Figure S1. (A) Primary sequence alignments between S. pombe Spt16 and select eukaryotic orthologues

Spti6 Spo Em T[FH 1 [ElL[T]s szuoannHmﬁu 4a Spt16 Spo  z5: A[GHIT LINC|s[[GF|GNE] BlF HrREN s o sREFRCLC TET (Jo[ijtrs <20 Sptis Spo FBle T 6 N K[K|R[K]- - - - v M[FEDE[@EL]E o[EQlE[ER]R R[E]A oF|o RE[F] 757
Sptis Sce nm&x L KIYNEFEFG----- SPNSLLF 3« Sptis Sce 350 [RG[DCFN I[sFIGENNLKDSO----sANNNMALL ADTY[a]I[PLD] «25 Sptis Sce R|r K|R[A AlL[D K EF| s08
Spti6 Dro Ms 2 Sptie Dro 335 [KNMYFNLH[VG[I siNL[T[N]P E[R]T D K[E[GKINWALF | GDTYLYGEQ 37+ Spti6 Dro RE[LRHKLKTAF| 77
Sptie Xla RF[FlcS onm-:ﬂz A Spt1e Xla  37¢ [KGMYF[S|v[H|L BIL A EJLNN|K Mic K]k FEEKITALF v ED T YL YN #13 Sptis Xa REMRHKLKTAF| 753
Sptis Hsa R NI R[K GIEDIE - - -|v AN v[BlR Sptie Hsa 377 [KGHYFE[s|INLGF]s olLfTHlk E[c KK PEEK|TIYALE 1 6D T YL ¥[D #12 Spt1s Hsa REMRHKLKTAF| 752
L ED KTLFA D KGHMYFN. .GF NL N .K E K YALF.GDTYLY E. TOLGKHOHMHOSRF YGDRDOL REQ ERE RHKLKTAF
Spti6 Spo Spt1eSpo ¢z n---PIfEFflosPRracofisvflFc--EDD)ssLEDG----- V450 Sptie Spo  7s8 EGR[IELD IPFRECAFNGYPFRSNWVLLAPT| 527
Sptis Sce Sptie Sce  «2¢ EEPPRFIETINY TKIAK S 1[sFlv[FNNEEEDNNKKKS - - - - - S 60 Sptis Sce  so9 NG LIE[T VE[N TIFROLGF a6 v PN Slav P T| s¢s
Sptis Dro SptisDro 375 s--PASH[T|P KKK TKNYGTF IKojo[Slo EEDVD DKKTAKED| 12 SptieDro 745 s vvEFDTFFRELGFPIGAPFRSTY[TICAP T| 757
Sptis Xa Sptie Xa  «1¢ G--ARATYLTNYKKKYKNYGIFLKKEDEEEEEEEK[----- 0| «<6 Sptie Xla  7oe EOLEFETPFROLGFNGAPYRST[CELAQPT| 527
Spt16 Hsa SptieHsa 13 G--[EATMLT|SVKKKYKNYGIFLKNEDEEEEEEEK----- 45 SptisHsa 751 [KIN[F | EKVE[R EELEFEYPFROLGFNGAPYRST|CLLOPT| 520
TEPA.YLT KKK.KNYGIF.K E.EEE. E.KKTAKED K F.EKVYE .TK LEFE.PFROLGFNGAP.RSTYLLAQPT
Spt16 Spo C 114 Sptis Spo w51 _A_umx_u_u;o;q_ww:xox;mm._.ma_.oommmxw-_m{mx 488 Spt1e Spe  s28 [TlocEW QL LO|T[FlF T@TTCINETE | AHLERVAF|GCRNEDILFF 1] 567
Sptis Sce Gl 12 Sptis Sce 61 PR|TKVPsKFORNSK I LRI KR cERR[s 6 AE DjR[KIE ofRKEN Soo Spt16 Sce  s¢s [TjoclL¥aL[EFRF LW INLEEVE IE T LERVOFGILKNFORYF Y| ss5
Spt16 Dro SptieDro 13 alg|TE I CBRISKA----0RGAGIMKYAKRPlOHGGERO----[Glr ««t SptieDro 753 [S|GS|LYNLTENPPFY ITLODVYELYHFERYQFHLRNFOM | EV| 527
Sptis Xa 14 Spt1ieXla  +¢7 EAIEDLLGRES|R----AAJRLL[TERTRAN KNG - -E[L|l «8C Sptie Xla g2+ (8|S S|LYN[TTEMPPFYYTLDEVELYHFERYOFHLKNFDNY[I]v| 863
Sptis Hsa 13 Sptis Hsa <46 R AR LL|TERTRN R---RAH «77 SptisHsa 521 [S|sALMNATEMPPFYYTLOEVEL |IHFERYOFHLKNEDOMY| I s6a
A ..LGRG. e el TR . IR . S LYNLTEWPPFYITLDEYEL .HFERYQFHLKNFOMYFY
Spti6 Spo 152 Spti6 Spo  «#s53 [AK|o[CAlsRKORERGILaflFrRaGsMPs-sc 1 ExKPTYRIRFEBYER 527 Spt1e Spe  s¢s [FlafdF|r[R]P P 1 H[IN|T[FP HIE ofEOjN[vKENLC|oECD T]cFIv[ESIP L N[E| sa7
Sptis Sce 156 Sptis Sce 5o |aK|K|LHEKEEKN[GLLRFERADRNGEIDSEPROVFKK VESY[VR Sea Spt16 Sce  gg9 [WROFNKIPFTTH) N[T)Y P EEL DF|L KML[TOMD 1P TvS T 1 njL| 52
Spti6 Dro 15 Sptie Dro  ««5 |oR[E[LAl0 ol NERAKIDRERRAlGNSK - - -EVERVRKN TS YE]s «5¢ SptieDro  s28 [FKEYMNKKY[AMYNAITPHNMLOMHYKENLNSED IRYSEGYOSL| 567
Sptis Xa 15¢ Sptis a  «¢g¢ RJRjs|LLHSLM TR ARG TE@KGlGa---aTnKARK[S NS VKN 517 Sptie Xla  s6¢ [WKEY[GKKYTHINAIPHAELOF|I KEMLNSCDIKYTEGYOSL| 503
Sptie Hsa 153 Sptie Hsa «7s [AK[E|LAlA ol NE E[RKIR[E E QK 514 SptisHsa g¢¢ [VKDV|SKKYTHINAIPVASLOPIKENLNSCOLKYTEGYASL| 500
SK GK..GYF KDK.PG.FH QK LA L. .. RL. 0 VKDY KKYTHMINAIPM SLD .KEWLNSCDI.YTEGYQSL
Sptie Spo 153 190 Spti6 Spo 525 D[SALP]- - anlcECRIL[FOv[R]Aafs 565 Sptie Spo  sos [NMUTIT[THKT VINEDP|I [RFFEEBGH|G[FLlcAP -[DDSV[E| s¢5
Spti6 Sce 151 150 Spt1e Sce  s¢¢ D|SALP[--TNIRDLRIHMDMKS off 1 I|LP | YGIRPMPFH I 578 Sptie Sce 929 [NM[A T|I MK S Ljo@oP|y alF FL D/ G H[NJF L|A T G6[S|- D D[EA|S[DE SEE| 967
SptieDro 16 151 SptieDro  «5z |[SOMHPREFEVKELKLYYOR[S TETY IAPYFG oM PFH I 521 SptieDro  s6s NM[Q[K IMKT I|[TDOPEGFFEQGGHTFLOPES|-[GSEG|ENE TR[E| 506
Sptie Xla 155 150 Sptie Xla 518 AISOVPKEPELLREMKLY | DKK|VETY IHPYFG I[STIPFEH I 557 SptieXa  so¢ NUTKIMKTI|[YDDPEGFFEQGGHSFLEPD[GEGSDA[RE[GD SE| ¢3
Sptis Hsa 5% 189 SptisHsa 515 Pl MPKEPRH|IREMKIY | DKKIVETY IHPYEG IR TPEH I 55¢ SptieHsa 55/ NMTKIMKT I|v[DOPEGFFEQOGGUSFLEREGEGSDRAEEGDSE s+
L ENEF..¥DIS...AY .AYKDE ELN .KKAS . SO.PKEP IRELKIYVDKK ETYIMPYFGI YPFHI TI NUTKIMKT| DODPEGFFEQGGW.FL.P.SEGSEA ... E
Sptie Spe 151 [B [ 1] [Es[KlFEBlo nE]sCTONE A 236 Spti6 Spo 566 Sptie Spo ¢ [EVSE|Y mmumavmam----%;mmm a@<mw 381
Sptie Sce 157 |SpKFMD-LLSHEMVYRAYD N K|l DD|v[K| 225 Sptie Sce 579 Sptie Sce scs EMSENNERSEDDYSDE[SAFS G S|Elv DD G|DJE - - 1005
Sptie Dro 152 S| NKVILIKDE THOI 1 D Y KHNKL S DG CE|R 191 Sptie Dro 522 SptieDro 557 --|SEETRPT|I PPTPNRMRSRTKIPSTORHOK|[TRRKRAMRBTL S«
Sptis Xla 191 [T|s siKFFKDRvHE I ¥D K 23a Sptis Ma 558 Sptis Xla  s¢¢ - -[SE[L[D)oE[T|F NP SED]-EEEEEEDSDE|D v SBE cm 980
SptieHsa 150 |1|s NKFEKERVHE I YD K 229 Sptie Hsa 555 Sptis Hsa ¢ DE[T|FNPSEDDYEEEEEDSDEDYSSEREE[SDY 978
§ .¥F K.FKDE.M.IVD .E Al..KK KNIS SYEG.YTYLRINF. PGS..GIS RNEG..FP.SP E T EEE.S.E D .E. . SE.
Sptis Spo 237 1086 6s[v[ole] 263 Sptie Spe sz NRjo[F IR|sFTFRSSHNSR 631 SptieSpe 992 EMJED----------------mmm e - m_- 956
Spti6 Sce 230 | OSGKK[F|D[L| 265 Sptie Sce 419 ozom,\mm_qqmgoom 648 Spt1eSce 1006 YT GBD—————— - - - - - = - — — e ———————————— - —— - E|s 1011
Sptis Dro 52 AlY[st| 2¢7 Sptie Dro 555 [ERTFYKEVTYRSSHYKE 597 SptieDro  5¢5 A[LMRECARIGP INSARLLAKTATT INPONTHNHATANSI|RR 554
Sptie Ma 231 z_cz_. 256 SptisXla  s9¢ [EATFYKE I TYR[R|SHYK|T 633 SptieXa 997 SAPS---------------—-— - ———————— - Ele s8¢
Sptis Hsa 23g 1 0SGGNYNIE] 255 Sptis Hsa 53¢ N 1 KA 630 SptieHsa 979 SL|6S----------------mmmee e e E[E 5¢
YL G.OP L.ALCPPNY D LEMCYPPIIQSGG Y L EATFYKEITYRSSN.K PGE YPSLNL.NAFR.IKEYOK . MNLARIGPIWSARLLRKTATTIMPOMTNHATANSIE
Sptie Spo  2¢¢ [K|P[EA 1 THloRNCHG -0V YLESLGFRYKEYESNYGRT VL|F[OP| 302 Spti6 Spo 671 Sptis Spo ESGEPUDELERKARIDERAKHDAFEERPS - ----------~ 1014
Spt1s Sce  z7o [R[v|s ARJE[T N 0 ofL[v oG[E]N LRS! o.m<@<omz_ﬂ.an_uv 309 Sptis Sce 688 Spti6 Sce E[E]slElpMDE L E|x k[A[RIRADR]G A NF]R 1035
SptieDro 215 [KFSAV[AIDKHN|P - <_<nmrmmw<xw<nm=_m.._.n_.<_m_v 256 Spti6 Dro 637 Sptis Dro STARNVASTIVAATRARLDRRRTYKSTSANESSSSSHLKS|SE 102¢
Sptie Xla 257 KFSYYSDKHNHM 295 Sptis Xla 673 Sptie Xla 1ais
SptieHsa 25¢ [KFSYV¥SDKHNHM 25¢ Sptie Hsa 670 Sptis Hsa 1017
KFSAYSDKN LHFNG.!|.CSLGIRYKSYCSN..RT.LYDP LWKOQD.LI.N N. NPKLKDLYIRPN ESG.DWDELE AR.ADR G E
Spti6 Spo 307 R[EEJ KIEF E v c[R]- o[EAlv e 9T k[TCls L[T] 3«1 Sptie Spo g7z GlI[RYjoEPLRE[sPSHIDLLF[sNMKHLIF 71t SpHESPe 1015 - ---- - - - e e e oo 1017
Sptie Sce 1o TiLakE 1 ¥]T N[I[LElPIG[R T P KIEMYIE S V(1| 3+ Sptie Sce 5% GlI[RFI0[SPLR[TIDSR I DILF[SINIKNLL 1] 728 Sptie Sce 1036 1635
Sptie Dro 257 S|vQEE | LR|LIEl - P[GITRLED Y YE K TILBIF[¥| 295 Sptie Dro 435 GFRY|I|S[|¥RED[-K¥D I LYNN I K[s|A[F 75 Sptis Dro  1a25 G sEls s PERESKID[R]Y N sElok H s s sERNK IS S|k 0[R[ofR] a6+
Sptis Xla  25¢ OLQEELLKELK|-HGRK I CDAY0v[IMplaf 334 Sptis Xa g7« GFRF|TIS|-¥RGOD[-[KYDILYNNIKHAL| 7¢¢ Sptie Xa 1919 RKR|------------KB]------ APL 103¢
Sptie Hsa 235 OILOEELLKE[LR|-HEYKICDYYINANMDIVEY] 333 SptieHsa &7 GFRFT|S|-[WRGD|-KVYDILYNNIKHAL| 705 Sptis Hsa a8 k AE]V H S[E]- - - - 6[R6[s NG S R A 1046
. EMOENY FLL LOEELLK L.K G.KICD¥Y ..D ¥ S SKSSK KG R HSS P GNKISSP KKR
Spti6 Spo 3¢z [RlAK[RPOL|E PN|F v[RNLCG|A[G|I [ETEFRE|SELL Y H|p 350 Sptie Spe 712 751 Sptis Spo  1a18 1019
Spt1e Sce 350 E[R|TKPELVPMNF[TKN | Gls|L[1|GLEFRD[SNF]I L N[V 389 Spti6 Sce 723 768 Sptis Sce
Sptis Dro 236 [KK[E|K P[E H]v|D|N ¥[F]K FAMGLEFRENE 1 ¥I[cP 33¢ SptisDro 675 VOFYTEVGEIT| 715 Spti6 Dro
Sptie Xa 335 [KK[oKPOL[MsK|I TKTIEGFANG IEFRE[GISLY | [N 373 Sptie a7z FOQPCDGEM | IYLHFHLKNAIMFGKKRH[TDYQFYTEYGE | T| 757 Sptis Xa
SptisHsa 373¢ [KK|oKPELLUNK| TKNLGEGMG I EFRE[GISLY I N|s 372 SptisHsa 703 [FOPCOGEM| I¥LHFHLKNAIMFGKKRH[TDYOFYTEYGE | T| 78 Sptis Hsa 1047 [K 1047
KK KP.L. N.TKNLGF.MGIEFRE SLYIN KNQY KLK FOPCDGEMI| IVLHFHLKNAIMFGKKKH DYOFYTEVYGEIT KRSRDDSRONGHKSKNARH

Lejeune et al. (2007)



Figure S1. (B) Primary sequence alignments between S. pombe Pob3 (SSRP1) and select eukaryotic orthologues
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Figure S2
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Figure S2. Tagged isoforms of the S. pombe Pob3 and Spt16 proteins are functional.

(A) Tagged FPH-Pob3, Spt16-GFP and double tagged strains are functional in the
ADE-colorimetric centromere silencing assay.

(B) Pob3-GFP and Spt16-GFP fusion proteins do not affect centromeric silencing.
Serial dilutions of wild-type (WT), clr4A, pob3A, pob3-GFP and spt16-GFP strains.

Lejeune et al.
Figure S2



Figure S3

YESS YE5S + G418

Tetrad spores

Figure S3. spt16+ is an essential gene.

Tetrads dissected from the diploid spt16::kanMX6/spt16+ were grown on YE5S media
at 32 degrees Celsius for 2 days. All growing spore clones were G418 sensitive.

Lejeune et al.
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Figure S4

Strain EL44 = pob3+::KanM X6 construction & verification

200835 BJM GCT FWD
200676 Delta FACTsmall GCI FWD Intron pob3 (with intron) j 200903 BJM GCIREV

N

| I D
X Pob3 +/- 1000bp
3597 bp
200641 General Check integ KanR REV 200837 GCI Kan 3' FWD
200674 Delta FACTsmall::KanR FWD 200675 Delta FACTsmall::KanR REV

200676 Delta FACTsmall GCI FWD KanMx6 200903 BJM GCIREV

Pob3::KanMx6 @ CL

3485 bp

(a) Primers to amplify the KanR deletion cassette for pob3+::KanMX6 strain

200674 Delta FACTsmall::KanR FWD
AATGTGTTAATGTGTGAATTTGAGAATAACCTGGTATAGCTGTTTTCTGACCA
AATACTTAATACTTCACCAGTTATAAAAAATGCGGATCCCCGGGTTAATTAA
(includes the pob3’s ATG) anneals on the Kanamycin-containing plasmid

200675 Delta FACTsmall::KanR REV
AATTTGTAATAGCAAAAGACAAGGCTGAAAAGTTGATCCAAATAGACTTCCA
ATTTAACATTGCTCAATTTTATAGATCATTAGAATTCGAGCTCGTTTAAAC
(includes the pob3’s TAA) anneals on the Kanamycin-containing plasmid

(b) Primers to check pob3+::KanMX6 deletion by PCR on the 5’ end and 3’ end
200676 Delta FACTsmall GCI FWD
GCT GAA CCT CGT TCC TCA G

200641 General Check integ KanR REV PCRs on strainEL44
CAA TTC AAC GCG TCT GTG AGG bp = end 3 ond
200837 GCI KAN 3' FWD

650
TAT GGA ACT GCC TCG GTG AG 300 m— D -
200903 BJM GCI REV -

TTT ACC ACT CGG ATT CAT CG

5 end (200676/200641) expected amplicon: 604bp
3’ end (200903/200837) expected amplicon: 552bp

Lejeune et al.
Figure S4



Figure S5
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Figure S5. Soutern blot verification of pob3+ gene deletion in S. pombe.

(A) Diagram showing the wild-type pob3+ strain and pob3A::kanMX6 knockout strain, including the probes and expected sizes of
DNA fragments obtained by restriction enzymes Ncol and Spel.
(B) Southern blot for pob3+ and pob3A::kanMX6 strains using the indicated radiolabelled ORF, upstream and kan probes.
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Figure S6
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Figure S6. The small subunit of the S. pombe chromatin remodeling
complex FACT (Pob3) has a role in genome stability.

Sensitivity of wild-type, pob3A deletion and reference yeast strains to:
(A) Hydroxyurea (HU), which reveals defects in DNA replication.

(B) camptothecine (CPT) and (C) ultra-violet (UV) radiation, both of
which reveal defects in controlling induced DNA damage.

(D) 6-aza-uracil (6AU), a small molecule that affects intracellular

GTP levels and is commonly used to screen for mutants affecting
transcript elongation.

Lejeune et al.
Figure S6



Figure S7

Figure S7. GFP-Swi6 delocalization assay.

GFP-Swi6 is functional and a good marker for centromeres and telomeres (Pidoux
et al., 2000).

GFP-Swib6 fluorescence images of wild-type (WT), clr4A and pob3A cells. GFP-Swi6
is delocalized from centromeres and telomeres in clr4A mutants, as opposed to WT
and pob3A cells.

Lejeune et al.
Figure S7



Table S1. Gene expression profiling of a pob3A strain relative to wild-type S. pombe.

LOWER expression in pob3A versus WT. 2-fold cut-off (3 of 4 data points):

15 genes (total)

Gene Name

Gene dB Product description

SPCC965.14¢

putative cytidine and deoxycytidylate deaminase zinc-binding
protein

SPAC644.05¢ putative deoxyuridine 5'-triphosphate nucleotidohydrolase (EC
3.6.1.23); dUTP pyrophosphatase

rpsl0-2 40S ribosomal protein S10

soul sorbitol utilization protein soul; short chain dehydrogenase

SPAC926.05¢ dnaj protein

SPBC609.05 similar to S. cerevisiae POB3 protein that binds to DNA polymerase

= pob3 I; putative structure specific recognition protein

SPACI1B3.16¢ MES transporter of unknown specificity

SPAC5D6.05 Protein that plays a role in cell separation, mating and differentiation

SPAC694.03 hypothetical protein; similar to S. cerevisiae YCL047C

SPAC29B12.04 putative pyridoxine (vitamin B6) biosynthetic enzyme; by similarity
to yeast snzl

SPCC622.19 hypothetical protein; (conserved in fungi- Gaillardin et al)

SPBC146.08c putative elongation initation factor elFla

SPBP23A10.03¢ hypothetical protein; similar to S. cerevisiae YDR511W

vtil putative vesicle transport V-snare protein

SPBC1709.06 conserved hypothetical protein; UPF0034 family

HIGHER expression in pob3A versus WT. 2-fold cut-off (3 of 4 data points):

44 genes (total)

Gene Name Gene dB Product description

fiol iron transport multi-copper oxidase precursor

hsp9 heat shock protein hsp9

hspl6 heat shock protein hsp16

SPAC29A4.06¢ hypothetical protein; contains Pfam-B_33047; shares conserved
region with Drosophila CG15747; Arabidopsis F12K2.14; and C.
elegans C16C10.6; predicted coiled-coil

coxl

lys7 putative alpha-aminoadipate reductase small chain, sixth step in
lysine biosynthesis pathway- from ACPS domain

fipl iron permease

frpl ferric reductase transmembrane componen

SPAC212.06¢ pseudogene; truncated C-terminal of DNA helicase in rearranged
telomeric region

SPAC212.08¢ hypothetical protein; possibly S. pombe specific; duplicated in
telomeric region; contains N-term predicted signal sequence

SPAC212.11 DNA helicase possibly pseudo

SPAC1F8.03c MES efflux transporter of unknown specificity

SPAC750.07¢ very hypothetical protein

SPAC1834.10c

hypothetical protein; sequence orphan

Lejeune et al. (2007)




SPAC1782.01

similar to S. cerevisiae Ecm?29 cell wall stucture/biosynthesis protein

SPAC22F8.12¢

hypothetical protein; serine-rich protein; sequence orphan; predicted
N-terminal signal sequence

piml putative peptide transporter

SPAC1002.19 putative GTP cyclohydrolase; riboflavin biosynthesis

SPC(C338.12 putative proteinase precursor

SPAC9E9.04 conserved hypothetical protein; putative endoplasmic reticulum
transmembrane protein; similar to S. cerevisiae YET1; contains
predicted N-term signal sequence; contains 2  predicted
transmembrane helices; contains predicted C-term coiled-coil

SPCC965.07¢ Glutathione S-transferase

srpl4 signal recognition particle 14 kda protein

SPAC11H11.05¢

very hypothetical protein

SPAC1002.17c

probable uracil phosphoribosyltransferase

SPBPJ4664.02 hypothetical protein; sequence orphan; low similarity to
glycoamylases and other cell surface proteins; contains ~250-270
copies of a 13 AA repeat, NSSTPITSSSIL; contains predicted N-
terminal signal sequence

SPAC22F8.05 putative alpha,alpha-trehalose-phosphate synthase

SPBC1921.06¢

hypothetical protein; sequence orphan; contains predictd N-term
signal sequence

SPBC27B12.03c

putative c-5 sterol desaturase

SPCC1739.08c

short chain dehydrogenase; putative sorbitol utilization

SPAPB1A11.03

putative FMN dependent dehydrogenase; similar to lactate
dehydrogenase

SPAC19G12.09 putative aldose reductase
SPBC557.06¢

leu2 3-isopropylmalate dehydratase
rpnl0 19s proteasome regulatory subunit
kip8 kinesin-like protein

SPAC12B10.10

hypothetical protein; sequence orphan; predicted C-term coiled-coil
region

sec24 putative component of the COPII coat; involved in endoplasmic
reticulum to Golgi transport

cdcl6 cell division control protein 16; spindle assembly checkpoint
component; GTPase-activating protein (GAP) for Spglp GTPase;
essential;two-component GEF for the GTPase spgl (with byr4)

SPBPB2B2.01 putative amino-acid permease

SPAC637.03 hypothetical protein; sequence orphan; contains 8 predicted

transmembrane segments contains predicted N-term signal sequence

SPBC21D10.10

bromodomain protein

SPBC887.16 very hypothetical protein

SPAC27D7.05¢ hypothetical protein; sequence orphan; has transcript from
microarray

SPAC27D7.06 putative electron transfer flavoprotein alpha-subunit precursor
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Table S2. Hyper-geometric probability comparisons of genes either up- or down-regulated in pob3 deletion cells.

HIGH expression in pob3A cut 2.0 (3 of 4)

44 genes in list

P-value Similar List Name

1,07e-7  HIGH expression in rpb7-G150D cut 1.5 (6 of 8)
2,56e-6  HIGH expression in c/r3D cut 1.5

0,000136 HIGH expression in pSwi6 cut 1.5 (3 of 4)
0,00162 HIGH expression in clr6-1 cut 2.0 (6 of 10)
0,00318 HIGH expression in clr6-1 clr3D cut 1.5
0,00472  HIGH expression in c/riD cut 1.5

0,00518 HIGH expression in clr4-681 cutl.5

0,0109 LOW IGR WT H4K16Ac H3 Cter corr cut 1.5
0,0115 LOW IGR WT H4K5Ac H3 Cter corr cut 1.5
0,0115  HIGH expression in clr6-1 (6 of 10) cut 1.5
0,0309 LOW IGR WT H4K12Ac H3 Cter corr cut 1.5
0,0356  HIGH expression in clr3-735 cutl.5

Genes in list Genes in overlap Reference for gene list

62
61
254
63
570
47
107
1267
1110
253
1083
183

10
9
13
7
17
8
8
24
22
11
21
9

Djupedal et al (2005), Genes Dev, 19, 2301
Hansen et al (2005), Mol Cell Biol, 25, 590
Wiren et al (2005), EMBO J, 17, 2906
Wiren et al (2005), EMBO J, 17, 2906
Hansen et al (2005), Mol Cell Biol, 25, 590
Hansen et al (2005), Mol Cell Biol, 25, 590
Hansen et al (2005), Mol Cell Biol, 25, 590
Wiren et al (2005), EMBO J, 17, 2906
Wiren et al (2005), EMBO J, 17, 2906
Wiren et al (2005), EMBO J, 17, 2906
Wiren et al (2005), EMBO J, 17, 2906
Hansen et al (2005), Mol Cell Biol, 25, 590

LOW expression in pob3A cut 2.0 (3 of 4)

15 genes in list

P-value Similar List Name

0,0229  LOW expression in rpb7-G150D cut 1.5 (6 of 8)

Genes in list Genes in overlap

47

4

Ref. for gene list

Djupedal et al (2005), Genes Dev, 19, 2301

For methods section: Similar gene lists were identified using the automatic hyper-geometric distribution tests in the gene list inspector function of Gene Spring v7.2 software (Silicon Genetics).
The hyper-geometric distribution test calculates the probability of overlap corresponding to k or more genes between a list of n genes compared against another gene list of m fragments when

randomly sampled from a universe of u genes:

n
1 _\ ) _\ u— n\
(1 \i/\n—i/
_,, m)i=k
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Table S3

Strain list (main figures)

Strain Genotype
EL18 h+leu1-32,ade6-216, ura4D18, imr1R(Ncol)::urad+,
EL32 h+ clr4:kanMX6+, imr1R(Ncol)::ura4+,leu1-32,ade6-216,ura4D18
EL44 h+ pob3::kanMX6+, imr1R(Ncol)::ura4+, ade6-216, leu1-32,ura4D18
EL87 h- pob3::kanMX6, imr1R(Ncol):ura4+, leu1-32,ade6-210,ura4D18
EL93 h+ pob3::kanMX®6, otrlR(Sphl):ura4,ade6-210, his3D1?, leu1-32, ura4DS/E
EL102 h? pob3::kanMX6, mat3M::ura4,ade6-210, arg3D4, leu1-32,ura4D18
EL105 h? pob3::kanMX6, (rDNA:ura4) Ylp2.4pUCura4.7,ade6-210, leu1-32, his3D1, ura4DS/E,
EL107 h? pob3::kanMX6, otr2:ura4+ ?, TM1:arg3+,TM3:ade6+ ?, tel:his3+,ade6-210, arg3D4, leu1-32, his3D1, ura4D18/DS/E ?
EL127 h- spt16-GFP-kanMX6, otr1R (Sphl)::ura4, arg3D4, his3D1, leu1-32, ura4DS/E
EL130 h- pob3-GFP-kanMX6, otr1R (Sphl):ura4, arg3D4, his3D1, leu1-32, ura4DS/E
EL238 h- pob3::natMX6, ade6-210,arg3D4, his3D1, leu1-32, ura4DS/E
EL243 h? pob3::kanMX6, otrlR(Sphl):ade6,ade6-210, leu1-32, ura4D18/DS-E?
EL306 h+ FPH-pob3, otrlR(Sphl):ade6, ade6-210, leu1-32, ura4-D18
EL319  h? pob3:kanMX6, dcr1::natMX6, otrlR:ura4, ade6-210, his?, leu?, ura4D18/DS-E?
EL332 h? pob3::kanMX6,[CM3112 sup3e], ade6-704,arg3D4?,leu1-32, his3D1,ura4-D18
EL344 h? FPH-pob3, spt16-GFP-kanMX6, otrIR(Sphl):ade6, ade6-210, arg3D4?, his3D17?, leu1-32, ura4D18
EL348 h? pob3:natMX6,[Ch16 ade6-216 m23::ura4], ade6-210, arg3D4?, his3D1?,leu1-32, ura4DS/E
FY511 h90 mat3-M::ura4,ade6-216,leu1-32,ura4-D18
FY521 h- [Ch16 ade6-216 m23::ura4],ade6-210, leu1-32, ura4DS/E
FY1034  h? swi6:his1, otr1R (dg-glu BamHI-Spe1 fragment) Sphl::ura4,ade6-210, his1-102, leu1-32, ura4-DS/E
FY1180  h+ otr1R(dg-glu)Sphl:ade6,ade6-210, leu1-32, ura4-D18
FY2116  h-[CM3112 sup3e], ade6-704, his3D1,leu1-32,ura4-D18
FY3027  h+TM1:arg3,TM3::ade6, tel::his3, otr2::ura4, ade6-210, arg3D4, his3D1, leu1-32, ura4-D18/DS-E?
FY3606  h?rik1:leu2, TM1::arg3, TM3::ade6, otr2::ura4, his3::tel, ade6-210,arg3D4, his3D1, leu1-32,ura4D18
FY4134  h-ade6-210,arg3D4, his3D1, leu1-32, ura4DS/E
FY4841  h- otr1R(Sphl)::ura4, arg3D4, his3D1, leu1-32, ura4DS/E
FY6084  h- clr4:LEU2+, otr1R(Sphl):ura4 ura4D/SE, leu1-32,ade6-210/216?
FY6603  h+ Ylp2.4pUCura4.7,ura4-DS/E, leu1-32,ade6-216
FY6802  h+ tas3::kanMX6,imr1R(Nco1):ura4+,ade6-216,leu1-32,ura4D18/DS-E?
FY7036  h-dcr1:natMX6, otr1R(dg-glu)Sphl:ade6, ade6-210, his3D1?, leu1-32?, ura4D18/DS-E?

Strain list (Supplementary figures)

Strain Genotype
EL63 h+ ade6-210 leu1-32
EL90 h+ pob3:kanMX6, ade6-210,arg3D4, his3D1,leu1-32,ura4D18
EL98 h? pob3::kanMX6, ars1(Mlul)::pREP81X-gfp-swi6-LEU2+, ade6-210/216?, leu1-32,ura4-D18
EL111 h+ pob3::kanMX6,ade6-210, leu1-32
EL115 h? pob3::kanMX6, tfs1::LEU2+,ade6-210, leu1-32,can1-1?
EL173 h+ tfs1:natMX6, ade6-210, leu1-32
EL229 h? clr4::LEU2+ otr1R(Sph1):ade6+,ade6-210/2167,leu1-32,ura4D18/DS-E?
EL345 h? FPH-pob3, spt16-GFP-kanMX6, otrlR(dg-glu)Sphl:ade6, ade6- 210, arg3D4?, his3D1?,leu1-32,ura4D18
EL351 h? spt16-GFP-KanMX®6, otr1R(dg-glu)Sph1:ade6,ade6-210,arg3D4?, his3D1?,leu1-32,ura4D18/DS-E?
EL355 h+/h+ spt16:KanMX6/ORF, ade6-M210/ade6-M216, ura4D18/ura4D18, leu1-32/leu1-32
Fyi665  h-rad3:urad+, ade6-704,leu1-32,ura4-D18
Fy2214  h-ars1(Mlul):pREP81Xgfpswi6 LEU2+,ade6-210,leu1-32,ura4-D18
Fy3300  h?clr4 :ura4 ars1(Mlul):pREP81Xgfpswi6-LEU2+, ade6-210/2167,leu1-32, ura4D18/DS-E?

Lejeune et al.
Table S3





