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Appendix Table S1: List of the proteins identified as protein partners of Flag-tagged Sen1 and Flag-
tagged DbI8 using mass-spectrometry analysis. The flag-tagged strains were expressed from the
endogenous loci. The no-tag strain was used as negative control.

no tag
. o # # Unique # MW | calc.
[Accession| Description Score [Coverage X . .
Proteins| Peptides [Peptides| [kDa] | pl
Switch-activating protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)
P40847 |GN=sap1 PE=1 SV=2 - [SAP1_SCHPOQ] 151,91 29,92 1 7 7 291 7,88
Uncharacterized amino-acid permease C460.01c OS=Schizosaccharomyces pombe (strain
B5BP45 972 / ATCC 24843) GN=SPBC460.01c PE=3 SV=1 - [YP51_SCHPO] 137,37 6,64 1 3 3 627 668
Glyceraldehyde-3-phosphate dehydrogenase 1 OS=Schizosaccharomyces pombe (strain
P78958 (972 ) ATCC 24843) GN=tdh1 PE=1 SV=1 - [G3P1_SCHPO] 13639 7.74 ! 2 2 388 670
Replication factor A protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)
Q92372 |GN=ssb1 PE=1 SV=1 - [RFA1_SCHPQ] 129,17 9,36 1 5 5 682 6,74
Nucleolar protein 56 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)
094514 |GN=nop56 PE=3 SV=1 - [NOP56_SCHPO] 96,67 11,07 1 5 5 554 8,90
IATP-dependent RNA helicase ded1 OS=Schizosaccharomyces pombe (strain 972 / ATCC
013370 [24843) GN=ded1 PE=1 SV=1 - [DED1_SCHPQ] 90,86 6,13 1 3 3 69,7 850
H/ACA ribonucleoprotein complex subunit 4 OS=Schizosaccharomyces pombe (strain 972 /
014007 |ATGC 24843) GN=cbf5 PE=3 SV=1 - [CBF5_SCHPO] 8253 949 ! 4 4 %8187
40S ribosomal protein S1-A OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)
Q09781 |GN=rps101 PE=3 SV=2 - [RS3A1_SCHPO] 64,06 9,52 1 1 2 28,5 9,99
40S ribosomal protein S1-B OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)
094438 |GN=rps102 PE=1 SV=3 - [RS3A2_SCHPO] 60,46 14,29 1 2 3 28,5 10,14
40S ribosomal protein S18 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)
094754 |GN=rps18a PE=1 SV=1 - [RS18_SCHPO] 58,56 15,13 1 2 2 17,4 10,49
lAlcohol dehydrogenase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)
P00332 |GN=adh1 PE=1 SV=2 - [ADH_SCHPO] 53,80 6,00 1 2 2 374 6,93
Elongation factor 2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=eft201
014460 |PE=1 SV=2 - [EF2_SCHPOQ] 53,60 2,85 1 2 2 93,2 6,43
IADP,ATP carrier protein OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)
Q09188 |GN=anc1 PE=2 SV=1 - [ADT_SCHPOQ] 50,60 6,52 1 2 2 350 9,96
Sen1-3flag
n _— # Unique # MW | calc.
IAccession| Description Score (Coverage| Proteins| Peptides |Peptides| [kDa] | pl
Helicase sen1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=sen1 PE=1
Q92355 ISV=1 - [SEN1_SCHPO] 2066,75 39,18 1 63 63 192,4 7,05
DNA-directed RNA polymerase Il subunit rpc1 OS=Schizosaccharomyces pombe (strain 972 /
(094666 IATCC 24843) GN=rpc1 PE=2 SV=1 - [RPC1_SCHPO] 159,97 39,43 ! 43 43 1575 7.7
DNA-directed RNA polymerase Il subunit RPC2 OS=Schizosaccharomyces pombe (strain 972
10233 IATCC 24843) GN=rpc2 PE=2 SV=1 - [RPC2_SCHPO] 873,66 42,66 ! 39 39 1302 8,41
DNA-directed RNA polymerase Il subunit rpc5 OS=Schizosaccharomyces pombe (strain 972 /
074883 IATCC 24843) GN=rpc37 PE=3 SV=1 - [RPC5_SCHPO] 627,02 57,85 ! 14 14 274 657
IChromodomain helicase hrp1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)
Q9US25 GN=hrp1 PE=1 SV=1 - [HRP1_SCHPO] 608,38 27,68 1 31 31 158,56 5,83
DNA-directed RNA polymerase Il subunit rpc3 OS=Schizosaccharomyces pombe (strain 972 /
(9C106 IATCC 24843) GN=rpc82 PE=1 SV=1 - [RPC3_SCHPO] 56212 3655 ! 22 22 683 761
DNA-directed RNA polymerases | and Il subunit RPAC1 OS=Schizosaccharomyces pombe
094616 (strain 972 / ATCC 24843) GN=rpc40 PE=3 SV=1 - [RPAC1_SCHPQ] 294,39 4023 ! " " 391 563
Elongation factor 1-alpha-A OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)
P50522 GN=tefla PE=1 SV=2 - [EF1A1_SCHPO] 247,65 20,65 2 9 9 49,6 9,00
DNA-directed RNA polymerase Il subunit rpc31 OS=Schizosaccharomyces pombe (strain 972 /
swzJ8 IATCC 24843) GN=rpc31 PE=1 SV=1 - [RPC7_SCHPO] 228,89 42,38 ! ° ° 243 460
DNA-directed RNA polymerase Il subunit rpc4 OS=Schizosaccharomyces pombe (strain 972 /
074857 IATCC 24843) GN=rpc53 PE=2 SV=1 - [RPC4_SCHPO] 218,55 4485 ! 10 10 %638 511
DNA cross-link repair protein pso2/snm1 OS=Schizosaccharomyces pombe (strain 972 / ATCC
Q10264 4843) GN=pso2 PE=3 SV=3 - [PSO2_SCHPO] 198,92 19,82 1 10 10 63,0 8,16
140S ribosomal protein S1-B OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)
094438 (GN=rps102 PE=1 SV=3 - [RS3A2_SCHPO] 194,81 25,40 1 6 6 28,5 10,14
[DNA-directed RNA polymerase Il subunit RPC10 OS=Schizosaccharomyces pombe (strain 972
013896 ATCC 24843) GN=rpc11 PE=3 SV=1 - [RPC10_SCHPO] 181,26 66,06 ! 4 4 128 506
DNA-directed RNA polymerase Il subunit rpc9 OS=Schizosaccharomyces pombe (strain 972 /
ecozs IATCC 24843) GN=rpc17 PE=1 SV=1 - [RPC9_SCHPO] 15916 51,16 ! 6 6 149 4m7
Probable DNA-directed RNA polymerase Il subunit rpc6 OS=Schizosaccharomyces pombe
(094553 (strain 972 / ATCC 24843) GN=rpc6 PE=2 SV=1 - [RPC6_SCHPO] 156,24 39,53 ! i 7 339 797
Heat shock protein sks2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)
Q10284 (GN=sks2 PE=1 SV=2 - [HSP75_SCHPO] 155,21 15,50 1 6 6 67,2 6,09
(Glyceraldehyde-3-phosphate dehydrogenase 1 OS=Schizosaccharomyces pombe (strain 972 /
p78958 IATCC 24843) GN=tdh1 PE=1 SV=1 - [G3P1_SCHPO] 151,22 16,67 ! 5 5 358 670
09322 I:![lat;)n;g:POoSfSchlzosaccharomyces pombe (strain 972 / ATCC 24843) GN=hhf1 PE=1 SV=2 149,88 30,10 1 4 4 114 11,36
rRNA_2'-O-methyltransferase fibrillarin OS=Schizosaccharomyces pombe (strain 972 / ATCC
P35551  1h4843) GN=fib1 PE=1 SV=1 - [FBRL_SCHPO] 147,53 1574 |« 1 4 4 320 1047
Nucleolar protein 56 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=nop56
094514 PE=3 SV=1 - [NOP56_SCHPO] 14516 8,05 1 4 4 55,4 8,90
Plasma membrane ATPase 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)
P09627 GN=pma1 PE=1 SV=1 - [PMA1_SCHPO] 140,32 6,64 1 5 5 99,8 5,19
Nucleolar protein 58 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=nop58
IQOP7S7 PE=1 SV=1 - [NOP58_SCHPO] 138,63 12,40 1 5 5 55,7 9,06
IATP-dependent RNA helicase ded1 OS=Schizosaccharomyces pombe (strain 972 / ATCC
013370 24843) GN=ded1 PE=1 SV=1 - [DED1_SCHPO] 132,83 1478 ! 7 7 69,7 850
Uncharacterized RNA-binding protein C23E6.01¢c OS=Schizosaccharomyces pombe (strain 972
060176 ATCC 24843) GN=SPBC23E6.01c PE=1 SV=2 - [YG41_SCHPOQ] 11915 26,85 ! i 7 517 515




DNA-directed RNA polymerases |, II, and lll subunit RPABC2 OS=Schizosaccharomyces

p36595 pombe (strain 972 / ATCC 24843) GN=rpb6 PE=1 SV=1 - [RPAB2_SCHPO] 114,25 26,76 ! 3 3 15,7 437
014049 4(13(:\]8;?;;0;122@3111S-Ei?s(gijgémécg]accharomyces pombe (strain 972 / ATCC 24843) 106,35 15,50 2 3 3 226 10,93
o817 P e o o s |z o0 1 s s 101 4o
042867 g?qs;i;lggca)n'\jaEI:pgogjr;:.??R(?_gz_s;gi;c;scaﬁ:charomyces pombe (strain 972 / ATCC 24843) 0943 2230 1 3 3 14,9 10,21
074895 g?qs;i;lﬁzca)rgaé:pgogjr;:_j?é?%iissﬁﬁgga]ccharomyces pombe (strain 972 / ATCC 24843) 9720 2488 P 5 5 238 11,25
09988 g:zsic;ng\ll-?z.1_/I[-|$3.%_%%=|_|S;gi]zosaccharomyces pombe (strain 972 / ATCC 24843) GN=hht1 9318 4338 1 4 4 153 11,27
Qocoz7 4(13?\‘8=Ei;);;§rggl=qrcg\7i=n1S-S[hBS(ggjg(c:mécg]accharomyces pombe (strain 972 / ATCC 24843) 9305 12,97 1 2 2 275 10,77
Ptz iy e aucs pon ooy P Joes as 1 2 3 ns om
074391 g?qs;i;lgzcl;rgalzlfgogjz#??é?_%%issﬁﬁgga]ccharomyces pombe (strain 972 / ATCC 24843) 0078 1844 2 2 2 15,8 10,48
094285 2_?1@(?5;?;) zl:ﬁr%c():l%/;nsré::: g{/il;b-ug;ggisogsicorilzosaccharomyces pombe (strain 972/ 90,55 2315 1 4 4 232 503
094754 é?q8=:i;);1sg;nsllzzr10tse\i?=?1-8[';')SS1=SS_CSh(i:z|_c|);gicharomyces pombe (strain 972 / ATCC 24843) 8076 28,95 1 4 4 17.4 10,49
059855 Zr'f‘)l::glaez f::eéliffg\?zé)iiﬁgpis;fsgi;%:]hizosaccharomyces pombe (strain 972 / ATCC 24843) 8815 958 1 4 4 702 525
060128 é?q8=£i;);§c;rgil1pg\>}ii1n_S[?égss_zsc(;::i;%s]accharomyces pombe (strain 972 / ATCC 24843) 8792 16,87 1 3 3 275 920
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Q10157 ?;?qs=:i;|(1jjzr;a|§|=p1m§;21l_j ER?_?:_S;gi;c';sca);:charomyces pombe (strain 972 / ATCC 24843) 8571 13.79 1 P 2 19.9 10,07
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04909 g:Esic;ng\?=2£:?wzf1:1(3§zi<g1ioz]osaccharomyces pombe (strain 972 / ATCC 24843) GN=hta1 8124 3409 1 5 5 139 10,64
Q10208 gil/r:;/a_tFKlggaE_eS%ﬁ;SOc]hizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pyk1 PE=1 79,36 727 1 3 3 555 7.96
P36584 g?qs;i;lgzo';n;:lé)g\t/e:ir; I__C[i'-?l?_SOBSfSSgEi;g?accharomyces pombe (strain 972 / ATCC 24843) 7370 4,90 2 2 2 438 1027
014388 g(:\‘iEi;nlgica)rr'\jaElfzroé?;rlzl_ﬁatgiissgggga]ccharomyces pombe (strain 972 / ATCC 24843) 7347 1544 1 2 2 154 10,84
28189 4(13?\‘8=:i;);15§>r|1;\gl=qrcgsi=nzs-1[%?183iss%1zg%?ccharomyces pombe (strain 972 / ATCC 24843) 6932 2384 1 2 4 16,9 10,37
TS e e -1 s sy O N iy ew 2 2 e e
40370 E{}cilgs:e[é’:l1OC1)1S_=SSg:|i'z)cg]accharomyces pombe (strain 972 / ATCC 24843) GN=eno101 PE=1 6582 1116 1 3 3 474 667
042699 g?qs;i;lﬁgcl;rr'\jalzl:;)zrogjr;zl_j?é?%%iZ?Egg?ccharomyces pombe (strain 972 / ATCC 24843) 6318 19,69 2 3 3 227 11,40
P40847 gv'\\/‘i:;r;:;:tggt=ir11gs;:/rgtzei_n[;A%?iggh:'zgcs)]accharomyces pombe (strain 972 / ATCC 24843) 58,97 6.30 1 2 2 201 7.88
s e ey it sy A g0 54 2 2 mo s
Q92372 g?\‘p):lg::t:ifr};IfEa=C1toéO=p1n3t[er\i’r'1:'l1(i§zicgg]osaccharomyces pombe (strain 972 / ATCC 24843) 5710 10,02 1 5 5 682 674
b04913 g:Esic;ng\D;|=ZSB:TE2¥1§1(3§E'S:|?iOZIOSaCCharomyces pombe (strain 972 / ATCC 24843) GN=htb1 5599 15,08 1 Py 2 138 10,07
10989 ,&g?g%:j;g]zosaccharomyces pombe (strain 972 / ATCC 24843) GN=act1 PE=1 SV=1 - 5580 7.20 1 2 2 417 548
014469 4(13?\‘8=:i;n;;;;nsllzzrzotse\i?:?2-2[';)SSZ=ZS_CSh(i:Z|_c|);gicharomyces pombe (strain 972 / ATCC 24843) 5229 14,62 1 P 2 148 1027
Q09188 éﬂz:r\;l;’ ;aér;igrsﬂ;ztf[n[gg;fggi;%sg]ccharomyces pombe (strain 972 / ATCC 24843) 4972 904 1 3 3 350 996
013672 g?\‘S=:i;)lgngm:1l %r\c/)tgri I[Iglgfggwgoo]saccharomyces pombe (strain 972 / ATCC 24843) 4960 12,36 1 3 3 286 10,35
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P36604 Zé;’:réléazilgjg)sg’r\‘efl;I;tegEp:gt;i\r}S;T[?;Ic&gpg):jss(ggi;z;accharomyces pombe (strain 972/ 48,37 347 1 2 2 732 4,96
094529 (F;?\‘C:IF;c::;)?r’ngllze:asgl\)/lir;it_p[c';lngfggﬂgzoo]saccharomyces pombe (strain 972 / ATCC 24843) 4247 3.91 1 Py 2 574 453
Q10475 i#léaggzg;;a)néI’\’ilz;;?;tlsgc:; fgs/t:; 4-1 [glszn(;n_asgﬁgsoih|zosaccharomyces pombe (strain 972 / 41,46 456 1 3 3 1539 9.23
578946 g(:\‘S;i;)lgzo';n;:Ié)rg\t/e:iq I__%glgzjgggg)&accharomyces pombe (strain 972 / ATCC 24843) 4017 11,90 1 P 2 143 1117
Probable 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase
IQOUT19 |0S=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=met26 PE=1 SV=1 - 33,30 2,62 1 2 2 85,3 6,38
[METE_SCHPOQ]
P41891 g{;;tzlrj Fé&igfggﬁgéc;sacchammyces pombe (strain 972 / ATCC 24843) GN=gar2 PE=1 32.39 6.60 1 2 2 530 4,97
00332 élﬁc;t;zlhcieg)éirﬁngse\yjzs? &%;S_?iczg;a&charomyces pombe (strain 972 / ATCC 24843) 3042 943 1 2 2 374 693
Dbl8-3flag
Rezesde Description Score |Coverage q £ Unique # R ezl
n Proteins| Peptides | Peptides | [kDa] | pl
Qous25 IChromodomain helicase hrp1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) 64016 36,64 1 32 32 1585 5,83

IGN=hrp1 PE=1 SV=1 - [HRP1_SCHPO]
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Uncharacterized ATP-dependent helicase C29A10.10c OS=Schizosaccharomyces pombe (strain

PE=1 SV=2 - [TOP2_SCHPQ]

972 / ATCC 24843) GN=SPBC29A10.10c PE=3 SV=1 - [YGSA_SCHPO] 551,74 16,00 2 25 22184

E{}cilgs:e[é’:l1OC1)1S=SSg:|i'z)cg]accharomyces pombe (strain 972 / ATCC 24843) GN=eno101 PE=1 32057 39,41 1 1 474 667
I[-'i:jtfgg:é§S=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=hhf1 PE=1 SV=2 - 32547 4175 5 5 114 1136
%}/gérglfsezg)dg&:ﬁzg?pggzdse\r/]ﬁr?g[;gg'a;si;é):;g]ch|zosaccharomyces pombe (strain 972 / 27853 27,38 10 10 358 6,70
le'ir;r?q;qe;né)jngvi:ﬁal[;eMk?_S;gﬁ};zocisaccharomyces pombe (strain 972 / ATCC 24843) 26736 10,23 7 7 998 519
Zﬁ)l::é)laez f;eéiffg&zgiiﬁgpis;fsgi;%:]h|zosaccharomyces pombe (strain 972 / ATCC 24843) 23093 20,09 10 10 702 525
Z:‘o:;);&gIé/Eirft;\}(;r;a_s([ep(é?:SS((::}Lzsg?ccharomyces pombe (strain 972 / ATCC 24843) 23420 35,02 10 10 439 815
R A I e SRR s o o se
(Ealﬁz%(sft;c;npfzztfrsl;:lzp??éé1O'A\S;=SS%1||_|ZS(5:)?ccharomyces pombe (strain 972 / ATCC 24843) 21421 1543 8 8 496 9,00
Zﬁz}ﬁzﬁ-gézqog%ia;? aicgigzagg?ch|zosaccharomyces pombe (strain 972 / ATCC 24843) 202,03 36,03 7 7 395 635
8an;t£1;r:g grgrzotsrz\a/r;s‘]f%rfosz_:_:fgcaﬁz)slch|zosaccharomyces pombe (strain 972 / ATCC 24843) 19351 959 3 3 482 634
gil/r:}/a_tFKlgaaE_eS%ﬁ;SOc]hizosaccharomyces pombe (strain 972 / ATCC 24843) GN=pyk1 PE=1 180,45 27.90 9 9 555 7,96
Probable 5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase

IOS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=met26 PE=1 SV=1 - 173,80 12,83 9 9 85,3 6,38
[METE_SCHPOQO]

?3?\?:%22%?%:‘)5%321|_??I-R?_§')?3=_SS%]II-|Z§§)E]CCharomyces pombe (strain 972 / ATCC 24843) 17217 1844 2 2 15,8 1048
Ellgg1gaSti\c/)r=12fa-c[t£|r:22_Cs)(S;SPcc})1;zosaccharomyces pombe (strain 972 / ATCC 24843) GN=eft201 158,38 10,45 6 6 932 643
4(13?\‘8=E|550§c';rgil1pg\>}2l1n_S[?égss_zsc(;:r'l;%s]accharomyces pombe (strain 972 / ATCC 24843) 140,92 17,67 4 4 275 920
gza:psstgc;Er:%teslrc/t:grI1F:'cggpp;s’,:sjs(éSHT)SOahlzosaccharomyces pombe (strain 972 / ATCC 24843) 14091 7,50 4 4 803 507
gv'\\llli(;r;:;:tglggqgs;i/rgtzel_n[;AOP?=ggh;'zscs)]accharomyces pombe (strain 972 / ATCC 24843) 130,47 2047 4 4 201 7,88
e o i Sy ST TGRS BTz g5 1139 5 5 me s
gEit152322 Fjrﬁjg;;gfggs;g;:hlzosaccharomyces pombe (strain 972 / ATCC 24843) GN=sks2 12221 881 4 4 672 6,09
e e L oo Pombe (i ST21 |1 07 35,5 o om0 s

égg?cgsigxdlfgzrlassgﬁps(;fchizosaccharomyces pombe (strain 972 / ATCC 24843) GN=adh1 12182 2171 6 6 374 693
2_?1@(?5;?;) zhri‘ér%c;llilrg%r:?esl\/s:uzbﬂg;gf é)g:ggqlzosaccharomyces pombe (strain 972 / 119,91 5,51 8 8 1891 6,64
et oo e v By o PO G STE 7,05 1502 R
e P e ey oo Ges P B 1545 .11 2 2 a4 ez

4(13?\]84?;;;);\3:??\721S-Ei?s(gijgémécg]accharomyces pombe (strain 972 / ATCC 24843) 113,05 1550 2 2 226 10,93
g?qs;g:lﬁzcl;rgalzlf‘]roéer;:_j?é?%%iZ?ﬁgg?ccharomyces pombe (strain 972 / ATCC 24843) 109,54 17,91 3 3 238 11,18
e o e BT e on % PP 767785 s s w2

;:7225a_l([i_IE)AaLie_(S)g;'Sj(g]izosaccharomyces pombe (strain 972 / ATCC 24843) GN=tal1 PE=1 107,23 9,94 3 3 352 586

e ey 7o ™o (0583 708 s 4 s sa

gza:swg;:gér::egvioz fjcing:ggo(jgéa%hézlosaccharomyces pombe (strain 972 / ATCC 24843) 102,78 7,39 4 4 805 496

g;c;l?a:?clgtgkgzg rg:llizizlt:ésgEf{ass\e/,:r;T?ﬁ_t:;ngdsrlngC}):So?Sch|zosacchar0myces pombe (strain 102,71 916 3 3 452 945

II;){ES:ZPEC\)/SEZI']?IEEIE_SBG‘]1SO(ZSF|=IDS((::)TZOSECCharomyCSS pombe (strain 972 / ATCC 24843) GN=plb1 102,40 457 2 2 671 4,92

éc'i\‘e:;gilyc;rgzgygtsza??Saizsi:ggsgaoc]charomyces pombe (strain 972 / ATCC 24843) 102,38 11,78 4 4 474 504

glgig;e%?gsgéﬁgégegﬁ?;e fjﬁsﬂé[ﬂi;%ﬂgg]saccharomyces pombe (strain 972 / ATCC 100,01 723 4 4 697 8,50

g/ligrgl;tgl&e;ﬁ]sjgféa‘\:%ﬂEzrftse{r/L?tf%:/ﬁﬁgfjgénléc(;s]accharomyces pombe (strain 972 / ATCC 9892 10,06 3 3 554 11,81
gEzlgzcgla\\/rﬂrc_)tﬁ\ljra&';%gsszsl_(':glcz)?saccharomyces pombe (strain 972 / ATCC 24843) GN=nop56 96,05 443 3 3 554 8,90

4(13(:\‘8=ElssogacnggLqrcgsrzs-ti?s(gijgémécg]accharomyces pombe (strain 972 / ATCC 24843) 9515 1715 3 3 275 10,83
g—g::)sgjcgrlﬁﬁ)é(gs_sgcoHS;OS]ch|zosaccharomyces pombe (strain 972 / ATCC 24843) GN=pfk1 0445 658 5 5 1025 619

gziigigd;rég:?rg%eg %Litéuqrgiggmz;g]accharomyces pombe (strain 972 / ATCC 24843) 9413 7,69 2 2 436 9,00

g(:\‘S;l;ﬁzo';n;:I:)rg\t/e:lq I_.;é?_?BS:Zs(;:Egg?accharomyces pombe (strain 972 / ATCC 24843) 9387 19,91 3 3 239 982

B e S ey %> [g302 o5 2 1 we ia

(P;'l‘o:;;rcr)ﬁl)sggtz\r}]:}a_sfpﬁ%??gssp&&charomyces pombe (strain 972 / ATCC 24843) 9155 2559 5 5 238 747

g(:\‘iifﬁgcl;rgalzlfzroéezzl_jS[)'-R?_%?;Ssgﬁgga]ccharomyces pombe (strain 972 / ATCC 24843) 9003 19,69 3 3 227 1140
g?qs;g:lﬁgca)rgalzlf‘]roéer;l_j?é?%iissﬁﬁgga]ccharomyces pombe (strain 972 / ATCC 24843) 8939 1444 2 2 212 11,66
gﬁﬁrzg?j?ffl;\%c;t?lFR;;;SS?SSga;}g?osaccharomyces pombe (strain 972 / ATCC 24843) 8822 278 4 4 1874 549

Ellgggastl\c;r;1fa-c[t£|r:11l-3b_est%'i)§glsChlzosaccharomyces pombe (strain 972 / ATCC 24843) GN=tef5 87,09 12,62 2 2 235 4,50

DNA topoisomerase 2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=top2 8705 323 4 4 1678 7.28
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60S ribosomal protein L3-B OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=rpl3b PE=3 SV=2 - [RL3B_SCHPO] 8587 644 438 1027
Nucleolar protein 58 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=nop58

PE=1 SV=1 - [NOP58_SCHPOQ] 8497 689 55,7 9,08
Probable serine hydroxymethyltransferase, cytosolic OS=Schizosaccharomyces pombe (strain 84.19 771 518 781
972 / ATCC 24843) GN=SPAC24C9.12c PE=3 SV=1 - [GLYD_SCHPO] ! ’ ’ ’
ITriosephosphate isomerase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

IGN=tpi1 PE=1 SV=4 - [TPIS_SCHPQ] 84,09 17,67 2712 1,08
140S ribosomal protein S18 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=rps18a PE=1 SV=1 - [RS18_SCHPO] 83,96 | 25066 174 11049
140S ribosomal protein S1-A OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=rps101 PE=3 SV=2 - [RS3A1_SCHPO] 8215 22,22 285 9,99
140S ribosomal protein S1-B OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

IGN=rps102 PE=1 SV=3 - [RS3A2_SCHPOQ] 79,88 2500 285 10,14
Putative phospho-2-dehydro-3-deoxyheptonate aldolase OS=Schizosaccharomyces pombe 7831 10.33 397 680
(strain 972 / ATCC 24843) GN=SPAC24H6.10c PE=3 SV=1 - [AROF_SCHPOQ] ! ’ ’ !
DNA damage checkpoint protein rad24 OS=Schizosaccharomyces pombe (strain 972 / ATCC

24843) GN=rad24 PE=1 SV=2 - [RAD24_SCHPO] 7802 889 301 472
Fatty acid synthase subunit alpha OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=fas2 PE=1 SV=2 - [FAS2_SCHPO] 77,95 1,19 202,0 6,18
140S ribosomal protein S5-B OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

IGN=rps5b PE=3 SV=1 - [RS5B_SCHPO] 7T 2286 223 985
[DNA-directed RNA polymerase | subunit RPA12 OS=Schizosaccharomyces pombe (strain 972 / 7700 2773 131 515
IATCC 24843) GN=rpa12 PE=3 SV=1 - [RPA12_SCHPO] ! ’ ’ ’
rRNA 2'-O-methyltransferase fibrillarin OS=Schizosaccharomyces pombe (strain 972 / ATCC

04843) GN=fib1 PE=1 SV=1 - [FBRL_SCHPO] 75,96 1016 82,0 1017
IATP synthase subunit beta, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC

24843) GN=atp2 PE=1 SV=1 - [ATPB_SCHPO] 7547 1410 568 599
60S ribosomal protein L11 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=rpl11a PE=1 SV=1 - [RL11_SCHPO] 74,56 1379 199 110,07
60S ribosomal protein L36-B OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

IGN=rpI36b PE=3 SV=1 - [RL36B_SCHPO] 70,08 2020 "3 a4
60S ribosomal protein L14 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=rpl14 PE=2 SV=1 - [RL14_SCHPO] 67,82 19,40 152 11035
60S ribosomal protein L13 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

IGN=rpl13 PE=1 SV=1 - [RL13_SCHPOQ] 67,70 2788 235 1070
60S ribosomal protein L23 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=rpl23a PE=3 SV=1 - [RL23_SCHPO] 67,08| 39,57 149 11021
60S ribosomal protein L22 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=rpl22 PE=1 SV=3 - [RL22_SCHPO] 66,40 17,95 133 964
60S ribosomal protein L8 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpl8

PE=1 SV=3 - [RL8_SCHPO] 65,38 9,65 28,6 10,35
IThreonine synthase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=thrc

PE=1 SV=1 - [THRC_SCHPO] 6387 | 564 57.6 559
Protein gar2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=gar2 PE=1 SV=2

| [GAR2 SCHPO] 63,74 10,20 53,0 4,97
Elongation factor 3 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=tef3 PE=1

ISV=1 - [EF3_SCHPO] 63,33 6,69 115,7 6,49
Multiprotein-bridging factor 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=mbf1 PE=3 SV=1 - [MBF1_SCHPO] 63,20 23,65 16,0 11049
60S ribosomal protein L4-B OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

IGN=rpl4b PE=3 SV=1 - [RL4B_SCHPOQ] 62,92 1074 399 1071
Uncharacterized oxidoreductase C30D10.05¢c OS=Schizosaccharomyces pombe (strain 972 / 62.86 972 266 835
IATCC 24843) GN=SPBC30D10.05¢c PE=3 SV=1 - [YB45_SCHPO] ’ ’ ’ ’
60S ribosomal protein L37-B OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

IGN=rpI37b PE=1 SV=4 - [RL37B_SCHPO] 62,48 2637 101 11,46
Uncharacterized protein C16A3.08c OS=Schizosaccharomyces pombe (strain 972 / ATCC

04843) GN=SPBC16A3.08c PE=1 SV=1 - [YBI8_SCHPO] 60,56 | 16,20 30,9 10,14
140S ribosomal protein S9-A OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

IGN=rps9a PE=1 SV=2 - [RS9A_SCHPO] 5963 1361 221 1037
Heat shock protein 60, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC

04843) GN=hsp60 PE=1 SV=1 - [HSP60_SCHPO] 5920 4,12 621 599
Probable pre-mRNA-splicing factor ATP-dependent RNA helicase prp43

IOS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=prp43 PE=3 SV=1 - 57,56 2,86 83,8 6,32
[DHX15_SCHPOQ]

Histone H2A-beta OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=hta2 PE=1

ISV=2 - [H2A2_SCHPO] 54,52 29,77 13,8 10,52
IS-adenosylmethionine synthase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=sam1 PE=3 SV=1 - [METK_SCHPO] 52,88 4,97 418 604
60S ribosomal protein L6 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rpl6

PE=1SV=2- [RL6_SCHPO] 50,32 23,08 21,2 10,26
Replication factor A protein 1 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=ssb1 PE=1 SV=1 - [RFA1_SCHPO] 4898 608 682 |6,74
Probable ATP-citrate synthase subunit 2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 4875 427 539 609
24843) GN=SPAC22A12.16 PE=1 SV=1 - [ACL2_SCHPO] ! ’ ’ i
140S ribosomal protein S2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=rps2 PE=1 SV=1 - [RS2_SCHPO] 48,09 949 27,6 10,08
FACT complex subunit spt16 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

IGN=spt16 PE=1 SV=1 - [SPT16_SCHPO] 4801 216 1164 526
RuvB-like helicase 2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=rvb2

PE=1 SV=1 - [RUVB2_SCHPO] 4733 473 51,5 539
60S ribosomal protein L16-A OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=rpl16a PE=1 SV=1 - [RL16A_SCHPO] 47,04 7,61 22,0 10,55
INAD-dependent malic enzyme OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

IGN=mae2 PE=1 SV=1 - [MAOX_SCHPO] 4480 283 625 6,01
Branched-chain-amino-acid aminotransferase, mitochondrial OS=Schizosaccharomyces pombe 4430 492 478 870
(strain 972 / ATCC 24843) GN=eca39 PE=1 SV=3 - [BCA1_SCHPO] ! ’ ’ ’
140S ribosomal protein S19-A OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

IGN=rps19a PE=2 SV=1 - [RS19A_SCHPOQ] 43,91 14,58 161 970
60S ribosomal protein L20 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=rpl20a PE=1 SV=3 - [RL20_SCHPO] 43,36 | 25,00 20,6 10,42
IATP-dependent RNA helicase elF4A OS=Schizosaccharomyces pombe (strain 972 / ATCC

24843) GN=tif1 PE=1 SV=2 - [IF4A_SCHPO] 42,93 53 444 502
H/ACA ribonucleoprotein complex subunit 4 OS=Schizosaccharomyces pombe (strain 972 / 4176 422 531 897
IATCC 24843) GN=cbf5 PE=3 SV=1 - [CBF5_SCHPOQ] ! ’ ’ ’
140S ribosomal protein S16 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) 4111 22,86 154 1013

GN=rps16a PE=2 SV=1 - [RS16_SCHPO]
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10 kDa heat shock protein, mitochondrial OS=Schizosaccharomyces pombe (strain 972 / ATCC

04843) GN=hsp10 PE=1 SV=1 - [CH10_SCHPO] 4032 2212 13 936
Heat shock protein 70 homolog C57A7.12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 40.06 371 612 489
24843) GN=SPAC57A7.12 PE=1 SV=3 - [YDMC_SCHPO] ! ’ ’ !
Probable transketolase OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=SPBC2G5.05 PE=2 SV=1 - [TKT_SCHPO] 87,91 4,09 751 680
DNA repair and recombination protein rad22 OS=Schizosaccharomyces pombe (strain 972 / 36.72 917 519 840
IATCC 24843) GN=rad22 PE=1 SV=2 - [RAD22_SCHPOQ] ! ’ ’ !
140S ribosomal protein S30 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=rps30a PE=3 SV=2 - [RS30_SCHPO] 34,77 1967 69 11,68
60S ribosomal protein L12 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=rpl1201 PE=1 SV=1 - [RL12_SCHPO] 8418 2061 17.7 19,31
Eukaryotic translation initiation factor 5A-1 OS=Schizosaccharomyces pombe (strain 972 / ATCC

24843) GN=tif51a PE=1 SV=1 - [IF5A1_SCHPO] 33,96 19,11 171 48
DNA-directed RNA polymerase | subunit rpa49 OS=Schizosaccharomyces pombe (strain 972 / 3305 518 480 958
IATCC 24843) GN=rpa49 PE=2 SV=1 - [RPA49_SCHPO] ! ’ ’ !
Inosine-5'-monophosphate dehydrogenase OS=Schizosaccharomyces pombe (strain 972 /

IATCC 24843) GN=gual PE=2 SV=1 - [IMDH_SCHPOQ] 3260 420 570 687
HMG box-containing protein C28F2.11 OS=Schizosaccharomyces pombe (strain 972 / ATCC

04843) GN=SPBC28F2.11 PE=1 SV=1 - [YHHB_SCHPO] 82,52 14,19 339 1932
Histone H3.1/H3.2 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=hht1 PE=1

ISV=2 - [H31_SCHPO] 31,92 30,15 15,3 11,27
6-phosphogluconate dehydrogenase, decarboxylating OS=Schizosaccharomyces pombe (strain 3125 1118 536 714
972 / ATCC 24843) GN=SPBC660.16 PE=1 SV=2 - [EPGD_SCHPO] i ’ ’ ’
Probable UTP--glucose-1-phosphate uridylyltransferase OS=Schizosaccharomyces pombe 3066 455 564 752
(strain 972 / ATCC 24843) GN=fuy1 PE=1 SV=2 - [UGPA1_SCHPQ] ! ’ ’ !
Probable 60S ribosomal protein L28e OS=Schizosaccharomyces pombe (strain 972 / ATCC

24843) GN=rpl28e PE=1 SV=1 - [RL28E_SCHPOQ] 30,58 3582 147 122
60S ribosomal protein L26 OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=rpl26 PE=3 SV=1 - [RL26_SCHPO] 30,34 16,67 143 1,17
IActin OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843) GN=act1 PE=1 SV=1 -

[ACT_SCHPO] 29,00 13,33 41,7 5,48
78 kDa glucose-regulated protein homolog OS=Schizosaccharomyces pombe (strain 972 / ATCC]|

24843) GN=bip1 PE=3 SV=2 - [GRP78_SCHPO] 28,55 4,07 732 4,96
IATP synthase subunit alpha, mitochondrial OS=Schizosaccharomyces pombe (strain 972 /

IATCC 24843) GN=atp1 PE=3 SV=1 - [ATPA_SCHPOQ] 28,00 580 586 9,09
140S ribosomal protein S24-B OS=Schizosaccharomyces pombe (strain 972 / ATCC 24843)

GN=rps24b PE=2 SV=3 - [RS24B_SCHPO] 26,76 17,16 155 10,92
DNA-directed RNA polymerase Il subunit RPB2 OS=Schizosaccharomyces pombe (strain 972 / 23,71 1,82 1378 6,83

IATCC 24843) GN=rpb2 PE=1 SV=2 - [RPB2_SCHPO]




Appendix Table S2: Fission yeast strains used in this study

Strain Mating Leu Ura Ade His Genotype Origin
number type

LYs h+  leul-32 lab stock
LY6 h- leu1-32 lab stock
Ly11 h+  leul-32 ura4D18 lab stock
Ly12 h- leu1-32 ura4D18 lab stock
LY112 h+  leul-32 ura4D18 ade6-210 lab stock
Ly113 h- leu1-32 ura4D18 ade6-210 lab stock
LY1052 h- leu1-32 rrp6A::KanR lab stock
LY1053 h+ leu1-32 rrp6A::KanR lab stock
LY1334 h- leu1-32 senlA::KanR lab stock
LY2528 h- leu1-32 ura? ade? rnh1D129N-GFP-KanR lab stock
LY2529 h- leul-32 ura? ade? rnh1D129N-GFP-KanR lab stock
LY2544 h+  leul-32 ura4- ade6-210 rnh1D129N-GFP-KanR ARS::nmt1-RnhA::LEU2+ lab stock
LY2545 h- leu1-32 ura4- ade6-216 rnh1D129N-GFP-KanR ARS::nmt1-RnhA::LEU2+ lab stock
LY2638 h+ leu1-32 ura4D18 senlA:NatR lab stock
LY2639 h- leul-32 ura4D18 ade6-210 senlA::NatR lab stock
LY3159 h+  leul-32 ura4D- rpc25-13myc-KanR sen1A::NatR lab stock
LY3160 h+  leul-32 ura4D- ade6-210 rpc25-13myc-KanR sen1A::NatR lab stock
Ly3161 h+  leul-32 ura4D- ade6-210 rpc25-13myc-KanR sen1A::NatR lab stock
LY3681 h90?  leul-32 ura4D- ade6-216 rpc25-13myc-KanR rnh1A::HygroR rnh2014::KanR lab stock
LY3747 h-? leul-32 ura- ade6-216 rrp6A::, lab stock
LY3790 h+  leul-32 ura4- senlA: lab stock
LY3791 h- leul-32 ura4- ade6-216 senlA: lab stock
LY3843 h- leu1-32 ura4- senlA: lab stock
LY3844 h+  leul-32 ura4- senlA:KanR lab stock
LY3929 h- leul-32 ura4- ade6-210 sen1-3flag-NatR lab stock
LY3930 h+  leul-32 ura4- ade6-210 senl-3flag-NatR lab stock
LY3966 h- leu1-32 ura4D18 ade6? his3D1 P81nmti-dis3::KanR Frangois Bachand
LY4127 h- leu1-32 ura4D18 ade6-704 Richard J. Maraia
LY4130 h- ura4D18 ade6-704 leu1-32::[DRT5T::leul+] Richard J. Maraia
LY4156 h- leu1-32 ade6-704 senlA:: this study
LY4157 h+  leu1-32 ade6-704 senlA::KanR this study
LY4164 h+  ade6-704 senlA::KanR leul-32:[DRT5T::leul+] this study
LY4165 h- ade6-704 senlA::KanR leu1-32::[DRT5T::leul+] this study
LY4174 h- leu1-32 ura4- ade6-704 dbl8A::NatR this study
LY4175 h+  leul-32 ura4- ade6-704 dbl8A::NatR this study
Ly4183 h+ leu1-32 ura4- ade6-704 dbl8A::NatR leu1-32::[DRT5T::leul+] this study
Ly4184 h- leul-32 ura4- ade6-704 dbl8A::NatR leul-32:[DRT5T::leul+] this study
LY4285 h- leu1-32 ura4D18 ade6-704 rpc37-3flag-NatR this study
LY4290 h- leu1-32 ura4D18 ade6-704 rpc37-V189D-3flag-NatR this study
Ly4294 h+  leul-32 ura4D18 ade6-704 this study
Ly4316 h+  leul-32 ura4D18 ade6-704 rpc37-V189D-3flag-NatR this study
LY4331 h+ ura4D18 ade6-704 rpc37-3flag-NatR leu1-32::[DRT5T::leul+] this study
Lv4332 h+  uradD18 ade6-704 rpc37-3flag-NatR leul-32::[DRT5T::leul+] this study
LY4333 h+  ura4D18 ade6-704 rpc37-3flag-NatR sen1A::KanR leu1-32::[DRT5T::leul+] this study
LY4334 h+ ura4D18 ade6-704 rpc37-3flag-NatR sen1A::KanR leul-32::[DRT5T::leul+] this study
Lv4349 h+  leul-32 ade6-704 rpc37-3flag-NatR this study
LY4350 h- leu1-32 ade6-704 rpc37-3flag-NatR this study
LY4355 h- ade6-704 rpc37-V189D-3flag-NatR leul-32::[DRT5T::leul+] this study
L4356 h-  ade6-704 rpc37-V189D-3flag-NatR leul-32::[DRTST::leul+] this study
LY4523 h- leu1-32 ura4D senlA::NatR lab stock
LY4524 h+  leul-32 ura4D ade6-210 senlA::NatR lab stock
L4681 h+  leul-32 ura4D18 cdc2asM17 lain Hagan
LY4682 h-  leul-32 ura4D18 cdc2asM17 lain Hagan
LY4757 h- ura4D- ade6-704 cdc2asM17 rpc37-3flag-NatR lab stock
Ly4781 h- cdc2asM17 sen1A::KanR lab stock
LY4793 h+  leul-32 ura4D18 ade6-210 arg10-2T this study
LY4795 h+  leul-32 ura4D18 ade6-210 arg10-2T this study
LY4880 h+ leu1-32 ura4D18 ade6-210 senlA::NatR arg10-2T this study
Ly4881 h+  leul-32 ura4D18 ade6-210 senlA::NatR arg10-2T this study
LY4882 h- leu1-32 ura4D18 ade6-210 senlA::NatR arg10-2T this study
LY4938 h- leu1-32 ura4D18 ade6-704/210? rpc37-3flag-NatR arg10-2T this study
LY4975 h+  leul-32 ade6-704 cdc2asM17 rpc37-3flag-NatR this study
LY4976 h- leu1-32 ade6-704 cdc2asM17 rpc37-3flag-NatR this study
LY4977 h- leu1-32 ade6-704 cdc2asM17 rpc37-3flag-NatR sen1A::KanR this study
LY4978 h-  leul-32 ade6-704 cdc2asM17 rpc37-3flag-NatR sen1A::KanR this study
LY5218 h+  leul-32 ura4D- rpc25-13myc-KanR sen1A::NatR ARS::nmt1-RnhA::LEU2+ this study
LY5219 h+  leul-32 ura4D- rpc25-13myc-KanR sen1A::NatR ARS::nmt1-RnhA::LEU2+ this study
LY5220 h- leul-32 ura4D- ade6-210 rpc25-13myc-KanR sen1A::NatR ARS::nmt1-RnhA:LEU2+ this study
LY5221 h+  leu1-32 ura4D- ade6-210 rpc25-13myc-KanR sen1A::NatR ARS::nmt1-RnhA::LEU2+ this study
LY5242 h- leu1-32 ura4D- ade6-210 his2-Mat1IM rpc25-13myc-KanR Ken Noma
LY5277 h+  leul-32 ura4D- rpc25-13myc-KanR ARS::nmt1-RnhA::LEU2+ this study
LY5278 h- leu1-32 ura4D- his2-Mat1M rpc25-13myc-KanR ARS::nmt1-RnhA::LEU2+ this study
LY5357 h- leu1-32 ura4D- ade6-210/216? rnh1-D129N-GFP-KanR sen1A::NatR this study
LY5358 h- leu1-32 ura4D- ade6-210/216? rnh1-D129N-GFP-KanR sen1A::NatR this study
LY5359 h+  leul-32 ura4D- ade6-210/216? rnh1-D129N-GFP-KanR sen1A::NatR this study
LY5360 h+ leu1-32 ura4D- ade6-210/216? rnh1-D129N-GFP-KanR sen1A::NatR ARS::nmt1-RnhA::LEU2+ this study
LY5361 h- leu1-32 ura4D- ade6-210/216? rnh1-D129N-GFP-KanR sen1A::NatR ARS::nmt1-RnhA::LEU2+ this study
LY5362 h+  leul-32 ura4D- ade6-210/216? rnh1-D129N-GFP-KanR sen1A::NatR ARS::nmt1-RnhA::LEU2+ this study
LY5465 h- leu1-32 ura4D- ade6-210/704? rpc37-3flag-NatR senl1A::KanR arg10-2T this study
LY5466 h+  leul-32 ura4D- ade6-210/704? rpc37-3flag-NatR sen1A::KanR arg10-2T this study
LY5467 h- leu1-32 ura4D- ade6-210/704? rpc37-3flag-NatR sen1A::KanR arg10-2T this study
LY5521 h- leu1-32 ura4D- ade6-? his3D1 : this study
LY5522 h+ leu1-32 ura4D- ade6-? this study
LY5524 h- leu1-32 ura4D- ade6-? his3D1 senlA::NatR P81nmt1-dis3::KanR this study
LY5724 h+  leul-32 ura4D18 ade6-210 arg10-23T this study
LY5762 h- leu1-32 ura4D- ade6-210/704? cdc2asM17 rpc37-3flag-NatR sen1A::KanR arg10-23T this study
LY5763 h+  leu1-32 ura4D- ade6-210/704? cdc2asM17 rpc37-3flag-NatR sen1A::KanR arg10-23T this study
LY5766 h- leu1-32 ura4D- ade6-210/704? cdc2asM17 rpc37-3flag-NatR arg10-23T this study
LY5767 h+ leu1-32 ura4D- ade6-210/704? cdc2asM17 rpc37-3flag-NatR arg10-23T this study
LY5955 h+  leul-32 ura4D- ade6-210 senl1-3flag-NatR arg10-TATAless this study
LY5956 h- leu1-32 ura4D- ade6-210 senl-3flag-NatR arg10-TATAless this study
LY5961 h- leu1-32 ura4D- ade6-210 senlA::NatR arg10-23T this study
LY5962 h- leu1-32 ura4D- ade6-210 senlA::NatR arg10-23T this study
LY5965 h- leu1-32 ura4D- ade6- rpc37-3flag-NatR arg10-TATAless this study
LY5966 h- leu1-32 ura4D- ade6- rpc37-3flag-NatR arg10-TATAless this study
FBY2103 h+  leul-32 ura4-D18 his3-D1 ade6-M216 ~ Sen1-HTP::kanMX6 this study
FBY2209 h+  leu1-32 ura4-D18 his3-D1 ade6-M216 atMX6 this study
FBY2210 h+ leu1-32 ura4-D18 his3-D1 ade6-M216  Rpc2-TAP::natMX6 this study
FBY2212 h?  leul-32 ura4-D18 his3-D1 ade6? senlA::kanMX6 Rpc1-TAP::natMX6 this study
FBY2213 h?  leul-32 ura4-D18 his3-D1 ade6? senl1A::kanMX6 Rpc2-TAP::natMX6 this study
LY3811 h- leu1-32 ura4- dbl8 latR this study
LY3812 h+  leul-32 ura4- dbl8A::NatR this study
LY3815 h-  leul-32 ura4D18 ade6-210 dbl8-3flag-NatR this study
LY3859 h- leu1-32 ura4- ade6-210 sen1-GFP-KanR dbl8A::NatR this study
LY3860 h- leu1-32 ura4- ade6-210 sen1-GFP-KanR dbl8A::NatR this study
LY3861 h+  leul-32 ura4- ade6-210 sen1-GFP-KanR dbl8A::NatR this study
LY3921 h+  leul-32 ura4- ade6-210 rpa43-GFP-KanR this study
LY3923 h- leu1-32 ura4- ade6-210 rpa43-GFP-KanR dbl8-3flag-NatR this study
LY6180 h+  leu1-32 ura4D ade6-210/704? rpc37-3flag-NatR sen1A::KanR thr10-20T this study
LY6211 h+  leu1-32 ura4D ade6-210/704? senl1A::KanR thr10-20T this study



Appendix Table S3: Primers used in this study

Figure Chromosome site Name on figure Use Primer name Primer sequence
] 18SqL1 tttctaggaccgccgtaatg
1F/2AI3C 18S ribosomal RNA 18S ChlP 18SqR1 gotitegeagtagticgtc
- 28SqL1 cccttgtcgcttaattggac
1F 28S ribosomal RNA 28S ChiP 28SqR1 tacaticeggoaccitasce
adh10ORFqL1 tcaccatggtcactgtttc
1F2A SPCC13B11.01 adh1 ChIP adh1ORFQR1 coggaaacgtaticaagage
27E2.11cql1 tceectgtttagcatggaag
1F SPAC27E2.11c 27E2.11c ChiIP 27E2116qR1 caagggcigtittgteactg
1E SPBC19C2.07 fba chip fbatlqlL1 tcaagaccaccaacgacaag
i fba1qR1 aggcgaattgggtatcagtg
Tef3 qL1 ATGTTGCCTGGTTGGAGAAC
i SPCC417.08 tef3 ChiP Tef3 gR1 AACGTGGTCCAAGAAACCAG
rps1601qgL1 cgtgctcgtcaacaaaagtc
i SPBC18H10.14 rps1601 ChiP rps1601gR1 aacggttggctcgtacacag
1F/1G/2A/2C/3B/3C/4E/5B/6B/6C arg10qL1 GGTGTGTAGCCTAATGGTTAAGG
/6DIBE SPCTRNAARG.10 arg10.1 ChIP/RTGPCR arg10gR1 GAGTGTGACAGGACTCGAACC
arg10qL2 GGAAGGATACAATATCCACAACG
1G/4E/6B/6D SPCTRNAARG.10 arg10.2 ChIP arg10gR2 GCTGTTATCCATCCAGTTACGG
arg10 -300 FW TGCGACTCAGCATAAAGGTG
1G/4E/6B/6D SPCTRNAARG.10 arg10.3 ChIP arg10gR3 GGCATTCGTCGATTTTGC
arg10qL4 AAGCCGCCTTTCGTTAACAC
1G/4E/6B/6D SPCTRNAARG.10 arg10.4 ChiIP arg10qR4 CTGOTTGACCAGCTTTTOTG
arg10qL5 ACCAAACTGCCCGATACAAC
1G/4E/6B/6D SPCTRNAARG.10 arg10.5 ChIP arg10gR5 GCAAACAGAGTCCAATTGAGG
2C/ SPCTRNAARG.10 arg10 RTgPCR arg10RTT1 CAATATTTCTATTGCATGTTGACAG
thr10gL1 CAATCAACGTTGCCCCTATG
1F/1G/2AI3B/3C/4E/ SPCTRNATHR.10 thr10.1 ChIP thr10gR1 ATACAAATTGCCCCCACTCG
thr10qL2 ATTAGGAGGAGCATCGTACAGC
& SPCTRNATHR.10 thr10.2 ChiP thr10gR2 CACATAAAAGTGATATGCAAAAACG
thr10qL4 AGTCACGGACTTGGTCTTTACC
4B SPCTRNATHR 10 thr10.4 ChiP thr10gR4 TTCTTTGCACCCCATAGCAC
thr10qL5 AATGAGATTCATCCAGCGTTC
4B SPCTRNATHR 10 thr10.5 ChiP thr10gR5 GCAGGTACCGTAATTAGCCTTC
thr10qL6 GTGGGATGTACTAAACCACGTC
48 SPCTRNATHR.10 thr10.6 ChiP thr10gR6 ACGGATGACAGTAAAAGGAATG
tyrO4FW TGGTGTAGTTGGTTATCACATCC
1F/2A/2C/3B/3C/4E/5B SPBTRNATYR.04 tyr04 ChIP/RTgPCR tyrO4RV AATCTCCTGAGCCAGAATCG
lys09qL 1 GCTTTATGAGCGGCGTAAAC
4B SPBTRNATYR.04 lys09 ChiP lys09gR1 GAGCATTAGGTTTTTGGCGTAG
tyr04qlL2 ttgcecttgcatectatcte
4E SPBTRNATYR.04 tyr04.2 ChiIP tyr04qR2 {gaatitagcacgtttctctcaa
tyro4qL3 TCCTTTCACGCCCCTTTC
4B SPBTRNATYR.04 tyr04.3 ChiP tyr04gR3 ACAAATCCTGTTCAAAATTAGCC
5B SPBTRNATYR.04 tyr04 RTqPCR tyr04RTT2 TACCACAAGTAGCCAGGGTG
pro02qL1 ACATACCTCTTTCGGGTAATCC
1F/2A/3B/3C/5B SPATRNAPRO.02 pro02 ChIP/RTgPCR Dro02qR1 GOGCOTAACCAGGATTCG
5B SPATRNAPRO.02 pro02 RTgPCR pro02RTT1 GGTAATCAAGCAAGGTGTAAGG
5C SPATRNAPRO.02 pro02 Northern pro02qR3 TCTAAACTCAGCATACAAGTGGGG
c417qL1 AGGTTCAAATCCTGCTGGTG
1F/2A/3B/3C SPCTRNAMET.07 met07 ChiP c417qR1 TGGGACCTACGGGTTATGAG
. 5SqL1 TAGGCGAAAACACCAGTTCC
1F/2A/3B/3C 58S ribosomal RNA 58 ChiP 5SqR1 TTCCCATGTTGTCTCCAACC
5S20qgL2 CATGGCTAAATTGTTCAAATCC
1F/2A/3B/3C SPRRNA.20 5820 ChIP 5S20qR2 GTGGTAATTCGCCCATTGTC
snubqlL1 GATCTTCGGATCACTTTGGTC
1FI2A/3B/3C snu6 snu6 ChiP SnUBqR1 ATGTCGCAGTGTCATCCTTG
Chromosome-Organizing COC3qL CGAATCGCCCTTATGGATTC
1FI2A Clamp 3* cocs ChiP COC3qgR ATGCTACATCCCGATGATCC
Chromosome-Organizing COC4qL TGTCGATATTAGACCGAGCAAC
1FI2A Clamp 4* coc4 ChiP COC4qR TTCGAACCCACAGACTTTGC
Chromosome-Organizing COC5qL CCGAATTGACGCTAGTCTCC
1FI2A Clamp 5* cocs ChiP COC5qR TTGTTGCTACCAGCGTATCC
act1qLO aacgctcgtttccgatagtg
1F/2C/5B/6C/6E act1 act1 ChIP/RTgPCR act1gRO acgicgottiggaciigag
arg05qL2 ATGGTAGCGCATCTCATTCC
2C SPBTRNAARG.05 argos RTqPCR arg05qR2 ACAATCTTACACGACGGGACTC
2C SPBTRNAARG.05 arg05 RTqPCR arg05RTT2 CATGAGCAAAACAAAATACCACA
ser.09 qL1 AGAAATCTGTTGCGGTCTCC
6C SPCTRNASER.09 ser.09 RTQPCR ser.09 gR1 CCGTAAGTGGATGGATAACAGC

* see Noma et al., 2006
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Appendix Figure S1: The Sen1/RNAP3 physical association is not mediated

by RNA or DNA.

A. Principle of the experiment.

B. Result of the Sen1-GFP immuno-precipitation. Sen1 was difficult to detect in the
whole cell extract (WCE) and as a result the blot was exposed for longer than in
the IP.

C. The DNA co-immunoprecipitated with Sen1 was quantified by qPCR, using the
RNAP3-transcribed SPBTRNATYR.04 locus as reference. This confirmed that
the benzonase treatment was efficient.



Appendix Figure S2
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Appendix Figure S2: Correlation analysis of ChIP-seq data from Sen1
and RNAP3 for different classes of genes. Pairwise Pearson correlation
analysis of read coverage between Sen1 and Rpc1/Rpc2 for the indicated
gene types.
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Appendix Figure S3

Appendix Figure S3: Lack of DbI8 does not impact the recruitment of
Sen1 at RNAP3-transcribed genes. ChIP-gPCR analysis of GFP-tagged
Sen1 in the indicated genotypes and at the indicated loci in a population of
cycling cells (mean * standard deviation from 3 biological replicates).
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Appendix Figure S4: Lack of Sen1 results in modest transcription
termination defects at snu6. Snapshots of ChlP-seq signals of the RNAP3
subunits Rpc1 and Rpc2 in the presence or absence of Sen1 across the
snu6 locus. Boxed region highlights the increased density of reads
downstream of snu6 in the absence of Sen1.
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Appendix Figure S5: RnhA expression does not change the proportion
of read-through transcripts in the absence of Sen1. Strand-specific RT-
gPCR was used to quantify the levels of read-through transcripts (see
Methods). The mean + standard deviation from 3 biological replicates is
represented here.



