Supplementary figure legends:
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Supplementary figure S1. Absence or overexpression of Dmal does not impair
localization of Dntl in the nucleolus or on anaphase spindle.

(A) Wild type and dmalA cells carrying Dnt1-GFP and Sad1-mCherry were grown in
liquid YE at 30°C, then collected, fixed with methanol at room temperature, and
DAPI stained. For nmt1-dmal™ cells carrying Dnt1-GFP, overexpression of Dmal
was induced in EMM liquid media without thiamine for 20hr at 30°C. Cells were

fixed and stained with DAPI. (B) Examples of anaphase cells with spindles.
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Supplementary figure S2. Localization of Dmal-GFP at SPB during G2 is not

affected by dntl4, and overexpression of dnt1* can drive Dmal-GFP off SPBs in
binucleate cells.

(A) During G2, Dmal-GFP intensity at SPBs is not affected by the absence of dnt1”.
cdc25-22 cells were arrested at G2 by incubation at 36°C for 4hr, and then Dmal-GFP

and Sid4-RFP intensities were quantitated in dnt1™ and dnt14 cells. Final values are



expressed as GFP/RFP ratios. Error bars represent the SEM. 20 cells were measured
for each strain and averaged for statistical analysis, p>0.05.

(B) Wild type cells carrying Dmal-GFP were transformed with expression plasmids
PREP1 (vector) or pREP1-dnt1™ and induced for overexpression of dnt1™ in EMM
liquid media without thiamine for 20hr at 30°C. Cells were collected, fixed and DAPI
stained. (Upper) Representative cells are shown. Asterisks indicate binucleate cells.
(Lower) Binucleate cells with Dmal-GFP signals at SPBs were scored (n>150). Error

bars represent the SD from 3 independent experiments.
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Supplementary figure S3. Negative genetic interaction between plo1-24C and
dntlA can be rescued by disruption of FHA or RF domains in Dmal.

(A) Serial dilutions (10 fold) of the indicated single, double or triple mutant strains
were spotted on YE and incubated at the indicated temperatures. (B) Liquid cultures
of the indicated strains were grown at 25°C then shifted to 37°C, and the percentages
of cells with condensed chromosomes/metaphase arrest were quantified after being

fixed and stained with DAPI (n=200).
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Supplementary figure S4. The sensitivity of other alleles of plol mutants to
deletion of dnt1” can also be alleviated by disruption of Dmal function.
(Aand B) Serial dilutions (10 fold) of the indicated single, double or triple mutant
strains were spotted on YE and incubated at the indicated temperatures. All plol

mutant alleles show synthetic interactions with dnt1A.
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Supplementary figure S5. Negative genetic interaction between plo1-24C and
dntlA is independent of Clp1.

(A) Growth of serial dilutions (10 fold) of the indicated strains were grown on YE at
the indicated temperatures. (B) Quantification of condensed chromosomes/metaphase

arrest in liquid cultures at 37°C were performed as in supplementary figure S3B.



Supplementary tables:

Table S1. Yeast strains used in this study.

Strain Genotype

YDM105 h™ leul-32 ura4-D18 ade6-210

YDM106 h* leu1-32 ura4-D18 ade6-210

YDM1758 h” dmal-3HA-TAP::kanR leul1-32 ura4-D18 ade6-210

YDM1863 h* dmal-3HA-TAP::kanR mts3-1 leu1-32 ura4-D18

YDM2460 h* dnt1-3HA-TAP::kanR leu1-32 ura4-D18 ade6-210

YDM2258 h” dmal-3HA-TAP::kanR nda3-KM311 leul-32 ura4-D18 ade6-21x
YDM3262 h” dmal-3HA-TAP::kanR nda3-KM311 dntlA::ura4’ leul-32 ura4-D18
YDM3263 h” dmal-3HA-TAP::kanR mts3-1 dnt14::ura4" leul-32 ura4-D18
YDM919 h” dmal-GFP::kanR leul1-32 ura4-D18 ade6-21x

YDM?2420 h™dnt1-13myc::kanR leul-32 ade6-210 ura4-D18

YDM?2421 h”dmal-GFP::kanR dnt1-13myc::kanR leul-32 ade6-21x ura4-D18
YDM2558 h” cdc10-129 dmal-GFP::kanR dnt1-13myc::kanR

YDM2562 h” mts3-1 dmal-GFP::kanR dnt1-13myc::kanR

YDM2557 h” nda3-KM311 dmal-GFP::kanR dnt1-13myc::kanR

YDM3274 h” mts3-1 dmala::kanR dnt1-13myc-kanR leul-32 ura4-D18
Y2703 h* nda3-KM311 dnt1-GFP::kanR sad1-mCherry::natMx6 leu1-32 ura4-D18
Y2734 h mts3-1 dnt1-GFP::kanR sad1-mCherry::natMx6 ura4-D18
YDM3041 h™ leul-32::nmtl-dmal:leul” dntlA::ura4” ura4-D18 ade6-216
Y384 h* leu1-32::nmt1-dmal:leul” dntlA::ura4” cut2-GFP::LEU2

JY392 h* leu1-32::nmt1-dmal::leul” dntla::kanR cdcl13-GFP::LEU2 ura4-D18
YDM1035 h” leu1-32::nmt1-dmal::leul’ ade6-216 ura4-D18

YDM3124 h™leu1-32::nmt1-dmal::leul’ dntlA::ura4” mad2A::ura4” ura4-D18
Y368 h” leu1-32::nmtl-dmal::leul’ dntlA::kanR bublA::urad’

Y699 h* leu1-32::nmt1-dma1**::leul” ura4-D18 ade6-210

JY700 h* leu1-32:nmt1-dmal“" ™ ::leul’ ura4-D18 ade6-210

Y744 h leu1-32::nmt1-dmal®"::leul” dntlA::ura4” ura4-D18 ade6-210
Y747 h* leu1-32::nmt1-dmal**""**?*::leu1” dntlA::ura4” ura4-D18 ade6-210
Y2032 h* leu1-32::nmt1-dmal*"*::leul’ dntlA::kanR ura4-D18 ade6-210
Y2034 h* leu1-32::nmt1-dma1™*::leul” dntlA::kanR ura4-D18 ade6-210
Y2036 h* leu1-32::nmt1-dmal™®::leul’ dnt1A::kanR ura4-D18 ade6-210
YDM1159 h"dmalA::ura4 ura4-D18 leul-32 ade6-21x

YDM2379 h dntlA::ura4” leul-32 ura4-D18 ade6-210

YDM2812 h* dntl1A::kanR leu1-32 ura4-D18 ade6-210

YDM2440 h* dntlA::ura4” dmalA::ura4+ leul-32 ura4-D18 ade6-216
YDM1010 h™alp4-1891 leul-32

JY576 h™ dntlA::kanR alp4-1891 leul-32 ura4

JY621 h’ dmalA:ura4” dntla::kanR alp4-1891 leul-32 urad

YDM1009 h™alp6-719 leul-32

JY575 h™ dntlA::kanR alp6-719 leul-32 ura4

JY620 h’ dmalA4::urad+ dntlA::kanR alp6-719 leul-32 urad

Y423 h sad1-1leul

JY504 h dntlA::ura4” sad1-1 leul

727 h” dmalA::kanR sad1-1 leul-32 ura4-D18

Y698 h” dmala::kanR dnt1A::ura4" sad1-1 leul-32 ura4-D18

YDM113 h" plo1-24C leu1-32 ura4-D18 ade6-21x

YDM3266 h* dntl1A::kanR plo1-24C leul-32 ura4-D18 ade6-21x




YDM3289 h” dmala::ura4® dntlA::kanR plo1-24C

Y2632 h* dma1*™" ura4-D18 leul-32 ade6-216

2774 h” dma1*™™ dntl4::kanR plo1-24C leul-32 ura4-D18 ade6-21x

JY2633 h* dma1“* ura4-D18 leu1-32 ade6-216

2775 h* dma1?* dnt14::kanR plo1-24C leul-32 ura4-D18 ade6-21x

YDM3292 h” mad24::ura4” plo1-24C

YDM3333 h” dnt14::kanR mad24::ura4” plo1-24C leul-32 ura4-D18

YDM412 h™plo1-25 leul-32

YDM1411 h* plo1-25 leu1-32 ade6-21x

YDM3267 h™ dntlA::kanR plo1-25 leul-32

YDM3290 h” dmala::ura4’ dntlA::kanR plo1-25

YDM3303 h” dntl14::ura4’ plo1-25 mad24::ura4” leul-32 ura4-D18

YDM1532 h" plo1-ts4::ura4” ura4-D18 ade6-21x leu1-32

YDM3268 h” dntl14::kanR plo1-ts4::ura4® ura4-D18 ade6-21x leul1-32

YDM3291 h” dmala::ura4’ dntlA::kanR plol-tsé::urad”

YDM2825 h™ plo1-24C GFP-atb2"::kanR sad1-mCherry::natMX6 leul ura4

YDM2886 h™ dnt1A::kanR plo1-24C GFP-ath2"::kanR sad1-mCherry::natMX6 leul ura4

YDM2785 h”dmalA ::urad+ dntlA::kanR plo1-24C GFP-ath2"::kanR sad1-mCherry::natMX6
leul urad

YDM919 h” dmal-GFP::kanR leul-32 ura4-D18 ade6-21x

YDM3399 h” dnt14::ura4’ dmal-GFP::kanR ura4-D18 ade6-21x leul-32

YDM918 h”dmal-13myc::kan leul-32 ura4-D18 ade6-21x

YDM 3406 h’ dntlA::kanR dmal-13myc::kanR ura4-D18 leul-32

JY2659 h* dnt1-GFP::kanR sad1-mCherry::natMX6 leu1-32 ura4-D18 ade6-210

JY2636 h’ dmalA:ura4” dntl-GFP::kanR sad1-mCherry::natMX6 leul-32 urad-D18 ade6-21x

JY2639 h? leu1-32::nmt1-dmal:leul’ dntl-GFP::kanR ura4-D18 ade6-21x

KGY8415 h” sid4-HBH::kanR ade6-M210 leu1-32 ura4-D18

KGY10621 h dntlA::ura4” sid4-HBH::kanR ade6-M21x leu1-32 ura4-D18

KGY11605 h” dmal-GFP::kanR sid4-RFP::kanR ade6-M210 leu1-32 ura4-D18

KGY11874 h* dntlA::ura4” dmal-GFP::kanR sid4-RFP::kanR ade6-M21x leul-32 ura4-D18

KGY11657 h”cdc25-22 dmal-GFP;KanR sid4-RFP:KanR ade6-M210 leu1-32 ura4-D18

KGY13809 h*cdc25-22 dmal-GFP:kanR sid4-RFP:kanR dntl::urad+ ade6-M21x leul-32

ura4-d18




Table S2. List of proteins identified by mass spectrometry co-purifying with Dmal-3HA-TAP from
mts3-1 arrested cells [Yeast strain used: YDM1972 h- mts3-1 dmal-3HA-TAP::kanR sid4-GFP::kanR
ura4-D18 leu1-32 ade6-21X]. [1* purification]

Protein Name/Locus # Um_que Sequence Descriptive Name
peptides | Coverage
"SPINDLE ASSEMBLY CHECKPOINT COMPONENT:
PROTEIN TO PREVENT SEPTUM FORMATION AND
DMAL, SPAC17G8.10C 58 85.0% | PREMATURE EXIT FROM MITOSIS IF SPINDLE
FUNCTION IS COMPROMISED:
ONTL. SPEC25D12.02C = 57 29 | HYPOTHETICAL PROTEIN; SEQUENCE ORPHAN;
* : : SERINE- RICH:
HSP70, SPCCI739.13 78 43.4% | HEAT SHOCK PROTEIN 70 FAMILY:
GPDL, SPBCA2F12.11, 13 28.4% | LGLYCERALDEHYDE 3-PHOSPHATE
TDH1 : DEHYDROGENASE:
UBIL, SPACIIG7.04 3 34.4% | - UBIQUITIN FAMILY PROTEIN:
BEIPZL SPAC1805.12C, 3 34.4% | : UBIQUITIN FUSION PROTEIN:
~ALCOHOL DEHYDROGENASE I REDUCING
ﬁgﬂll SPCC13B11.01, 9 30.9% | ACETALDEHYDE TO ETHANOL, REGENERATING
NAD+:
aKSsczl SPBC1709.05, 10 28.5% | : HEAT SHOCK PROTEIN 70 FAMILY:
"MIT EAMILY METAL ION TRANSPORTER:
SPBC27B12.12C 14 25.8% | PUTATIVE INORGANIC CATION TRANSPORTER:
SIMILAR TO S. CEREVISIAE ALRL:
EF1-B, SPBCB39.15C 12 25.7% | - ELONGATION FACTOR 1 ALPHA-B:
TEFLE, SPCCT4.09C, 14 25.7% | : ELONGATION FACTOR 1-ALPHAE:
EF1A-B, SPAC23ALI0,
TEF1-B. TEF1-D, 14 25.7% | : ELONGATION FACTOR 1 ALPHA-B/D:
EFIA-B
ACTL, SPBC32HB.12C, ) )
858 plos 6 25.6% | : ACTIN:
~ADENINE NUCLEOTIDE CARRIER:
ANCI, SPBC530.10C 6 23.3% | MITOCHONDRIAL CARRIER (MCF) FAMILY:
- UBIQUITIN-LIKE PROTEIN; IDENTICAL TO
SPAC589.10C 2 22.7% | oo diinl
UBI4, SPBC337.08C 2 8.0% | UBIQUITIN FAMILY PROTEIN:
UBI3. SPAC6G10.11C 2 22.7% | - UBIQUITIN FUSION PROTEIN:
"SMALL NUCLEAR RIBONUCLEOPROTEIN:
SMD3, SPBC19C2.14 2 21.6% | PUTATIVE PRE- MRNA SPLICING FACTOR: SIMILAR
TO S. CEREVISIAE SMD3:
78 KD GLUCOSE REGULATED PROTEIN
BIP, SPAC22A12.15C 202% | o006, HpT0 FAMILY:
SPBCI5D4.08C 10.6% | VERY HYPOTHETICAL PROTEIN:
FRUCTOSE-BISPHOSPHATE ALDOLASE: SIMILAR
FBAL, SPBC19C2.07 19.3% | 70's. CEREVISIAE FBAL:
SPACI3G7.02C 17 18.6% | - HEAT SHOCK PROTEIN 70 FAMILY:
"REPLICATION FACTOR C (ACTIVATOR 1)
RFC4, SPAC1687.03C 2 18.4% | SUBUNIT: ACTIVATOR OF DNA POLYMERASES:
ggﬁgggll%nlgc 17.2% | : PUTATIVE METHYLTRANSFERASE:
SPBC1703.13C 16.4% | MC PHOSPHATE TRANSPORTER:
SPBC13ET 01 ~CONSERVED PROTEIN: SIMILAR TO S. CEREVISIAE
SrpcsEr 0L 10 15.5% | YGR278W CONSERVED PROTEIN: SIMILAR TO S,
: CEREVISIAE YGR278W:
~PUTATIVE GUANINE NUCLEOTIDE EXCHANGE
SPAC24H6.09 6 14.6% | FACTOR: COILED-COIL REGIONS: PREDICTED
COILED-COIL REGION:
- GLYCERALDEHYDE 3-PHOSPHATE
GPD3, SPBC354.12 7 14.3% | [SHYCERALDERTD
~INVOLVED IN CELL CYCLE REGULATION:
HOBS, SPBC725.09C 14.0% | tyTOKINESIS AND CYTOSKELETAL ORGANIZATION:
DBP2. SPBPSB7.16C 13.6% | - DEAD/DEAH BOX HELICASE; PUTATIVE




PRE-MRNA SPLICING FACTOR; HUMAN P68-LIKE
PROTEIN; SIMILAR TO S. CEREVISIAE DPB2;
CONTAINS LARGE 3" INTRON LIKE S. CEREVISIAE
DBP2:

- HYPOTHETICAL SERINE-RICH PROTEIN,;

SPAC821.03C 3 13.0% | sEUBNGE ORPHAN
HYPOTHETICAL GLYCINE RICH PROTEIN: POMBE
SPBC660.06 2 12.8% | SPECIFIC DOMAIN PFAM-B 15930:
SPACI9GI12.05 2 12.7% |- MC TRICARBOXYLATE TRANSPORTER:
“PUTATIVE NADH-CYTOCHROME B5 REDUCTASE.
SPCC970.03 8 12.3% | SIMILAR TO S. CEREVISIAE CBR1:
SPCC1393.08 2 11.5% | TRANSCRIPTION FACTOR GATA-TYPE:
~DEAD/DEAH BOX HELICASE; ATP-DEPENDENT
RNA HELICASE: POSITIVELY INVOLVED IN THE
INITIATION OF PROTEIN SYNTHESIS: ESSENTIAL:
%‘ég"f’ssﬁcfl&%%%l’ 7 11.3% | SUPPRESSOR OF UNCONTROLLED MITOSIS;
SLHS, SUBCELLULAR LOCALIZATION OF GFP FUSION-
CYTOPLASM: INTERACTS WITH CHK1: INTERACTS
WITH CDC2: O
SPCC1672.05C 2 T1.0% | TYROSYL-TRNA SYNTHETASE CYTOPLASMIC:
“HYPOTHETICAL PROTEIN: SIMILAR TO S.
SPAP21G11.02 2 11.2% | CEREVISIAE YKL133C (LOW):
- RNA-BINDING PROTEIN; POST-TRANSCRIPTIONAL
CSX1, SPAC17A2.09C 3 11.1% | RN BINDT
SFI’TBEVSEE?SES'RC’ 2 11.1% | : GLUCOSE INSENSITIVE TRANSCRIPTION:
PYKL, SPACAH3.10C 5 11.0% | - PYRUVATE KINASE (EC 2.7.1.40):
“PUTATIVE INTRA-MITOCHONDRIAL SORTING
SPCC24B10.10C 2 10.7% | PROTEIN, AAA FAMILY OF ATPASE: SIMILAR TO S.
CEREVISIAE MPS1:
wia ~PUTATIVE PRE-MRNA SPLICING FACTOR. 405
e E10.11C. SYE3 4 9.8% | SNRNP- CONTAINING COMPLEX: SIMILAR TO S.
11C, CEREVISIAE CLF1:
~PUTATIVE U3 SNORNP COMPONENT; PUTATIVE
COMPONENT OF BOX C/D SNORNPS: INVOLVED
SPBC646.10C 4 9.7% | |N 2-0-METHYLATION OF RIBOSOMAL RNAS:
SIMILAR TO S. CEREVISIAE SIK1:
SPAC323.04 ) 079 | : PUTATIVE ABC METAL TRANSPORT ATP-BINDING
: : PROTEIN:
5\[5)%’ SPAC4A8.11C, 11 9.5% | : FATTY ACID SYNTHASE, SUBUNIT ALPHA:
"PUTATIVE RNA 3-TERMINAL PHOSPHATE
SPAC12G12.06C 2 0.4% | LhoTAT
ALGIL, SPCC330.08, ) 9.3% | : GLYCOSYL TRANSFERASE; INVOLVED IN N-LINKED
GMD3 3% | OLIGOSACCHADRIDE SYNTHESIS:
~MITOCHONDRIAL CHAPERONIN: HEAT SHOCK 70
SSP1, SPAC664.11 5 9.2% | KD PROTEIN: INVOLVED IN MITOCHONDRIAL
PROTEIN IMPORT:
"PROTEIN KINASE: INVOLVED TN MEIOTIC SPINDLE
SPO4, SPBC21C3.18 2 0.1% | -DROTEINKL
ﬁﬂ?ﬁibsm%““-o& 2 9.0% | : ADENYLOSUCCINATE SYNTHETASE:
~TOPOISOMERASE ASSOCIATED YEAST PATT
SPBC19G7.10C 4 8.9% | Lo Ol
“FIBRILLARIN; PUTATIVE U3 SNORNP
COMPONENT: REQUIRED FOR 355 RRNA
FIB, SPBC2D10.10C 3 8.9% | PROCESSING AND METHYLATION: SIMILARS.
CEREVISIAE NOP1:
- UBIQUITIN CARBOXYL-TERMINAL HYDROLASE;
SPBC1703.12 2 8.7% | SIMILARTO S. CEREVISIAE UBPO:
"HYPOTHETICAL PROTEIN: CONTAINS
PFAM-B_33932; CONTAINS PFAM-B_33935;
SPAC637.04 3 8.4% | SIMILARTO S. CEREVISIAE YGR198W NULL
LETHAL: CONTAINS 3 TPR DOMAINS:
- ARGININE-SPECIFIC CARBAMOYL PHOSPHATE
ARGS, SPBCS6F2.09C 2 8.2% | SYNTHASE: SIMILAR TO S. CEREVISIAE CPAL:
VIS SPACIALL 0BG ) 619 | : MEIOSIS SPECIFIC PROTEIN; MUTANT DISPLAYS

DECREASED MEIOTIC RECOMBINATION; PUTATIVE




SPINDLE POLE BODY COMPONENT:

LEU1, SPBC1A4.02C,

- 3-ISOPROPYLMALATE DEHYDROGENASE;

SPBCLES.07C 8.1% | SIMILARTO S. CEREVISIAE LEU2:
SPAC139.02C 81% | MC OXALOACETATE TRANSPORTER:
- ACETOLACTATE SYNTHASE (ACETOHYDROXYACID
SYNTHASE); FIRST STEP IN VALINE AND
ILV1, SPBP35G2.07 4 7.8% | |SOLEUCINE BIOSYNTHESIS PATHWAY: SIMILAR TO
S. CEREVISIAE ILV2:
~PUTATIVE PRE-MRNA SPLICING FACTOR, WD
E\F}\f’Flgg’ SPAC29A4.08C, 4 7.8% | REPEAT PROTEIN: COMPLEXED WITH CDC5:
SIMILAR TO S. CEREVISIAE PRP19:
~PUTATIVE EIF3 P40 EIF/SIGNALOSOME
SPAC821.05 2 7.8% | COMPONENT: MOV DOMAIN: NO APPARENTSS.
CEREVISIAE ORTHOLOG:
~PUTATIVE PRE-MRNA SPLICING FACTOR. 405
E\CN'\% SPCC550.02C, 2 7.6% | SNRNP- CONTAINING COMPLEX: RNA-BINDING
PROTEIN: SIMILAR TO S. CEREVISIAE ECM2:
GAR?. SPACI40.02 3 74% | GAR2 PROTEIN:
“PUTATIVE DNA-DIRECTED RNA POLYMERASE T
SPAC664.03 2 74% | LedTMIVED
- PEROXISOMAL COPPER AMINE OXIDASE; NO
SPACZE1P3.04 2 7.2% | APPARENT S. CEREVISIAE ORTHOLOG:
~PUATIVE MITOCHONDRIAL CHAPERONIN 60;
EASCPF?& SPAC12G12.04, 2 7.2% | PUTATIVE SUCCINATE DEHYDROGENASE
ASSEMBLY: HEAT SHOCK PROTEIN 60:
SPBCI6E9.11C 3 7% | : UBIQUITIN--PROTEIN LIGASE:
ggggééaéoigl, PI010, 2 7.0% | : GLYCOSYL TRANSFERASE:
SPACISAL0.06 2 6.7% | - CPAL SODIUM ION/PROTON ANTIPORTER:
'STPFi\lC’ng%iFS'15' 2 6.6% | : MFS MYO-INOSITOL TRANSPORTER:
~ACYL-COA-STEROL ACYLTRANSFERASE: SIMILAR
SPAC13G7.05 2 6.5% | 70's. CEREVISIAE ARE2:
T HISTONE DEACETYLASE; RPD3-LIKE (CLASS 1);
CLR6, SPBC36.05C 2 6.4% | SIMILARTO S. CEREVISIAE RPD3: 059702:
“RNA-BINDING PROTEIN: 5 RRM RNA
SPBP22H7.02C, PI029 2 6.2% | HANoDIIDING FROTE
"HYPOTHETICAL PROTEIN: SIMILAR TO S.
CEREVISIAE TOS7; CONTAINS PFAM-B_7111;
SPAC13G7.04C 2 6.2% | CONTAINS 3 PREDICTED TRANSMEMBRANE
HELICES: PREDICTED N-TERMINAL SIGNAL
SEQUENCE; POSSIBLY FUNGAL SPECIFIC:
~PUTATIVE PRE-MRNA SPLICING FACTOR:
PUTATIVE U4/U6.U5 SNRNP COMPONENT:
SNUG6, SPAC167.03C 2 6.2% | PREDICTED COILED-COIL: SIMILAR TO S.
CEREVISIAE SNU66:
SPCC1682.03C 3 6.2% | : HYPOTHETICAL PROTEIN; SEQUENCE ORPHAN:
“BROMODOMAIN PROTEIN: PUTATIVE
SPBC25H2.11C 2 6.1% | TRANSCRIPTIONAL ACTIVATOR: PUTATIVE SAGA
COMPLEX : SIMILAR TO S. CEREVISIAE SPT7:
~MICROTUBULE AND SPINDLE POLE BODY
DIS1, SPCC736.14 2 6.1% | ASSOCIATED PROTEIN P93DISL:
TPOSSIBLY REQUIRED FOR ACTIN CYTOSKELETAL
SPBC106.14C 3 6.1% | ORGANISATION: SIMILAR TO S. CEREVISIAE SDAL:
~PUTATIVE TRANSCRIPTIONAL REGULATOR: ZING
FINGER PROTEIN: SIMILAR TO S. CEREVISIAE
DAL81 AN ACTIVATOR FOR ALLANTOIN,
SPAC25B8.11 2 6.1% | 4-AMINOBUTYRIC ACID (GABA), AND UREA
CATABOLIC GENES: FUNGAL BINUCLEAR CLUSTER
DOMAIN:
+ZINC FINGER PROTEIN;, ZF-CCHC TYPE (ZINC
erD 1, SPCC962.06C, 2 6.1% | KNUCKLE): PUTATIVE TRANSCRIPTION OR
SPLICING FACTOR:
SPBCLBES. 02 ~PUTATIVE SERINE PALMITOYLTRANSFERASE
SPBC1gES.02C, 2 6.1% | PUTATIVE SERINE PALMITOYLTRANSFERASE
: SUBUNIT:
SWi4 SPACGFLL03 ) 6.0% | : MATING-TYPE SWITCHING PROTEIN; SIMILAR TO

S. CEREVISIAE MSHS:




SPBC20F10.05 3 6.0% | AYPOTHETICAL PROTEIN; SEQUENCE ORPHAN:
"REQUIRED FOR CELL POLARITY; REQUIRED FOR
ELONGATION: SIMILAR TO S. CEREVISIAE BOI1
POB1, SPBC1289.04C 2 6.0% | AND BOI2: ESSENTIAL: CONTAINS PH DOMAIN:
CONTAINS SAM DOMAIN:
~PUTATIVE ENDOPLASMIC RETICULUM TO GOLGI
SPBC691.02C, PI034 2 6.0% | TRANSPORT PROTEIN: SIMILAR TO S. CEREVISIAE
TIP20:
3-HYDROXY-3-METHYLGLUTARYL-COENZYME A
HMG1, SPCC162.09C 8 5-9% | REDUCTASE: 074425:010283;
SPACAGO.05 ) 5 0% | RNA-BINDING PROTEIN; PUMILIO FAMILY;
: : 010238;
~PUTATIVE ALPHA-AMYLASE: NO APPARENT S,
SPCC757.12 2 58% | CEREVISIAE ORTHOLOG:
- CONTAINS GLUTAMINE-DEPENDENT
CARBAMOYL- PHOSPHATESYNTHASE: CONTAINS
URAL, SPAC22G7.06C / 5.7% | ASPARTATE CARBAMOVYL TRANSFERASE: SIMILAR
TO'S. CEREVISIAE URA2:
MTS4, SPBPIOALL.03C 3 5.7% | 265 PROTEASOME REGULATORY SUBUNIT:
- POSSIBLY REQUIRED FOR NORMAL
SPCC4B3.03C 2 57% | MITOCHONDRIAL STRUCTURE: SIMILAR TO S.
CEREVISIAE AMI3:
SPCC1223.13 2 5.6% | : HYPOTHETICAL PROTEIN; SEQUENCE ORPHAN:
SPBCL6GS 150 ) 560 | FORK HEAD NUCLEAR SIGNALLING DOMAIN
: : PROTEIN:
“TBC DOMAIN PROTEIN: PUTATIVE GTPASE
SPAC630.05 2 5.5% | ACTIVATING PROTEIN OF RAB-LIKE GTPASE:
PMAL SPACI071.10C 2 5.4% | - P-TYPE PROTON ATPASE:
[EU2, SPACOE9.03 2 5.4% | PUTATIVE 3-ISOPROPYLMALATE DEHYDRATASE:
SPCCA17.08 4 5.3% | PUTATIVE ELONGATION FACTOR 3:
EEI\ZP-\}UE%CO%MC' 3 53% | : ELONGATION FACTOR 2:
EFT2-2. SPCP31B10.07 3 53% | ELONGATION FACTOR 2.
“PUTATIVE SUBUNIT OF ELONGATOR/RNAPII
HOLOENZYME: PUTATIVE HISTONE
SPAC29A4.20 2 5.3% | ACETYLTRANSFERASE: SIMILAR TO S. CEREVISIAE
ELP3:
SPACIFB.07C 5% | PUTATIVE PYRUVATE DECARBOXYLASE:
“PUTATIVE VALYL-TRNA SYNTHETAGE,
SPAC4A8.08C 5.1% | hoeHoe paLiL
“DYNAMIN FAMILY: CONTAINS DYNAMIN GTPASE
EFFECTOR DOMAIN: MORPHOLOGY AND
SPBC12C2.08 2 51% | CORTICAL LOCALIZATION OF MITOCHONDRIA:
SIMILAR TO S. CEREVISIAE DNM1:
~ZINC FINGER PROTEIN: ZF-C2H2 TYPE:
SPBC2D10.17 2 4.8% | bREDICTED COILED-COIL REGION:
"SEL 1 REPEAT PROTEIN: LOW SIMILAR TO S,
CEREVISIAE HRD3: PREDICTED N-TERMINAL
SPBC28F2.08C 2 4.8% | SIGNAL SEQUENCE; CONTAINS 1 PREDICTED
TRANSMEMBRANE HELIX: NO APPARENT S,
CEREVISIAE ORTHOLOG:
- 6-PHOSPHOFRUCTOKINASE BETA SUBUNIT:
PFK1, SPBC16H5.02 8 4.7% | SIMILAR TO S. CEREVISIAE PFK2:
“PUTATIVE ANAPHASE-PROMOTING COMPLEX
APCS5, SPAC959.09C, ) 465 | (APO) REQUIRED FOR CYCLIN DEGRADATION;
SPAP32A8.01C : REQUIRED FOR METAPHASE- ANAPHASE
TRANSITION:
“WD REPEAT PROTEIN: PUTATIVE HIRA PROTEIN:
SPBC31F10.13C 2 4.4% | HISTONE TRANSCRIPTION REGULATOR:
~CELL DIVISION CONTROL PROTEIN:
TRANSCRIPTIONAL REGULATOR: MYB FAMILY
DNA-BINDING PROTEIN: ESSENTIAL: REQUIRED
CDC5, 5PAC644.12 2 44% | FOR PRE-MRNA SPLICING; REQUIRED FOR G2/M
PHASE PROGRESSION AND NUCLEAR DIVISION:
FUNCTIONAL HOMOLOG OF S. CEREVISIAE CEF1:
~PUTATIVE EUKARYOTIC TRANSLATION
TIF471, SPAC17C9.03 4.3% | INITIATION FACTOR EIF4G:
SPCC2386.04C 43% | CONSERVED CRAL/TRIO DOMAIN PROTEIN:




SEC14 CYTOSOLIC FACTOR FAMILY; POSSIBLY
INVOLVED IN LIPID MOVEMENT BETWEEN
MEMBRANES BY SIMILAR TO S. CEREVISIAE
PDR16:

STEG6, SPCC1442.01,

: GUANINE-NUCLEOTIDE RELEASING FACTOR,;

SPCC1450.17 2 4.2% | INVOLVED IN CONJUGATION:
SPAC20H4. 0L, ) 419 | . AYPOTHETICAL PROTEIN; SIVILAR TO'S.
SPAC631.03 : CEREVISIAE YDR398W NULL LETHAL:
~PUTATIVE CHROMATIN REMODELING COMPLEX
SPACL250.01 COMPONENT: PUTATIVE TRANSCRIPTIONAL
P caas0.or 2 4.0% | ACTIVATOR COMPLEX: SNF2 FAMILY HELICASE:
' CONTAINS BROMODOMAIN: SIMILAR TO S.
CEREVISIAE STH1:
- CONSERVED PROTEIN: SIMIILAR TO S. CEREVISIAE
SPAPBSE5.07C 2 4.0% | YPLO12W NULL LETHAL: CONTAINS
PFAM-B 17883
~PUTATIVE PRE-MRNA SPLICING FACTOR. SIMILAR
CWF10, SPBC215.12, ) 40y | TOS. CEREVISIAE SNU114; SIMILAR TO HUMAN
SPEF2. SNU114 : U5 SNRNP GTPASE-U5 SNRNP-SPECIFIC
RIBOSOMAL TRANSLOCASE EF-2:
MAML, ~ABC EFFLUX TRANSPORTER: PUTATIVE MATING
SPBC25B2.02C, 3 3.9% | FACTOR ABC EFFLUX TRANSPORTER - PUTATIVE
SPBC2G5.09C MATING FACTOR:
“EUKARYOTIC TRANSLATION INITIATION FACTOR
SPAC25G10.08 30 | LERARICTIC TR
SPACAFI0.16C 3.7% | P-TYPE CALCIUM ATPASE:
“STMILAR TO HUMAN DRIM., A PROTEIN
DIFFERENTIALLY PRODUCED IN METASTATIC AND
SPBC56F2.04 3 3.4% | NONMETASTATIC HUMAN BREAST CARCINOMA
CELLS: SIMIALR TO S. CEREVISIAE YBLOOAW:
- POSSIBLY REQUIRED FOR
SPBC839.08C 2 34% | GLYCOSYLPHOSPHATIDYLINOSITOL (GPI) ANCHOR
SYNTHESIS:
SPBCIBHI0.16 2 33% | CCC NAK-CL TRANSPORTER:
~CONSERVED PROTEIN: CONTAINS 5
TRANSMEMBRANE HELICES: CONTAINS
SPCC1259.02C 2 3.3% | PFAM_B-1571; CONTAINS M20 PEPTIDASE;
PREDICTED N-TERMINAL SIGNAL SEQUENCE:
PSTT, SPBCL2C2.10C, 3 229 | CHROMATIN REMODELING FACTOR, SIN3
SPBC21D10.01C : FAMILY COREPRESSOR:
~PUTATIVE LEUCINE PERMIEASE
SPCC576.05 3.2% | TRANSCRIPTIONAL REGULATOR:
FAST, SPACI26.09C 31% | FATTY ACID SYNTHASE, SUBUNIT BETA:
~GTPASE ACTIVATOR: RHOGAP DOMAIN: SIVIILAR
RGA2, SPAC26A3.09C 310 | [OIPASE FCTIVATOR:R!
~PUTATIVE TRANSLATION INTTIATION FACTOR
SPAC56F8.03 2 3.1% | jF-2: SIMILAR TO S. CEREVISIAE FUN12:
SPACZ3C1L.09 2 31% | ALANYL-TRNA SYNTHETASE, CYTOPLASMIC:
“BTB DOMAIN AND ANKARYIN REPEAT
SPCC330.11 2 3.0% | CONTAINING PROTEIN.:
- UBIQUITIN CARBOXYL-TERMINAL HYDROLASE;
SPAC328.06 2 3.0% | IMILARTO S. CEREVISIAE UBP2:
SPACI67.01 2 3.0% | PUTATIVE SERINE/THREONINE PROTEIN KINASE:
SPBC146.13C 2 2.8% | PUTATIVE MYOSIN | PROTEIN:
CDC12, SPACIF5.04C 2 2.7% | REQUIRED FOR ACTIN RING ASSEMBLY:
“HYPOTHETICAL PROTEIN: SIMILAR TO S. POMIBE
SPAC2G11.02 2 2.1% | o
- HYPOTHETICAL PROTEIN; AQUARIUS ORTHOLOG:
SPBC646.02 2 2.7% | POSSIBLY INVOLVED IN PTGS: NO APPARENTS.
CEREVISIAE ORTHOLOG:
SYFL SPBC2IL.02C, ) 5700 | - PUTATIVE PRE-MIRNA SPLICING FACTOR; SIMILAR
CWE3 : TO'S. CEREVISIAE SYF1:
“TRNA-SPLICING ENDONUCLEASE POSITIVE
SPBC29A10.10C 2.6% | LIRNESEL
SPAC24BIL.I2C 5.6% | P-TYPE CALCIUM ATPASE:
~GTPASE ACTIVATOR: RHOGAP DOMAIN: LIV
RGAL, SPBC3F6.05 2 26% | DOMAIN: INVOLVED IN ACTIN CYTOSKELETAL

ORGANIZATION; INVOLVED IN FORMATION OF




CELL WALL AND SEPTUM; SIMILAR TO S.
CEREVISIAE LRG1:

- PUTATIVE TRANSCRIPTIONAL ACTIVATOR;

SPBP19A11.04C 25% | i EOUINE ZPPeR.
RPB2. SPAC23G3.01. 559, | : DNA-DIRECTED RNA POLYMERASE I 136 KD
SPAC521.06 97 POLYPEPTIDE:
MAKL SPACLE34.08 2 | IP’\IUAISAET_NE SENSORY TRANSDUCTION HISTIDINE
~ABC MULTIDRUG OR METAL ION EFFLUX
SPAC3F10.11C 240 | ;REC MULTIDR
“PUTATIVE
ADE3, SPAC6F12.10C, 549 | PHOSPHORIBOSYLFORMYLGLYCINAMIDINE
MIN11 A% | SYNTHASE: SUBCELLULAR LOCALIZATION OF GFP
FUSION- CYTOPLASM:
SPAC212.11 2.3% | : DNA HELICASE POSSIBLY PSEUDO (PARTIAL):
TATR (ATM) CHECKPOINT KINASE; SIMILAR 70 S,
RAD3, SPBC216.05 2200 | TR (M) CHECT
- TRANSCRIPTIONAL ACCESSORY PROTEIN (TAF)
SPBC1826.01C, INVOLVED IN RNA POLYMERASE i
SPBC25B2.12.C, 2.2% | TRANSCRIPTIONAL REPRESSION THROUGH
SPBC25B2.12C. INTERACTION WITH TATA-BINDING PROTEIN
(TBP), SNF2P FAMILY OF DNA HELICASES:
“PUTATIVE RRNA BIOGENESIS PROTEIN; RRP5
SPCC1183.07 2.2% | HOMOLOG: MULTIPLE S1 RNA BINDING DOMAIN
PROTEIN:
MYOS51, 529 | : CLASS V MYOSIN; CYTOKINETIC ACTIN RING
SPBC2D10.14C 2% | COMPONENT:
SPBCOAT 10 2% | IZ’\IINGCé II;)I_NGER PROTEIN; ZF-C3HCA TYPE (RING
"PUTATIVE 3 TO 5 DNA/RNA HELICASE: POSSIBLY
SPAPBSE5.09 2.2% | INVOLVED IN RIBOSOMAL RNA PROCESSING:
SIMILAR TO S. CEREVISIAE RVB1:
SPBC31ELOS, 519 | : POSSIBLY INVOLVED IN CELL POLARITY BY
SPBC800.01 : SIMILARITY TO YEAST BMSL:
~COILED-COIL PROTEIN; ASSOCIATES WITH THE
ALM1, SPAC1486.04C 1.9% | MEDIAL REGION DURING MITOSIS: ABNORMAL
LONG MORPHOLOGY PROTEIN:
gﬂp‘égghg 13 1.8% | : ALPHA GLUCAN SYNTHASE:
SPACL67.07C, Law | PUTATIVE UBIQUITIN TRANSFERASE PUTATIVE
SPAC57A7.03C : UBIQUITIN LIGASE:
SPACI9D5.04 1.6% | : PUTATIVE UBIQUITIN LIGASE.
MOK13, ) .
1301005 1.4% | : ALPHA-GLUCAN SYNTHASE:
EFB?AlZ, %%%%ggggig 1.2% | : MFS BREFELDIN A EFFLUX TRANSPORTER:
"HAYPOTHETICAL PROTEIN: SIMILAR TO S. POMBE
SPBC146.09C; CONTAINS PFAM AMINO_OXIDASE
SPAC23E2.02 1.2% | DOMAIN: PUTATIVE HMG BOX DOMAIN: GFP
FUSION NUCLEAR:
U5 SNRNA-ASSOCIATED SPLICING FACTOR:
?:C\F/’ég’ SPAC4F8.12C, 0.9% | PRE-MRNA SPLICING FACTOR: SIMILAR TO S.
CEREVISIAE PRPS:
~PUTATIVE 1.3-BETA-GLUCAN SYNTHASE
BGS4, SPCC1840.02C 0.9% | SUBUNIT: CELL WALL SYNTHESIS:
VPST3A,
SPBC21C3.01C, 0.6% | : PUTATIVE VACUOLAR SORTING PROTEIN:

SPBC31F10.18C




Table S3. List of proteins identified by mass spectrometry co-purifying with Dmal-3HA-TAP from
mts3-1 arrested cells [Yeast strain used: YDM1972 h- mts3-1 dmal-3HA-TAP::kanR sid4-GFP::kanR
ura4-D18 leu1-32 ade6-21X]. [2" purification]

Protein Name/Locus #Umgue Sequence Descriptive Name
peptides | Coverage
“SPINDLE ASSEMBLY CHECKPOINT COMPONENT
PROTEIN TO PREVENT SEPTUM FORMATION AND
DMAL, SPAC17G8.10C 24 46:4% | bREMATURE EXIT FROM MITOSIS IF SPINDLE
FUNCTION IS COMPROMISED: Q10322:
RPL23-1, SPAC3G9.03 3 345% | - 60S RIBOSOMAL PROTEIN L23: 042867
RPL23-2, SPCC1322.11 3 345% | - 60S RIBOSOMAL PROTEIN L23: 042867:
RPL3L, SPACB90.08 5 345% | : 60S RIBOSOMAL PROTEIN L31: 014384:Q9URX6:
HSP70, SPCC1739.13 14 31.7% | : HEAT SHOCK PROTEIN 70 FAMILY: 059855:
é\g; Sﬁ?’wg'm’ 5 30.7% | : ACTIN: P10989:Q10288:
RPS29, SPBC1685.09 2 30.4% | - 40S RIBOSOMAL PROTEIN S29: 074329;
RPL25A, SPBC106.18 6 20.8% | : 60S RIBOSOMAL PROTEIN L25: Q10330
igtggijpawem, 6 20.8% | : 60S RIBOSOMAL PROTEIN L25: 074391
RPS7. SPAC18G6.14C 3 20.7% | - 40S RIBOSOMAL PROTEIN S7: Q10101
gﬁf\gém. - 3 28.7% | : 40S RIBOSOMAL PROTEIN $23: P79057;
RPS23-2, SPBPAH10.13 3 28.7% | - 40S RIBOSOMAL PROTEIN S23: P79057;
?EE?;;G\&(} —— 2 28.7% | : 60S RIBOSOMAL PROTEIN L37A/L43A: QOHGLS:
RPL37A2, ) 279 | 605 RIBOSOMAL PROTEIN L37A/L43:
SPBC83.02C, RPLA3-2 : 013673:094686:
GPDL, SPBC32F12.11, . 253y | | GLYCERALDEHYDE 3-PHOSPHATE
TDH1 : DEHYDROGENASE: P78958:;
RPL35, SPCC613.05C 3 27.9% | - 60S RIBOSOMAL PROTEIN L35; 074904
" HYPOTHETICAL PROTEIN: SEQUENCE ORPHAN;
DNT1, SPBC25D12.02C 9 20.2% | N o 074954,
EF1-B, SPBC839.15C 8 23.9% | : ELONGATION FACTOR 1 ALPHA-B: :NOACC;
TEFL-E, SPCC794.09C, ) 23y | | ELONGATION FACTOR L-ALPHAE:
EFIA-E : 059818:P50522:
EF1A-B, SPAC23AL.10, - ELONGATION FACTOR 1 ALPHA-B/D:
TEF1-B, TEF1-D, 8 229 | boarerototis
EF1A-B, ' !
RPL13, SPAC664.05 2 23.6% | - 60S RIBOSOMAL PROTEIN L13: 074175,
HSP16, SPBC3E7.02C 2 22.4% | - HEAT SHOCK PROTEIN 16: O14368;
SPAC13G7.02C 10 21.0% | - HEAT SHOCK PROTEIN 70 FAMILY: Q10265.
gg fé%lé o4 2 19.7% | : 40S RIBOSOMAL PROTEIN S30: 014314:042952:
RPS30-2,
SPBC19G7.03C, 2 19.7% | : 40S RIBOSOMAL PROTEIN S30: 014314:042952:
YSPRS30
. GLYCERALDEHYDE 3-PHOSPHATE
GPD3, SPBC354.12 4 191% | DEHYDROGENASE: 043026;
RPS17-1, SPBC839.05C 2 18.3% | - 40S RIBOSOMAL PROTEIN S17: :NOACC,
RPL17, SPBC2F12.04 2 18.2% | - 60S RIBOSOMAL PROTEIN L17: 014339:059794;
RPL26, SPBC29B5.03C 2 175% | - 60S RIBOSOMAL PROTEIN L26: P78946:
RPS14-1, SPAC3H5.05C 2 17.3% | - 40S RIBOSOMAL PROTEIN S14: O14150;
RPS14-2, 2 17.3% | - 40S RIBOSOMAL PROTEIN S14: 014150




SPBC18H10.13

RPS5, SPAC8C9.08 2 17.2% - 40S RIBOSOMAL PROTEIN S5: 014277,
RPS5-2, SPAC328.10C 2 17.2% - 40S RIBOSOMAL PROTEIN S5: Q9P3TG6;
RPL28-1, SPBC776.11 3 16.9% : 60S RIBOSOMAL PROTEIN LL28B 27A: P57728,;
RPL28-2, SPCC5E4.07 3 16.9% : 60S RIBOSOMAL PROTEIN L27A.2/L28A: P36585;
RPS13, SPAC6F6.07C 2 16.6% - 40S RIBOSOMAL PROTEIN S13: P28189;
gggéi;ﬁ)lO.llC 2 15.8% - 40S RIBOSOMAL PROTEIN S18: 094754,
RPS18-2
! : RIBOSOMAL PROTEIN SUBUNIT S18 40S
ggggégggogéc’ 2 15.8% RIBOSOMAL PROTEIN S18: 094754; Q9USH4,
igkiﬁ’:;f;iw'lgc’ 4 15.0% : 60S RIBOSOMAL PROTEIN L2A:
SPACZiEl ' P08093;P14067;P36593;Q9UU31;
RPL8-3, SPBC839.04, 4 15.0% : 60S RIBOSOMAL PROTEIN L8:
RPK5-B, RPKD4 ' P08093;P14067,P36593;Q9UU31;
RPL8-2, SPBC2F12.07C, 4 15.0% : 60S RIBOSOMAL PROTEIN L8 OR L2:
RPK37, RPK5B ' P08093;P14067,P36593;Q9UU31;
: 60S RIBOSOMAL PROTEIN L28/L44; NO
igtgg’ SPAC1687.06C, 2 14.9% APPARENT S. CEREVISIAE ORTHOLOG:
014069;P36585;
: DNA DAMAGE CHECKPOINT PROTEIN; 14-3-3
RAD25, SPAC17A2.13C 3 14.8% PROTEIN; SIMILAR TO S. CEREVISIAE BMH2:
P42657,;
RPT3, SPCC576.10C 2 8.2% : 19S5 PROTEASOME REGULATORY SUBUNIT:
074894,
RPT6, SPBC23G7.12C, 2 7 7% : 19S5 PROTEASOME REGULATORY SUBUNIT:
LET1 ) P41836;
: PUATIVE MITOCHONDRIAL CHAPERONIN 60;
HSP60, SPAC12G12.04, 3 7 4% PUTATIVE SUCCINATE DEHYDROGENASE
MCP60 ' ASSEMBLY; HEAT SHOCK PROTEIN 60:
Q09864,0Q10285;
: PUTATIVE 3' TO 5' DNA/RNA HELICASE; POSSIBLY
INVOLVED IN RIBOSOMAL RNA PROCESSING;
POSSIBLY PROTEIN FOR SNORNA
SPBC83.08 2 7.1% ACCUMULATION; POSSIBLY REQUIRED FOR THE
PRODUCTION OF SNORNAS; SIMILAR TO S.
CEREVISIAE RVB1: 094692,
- SERINE RICH HYPOTHETICAL POSSIBLY NUCLEAR;
SEQUENCE ORPHAN; HAS LOW SIMILAR TO
HISTONE LIKE TRANSCRIPTION FACTORS, AND A
SPBC800.13 2 6.7% DEAD BOX HELICASE- BELOW THRESHOLD,;
SUBCELLULAR LOCALIZATION OF GFP
FUSION-NUCLEUS: Q9HGK9;
PMA1, SPAC1071.10C 4 6.5% : P-TYPE PROTON ATPASE: P09627;
RPT6, SPBC23G7.12C, 2 7 7% : 19S5 PROTEASOME REGULATORY SUBUNIT:
LET1 ) P41836;
RPT4, SPCC1682.16, 2 6.4% : 19S5 PROTEASOME REGULATORY SUBUNIT:
SPCC306.01 ) 074445,Q9Y7R2;
: PUTATIVE SULPHITE REDUCTASE; POSSIBLY
INVOLVED IN SULPHATE ASSIMILATION; CELL
ggﬁgig?ogéc’ 3 4.3% WALL ORGANISATION AND BIOGENESIS; SIMILAR
TO S. CEREVISIAE METS PUTATIVE FERREDOXIN
OXIDOREDUCTASE: 014167,
EFT2-1, SPAC513.01C, 2 43% : ELONGATION FACTOR 2:

SPAPYUK71.04C

014460,Q9USG7;Q9USZ9;QoUT64;




: ELONGATION FACTOR 2:

- 0,
EFT2-2, SPCP31B10.07 3% | 014460-09USGTQ0USZE:00UTEA:
- CONTAINS GLUTAMINE-DEPENDENT
CARBAMOYL- PHOSPHATESYNTHASE; CONTAINS
0 1
URAL, SPAC22G7.06C 41% | ASPARTATE CARBAMOYL TRANSFERASE: SIMILAR
TO S. CEREVISIAE URA2: Q09794:
;'P?gﬁ\zq%tﬂl‘mc' 310 | TRANSLATION INTIATION FACTOREIF-3
SPACE23.0 SUBUNIT: 013885;014164:P78791:Q9P6P4;
- 265 PROTEASOME REGULATORY SUBUNIT:
0,
MTS4, SPBP19A11.03C 31% | pa7048:09HDVT:
SPCC584.01C 2.7% | : PUTATIVE SULFITE REDUCTASE: Q09878:
- C2 DOMAIN FAMILY PROTEIN; SIMILAR TO S.
0 1
SPCP31810.06 21% | CEREVISIAE YMLO72C: QOUSGS:
“FATTY ACID SYNTHASE, SUBUNIT
LSD1, SPAC4A8.11C, 1.7% | ALPHA:014163:P78973:Q10289;Q96WT6:

FAS2

Q96WT7,Q96WTS,;




Table S4. List of proteins identified by mass spectrometry co-purifying with Dnt1-3HA-TAP from
wild-type cells [Yeast strain used: YDM2460 h+ dnt1-3HA-TAP leul-32 ura4-D18 ade6-210].

Protein Name/Locus #Umgue Sequence Descriptive Name
peptides | Coverage
SPCC1739 13 57 57 3% |ssa_12| | heat shock protein 70 family]|
Schizosaccharomyces pombe|chr3|
|11(dntl) hypothetical protein|
SPBC25D12.02¢c 54 51.3% Schizosaccharomyces pombe|chr 2] ||
Manual
|sks2|hscl|heat shock protein 70 family (PMID
0,
SPBC1709.05 18 48.9% 8973306) | Schizosaccharomyces pombe|chr 2]
SPAC23C11 11 17 47.0% |f:ka1|orb5_|ser|ne/threon|ne protein
kinase | Schizosaccharomyces pombe|chrl |
|ckbl1]|protein kinase CK2 complex (beta subunit)
SPAC1851.03 7 46.3% (regulatory subunit) (PMID
8264625) | Schizosaccharomyces pombe| chrl]
SPBC106.03 13 46.2% | | Ihypothetical protein| Schizosaccharomyces
pombe]chr 2|
|ssc1|sspl|heat shock protein 70 family (PMID
0,
SPAC664.11 30 45.0% 2123810)|Schizosaccharomyces pombe|chr 1]
SPCC576.08c 7 44.3% |rp§2| |40S ribosomal protein S2|
Schizosaccharomyces pombe|chr 3]
SPAC13G7.02¢ 40 41.9% |ssa_11| |heat shock protein 70 family|
Schizosaccharomyces pombe|chr 1]
SPAC17G8.10¢ 7 37 1% |dmal]|zinc finger protein| Schizosaccharomyces
pombe|chr 1]
|pfk1] |6-phosphofructokinase
0,
SPBC16HS.02 2t 36.7% (predicted) | Schizosaccharomyces pombe|chr 2]
SPAC22A12.15¢ 24 3620 | |PPLIbip|BiP (PMID 1373379
Schizosaccharomyces pombe|chr 1]
|efla-b| |translation elongation factor (alpha 2
SPAC23A1.10 21 35.9% subunit) (PMID 9099890)]| Schizosaccharomyces
pombe|chr 1]
|efla-a] |translation elongation factor 1 (alpha 1
SPCC794.09¢c 21 35.9% subunit) (PMID 9099890)]| Schizosaccharomyces
pombe|chr 3]
|efla-c| |translation elongation factor (alpha 1
SPB(C839.15c¢ 21 35.9% subunit) (PMID 9099890)]| Schizosaccharomyces
pombe|chr 2|
lgpd1]tdhl]glyceraldehyde 3-phosphate
SPBC32F12.11 7 35.7% dehydrogenase | Schizosaccharomyces pombe | chr
2]
SPRC11C11.06¢ 3 35.4% | | Ihypothetical protein| Schizosaccharomyces
pombe|chr 2|
|Isd1]fas2|fatty acid synthase (subunit alpha)
SPAC4A8.11c 42 33.6% (PMID 9693066)| Schizosaccharomyces
pombe]chr 1]
|rps1002|rps10-2, rps10B|40S ribosomal protein
0,
SPBP22HT.08 > 33.3% S10]Schizosaccharomyces pombe|chr 2]
SPBC32H8. 12¢ 12 32 0% |ac'_c1|cp58|act|n (PMID 1524835)]
Schizosaccharomyces pombe|chr 2]
SPCCL6A11.10c 2 30.2% |oc§8| |cytochrome b5 (predicted)|
Schizosaccharomyces pombe|chr 3]
SPCC5E4.05¢ 6 28.8% | | |abhydrolase family| Schizosaccharomyces




pombe|chr 3]

|fasl] | fatty acid synthase (subunit beta)

0,

SPAC926.09¢ 40 21.9% (predicted) | Schizosaccharomyces pombe|chr 1]

SPBC1815.01 6 26.7% |enol01]enol]enolase|Schizosaccharomyces
pombe]chr 2|
| | Imannose-1-phosphate

SPCC1906.01 5 26.4% guanyltransferase | Schizosaccharomyces
pombe|chr 3]

SPBC609.05 7 25.6% 1] |I_:ACT complex component|
Schizosaccharomyces pombe|chr 2]
|rpl2101]rpl21, rpl21-1]60S ribosomal protein

0,

SPBC365.03¢ 4 25.6% L21]Schizosaccharomyces pombe|chr 2|
|rip1] Jubiquinol-cytochrome-c reductase complex

SPBC16H5.06 3 25.4% (sensu Eukarya)| Schizosaccharomyces pombe|chr
2]

SPBCL6GS. 14c 5 25.3% |rp§3| | 40S ribosomal protein S3|
Schizosaccharomyces pombe|chr 2]

SPAC3AL2 14 5 25.3% |cam1| |calmodulin (PMID 3035538)|
Schizosaccharomyces pombe|chr 1]

SPAC17C9.09¢ 5 25.3% |tm_113| | protein translocase subunit|
Schizosaccharomyces pombe|chr 1]

SPACIF8.06 6 25,90 | I 1glycoprotein (predicted)| Schizosaccharomyces
pombe|chr 1]

SPBC3E7.02c 5 25,90 |hsp16| | heat shock protein|
Schizosaccharomyces pombe|chr 2]
lgpm1] |phosphoglycerate mutase (PMID

0,

SPAC26F1.06 4 25.1% 8110200) | Schizosaccharomyces pombe|chr 1]

|rpl501 | rpl5-1, rpl5]60S ribosomal protein
0,

SPAC3HS.12¢ 6 24.8% L5]Schizosaccharomyces pombe]| chr 1]

SPBC11C11.09¢ 6 24.8% |rp|502_|rp|5-2, rpl5b|60S ribosomal protein
L5]Schizosaccharomyces pombe]| chr 2|

SPAC17A2 13¢ 5 24.8% |rad25] | 14-3-3 protein| Schizosaccharomyces
pombe|chr 1]
| | INADH-cytochrome reductase

0,

SPACLTH9.12¢ 4 24.8% (predicted) | Schizosaccharomyces pombe|chr 1]

|ancl]]adenine nucleotide carrier (PMID
0,

SPBCS30.10c 5 24.5% 8675018) | Schizosaccharomyces pombe| chr 2|

SPACAH3.10c 9 24.4% |py!<1| | pyruvate kinase (predicted)|
Schizosaccharomyces pombe]chrl]
|met3|SPBC28F2.01c]sulfate adenylyltransferase

0,

SPBC27.08¢ ! 24.1% (predicted)| Schizosaccharomyces pombe|chr 2]
|rps401|rps4-1, rps4, SPBC25H2.17¢]40S

SPBC19F8.08 5 24.0% ribosomal protein S4A/S4.1] Schizosaccharomyces
pombe|chr 2|
|rps402|rps4-2]40S ribosomal protein

0,

SPBC21810.10 > 24.0% S4]Schizosaccharomyces pombe|chr 2|

SPAC22H12.04c 5 23.8% |rp5102_| rpsl-2, rps3a-2]40S ribosomal protein
S3a]Schizosaccharomyces pombe|chr 1]

SPAC13G6.02¢ 5 23.8% |rp5101_| rpsl-1, rps3a-1]40S ribosomal protein
S3a]Schizosaccharomyces pombe|chr 1]
|rpp0] | 60S acidic ribosomal protein

0,

SPCC18.14c 4 23.7% (predicted) | Schizosaccharomyces pombe|chr 3]

|rpl1001]rpl10-1]60S ribosomal protein

0,
SPBC18ES.04 > 23.5% L10]Schizosaccharomyces pombe|chr2 |
SPAP7G5.05 5 23.5% |rpl1002]rpl10-2]60S ribosomal protein

L10]Schizosaccharomyces pombe|chr 1 |




|rpl1702]rpll7-2, rpl17]60S ribosomal protein

0,
SPCC364.03 ! 23.0% L17]Schizosaccharomyces pombe|chr 3|
SPCCAG3.13¢ 2 29 3% | | ICUE domain protein| Schizosaccharomyces
' ' pombe|chr 3|
|rpl701|rpl7a]60S ribosomal protein L7a
0,
SPBC29A3.04 8 22.0% (L8) | Schizosaccharomyces pombe|chr2 |
SPRC1703.13¢ 4 21.9% | | Imitochondrial carrier| Schizosaccharomyces
' ' pombe]|chr 2|
| | ICOP9/sighalosome complex (subunit 6)
0,
SPBCAC3.07 4 21.9% (predicted) | Schizosaccharomyces pombe|chr 2|
| | Isulfite reductase NADPH flavoprotein subunit
0,
SPCC584.01c 16 21.8% (predicted) | Schizosaccharomyces pombe|chr 3]
[rpp201|rpp2, rpp2-1]60S acidic ribosomal
SPBP8B7.06 2 21.8% protein (P2A subunit)| Schizosaccharomyces
pombe|chr 2|
|rpt3] ] 19S proteasome regulatory
0,
SPCC576.10c > 21.6% subunit|Schizosaccharomyces pombe|chr 3]
|rpl1701|rpll7, rpl17-1]60S ribosomal protein
0,
SPBC2F12.04 S 21.4% L17]Schizosaccharomyces pombe|chr 2|
SPAC29A4.04¢ 7 21.3% | | 1TruB family|Schizosaccharomyces pombe|chr
. : 1
| | |cofactor for methionyl-and glutamyl-tRNA
SPAC30C2.04 7 21.3% synthetases (predicted) | Schizosaccharomyces
pombe|chr 1]
SPBC2D10.08c 4 21.1% | | Imitochondrial ribosomal protein L4|
) ' Schizosaccharomyces pombe|chr 2]
|apcl3|SPBCIB6.12c|anaphase-promoting
SPBC28E12.01c 2 20.7% complex (APC) (PMID 12477395)]
Schizosaccharomyces pombe|chr 2]
lgpd3] |glyceraldehyde 3-phosphate
SPBC354.12 4 20.6% dehydrogenase | Schizosaccharomyces pombe|chr
2]
SPCC285.17 8 20.6% |spp27|uaf30]transcription factor|
' ' Schizosaccharomyces pombe|chr 3]
|garl|SPBC25H2.01cribonucleoprotein (RNP)
SPBC20F10.01 3 20.6% complex (PMID 8502556)| Schizosaccharomyces
pombe|chr 2|
SPBC16G5.11¢ 2 20.5% |baglOl|bagl-a, bagl|BAG-family|
Schizosaccharomyces pombe|chr 2]
SPAC1E7.04 5 20.3% Irhol] |small GTPase| Schizosaccharomyces
' ' pombe]|chr 1]
| | Iserine hydroxymethyltransferase
0,
SPAC24C9.12¢ 6 19.9% (predicted) | Schizosaccharomyces pombe|chr 1]
|tom70] | mitochondrial outer membrane
SPAC6B12.12 7 19.7% translocase complex (predicted)|
Schizosaccharomyces pombe|chr 1]
SPACE94.02 24 19.6% 1] |pEAD/DEAH box helicase|
Schizosaccharomyces pombe|chr 1]
SPCC306.08c 3 19.6% | | Imalate dehydrogenase (predicted)|
' ' Schizosaccharomyces pombe|chr3 |
SPAC30C2.02 3 19.5% |mmd1 ] |HEAT repeat] Schizosaccharomyces
' ' pombe]|chr 1]
SPBC2D10.10c 3 19.3% |fib1|fib]fibrillarin]|Schizosaccharomyces
) ' pombe]|chr 2|
|tif512] | translation initiation factor|
SPBC336.10c 2 19.1%

Schizosaccharomyces pombe|chr 2]




| | Ichaperone regulator activity

SPBC1734.11 > 18.9% (predicted) | Schizosaccharomyces pombe|chr 2]

SPBP19A11.03c 10 18.7% |mts4_|rpn1_|19S proteasome regulatory
subunit|Schizosaccharomyces pombe|chr 2]

SPCC13B11.01 5 18.6% |ad_h1|adh|alcohol dehydrogenase|
Schizosaccharomyces pombe|chr3]

SPAC19G12.08 4 18.4% 1] |1_‘atty acid hydroxylase (predicted)|
Schizosaccharomyces pombe|chr 1]
|rp12802]rpl28-2]60S ribosomal protein

SPCCSEA.07 2 18.2% L27a.2/L28A|Schizosaccharomyces pombe|chr 3]

SPACSE11.02¢ 4 18.1% |rac_124| |involved in DNA repair|
Schizosaccharomyces pombe|chr 1]

SPACL7A5. 15¢ 8 17.9% 1] |g|utamate-tRNA ligase (predicted)|
Schizosaccharomyces pombe|chr 1]

SPBC29A3.18 3 17.9% |cy'F1| |cytochrome c1 (predicted)|
Schizosaccharomyces pombe|chr 2]
|hmt2|cadl|sulfide-quinone

SPBC2G5.06¢ 5 17.6% oxidoreductase | Schizosaccharomyces pombe|chr
2|

SPAC19G12.06c 2 17.6% |hta2] | histone H2A (beta)| Schizosaccharomyces
pombe|chrl]
|htal] |histone H2A (alpha) (PMID

SPCc622.08c 2 17.4% 3018512) | Schizosaccharomyces pombe|chr 3]
|B22918-1]|B22918

SPAC18G6.12¢ 3 17.5% domain|Schizosaccharomyces pombe|chr 1]

SPBC14F5.03¢ 1 17 4% |kap123] | karyopherin|Schizosaccharomyces
pombe|chr 2|

SPRC1718.04 7 17.3% 1] |phosphate acyltransferase (SMART)|
Schizosaccharomyces pombe|chr2]

SPCC1281.06¢ 4 16.9% 1] |§1cyl-coA desaturase (predicted)|
Schizosaccharomyces pombe|chr3]

SPAC3A11.10c 5 16.9% 1] |microsomal dipeptidase (predicted)|
Schizosaccharomyces pombe]chrl]

SPAC9 07¢ 4 16.9% H | GTP binding | Schizosaccharomyces pombe|chr

SPBC36B7.07 2 16.9% ;tllgl| | SNARE | Schizosaccharomyces pombe|chr

SPBC36B7.07 2 16.9% ;tllgl| | SNARE | Schizosaccharomyces pombe | chr
| | IRNase P and RNase MRP subunit

SPCC16c4.05 2 16.9% (predicted) | Schizosaccharomyces pombe|chr 3]
|grx5] |arsenate reductase (glutaredoxin) activity

SPBC26H8.06 2 16.8% (predicted) | Schizosaccharomyces pombe|chr 2|
|pcsl] monopolin complex component

SPACI1E3.03 2 16.7% (predicted) | Schizosaccharomyces pombe|chr 1]

SPCC970.03 5 16.6% 1] |(_:ytochrome b5 reductase (predicted)|
Schizosaccharomyces pombe|chr3]

SPAC227.02¢ 3 16.6% 1] |(_:onserved eukaryotic protein|
Schizosaccharomyces pombe]chrl]

SPAC13A11.02¢ 4 16.4% |cypSl| |cytochrome p45051 (predicted)|
Schizosaccharomyces pombe]chrl]

SPAC57A10.12¢ 6 16.3% |ur§13| |dihydroorotate dehydrogenase|
Schizosaccharomyces pombe]chrl]

SPAC3A11.07 9 16.2% | | INADH dehydrogenase (predicted)|

Schizosaccharomyces pombe|chrl]




| | galactosyltransferase | Schizosaccharomyces

SPBC8D2.17 3 16.0%
pombe|chr 2|
SPAC23C11.17 4 15.9% 1] |(_:onserved eukaryotic protein|
Schizosaccharomyces pombe|chrl]
SPAPB1A11.02 5 15.9% 1] |_esterase/lipase (predicted)|
Schizosaccharomyces pombe|chr 1]
|pmal]|P-type proton ATPase (PMID
SPAC1071.10c o 15.5% 12707717)|Schizosaccharomyces pombe|chr 1]
SPBC26H8.08¢ 4 15.3% 1] |_GTPase activity (predicted)|
Schizosaccharomyces pombe|chr2]
SPBC31F10.06¢ 5 15.3% |sarl] |GTP binding]Schizosaccharomyces
pombe|chr 2|
SPAC1B1.02¢ 5 15.1% | | INAD kinase (predicted)| Schizosaccharomyces
pombe|chrl]
SPAC26FL 07 5 15.0% | | laldo/keto reductase| Schizosaccharomyces
pombe|chrl]
| | luracil phosphoribosyltransferase
SPAC1399.04c 2 15.0% (predicted) | Schizosaccharomyces pombe|chr 1]
|arg5] | carbamoyl-phosphate synthase
SPBCS6F2.09¢ 3 14.9% (predicted) | Schizosaccharomyces pombe|chr 2]
SPAC644.15 5 14.7% |rpp1_01|rppl-1|608 acidic ribosomal
protein|Schizosaccharomyces pombe|chr 1]
SPBC3B9 13¢ 5 14.5% |rpp1_02|rppl-2|608 acidic ribosomal
protein|Schizosaccharomyces pombe|chr 2|
SPBC16H5.08¢c 4 14.6% | | |ATPase | Schizosaccharomyces pombe|chr 2]
SPBC1773.10c 5 14.6% 1] |§sparagine-tRNA ligase (predicted)|
Schizosaccharomyces pombe|chr2 |
| btf3] | nascent polypeptide-associated complex
SPAC4F10.14c 2 14.6% (predicted) (PMID 8809106)]|
Schizosaccharomyces pombe|chrl]
|ppbl]|serine/threonine protein phosphatase
SPBP4H10.04 4 14.4% (catalytic subunit)| Schizosaccharomyces
pombe|chr2|
SPAC22G7.06¢ 20 14.3% Jural] JATP binding|Schizosaccharomyces
pombe|chr 1]
atp2| |F1-ATPase (beta subunit) (PMID
SPAC222.12c¢ 6 14.3% !322%5I5IZ)|Schizosa(ccharomyces)p(ombe| chr 1]
| | | protein kinase CK2 complex (regulatory
SPBC2G5.02¢ 4 14.2% subunit) (predicted)| Schizosaccharomyces
pombe|chr2|
|sam1] | S-adenosylmethionine synthetase (PMID
SPBC14F5.05¢ 3 14.1% 10620770)] Schizosaccharomyces pombe|chr2]
SPBC83.08 5 14.0% | | AAA family ATPase| Schizosaccharomyces
pombe|chr2|
| | |dihydrolipoamide S-succinyltransferase (e2
SPBC776.15¢ 4 13.7% component of (_)xoglutarate dehydrogenase
complex) (predicted) | Schizosaccharomyces
pombe|chr 2|
|prol] Jgamma-glutamyl phosphate reductase
SPACB21.11 4 13.7% (predicted)| Schizosaccharomyces pombe|chrl]
| | Imitochondrial ribosomal protein
SPBC13G1.01c 3 13.5% S4]Schizosaccharomyces pombe|chr2|
|sec28] |coatomer (epsilon subunit)
SPBC24C6.05 2 13.5% (predicted) | Schizosaccharomyces pombe|chr 2]
SPAC23G3.06 4 13.4% | | Iribonucleoprotein (RNP) complex (predicted)

(PMID 12068309)| Schizosaccharomyces




pombe|chrl]

|snzl1]|involved in pyridoxine metabolism

SPAC29B12.04 2 13.2% (predicted) | Schizosaccharomyces pombe|chr 1]
| | Itopoisomerase associated protein

SPBC19G7.10c 6 13.0% (predicted) | Schizosaccharomyces pombe|chr 2|

SPAC323.02¢ 2 13.0% 1] |2_OS proteasome component (alpha 5)
| Schizosaccharomyces pombe|chrl]
|dlpl]coql]decaprenyl diphosphate synthase

SPAC19G12.12 2 12.9% (subunit 2) (PMID 14519123)]
Schizosaccharomyces pombe]chrl]
| | Imannosyltransferase complex

SPAC4F10.10c 3 12.8% (predicted) | Schizosaccharomyces pombe|chr 1]

SPBC17D1.06 4 12.5% 1] |pEAD/DEAH box helicase|
Schizosaccharomyces pombe|chr2]

SPAC1B2.03c 2 12.3% 1] |_GNSJ/SUR4 family protein|
Schizosaccharomyces pombe|chrl]

SPBC16E9 14c¢ 2 12.2% | | Ication efflux family| Schizosaccharomyces
pombe|chr2|

SPRC1A4.05 8 12.1% | | Ihypothetical protein] Schizosaccharomyces
pombe|chr2|

SPBPAH10 18¢ 2 12.1% | | Ihypothetical protein| Schizosaccharomyces
pombe|chr2|

SPBC27B12.09¢ 5 11.9% ;ll |transporter|Schizosaccharomyces pombe|chr

SPBC1539.09¢ 4 11.7% |trpl] _|anthranilate synthase (component
I1)] Schizosaccharomyces pombe|chr2|

SPCCT94.12¢ 4 11.7% |mae2] |malic enzyme| Schizosaccharomyces
pombe|chr3]|

SPBC106.06 2 11.6% |cc'F4| | chaperonin-containing T-complex|
Schizosaccharomyces pombe|chr2]
| | Imevalonate kinase activity

SPAC13G6.11c 4 11.6% (predicted) | Schizosaccharomyces pombe|chr 1]
| his1] JATP phosphoribosyltransferase (PMID

SPAC25610.05¢ 4 11.6% 7732725)|Schizosaccharomyces pombe|chr 1]

SPBC19C7.12¢ 3 11.5% 1] |mannosyltransferase (predicted)|
Schizosaccharomyces pombe|chr2]

SPAC2F3.02 2 11.5% | ITPR repeat protein] Schizosaccharomyces
pombe|chrl]

SPBC18H10.17¢ 2 11.4% | | Isequence orphan| Schizosaccharomyces
pombe|chr2|
|[nda3]benl, alp12]tubulin (beta) (PMID

SPBC26H8.07c 2 11.2% 6094012) | Schizosaccharomyces pombe|chr 2]

SPAC22F3.09¢ 3 11.1% |m(_:sl |res2, pctl]transcription factor|
Schizosaccharomyces pombe|chrl]
| ISPAC4C5.05c]sulfite reductase

SPACIOF6.01c 10 11.0% (predicted) | Schizosaccharomyces pombe|chr 1]

SPBC1105.02¢ 3 11.0% |Iys_4| |homocitrate synthase (predicted)|
Schizosaccharomyces pombe|chr2]

SPACAH3.01 4 11.0% | | IDNAJ domain protein| Schizosaccharomyces
pombe|chrl]

SPAC17G6.13 3 10.9% |s|t_1| |involved in response to drug|
Schizosaccharomyces pombe]chrl]
|rpl1502]rpl15-2]60S ribosomal protein

SPAC1783.08¢ 2 10.9% L15b]Schizosaccharomyces pombe|chrl |

SPCC576.11 2 10.9% |rpl15]]60S ribosomal protein L15]




Schizosaccharomyces pombe|chr3]

|secl17]]alpha SNAP]| Schizosaccharomyces

SPAC959.02 10.7%
pombe|chrl]
SPACE37.10c 10.7% |pusl!rpnl(_)|l98 proteasome regulatory
subunit]Schizosaccharomyces pombe|chr 1]
SPBC146.14¢ 10.6% |sec26]SPBC337.01c|adaptin|Schizosaccharomyc
es pombe|chr 2|
|eft201]eft2-1, etf2, SPAPYUK71.04c] translation
SPAC513.01c 10.5% elongation factor 2 (PMID
9099890) | Schizosaccharomyces pombe]| chrl]
|eft202] | translation elongation factor 2 (PMID
SPCP31810.07 10.5% 9099890) | Schizosaccharomyces pombe|chr 3]
SPAC16ES.10c 10.4% 1] |mitochondrial ribosomal protein S7|
Schizosaccharomyces pombe|chrl]
SPBC18H10.03 10.3% |tif_35| |translation initiation factor|
Schizosaccharomyces pombe|chr2]
SPBC3E7.15¢ 10.2% | |SI_:’BC4F6.020|LAGl domain|
Schizosaccharomyces pombe|chr2|
SPAC26A3.16 10.2% |dp_h1| |ubiquitin family protein|
Schizosaccharomyces pombe]chrl]
SPRC14F5.02 10.1% | | Isequence orphan| Schizosaccharomyces
pombe|chr2|
SPBC31A8.01c 10.1% |cw|1_|rtnl,_SPBC651.13C|reticulon-like
protein|Schizosaccharomyces pombe|chr 2|
|1 lsimilar to S. pombe SPCC61.05 and
SPCC569.06 10.0% SPAC26H5.07C]Schizosaccharomyces pombe|chr
Ell
SPAC12G12.07¢ 10.0% | | Ihypothetical protein| Schizosaccharomyces
pombe|chrl]
lilvl] Jacetolactate synthase subunit (PMID
SPBP35G2.07 9.9% 8299177)]Schizosaccharomyces pombe|chr 2]
|tif213] | translation initiation factor 2 (gamma
SPBC1769.09 9.9% subunit) | Schizosaccharomyces pombe|chr 2|
SPCC1795.03 9.9% |grr_151| | UDP-galactose transporter|
Schizosaccharomyces pombe|chr3]
SPBC17A3.04¢ 9.8% 1] |methionine-tRNA ligase (predicted)|
Schizosaccharomyces pombe|chr2]
SPAC1834.11¢ 9.8% |sec18] | AAA family ATPase| Schizosaccharomyces
pombe|chrl]
SPBC11B10.01 9.8% | |SPB_(:32H8.14|egcosyI transferase family
1]Schizosaccharomyces pombe| chr 2|
| | Iproteasome interacting protein
SPBC13E7.08¢ 9.8% (predicted) | Schizosaccharomyces pombe|chr 2|
| | Jurease accessory protein UREG
SPCPB16A4.05¢ 9.8% (1SS) | Schizosaccharomyces pombe|chr3 |
SPRC12D12.03 9.7% |cc'F1| | chaperonin-containing T-complex|
Schizosaccharomyces pombe|chr2]
SPAC3HS.02 9.7% 1] |§ec14 cytosolic factor family|
Schizosaccharomyces pombe]chrl]
SPAC20H4.06¢ 9.6% | | Ihypothetical protein| Schizosaccharomyces
pombe|chrl]
SPCC1840 03 9.5% |sal3|psel]karyopherin|Schizosaccharomyces
pombe|chr 3]
SPBC215.03¢ 9.5% |csnl] |COP9/signalosome complex (subunit

1)]Schizosaccharomyces pombe| chr 2]




|rnc1] |RNA-binding protein|

0,
SPCCT57.0%¢ 9.5% Schizosaccharomyces pombe|chr3]
|fbal] |fructose-bisphosphate aldolase (PMID
0,
SPBC19C2.07 9.5% 8286404)|Schizosaccharomyces pombe|chr 2|
SPBC1289.06¢ 9.4% | | Isequence orphan| Schizosaccharomyces
pombe|chr2|
| | lacetohydroxyacid reductoisomerase
0,
SPBCS6F2.12 9.4% (predicted) | Schizosaccharomyces pombe|chr 2]
| | Ilong-chain-fatty-acid-CoA ligase activity
0,
SPBP4H10.11c 9.3% (predicted) | Schizosaccharomyces pombe|chr 2]
|Ichb2|SPAC2C4.02]serine palmitoyltransferase
SPAC21E11.08 9.3% (PMID 8921873) (predicted) | Schizosaccharomyces
pombe]chr 1]
SPBC17G9.05 9.3% lcyp6] | cyclophilin]Schizosaccharomyces
pombe|chr 2|
| | Itranscription elongation factor complex
0,
SPBC19G7.16 9.3% (predicted)| Schizosaccharomyces pombe|chr2]
SPCC16ALL 16¢ 9.3% | I 1glycoprotein (predicted)| Schizosaccharomyces
pombe|chr3]|
SPAC1851.02 9.3% | | Ifatty acyltransferase| Schizosaccharomyces
pombe|chrl]
|sum2] Jinvolved in G2/M transition checkpoint
SPBC800.09 9.2% (required) (PMID 9832516)| Schizosaccharomyces
pombe|chr2|
SPBC25B2 03 9.0% | I 1zinc finger protein| Schizosaccharomyces
pombe|chr2|
| ISPBC29A3.20c | serine palmitoyltransferase
SPBC18E5.02¢ 9.0% (subunit) (predicted) | Schizosaccharomyces
pombe|chr 2|
|sec61] |translocon (alpha subunit) (predicted)
SPBC354.02¢ 9.0% (PMID 9427389)| Schizosaccharomyces
pombe|chr2|
SPBC32H8.03 9.0% |be_m46| |suppressor of bem1]|
Schizosaccharomyces pombe|chr2]
SPACIF7 05 8.9% |cd§:22| |ribonucleoside reductase|
Schizosaccharomyces pombe]chrl]
| tef3|EF-3|translation elongation factor activity
SPCC417.08 8.7% (TAS) (PMID 9099890)| Schizosaccharomyces
pombe|chr3]|
SPAC3C7.08¢ 8.5% |elf1] JAAA family ATPase| Schizosaccharomyces
pombe|chrl]
SPBC17D11.05 8.5% |t|f_32| |translation initiation factor|
Schizosaccharomyces pombe|chr2]
SPBC16D10.07¢ 8.5% |5|r_2| | transcriptional regulator|
Schizosaccharomyces pombe|chr2|
SPBC29B5.04c 8.4% 1] |(_:onserved fungal protein|
Schizosaccharomyces pombe|chr2]
SPCC1840.08¢ 8.4% 1] |prote|n Q|sulf|de isomerase oxidoreductase
family| Schizosaccharomyces pombe|chr3|
SPBC646.11. 8.4% |cc'F6| | chaperonin-containing T-complex|
Schizosaccharomyces pombe|chr2]
SPAC17H9.05 8.4% |ebp2| | P40-like | Schizosaccharomyces
pombe|chr 1]
SPAC922 07¢ 8.3% 1] |§1Idehyde dehydrogenase (predicted)|
Schizosaccharomyces pombe]chrl]
SPAC926.04c 8.2% |swol]hsp90]|chaperone activity|




Schizosaccharomyces pombe|chrl]

| | Iphytochelatin synthetase (PMID 10368185)

SPAC3H1.10 8.2% (PMID 10369673)] Schizosaccharomyces
pombe|chrl]
SPBCAC3.09 8.20 1] |galactosyltransferase family 8]
Schizosaccharomyces pombe|chr2]
SPAC926.08¢ 8.2% | | IRNA-binding protein| Schizosaccharomyces
pombe|chrl]
|gaf1]SPCC417.01c]|transcription factor (PMID
SPCC1902.01 8.1% 9714831)|Schizosaccharomyces pombe|chr 3|
| | 1triglyceride lipase-cholesterol esterase
SPBC16A3.12¢ 8.1% (predicted) | Schizosaccharomyces pombe|chr 2]
SPBC887 10 8.0% |m(_:s4| | mitotic catastrophe suppressor |
Schizosaccharomyces pombe|chr2]
SPAC6G.03c 8.0% | | Ihypothetical protein] Schizosaccharomyces
pombe|chrl]
| | Ihypothetical protein|
SPAP8A3.13c 7.9% Schizosaccharomyces pombe|chrl]]]
Manual
|rpt6]letl]19S proteasome regulatory
SPBC23G7.12¢ 7.9% subunit]Schizosaccharomyces pombe|chr 2]
SPBC19C7 06 7 8% 1] |proline-tRNA ligase (predicted)|
Schizosaccharomyces pombe|chr2]
SPAC3E10.03 7 8% | I 1glycine tRNA-ligase| Schizosaccharomyces
pombe|chrl]
|erg9] |squalene synthase (PMID
SPBC646.05¢ 7.8% 8474436)|Schizosaccharomyces pombe]| chr 2|
| | Isaccharopine dehydrogenase [NADP+,
SPBC3B8.03 7.8% [-glutamate forming] (predicted)|
Schizosaccharomyces pombe|chr2]
|rpn6] ] 19S proteasome regulatory
SPAC23G3.11 7.8% subunit]Schizosaccharomyces pombe|chr 1]
| ISPAC8EL11.11|N-methyltransferase
SPAC26A3.17c 7.8% (predicted) | Schizosaccharomyces pombe|chr 1]
SPAPB1E7.09 7.7%
SPBCL6A3.15¢ 7 7% |nda2] Jtubulin (alpha 1)] Schizosaccharomyces
pombe|chr2|
SPAC1006.07 7 7% 1] |'_cranslation initiation factor|
Schizosaccharomyces pombe|chrl]
SPBC646.09¢ 7 6% |yiq6|int6|translation initiation factor|
Schizosaccharomyces pombe|chr2]
SPCC1795.11 7 5% |su_m3|ded1_, slh3, moc2 | DEAD/DEAH box
helicase | Schizosaccharomyces pombe|chr 3]
SPAC1786.03 7 5% |cut11|SPAC24_C9.0l|Iocalization nuclear
membrane | Schizosaccharomyces pombe|chr 1]
| | Iphenylalanine-tRNA ligase (beta subunit)
SPAC23AL.12¢ 7.5% (predicted)| Schizosaccharomyces pombe|chrl]
SPAC3ALL 12¢ 7 5% |rpt5 |_pam2: tbp1]19S proteasome regulatory
subunit]Schizosaccharomyces pombe|chr 1]
| | 12-hydroxyacid dehydrogenase
SPAC186.02¢ 7.5% (predicted) | Schizosaccharomyces pombe|chr 1]
SPBC19G7 13 7 4% yl | Myb family|Schizosaccharomyces pombe|chr
SPCC1259.09¢ 7 204 | | Ipyruvate dehydrogenase protein x component

(predicted)| Schizosaccharomyces pombe|chr3]




| | IMC oxaloacetate transporter
SPAC139.02¢ 2 7.2% (putative) | Schizosaccharomyces pombe|chr 1]
SPAC18G6.05¢ 13 7 1% H |HEAT repeat|Schizosaccharomyces pombe|chr
SPBC30B4.05 4 7 1% | | Ikaryopherin (predicted)| Schizosaccharomyces
pombe|chr2|
Ippp1|SPBC25D12.01c|localization nucleolus
SPBC19F5.05¢ 3 7.1% (predicted)| Schizosaccharomyces pombe|chr2]
SPAC18B11.02¢ 2 7 1% 1] |pRAP deaminase activity (predicted)|
Schizosaccharomyces pombe]chrl]
| | llong-chain fatty acid transporter
SPCC1827.03¢ 2 7.0% (predicted) | Schizosaccharomyces pombe|chr 3]
SPACAD7.05 2 7 0% |sum1|tif34|translation initiation factor|
Schizosaccharomyces pombe|chrl]
SPACY.09 3 6.9% 1] |homocysteine methyltransferase|
Schizosaccharomyces pombe|chl]
|nbsl1] |FHA domain (phosphopeptide
SPBC6B1.09¢ 2 6.9% binding) | Schizosaccharomyces pombe|chr 2]
SPAC31A2.12 5 6.9% | | arrestin family | Schizosaccharomyces
pombe|chr 1]
SPACAAS.06C 2 6.7% | | esterase (predicted)| Schizosaccharomyces
pombe|chrl]
SPACLES.07¢ 3 6.7% 1] |pyruvate decarboxylase (predicted)|
Schizosaccharomyces pombe|chrl]
SPBC2G5.01 2 6.7% | | Ihypothetical protein| Schizosaccharomyces
pombe|chr2|
SPAP8A3.09¢ 2 6.6% |paa1_| |prot_ein phosphotase regulatory
subunit]Schizosaccharomyces pombe|chr 1]
SPCC553.10 5 6.6% | | Iserine-rich protein| Schizosaccharomyces
pombe|chr3]|
SPACIEY.12¢ 4 6.5% | | Itransporter activity| Schizosaccharomyces
pombe|chrl]
SPAC25G10 08 3 6.5% 1] |'_cranslation initiation factor|
Schizosaccharomyces pombe]chrl]
| ISPAC959.01 | glycosyl hydrolase family
SPACBELL.01c 2 6.5% 32]Schizosaccharomyces pombe|chrl]
[rpn501 | rpn5-a] 19S proteasome regulatory
SPAC1420.03 2 6.5% subunit (PMID 12783882)] Schizosaccharomyces
pombe|chrl]
|rpn502|rpn5-b | 19S proteasome regulatory
SPAPBBES.02¢ 2 6.5% subunit (PMID 12783882)| Schizosaccharomyces
pombe|chrl]
SPBC25H2.02 3 6.4% |th§1| |threonine-tRNA ligase (predicted)]
Schizosaccharomyces pombe|chr 2]
SPBP19AL1.07¢ 2 6.4y | |ISPBP4H10.02c|hypothetical
protein|Schizosaccharomyces pombe|chr 2|
SPBC17F3.02 5 6.4% |na_k1| |N-terminal protein kinase|
Schizosaccharomyces pombe|chr2|
SPBC1773.01 2 6.4% | | WD repeat protein| Schizosaccharomyces
pombe|chr2|
SPRC2D10 18 2 6.4% |abcl]cog8]ABCL family| Schizosaccharomyces
pombe|chr2|
|1 linvolved in nucleosome assembly
SPCC364.06 2 6.4% (predicted) | Schizosaccharomyces pombe|chr 3]
SPAC16.04 5 6.2% | 1zinc finger protein| Schizosaccharomyces
pombe|chrl]




|rpn3|SPBPI4664.07]19S proteasome regulatory

SPBC119.01 6.2% subunit|Schizosaccharomyces pombe|chr 2]
| | Iribonucleoprotein (RNP) complex (predicted)
SPBC646.10c 6.2% (PMID 12068309)| Schizosaccharomyces
pombe|chr2|
|rpt4] ] 19S proteasome regulatory
Spccles2.16 6.2% subunit|Schizosaccharomyces pombe|chr 3]
SPBP4H10.15 6.1% 1] |§1conitate hydratase (predicted)|
Schizosaccharomyces pombe|chr2]
SPACTDA4.11¢ 6.1% | | Ihypothetical protein| Schizosaccharomyces
pombe|chrl]
SPCP1E1L 11 6.1% | | IRNA-binding protein| Schizosaccharomyces
pombe|chr3]|
SPCC962.03c 6.1% |cutl5] |karyopherin| Schizosaccharomyces
pombe|chr 3]
|atpl] |F1-ATPase (alpha subunit) (PMID
SPAC14C4.14 6.0% 1824697) | Schizosaccharomyces pombe|chr 1]
SPAC56E4.04c 5.9% |cuf[6| |acetyl-CoA carboxylase|
Schizosaccharomyces pombe]chrl]
SPACLDA.11¢ 5.9% |!kh1|kic1!dual specificity protein
kinase | Schizosaccharomyces pombe|chr 1]
SPAC12B10.16¢ 5.9% | | Ihypothetical protein] Schizosaccharomyces
pombe|chrl]
SPAC3H1.05 5.9% 1] |_CAAX prenyl protease (predicted)|
Schizosaccharomyces pombe]chrl]
|orc5] Jorigin recognition complex (subunit
SPBC646.14c 5.9% 5)]Schizosaccharomyces pombe|chr 2]
| | Iphosphoserine aminotransferase
SPACIFL2.07 5.9% (predicted) | Schizosaccharomyces pombe|chr 1]
SPCCAG3.18 5 8% | | Ihypothetical protein| Schizosaccharomyces
pombe|chr3]|
SPCC895.07 5 8% |a|pl4| |localization spindle pole body|
Schizosaccharomyces pombe|chr3]
|leu2] | 3-isopropylmalate dehydratase
SPACIED.03 5-8% (predicted) | Schizosaccharomyces pombe|chr 1]
SPBP8B7.19 5 7% 1] |I_:ACT complex component]|
Schizosaccharomyces pombe|chr2]
SPCC1259.02¢ 5.7% 1] |§ predicted transmembrane helices|
Schizosaccharomyces pombe|chr3]
|nup107|SPBC582.11c|nucleoporin (PMID
SPBC428.01c 5.7% 11309419)]Schizosaccharomyces pombe|chr 2]
SPAC167.05 5 7% | |SPA_CS?A7_.01|Usp (universal stress protein)
domain|Schizosaccharomyces pombe|chr 1]
SPAC1420.01c 5.7% | |S_PAC56E4.08C | hypothetical protein|
Schizosaccharomyces pombe|chrl]
| | Itranslation initiation factor if-2
SPACS6F8.03 5.6% (predicted) | Schizosaccharomyces pombe|chr 1]
SPRC21H7.04 5 6% 1] |pEAD/DEAH box helicase|
Schizosaccharomyces pombe|chr2]
SPBC21C3.15¢ 5 6% | | laldehyde-dehydrogenase-like | Schizosaccharo
myces pombe|chr 2]
SPBP19A11.06 5 50 |Iid_2|SPBP4H10.01|transcription factor|
Schizosaccharomyces pombe|chr2]
SPBCAF6.17¢ 5 50 | | |AAA family ATPase| Schizosaccharomyces

pombe|chr2|




| ISPBC725.18¢| GTPase activity

SPBC6SL.01c 5-5% (predicted) | Schizosaccharomyces pombe|chr 2|
| | ICOPII-coated vesicle component

SPAC22F8.08 5-4% (predicted) | Schizosaccharomyces pombe|chr 1]
| | Itranslation elongation factor 1 (gamma

SPAC29A4.02c 5.4% subunit) (PMID 9099890)| Schizosaccharomyces
pombe|chrl]

SPAC26A3.05 5.3% |ch§:1| | clathrin heavy chain (predicted)|
Schizosaccharomyces pombe]chrl]

SPRC83.16¢ 5.3% | | lconserved protein| Schizosaccharomyces
pombe|chr2|

SPAC1DA.12 5 204 |rad15|rhp3!transcription factor TFIIH
complex]Schizosaccharomyces pombe|chr 1]

SPRC21.01 5 204 | |S_PBC776.19|hypotheticaI protein|
Schizosaccharomyces pombe|chr2]

SPRPIA664.06 5 1% |gp_t1| |glycosyl transferase family 8|
Schizosaccharomyces pombe|chr2]

SPBC17G9.11c 519 | IPyrillpyruvate carboxylase|
Schizosaccharomyces pombe|chr2]
|trt1] |telomerase catalytic subunit (PMID

SPBC29A3.14c 5.1% 9774280)]Schizosaccharomyces pombe|chr 2|

SPBC660.08 5 1% | | Isequence orphan| Schizosaccharomyces
pombe|chr2|
|crm1]caf2, SPAC1B2.01|chromosome region

SPAC1805.17 5.0% maintenance protein 1] Schizosaccharomyces
pombe|chrl]

SPBC3D6.13¢ 5.0% 1] |protein Qisulfide isomerase oxidoreductase
family] Schizosaccharomyces pombe|chr2]

SPRC1A4.09 5.0% | | lconserved protein| Schizosaccharomyces
pombe|chr2|
|scd2]ral3]involved in conjugation

SPAC22H10.07 5.0% (regulation) | Schizosaccharomyces pombe|chr 1]
| ISPBPB7E8.03 | HEAT repeat (ISS) (PMID

SPBC1105.01 4.9% 14729571)|Schizosaccharomyces pombe|chr 2|

SPRC17D1.07¢ 4.9% | | Icalcium binding protein| Schizosaccharomyces
pombe|chr2|

SPCP1E11.06 4.9% |apl4] Jadaptin (predicted)| Schizosaccharomyces
pombe|chr3]|

SPCC757.04 4.8% 1] |'_cranscriptional regulator (predicted)|
Schizosaccharomyces pombe|chr3]

SPCC1494 03 4.7% | | Ihypothetical protein| Schizosaccharomyces
pombe|chr3]|

SPAC328.01c 4.6% | |SI_3AC3A11.01|importin-beta family|
Schizosaccharomyces pombe|chrl]

SPAC1B3.13 4.6% | | IWD repeat protein| Schizosaccharomyces
pombe|chrl]

SPAPBSES.07¢ 4.5% H |HEAT repeat|Schizosaccharomyces pombe|chr

SPCCAG3. 12¢ 4.5% | I 1zinc finger protein| Schizosaccharomyces
pombe|chr3]|
|pma2|SPCC1393.01|P-type proton ATPase (PMID

SPCC1020.01c 4.4% 12707717)] Schizosaccharomyces pombe|chr3]|
| ISPAPB21F2.01]O-acyl transferase

SPAC24H6.01c 44% (predicted) | Schizosaccharomyces pombe|chr 1]

SPAC23A1.07 4.4% | 1zinc finger protein| Schizosaccharomyces

pombe|chrl]




| 1 linositol polyphosphate phosphatase

SPAC9GL.10c 4.3% (predicted) | Schizosaccharomyces pombe|chr 1]
SPAPB2CS.01 4.3% | I 1glycoprotein (predicted)| Schizosaccharomyces
pombe|chrl]
SPBC3BS.11 4.3% | | Ihypothetical protein| Schizosaccharomyces
pombe|chr2|
SPRC19C7 11 4.3% 1] |_CIC chloride channel (predicted)|
Schizosaccharomyces pombe|chr2|
SPBP8B7.20c 4.3% 1] |methyltransferase (predicted)|
Schizosaccharomyces pombe|chr2]
SPAC20G8.09¢ 4.9% | | lconserved protein| Schizosaccharomyces
pombe|chrl]
|sec231|sec23a, SPCC5E4.01|GTPase activating
SPCC31H12.07 4.2% protein (ISS)| Schizosaccharomyces pombe|chr3]|
SPBCAF6.13¢ 4.2% | | IWD repeat protein| Schizosaccharomyces
pombe|chr2|
SPBC337.08¢ 4.2% |ub_i4| |ubiquitin family protein|
Schizosaccharomyces pombe|chr2]
SPACEEG.06¢ 41% 1] |i_nvo|ved in cell polarity (predicted)]|
Schizosaccharomyces pombe]chrl]
SPCC550.11 41% 1] |RanBP?/importin-beta/Cselp family|
Schizosaccharomyces pombe|chr3]
SPBC20F10.05 41% | | Isequence orphan| Schizosaccharomyces
pombe|chr2|
|sec16] |involved in ER to Golgi
SPAC29812.07 4.0% transport] Schizosaccharomyces pombe|chr 1]
SPBC17G9.04c 4.0% |nu_p85| |nuclear pore complex|
Schizosaccharomyces pombe|chr2|
|pi030]SPBP22H7.01cion channel
SPBC69L.05¢ 4.0% (predicted) | Schizosaccharomyces pombe|chr 2|
SPBC13A2.04c 4.0% |ptr2| |PTR family peptide transporter|
Schizosaccharomyces pombe|chr2]
|upf2] Jinvolved in mRNA catabolism,
SPAC19A8.08 3.9% nonsense-mediated (required) (PMID
11073994) | Schizosaccharomyces pombe|chr 1]
SPBC25H2. 11c 3.9% | | Ibromodomain protein| Schizosaccharomyces
pombe|chr2|
|cdc20]pol2| DNA polymerase epsilon (catalytic
SPBC25H2.13c 3.8% subunit a) (PMID 9356477)] Schizosaccharomyces
pombe|chr2|
SPBC1105.08 3.8% |  IEMP70 family]Schizosaccharomyces
pombe|chr 2|
SPAC19B12.07¢ 3.8% | 1zinc finger protein| Schizosaccharomyces
pombe|chrl]
SPCC962.01 3.7% | |S_PCP31Bl0.09|C2 domain|
Schizosaccharomyces pombe|chr3]
| | ICOPII-coated vesicle component
SPBC4.03¢ 3.7% (putative) | Schizosaccharomyces pombe|chr 2]
SPRC21D10.09c 3.6% | I 1zinc finger protein| Schizosaccharomyces
pombe|chr2|
SPAC2F3.06¢ 3.6% |kap104] |karyopherin|Schizosaccharomyces
pombe|chr 1]
|1 linvolved in ribosome biogenesis and assembly
SPAC4F10.09¢ 3.6% (predicted)| Schizosaccharomyces pombe|chrl]
SPCC1223.07¢ 3.6% | | laspartate-tRNA ligase (predicted)|

Schizosaccharomyces pombe|chr3]




|exo2] |exonuclease Il (PMID 8781170)]

SPACLTAS.14 3.5% Schizosaccharomyces pombe]chrl]
SPAC29E6.10c 3.5% | |S_PAC30.14c|conserved protein|
Schizosaccharomyces pombe|chrl]
SPAC110.04c 3.5% |pss_1|ssp1_, SPAP14E8.01c|heat shock protein 70
family|Schizosaccharomyces pombe|chr 1]
SPCCB3.04 3.4% |m(_)k14| |a-1,3-glucan synthase|
Schizosaccharomyces pombe|chr3]
SPAC57A7.10¢ 3.4% |sec21] |adaptin|Schizosaccharomyces
pombe|chr 1]
SPBC20F10.07 3.4% | | Ihypothetical protein| Schizosaccharomyces
pombe|chr2|
SPBC947 15¢ 3.3% 1] |NADH dehydrogenase (predicted)|
Schizosaccharomyces pombe|chr2]
SPACAES.13¢ 3.90 {rln92| |IQGAP|Schizosaccharomyces pombe|chr
SPAC3G6.01 3.90 |hrp3] |CHD family | Schizosaccharomyces
pombe|chr 1]
SPAC1565.08 3.90 |cdf:48 | SPAC6F12.01| AAA family ATPase|
Schizosaccharomyces pombe]chrl]
|dis1] |microtubule-associated protein (PMID
SPCCT36.14 3.1% 7628693) | Schizosaccharomyces pombe|chr 3]
SPAC20G8.06 3.0% 1] |_CCR4-Not complex (predicted)|
Schizosaccharomyces pombe|chrl]
SPAC26E1.13¢ 3.0% 1] |I_eucine-tRNA ligase (predicted)|
Schizosaccharomyces pombe]chrl]
|arol] |pentafunctional aromatic
SPAC1834.02 2.9% polypeptide | Schizosaccharomyces pombe|chr 1]
SPCC18B5.01c 2 9% |bfr_1 | hba2_, SPCPJ732.04c| ABC transporter
family|Schizosaccharomyces pombe|chr 3|
SPAPYUK71.03c 2 9% H |C2 domain|Schizosaccharomyces pombe|chr
SPAPB15E9 01c 2 9% | |S_PAP818E9.060|hypothetical protein|
Schizosaccharomyces pombe]chrl]
SPAC2E7. 16¢ 2 8% ] |phospholipase D (predicted)|
Schizosaccharomyces pombe|chrl]
SPAC2G11.02 2 8% | | Ihypothetical protein| Schizosaccharomyces
pombe|chrl]
| | IRNA polymerase Il (elongator subunit)
SPBC36.07 2.1% (predicted) | Schizosaccharomyces pombe|chr 2|
SPAC13G6.01c 2 7% |rad8_|SPAC_5HlO.l4c|zinc finger
protein|Schizosaccharomyces pombe|chr 1]
|[mbol] Jinvolved in microtubule cytoskeleton
SPCC417.07c 2.6% organization and biogenesis (pers. comm. Sally
MckFall)| Schizosaccharomyces pombe|chr3]
|alp1] Jtubulin specific chaperone (cofactor
SPBCLIC11.04c 2.6% D) | Schizosaccharomyces pombe|chr 2|
SPBC211.03¢ 2 50 ;ll |Sec7 domain|Schizosaccharomyces pombe|chr
|fatl | SPAC15E1.01 ] actin-binding protein
SPACISA10.16 2.5% (predicted) | Schizosaccharomyces pombe|chr 1]
SPAC1071.02 2 4% 1] |i_nvo|ved in DNA repair (predicted)]
Schizosaccharomyces pombe]chrl]
|[rpb1] |DNA-directed RNA polymerase (Il subunit)
SPBC28F2.12 2.3% (large subunit) (PMID 2011520) |

Schizosaccharomyces pombe|chr2]




|rev3| |DNA polymerase zeta (catalytic

SPAC688.10 2.:3% subunit) | Schizosaccharomyces pombe|chr 1]

SPAC23C4.19 2 3% Ispt5] |_invo|ve_d in transcriptional
regulation|Schizosaccharomyces pombe|chr 1]

SPBC16D10.08c 2 3% | | AAA family ATPase| Schizosaccharomyces
pombe|chr2|

SPCC1919 10c 2 204 |myo52] |myosin (type V)| Schizosaccharomyces
pombe|chr3]|
| | IP-type ATPase (predicted) (PMID

SPCcl672.1le 2:2% 12707717)|Schizosaccharomyces pombe|chr 3]

SPRC17D11.07¢ 2 204 |rpr_12| | 19S proteasome regulatory subunit]
Schizosaccharomyces pombe|chr 2]

SPAC1ES.03¢ 2 204 |str_3| |membrane transporter|
Schizosaccharomyces pombe|chrl]

SPAC1ES.04¢ 2 1% l(idc12| |formin|Schizosaccharomyces pombe|chr

SPACEGY.10c 2 1% |sen1] |[DNAZNAMY family] Schizosaccharomyces
pombe|chrl]

SPAC1782.01 2 1% | |S_PAPYUG7.07|conserved eukaryotic protein|
Schizosaccharomyces pombe|chr 1]

SPCC1620 14c 2 1% | |S_PCC830.0lc|SNF2 family|
Schizosaccharomyces pombe|chr 3]

SPCC290.03c 2 1% éll |nucleoporin|Schizosaccharomyces pombe|chr

SPAC31A2.05¢ 2 1% {rlnis4| |adherin|Schizosaccharomyces pombe|chr

SPAC23D3.06¢ 2 1% H |nucleoporin|Schizosaccharomyces pombe|chr
|ubr1]SPBC32F12.14 | ubiquitin-protein ligase

SPBC19CT.02 2.0% (E3)] Schizosaccharomyces pombe|chr 2|

SPAP27G11.10c 2 0% |nup184| |nucleoporin|Schizosaccharomyces
pombe|chr 1]

SPRPIA664.02 1.9% | | Ihypothetical protein| Schizosaccharomyces
pombe|chr 2|
|bgs3] |1,3-beta-glucan synthase (subunit) (PMID

SPAC19812.03 1.9% 12582133)]| Schizosaccharomyces pombe|chr 1]

SPAPB24D3.09c 1.9% | | |ABC transporter family] Schizosaccharomyces
pombe|chr 1]
|dhc1]SPAC30C2.01c|dynein heavy chain (PMID

SPAC1093.06c 1.8% 10855500) | Schizosaccharomyces pombe|chr 1]

SPAPBIE7.07 1.8% 1] |g|utamate synthase (predicted)|
Schizosaccharomyces pombe|chr 1]

SPBC216.05 1.6% |rac_i3| | ATR (ATM) checkpoint kinase|
Schizosaccharomyces pombe|chr 2]

SPAC3GO 14 1.6% |sakl] |RFX domain| Schizosaccharomyces
pombe|chr 1]
|agsl]mokl, SPCC17A7.01,

SPCC1281.01 1.5% SPCC338.01c|a-1,3-glucan
synthase | Schizosaccharomyces pombe|chr 3]
|vps1302|vpsl3b]involved in intracellular protein

SPBC16C6.02c 1.4% transport (predicted) | Schizosaccharomyces
pombe|chr 2|
| tel1] | phosphotidylinositol

SPCC2386.03¢ 1.4% kinase | Schizosaccharomyces pombe|chr 3]

SPAC23G3.02¢ 120 | |lIpeptide synthetase

(predicted) | Schizosaccharomyces pombe|chr 1]




|mor2|cpsi2]involved in cellular morphogenesis

SPBP19A11.04c 1.1% (required) (PMID 12234926) | Schizosaccharomyces
pombe]chr 2|
SPCC737.08 0.7% | | Imidasin (predicted) | Schizosaccharomyces

pombe|chr 3]




