE-1 SV=3
L ATCC 204508 ~RPLIIA PE=1 SV-
1 TCC 204508/ $285¢) GN-TEFI PE=1 SV-1
{1CC 204508
3 50852 2 PE-1 8
RS C 204508 9Pl V-1
Vacuolar ' © 204508 =2
Histone H2AZ STCC 204508 /52 PE-15V-3
08 B-1 sv=2
L © 204508 148 PE=1 V=1
{TCC 204508/ svei
" £ SV=3
STCC 204508 1 PE=1 5V-1
204508 E3 PE=1 51
Legi {TCC 204508
I 04508 /523
$TCC 204508 /521
y {TCC 204508 /5
Nuclar S s y CC 204508
factor 2 {TCC 204508
y (€ 204508 $2886) GN-CYS4 PE=1 SV=1
3 204508 PE-1SV-1
MRPIT, . {1CC 204508 PE=1SV=1
) C 204508 52886) GNHCHI P~ SV-1
€ 204508/ 52 2PE-1 V-3
€ 204508 PE=1SV=2
Pyruvate kinase | 204508 PE-1SV-2
DNA-directed RNA polymerases | and Il subunit RPACI OS=Saccharomyess cerevisiae (srain ATCC 204508/ S288¢) GN=RPC40 P

204508/ 525 PE-1SV=1
1 \TCC 204508 / PE-1 SV=3
TCC 204508 2

PO

260
SPIBILQG6 SHCSZBMT.splP47127
SPIAGZMES splB3LLY9.spBSVPMS,
P22

SPIAGZWLLspiQ02642
SpQ02486

splP40991
SPIAGZZ10.5p/BLQWS spIBSVAE30;
SvspP1aTa2
5pIQ06106
splPstd01

358469
splQo312¢ 52215
DIP21ST6 78740
Q12692 12836
splP21242 315364

SpIPA3609

% FVTSIVNK-VNSLNAPYQALSYDEQK
SAFTQ!

7% GLIL
2% TLIQNAGGDPIR
6% ARFEELCADL NVLR-EL K-FELSGIPPAPR-IINEPTAAAIAYGLDK-IINEPTAAAIAYGL

4% IVAGEDPFVGR

6% FVIGGPQGDAGLTGR-YFIQPSGR
15% L VTLK-VDLLNQEIEFLK-YEDEINKR-YEELQVIVGR
2% TYDQVIALR
2%

ILPYLDVDLK-LNLFLSTK-SAYVTTEEFLDAVEKR-TFESEAAHGTVTR

15% QGSVTVGLR-SGAHLLEFQPSGNVTELYGTAIGAR
4% EIQEVSANR
4% LPEIQDLAIR-VPVQILPSLSR
13% AIDDGVAAVK-IIITNDAATMLR-TLAETAGLDVNEVLPNLYAAHNVTEPGAVK-TPGLLQLAIK-VLYMATEQQK
3% MNADHHLQQQQQQR
ITATTIGYNTGLPATDITPSVSNTASATHK
VGIVVY GVGSLFK-KESNFLIDFL
 FFLGNLNNWAR-GVSVLEGESIR-LINEPLPQVPR
AVAVVVDPIOSVK
LQFYAFEIAR
ILSNLVYQYK

nterm: Acetyl(+

NQDEML GLIDVYK-QFNGLIDVYKK-SDGVAGLYR-TAASPIER-T m2: Oxidation (+

G LDTTR-LNLIVDPNQRPVK-SLDEIIGSNK-VLLSYNER-VNVEGLPR

% SAYLAAVPLAAILIK.
10% AVLVAGPPSTGK-AYLLFLDSAR-TEALTQAFR-TQGFLALFTGDTGEIR
6% GTISAEEYEK-LDAEIK-VIQVDEPALR-VVVATSSSLLHTPVDLNNETK
7% IGIALTQTNNIK-INNVLPQTDIENEAPR-VPINNVR

35% EFNFYLNDLI FVNTNPVK.GENVTLG AIVLK-ISPIELDGIMLSHPK-LFWDQFVK-MTY EELVNFLK-QDTVAISMR-ScSS ALAPATFHK-SSDVALILHTSGTTSTPK-
4% ATSFHLGQLK-ELEGVGIR-EL vrL RADSLSIEELELL TLVTVPGVIR:
62% AAYGVVR-ALPDAVTIIEPK-EEEPILAPSVK-EL GeEVVVSGK-GL TLLVQK-LLNGLAIR-QGVLGIK-RINELTLLVQK-TEVIIR-TQDVLGENGR-YAPGTIVLY
34% AYLDETR-cFAMDISNNTANTASQQLSLDPK-DGALPLR.} HEI\ENVLQNFNK IISLUDYSR-KLTTYALDHIDIESK-KSPPLNLNISLPTDLTSTDPAK-LGSLYIDSIGR-LTTYALDHIDIESK-MLLDIWDR-mQQDDDFQNFVATLESFK.QI
K-QIWASL JTTYYPSR-SSSSLNNE <6: Carbamidome
ANCIDSTVDAETVFAR-DHEIVVGR-GKEDLLYTK-HAGVYIAR-IALNSHMFLK-IKPLEQUTLEPY ER-ISVEEPSKEDGY PPTK-LAAGIMGGLDELFIAPGK- ML 2
4 FVFLLTTR-LLDILEDYEYFR-TLQTISFLGYLR-VLIFSQMSR
DDNPPPIR-ENSLET EVVYSK
AELINNLGTIAK-AILFIPK-APFDLFESK-ELISNASDALDK.GVVDSEDLPLNLSR-HSEFVAYPIQLLVTK-LFLKDDQLEYLEEK L LDAPAAIR-NIYYITGESL QLETEPDLFIR-RAPFDLFES
IAPALVTGNTVVLK-IVKEEIFGPYVTVTK-SPNIVFADAELKK-
* DGDDLIYTLPL EIL GLEAARESLI NDPQK-KTLQFVIQEK- KAYDLL SSPTYPEEETY
% VIAEPAIVR
DLDLNEIF R-SYALLDAAAVENLIK-YALFSSSSDPSR
HIAIINLANPTTIFK-LY DIASGQTQQIGMHSAPIK-SNTTSALGTSTAmANEK.
EVATNSELVOSGK-GScGIGGGIGGGSSR-LAADDFR-LASYLDK-VTMQNLNDR
LGLIPLQSMDIEQLEYSR
% VPLTAVLTPSFVK
VODSVILASSK
FATLGIDPPK
EASAAYEILSDPEKR] Sl VDILGVPY HEISASLEELYK-ILI VPAIPKKILL
2% TG s \QTFPNLK-ELLMTNNPITTDK-FAGSNL sis QTVYSLPMK-L VLDNVIVR-LVVLE NNQIFR-SLIVESVNLADNQLK-TWVIVPINNS
% AGELTQEELER-DYHTLANNVI NR CIVYALTTIK-LL ANNVESK- RYSNLVeK
49% AETFLVDYLMLK-EEQLVNTAVK | DLVR-IL KALVISNP ALSPYVSELALYDIR EK-QGAGSATL CSFILDSSK

21% GLLGLSLVEAK-IVQDISQLTLLETSSLINELK-TLEDLGAK.

4% AIGALASNNSGVDEHNQILNK-GQGNVDQLPSK-LVINSLTSSLK-VLSLFTEAIGK-VTISPAAPTALK.

LGNFESPVLK

9% QVIEAQEIR-SGSNPDSAAVEHAR-TTFINTLFQTVLK.

15% STFDEHLYT VsPTT K

15% DVAWSPTVLLR-FGTILASCSYDGK-FPDVLWR LIDTLTGHEGPYWR-VSVVEFK.

4% LNLLGAQFLK

45% FALWTK-FEENVSVDDT G Wi TATPKC

5% IIGSSVLEILAAPNFQTSR

2% 1IQSSSGTETHNIR

7% GLLVPTQTTDQELQHLR

26% APSLEGGRGQTGPK-LQVTTVR-YTNPLEMQSISPVK-YVEPGNAMSGEGEK.

3 G SNYNFEKPFLWLAR-TITFHR

4% FDATNTSVeK-VSLTTGPVHDFTWSPTSR <9: Carbumidomc
VIEQIFLK-| DSFITTR B EVPVQEETK-FIGFLYR- c2: Carbamidome

LR-TVLSDSAHFDVK-WSFQLR-WTLWYTKPAVDK

mS: Oxidation (+

7% STPQDTNVNSQSR-TISLISVIDNR
17% DVAAGVOQNPK-ELINSSIR SISEYYSTFEHLNR-SSDDLLTESLK

1% QQAINTLSQFEK.
24% LHAVTIDNVAEANFFK-VGVQVAAQUNTSVFYGLPQEK.

23% ENPTLRPAEISK-LYSEYQK-RPTSAYFLYLODHR-WONLEADIK

9% DLAQTLY VDTGLAIGK

4% FSQWmIESLR

HGVLALVDENLPAFGTR

2% SQLIDAENSSSAVK.

36% FIEVR-FLDGIYVSHK-HIDVTFTK SLVDNmITGVTK-YIQTEQQIEIPEGVTVSIK-Y VYAHEPINVNIVEK
24% NTLYVSQLNEK-TIDQASLAQISLNGER

9% GFDIPNIENHDVVPMLQK-FTVPTETLQAVTK-mSSGY YLGEILR.

9% FLOESTQQQR-IPGYSADEIR-LOSITSDK-QVYDALTLNR-TPAPVAYR

45% DYGVLIEEEGVALR-EGGLGPINIPLLADTNHSLSR-GLFIIDPK-HITINDLPVGR-KEGGLGPINIPLLADTNHSLSR.| NVDEALR- DE- DKYK
VSWEK-IAVHVTVI

mS: Oxidation (+

56% AEEILER-DLKIEK-

LVLNISVGESGDR-QKYDADVLDK-TTKEDTVSWFK-VKEYQLR-VLEQLSGQTPVSK-YDADVLDK-YDISIGIFGDFY VYNRPGAR

56% EHALLAFTL LEK-FDELL PVGR-LPLQDV? IVAVNK-QTVAVGVI
7% FVAQIAIVELK-IKGVEEEDISPGFVLTSPK-LVSSSGIK-Y TILDAPGHK.
LDTAQK-ETTYDEIK-IATFQER-IVSNASCTTNCLAPLAK-KNVEV VAL
14% ANEESAADNLDHK-APYmISLR-FPQELSDVSK-MEMALLSGIPEEIK-SIHYSLANFNVFQSLPK-TFILPLER-TLPDLLPLFK
% 1K IQFLK-ELSSQEL EGTRAIYSPHVLTLTLVDLPGLTK-KLNSILLHHIR-LAALESPPPVLK-LQDALAPLG:
16% ATIASGGVLPHINK-HLQLAIR
4% TPIPIPAFADR
57% AALTDFER-FQVMVLR-KVLIDG] 2 GQVVLTPLTFALPR-RAALTDFER-VLIDGPK-WAAAGVCEK- WAASSWAK.
7% FPEAYPTVQVDR
58% GISSSAIPYSR-GLTPSQIGVLLR-KGLTPSQIGVLLR-LILIESRISSESVIEQIVK-NAPAWFK-SNGLAPEIPEDLY YLIK-TVAVLPPNWK-YESATASALVN
3% ELIQSQGTVE
4% VLVIGGGDGGVLR
6% EVKDEQSYIVIR
11% ENPPTVQFGLKPEIANPELTK-TAIEVENTSSSK.
2% QAPAQSTSGLK
20% DLSEASVYPEYALPK-NIVEAAAVR
15% IDLSKPIDNAK-IDTLGSLLR-RLDGVVQVAAVNEDLNK-TLAPIVDFSLSR
4% INSIIDFIK-ISADFNAK-QPSILVGGTLK-VIEKPMAIDIILK-VIVPQTVR
16% ILMVGLDGAGK-LFSNLFGNK-mLNEDELR.
7% LSGLVTLSELLR-STLIEPTSGNTGIGLALIGAIK
25% EQAANLIAAGADGLR-ESFPGLEVIAGNVY? LVVDEKNPY EGNEILK-NPY EGNEILKK-NQNYPLASK.SLPRPDGLSVQEL EGGVHNLHSY] v
8% MLYELIGLVR

8% LTSLSTVSSDGK.
& FAYSIWK-FFISNPDLVDR-IGNNELLHR-TDEYGGSIENR

LIHIPIR-LVEAPVEFVR

73% AEVSDVGNAILDGADEVMLSGETAK-AGAGHSNTLQVSTV-AGLNIVR- AIIVLSTSGTTPR-AKEFGILK-EPVSDWTDDVEAR-EVLGEQGK-FSHLYR GDLGIEIPAPEVLAVQK.GDTY VSIQGFK-GNYPINAVTTmA c16: Carbamidon

30% EANFDLINIDTSIANAFR-FSPVSTASYR-LLPQINILQPIK-LLPQINILQPIKGES AR-LRPGQEISLK-NHFIFNVES AGAMTPEEIFFK-sNIVGIEYNR-VINTTSTDFPGFSK.

15% AESTSNIPPLDGEEK-EGAVDLTSVSQSIK-EVTITANNLSK-FDEIDPTTQQR-FLLPSVDTATIWGVR-LDQANLY K-LLIPVQELPLLLKPNK-mGPSY EEGSYVR-SIDTTATS! IDIVELS,
5% DIEVVAVNDPFISNDYAAYMVK-DPANLPWGSLK-EATYDQIKK-¢L DTAQK- QER- PWGSLI VSNASCTTNCLAPLAK
24% EESATLGAEVAHK-FLSLPIEDNYIR-THAFLEK-LOPQVYKPWSL-LSPYEYL EELNVSK- INYQIDPR



Supplementary Table S5: Identification table referring to Figure 2b

Protein

. Protein Percentage Total Number | Number of
sample | Protein . molecular . sl
name name accession weight sequence Peptide sequence number of | of shared | discriminant

numbers (Di) coverage peptide peptide peptide
IDDIMDLK-IDINY SGR-ILEIPLHSFSK-KSGQEILLNNLVQFY SK-SLAY WEK-

WT PRP42 sp|Q03776 65131,7 15%|SLLLWTSYLK-STEPQLLK-TFcQNSLYSSR I 0 8
FcNNVISHQK-GLQAFNQR-IDDIMDLK-IDINY SGR-ILEIPLHSFSK-LIYFDTSR-

WT PRP42 sp|Q03776 65131,7 19%|NVLLMGLK-QLSQLTSKDELLK-SLLLWTSYLK-SYLDKR-TFcQNSLYSSR 11 0 11
GLQAFNQR-IDDIMDLK-IDINY SGR-ILEIPLHSFSK-LIYFDTSR-QLSQLTSKDELLK-

WT PRP42 sp|Q03776 65131,7 17%|SLLLWTSYLK-STEPQLLK-SYLDKR-TFcQNSLYSSR 10 0 10
ANTFLPLDFK-FATIEY QLFGLK-FVTDPSK-GLDTQFLQDNTALVQAYR-
IKQPFFNLGQVLNDDLENWSR-ILETSITNYINNQIDAK-INDLY TEEFLKEGK-

WT PRP39 sp/P39682 747342 22%|TYEYIHEVPLHQYAR-STIAVLATSVK-SNNTLFNNIFNETVSR 10 0 10
ANTFLPLDFK-GLDTQFLQDNTALVQAYR-INDLY TEEFLKEGK-IYEYIIEVPLHQYAR-

WT PRP39 sp|P39682 747342 18%|PDETNFTIEDIEPRPDALR-SIAVLATSVK-SNNTLFNNIFNETVSR-YGNPNDSIK 8 0 8
ANTFLPLDFK-FATIEYQLFGLK-FVTDPSK-GLDTQFLQDNTALVQAYR-
IKQPFFNLGQVLNDDLENWSR-ILETSITNYINNQIDAK-INDLY TEEFLKEGK-

WT PRP39 sp/P39682 747342 22%|TYEYIHEVPLHQYAR-SIAVLATSVK-SNNTLFNNIFNETVSR 10 10

WT LUC7 sp|Q07508 30177,1 19%|IQQVTEELDVLDVR-LQELISK-NITENVGQSAQQK-TFPEFEREYLAILSR

WT LUC7 sp|Q07508 30177,1 19%|IQQVTEELDVLDVR-NITENVGQSAQQK-TATTLPGR-TFPEFEREYLAILSR

WT LUC7 sp|Q07508 30177,1 22%|IQQVTEELDVLDVR-LQELISK-NITENVGQSAQQK-TATTLPGR-TFPEFEREYLAILSR 5 0 5
GNDETYNLDIKK-IVKEFETR-KVEEAEIDR-LQNNDVTIGFAK-
MTNQAFLTFVTQEEADRFLEK-NLAFVEYETVADATK-NQLGSTYK-

WT MUDI1 sp/P32605 34361,8 43%|sALYFQNLPSRPANKENYTR-YAINPSLPLPHNK-YTTTALK-YTTTALKVQGR 11 0 11
IVKEFETR-LQNNDVTIGFAK-MTNQAFLTFVTQEEADRFLEK-NLAFVEYETVADATK

WT MUDI1 sp/P32605 34361,8 33%|NQLGSTYK-sALYFQNLPSRPANK-sALYFQNLPSRPANKENY TR-YAINPSLPLPHNK 8 0 8
IVKEFETR-KVEEAEIDR-LQNNDVTIGFAK-MTNQAFLTFVTQEEADRFLEK-
NLAFVEYETVADATK-NQLGSTYK-sALYFQNLPSRPANKENYTR-TNSLLGLSIEmQK

WT MUDI1 sp|P32605 34361,8 44%| YAINPSLPLPHNK-YTTTALKVQGR 10 0 10

WT NAMS sp|Q00539 56954,5 6%|SSSSLNNENVDSR-VGPTSGQQQHVSGNNDYNR 2 0 2

WT NAMS sp|Q00539 56954,5 8%|QTTYYPSR-SSSSLNNENVDSR-VGPTSGQQQHVSGNNDYNR 3 0

WT NAMS sp|Q00539 56954,5 6%|SSSSLNNENVDSR-VGPTSGQQQHVSGNNDYNR 2 0 2




WT SNU56  |sp/Q03782 56482,3 11%|GQLSQGHYPTTSNDGQR-HAVNKPSNVLNSSNR-QNYIDIVYQNLNDLR-TRPIIETSK 4 4

WT SNU56  |sp|Q03782 56482,3 5%|GQLSQGHYPTTSNDGQR-GSLLILPMR

WT SNU56  |sp/Q03782 56482,3 99%|GQLSQGHYPTTSNDGQR-HAVNKPSNVLNSSNR-NINLTGSFYLPK 3 3
AAAITLPEGTVK-ADIMSAENYEEHLEKNR-ASEFYSVFK-ELAPIQLSDGK-
FSKVDEDEAFVNTLNYcK-NIEDQTDER-QALLNELRETFDEDGETIADR-
SAAEDRLPFTADELNIR-SENYNADKNVSESSEHVK-SGFIPILK-TGTIPSVKPEK-

WT SNU71  |splA6ZVO04,sf  71381,2 25%]| VFDQIR 12 0 12
AAAITLPEGTVK-ADIMSAENYEEHLEK-ADIMSAENY EEHLEKNR-ASEFYSVFK-
ELAPIQLSDGK-EYVEDR-FSKVDEDEAFVNTLNY cK-NIEDQTDER-
QFLPISLDQQIHTVSLQGVSSSFSR-SAAEDRLPFTADELNIR-

WT SNU71  |sp|A6ZVO04,s  71381,2 27%|SENYNADKNVSESSEHVK-SGFIPILK-TGTIPSVKPEK-VFDQIR 14 0 14
ALFAFIR-ASEFYSVFK-ELAPIQLSDGK-NIEDQTDER-
QFLPISLDQQIHTVSLQGVSSSFSR-SAAEDRLPFTADELNIR-

WT SNU71  |sp|A6ZVO04,s]  71381,2 20%| SENYNADKNVSESSEHVK-SGFIPILK-TGTIPSVKPEK-VFDQIR-VFDQIRK 11 0 11

WT YHC1 sp|Q05900 270278 15%|ELAQTSIDTLK-LLY DGSPGYSK-SRDETcESNPFPR 3 0

WT YHC1 sp|Q05900 27027,8 10%|ELAQTSIDTLK-LLYDGSPGYSK 9 0 2

WT YHCI sp|Q05900 27027,8 5%|ELAQTSIDTLK 1 0 1
DLQLETDSESMPSSLK-LVPHLETLDFQNVTAEER-NNIVEVDGR-

WT LEAI sp/Q08963 27176,2 30%|QADGDTLGPVNTAIR-QLAEATSLEEIAR 5 0 5
DLQLETDSESMPSSLK-LVPHLETLDFQNVTAEER-NNIVEVDGR-

WT LEAI sp/Q08963 27176,2 30%| QADGDTLGPVNTAIR-QLAEATSLEEIAR 5 0 5
DLQLETDSESMPSSLK-LVPHLETLDFQNVTAEER-NNIVEVDGR-

WT LEAI sp/Q08963 27176,2 30%| QADGDTLGPVNTAIR-QLAEATSLEEIAR 5 0 5

WT PRP9 sp|P19736 63014,6 3%|DLDLNEIFTR-SSLIAENK 2 0 2

WT PRP9 sp|P19736 63014,6 3%| TNILSDR-VFPDTKLPR 2 0 2

WT PRP9 sp|P19736 63014,6 5% | DLDLNEIFTR-SSLIAENK-TNILSDR 3 0 3

WT PRP21 sp|P32524 330358 14%|EIARPPDFLFSQYDTGISR-TILDNcFER-VYSFTGQEIKK 3 0 3

WT PRP21 sp|P32524 33035,8 16%|EIARPPDFLFSQYDTGISR-IQFAAIPWDKFTQVAK-TILDNcFER 3 0 3

WT PRP21 sp[P32524 33035,8 7%|EIARPPDFLFSQYDTGISR 1 0 1

WT RSE1 splQ04693 153772,1 32| SQIVSDSPLSIATK-SVQVEDIIQTINEVR-SVTQTPVSITK 3 0 3

WT RSEI sp|Q04693 153772,1 29%[SQIVSDSPLSIATK-SVTQTPVSITK 5 0 2

WT RSEI sp|Q04693 153772,1 49%|LSLNEQEFLAK-SQIVSDSPLSIATK-SVQVEDIIQTINEVR-TLVNQPLTR 4 0 4

WT PRP11 sp|Q07350 29903,2 14%|GENVPYTFQDEKDDQVR-IVSGLELSDTKQK-VPPLIR 3 0 3




GENVPYTFQDEKDDQVR-IVSGLELSDTK-IVSGLELSDTKQK-

WT PRPI1 sp|Q07350 29903,2 20%|KGGGGIASESQFNLQR-VPPLIR 5 0 5
WT PRP11 splQ07350 29903,2 7%|IVSGLELSDTK-IVSGLELSDTKQK-VPPLIR 3 0 3
hth1KI12{PRP42  [sp|Q03776 65131,7 1%|LIYFDTSR 1 0 1
htb1KI12{PRP42  [sp|Q03776 65131,7 1%|LIYFDTSR 1 0 1
hth1KI12{PRP42  [sp|Q03776 65131,7 1%|LIYFDTSR 1 0 1
htb1KI12{PRP39  |sp|P39682 747342 7%| ANTFLPLDFK-IKQPFFNLGQVLNDDLENWSR-IYEYIIEVPLHQYAR 3 0 3
htb1KI12{PRP39  |sp|P39682 747342 6%| ANTFLPLDFK-IYEYIIEVPLHQYAR-SIAVLATSVK 3 0 3
htb1KI12{PRP39  |sp|P39682 747342 7%| ANTFLPLDFK-IKQPFFNLGQVLNDDLENWSR-IYEYIIEVPLHQYAR 3 0 3
htb1K12{LUC7 sp|Q07508 30177,1 3%|LQELISK 1 0 1
htb1K12{LUC7 sp/Q07508 30177,1 8%|LQELISK-NITENVGQSAQQK 2 0 2
htb1K12{LUC7 sp/Q07508 30177,1 8%[IQQVTEELDVLDVR-LQELISK 2 0 2
htb1K12{MUDI sp/P32605 34361,8 11%|LQNNDVTIGFAK-sALYFQNLPSRPANKENYTR 2 0 2
htb1K12{MUDI sp|P32605 34361,8 8%|LQNNDVTIGFAK-YAINPSLPLPHNK 2 0 2
htb1K12{MUDI sp|P32605 34361,8 8%|LQNNDVTIGFAK-YAINPSLPLPHNK 2 0 2
htbIKI2{NAMS  |sp/Q00539 56954,5 4%|VGPTSGQQQHVSGNNDYNR 1 0 1
htbIKI2{NAMS  |sp/Q00539 56954,5 4%|VGPTSGQQQHVSGNNDYNR 1 0 1
htb1K12{1SNU56  |sp|Q03782 56482,3 7%| GQLSQGHYPTTSNDGQR-HAVNKPSNVLNSSNR 2 0 2
htb1K12{1SNU56  |sp|Q03782 56482,3 3%[GQLSQGHYPTTSNDGQR 1 0 1
AAAITLPEGTVK-ASEFYSVFK-ELAPIQLSDGK-SAAEDRLPFTADELNIR-
htb1KI12{SNU71  |sp|A6ZVO04,sf 713812 10%|TGTIPSVKPEK 5 0
AAAITLPEGTVK-ASEFYSVFK-ELAPIQLSDGK-NIEDQTDER-
htbIKI12{SNU71  |sp|A6ZVO04,sj 713812 14%|SAAEDRLPFTADELNIR-SENYNADKNVSESSEHVK-SGFIPILK 7 0 7
AAAITLPEGTVK-ADIMSAENYEEHLEK-ELAPIQLSDGK-NIEDQTDER-
htbIKI12{SNU71  |sp|A6ZVO04,sj 713812 13%|SAAEDRLPFTADELNIR-SGFIPILK-TGTIPSVKPEK 7 0 7
hth1K12{YHC1 sp|Q05900 27027,8 5%|ELAQTSIDTLK 1 0 1
hth1K12{YHC1 sp|Q05900 27027,8 5%|ELAQTSIDTLK 1 0 1
hth1K12{YHC1 sp|Q05900 27027,8 5%|ELAQTSIDTLK 1 0 1
htb1K12{PRP21 sp|P32524 33035,8 3%]| TILDNcFER 1 0 1
htb1K12{RSE1 sp|Q04693 153772,1 1%|LSLNEQEFLAK 1 0 1
htb1KI12{RSE1 sp|Q04693 153772,1 1%|SVQVEDIQTINEVR 1 0 1




Supplementary Table S6: Complete spectral count table referring to Figure 2b

NO TAG |[NOTAG [NOTAG |WT WT WT htb1K123R |htb1K123R |htb1K123R

Molecul |Injection 1 |Injection 2|Injection 3 |Injection 1|Injection 2 |Injection 3 |Injection 1 |Injection 2 [Injection 3

Identified | Accession ar number of [number of [number of [number of |[number of |number of Jnumber of |number of |number of
Proteins |[Number Weight [spectrum |[spectrum |[spectrum |spectrum |spectrum |spectrum |spectrum spectrum spectrum

STO1 sp|P34160 100 kDa 7 3 4 429 429 429 429 429 429
CBC2 sp|Q08920 24 kDa 7 3 4 152 127 142 157 155 159
PRP42 sp|Q03776 65 kDa 0 0 0 11 9 14 2 2 2
PRP39 sp|P39682 75 kDa 0 0 0 9 13 15 5 5 5
LUC7 sp|Q07508 30 kDa 0 0 0 4 5 7 2 5 3
MUD1 sp|P32605 34 kDa 0 0 0 10 14 15 3 3 5
NAMS sp|Q00539 57 kDa 0 0 0 3 3 3 2 0 2
SNU56 sp|Q03782 57 kDa 0 0 0 3 6 5 3 0 2
SNU71 SplA6ZV04 (+71 kDa 0 0 0 16 16 13 9 11 11
YHC1 sp|Q05900 27 kDa 0 0 0 3 4 2 2 2 2
LEA1 sp|Q08963 27 kDa 0 0 0 5 5 6 0 0 0
PRP9 sp|P19736 63 kDa 0 0 0 2 2 3 0 0 0
PRP21 sp|P32524 33 kDa 0 0 0 3 3 1 2 0 0
RSE1 sp|Q04693 154 kDa 0 0 0 3 3 6 2 0 2
PRP11 sp/Q07350 30 kDa 0 0 0 5 3 3 0 0 0
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