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Supplementary Figure S1. (A) Immunofluorescence of GM130, Hrs, Homer (green) in Sec bodies (marked by

Sec 16, red), as well as Homer (green) and Lasp (red), in SCH media under growing conditions. (B)
Immunofluorescence of V5-tagged Rox8 in SCH media.
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Supplementary Table S1

Gene Ontology: Cellular Components for Stress Granules

Category Term Protein Name % PValue Genes List Total | Pop Hits | Pop Total | Fold Enrichment | Bonferroni | Benjamini FDR
Q53F48, B72645, FBW646, AOA024R7T3, AOAO87WTT1, FBW0G4, H7C1J8,
. 4| H3BR27, BIANRO, QSOESS, ESRIZ6, ADAOB7X112, ADAOB7WUO3, QSTEPS,
GOTERM_CC_DIRECT 60:0030529 | intracellular ribonucleoprotein complex | 15.4839 | 896E-24 | "0t B0, CE B N et
E9POKA. ADAORZWXI3. COISV 154 136 18224 | 20.88311688 | 196E-21 | 196621 | 184E-21
QBIV96, 13L3A7, DEWSYS, AGAOS7WTT1, ADAOB7WX93, COJE24, BANRO,
GOTERM_CC_DIRECT G0:0010494 cytoplasmic stress granule 9.67742 | 1.51E-20 ESRIZ6, A1L3A7, Q5T1Z4, AOA0G2)Q95, CIJTN7, BADLAO, C9J5V9,
AGAOCADGL? 154 36 18224 | 49.30735931 | 3.30E-18 | 1.656-18 | 1556-18
E9PIW1, Q53F48, H3BPE7, AOAO24RIN2, QSSY38, ALL3AT, J3KSRS, BAECES,
E9PJO7, BADYOS, J3KS93, D6RITS, ADAO75BEFS, ESPNQO, H3BNJO,
AGAOB7WXM7, Q0SDU1, QSIR91, AOPIM7, FBVZRA, 131382, K7EKV2,
‘AOA087WUO03, E2QRN4, Q9H5V0, HOYHL2, HOYH33, S4R446, AOAO24R7T3,
13L3A7, AZRUMO, X5C404, ABKS03, FBWOGA, AOAOBTWUI2, BADLAO, A4FVCO,
Q8N4U2, BIALY4, AOAO87WTY4, H7C1)8, K7EKX4, ADAO87X112, H7BZN3,
GOTERM_CC_DIRECT §0:0005634 nucleus 64.5161 | 2.20.19 | FSPXIS, CIKOES, E9PQ9S, HOYLVS, HICAY, ESPIL7, LORSSS, E7EQI0, B7Z645,
F8W646, DEWS5YS5, LORAYOD, AOAO87WX93, H3BRS53, AOAO75B7D6,
AGAODSSEI7, D3DWF3, AOAOS7WXI3, ESPQK4, H7CAZ9, FSWEAL, ABK3NG,
'WOH)78, C9JF56, Q5QPM1, H7C4B6, Q53FG3, BADT31, BOQZEG, XSDPOS,
'ADAOB7XOR?, COIMMO, AOAOSTWTTL, AOAO24RACS, H3BR27, BANRO,
C9JG86, ADAOB7WVP1, I3LOPO, F5GY19, E7EPF2, LBEBDO, FBWD15, J3QLH2,
QSIRCE, QBIV96, FEW930, DERCL3, AGNGTS, ESRIZ6, B72206, E9PP32,
K7EQT7S, BLAMNS, CJ5V3, DERCDS 154 5415 | 18224 | 2185367726 | 5.02617 | 167E-17 | 157617
Q53F48, LORSB6, H3BPE7, E7EQJO, B7Z645, FBW646, DEW5Y5, AOAODISG84,
AOAOB7WX93, 13KSRS, BAEOEG, BADYOS, 131218, QSHYYS, ADAD7SB7D6,
H3BNJO, D3DWF3, AOAO87WXI3, ESPQK4, FBWEA1, ABK3N4, AOAOAOMR72,
AOAOB7WU03, E2QRNA, FBVWK9, QIHSVO, HOYHL2, QS3FG3, BADT31,
GOTERM_CC_DIRECT GO:0005654 nucleoplasm 412903 | 8.50E-15|  FSH1L3, BOQZEG, AOAG24RTT3, AOAOBTXOR2, A2RUMO, E9PRF1, XSCA04,
ABKS03, F8WOG4, H3BR27, C9IG86, QSIESS, HOYBWL, FSGYI9, S4R3GO,
(C9JTN7, J3QLH2, ADAO87WUI2, CIJRI8, A4FVCO, QSIRCE, DERCL3,
AOAOB7WTY4, H7CLIS, K7EKX4, AOAOBTXLI2, H7BZN3, COKOES, FSGXS,
ESPQ2, BADMD1, K7EQTS, HOYLVS, ESPIL7, COISVS 154 2784 | 18224 | 2720406031 | 187612 | 465613 | 435613
E7EQU0, B72645, FBW646, ADAO24R7T3, AOAOSTWTTL, H7CLI8, H3BR27,
GOTERM_CC_DIRECT G0:0071013 catalytic step 2 spliceosome 9.03226 | 7.766-13 g d d a g , g
Q59ES8, Q5QPM1, F5GYI9, J3KSR8, BADY08, BADMD1, AOAOS7WUI2 154 92 18224 18.00790514 1.70E-10 3.40E-11 3.18E-11
. 15| Q53F48, B72645, AOA024R7T3, F8WE46, BADY0S, BADMDI, H7CLI8, QSIESS,
GOTERM_CC_DIRECT G0:0019013 viral nucleocapsid 6.45161 | 9.856-13 oCimits AonoaTo 154 2 18224 | 4226345083 | 246610 | 3.60E11 | 337611
E9PIWL, E7EQUO, FBWE46, ADAOS22415, QSSY38, DEWSYS, LORAYO,
ADAO87WX93, C9JE24, A1L3A7, J3KSR8, AOA0G2JQ95, BAEOE6, Q8IWI7,
J3KS93, COKOBS, ADAOTSB7D6, FEVXB3, ADAOTSBEFS, ESPNQ, ADAODISEI7,
D3DWF3, ADAO87WXM?7, ADAO87WXI3, E9PQK4, Q05DU1, FBWEA1, CIJLV6,
AGAODSSF19, K7EKV2, QSVU79, AAOSTWUO3, FEVWKI, QSHSVO, HOYELS,
g . HOYHL2, H7C4B6, Q53FG3, C9JY20, AOA024R3V0, HOYH33, B7ZM29, BOQZE6,
GOTERM_CC_DIRECT (010005737 cytoplasm 548387 | BA2E12| 00038773, X5DPOS, 13L3A7, A2RUMO, XSCAO4, AOAOTWTT1, ABKS03,
F8WO0G4, BIANRO, HOY8W1, LBEBDO, FBWD15, C9JTN7, ADAO87WUI2,
BADLAO, COIRJS, AAFVCO, S4R373, FEWS30, QBIV96, DGRCL3, AOAOSTWTY4,
H7C1J8, A6NJA2, E9PLTO, ESRIZ6, LBEAO3, H7BZN3, C9J9B2, B7Z2D6, CIKOES,
FSGXIB, E9PQIE, K7EQTS, ADAOBTWVHO, HOYLVS, BLAMNO, H7CAY3, AGNEPS,
E9PIL7, ADAOCADGLY, COI5V9 154 5222 | 18224 | 1926216258 | 1786-09 | 2.54E-10 | 2.38E-10
LORSB6, AZRUMO, ESRFK1, DWSYS, AOAO24RACS, QSOESS, S4R3GO, BAEOES,
g - ADAO075B7D6, J3QLH2, D3DWF3, QSJRC6, AOAO87WXI3, Q05DU1, Q8IVI6,
GOTERM_CC_DIRECT (010005730 nucleolus 17.4198 | 116E-08| 1 pci3, k7ekxa, KTEKV2, FSGXIB, Q9HSVO, BADMDI, K7EQTS, HOVLYS,
HOVHI?. OS3FGA. COIVI0. ADA2ARIVO 154 857 18224 3.72825774 253606 | 3.16E:07 | 296E-07
AOAO7SBTL2, E7EQIO, B72645, FBWEAG, AOAO24R7T3, XSDPOS, QSBKY2,
ADA0S2Z415, ESRFK1, AOAO87WTT1, AOAO24RACS, LOR4YO, FBW0G4, H3BR27,
GOTERM_CC_DIRECT §0:0016020 membrane 27,0968 | 5.186.07| (QS9ESS, ADROSTWVP1, 13L0PO, ALL3AT, LSEBDO, QSIWA, BADYOS, 13KS93,
/AOAO87WUI2, A4FVCO, ADAOB7WXI3, ESPQK4, QOSDU1, Q8IVI6, Q5IRI1,
H7CSN8, K7EKX4, CIKOES, H3BSQO, E9PP32, K7EQ7S, F8VNV1, Q53FG3,
C9IY20, H7CAY3, AGNEPS, AOAOCADGL, HOYBHS 154 2200 18224 2.259173554 1.14E-04 1.26E-05 1.18E-05
. ' QS3F48, E2QRN4, FBW646, BADYOS, BADMDI, ADAOS7WUI2, QSOESS,
GOTERM_CC_DIRECT GO:0005681 spliceosomal complex 516129 | 1.42€-05 hovtbasiianes 154 9 100 | 1007129041 | 000311273 | 312604 | 292608
GOTERM_CC_DIRECT GO:0005844 polysome 3.87097 | 1.57€-05 H3BPE7, F8VXLL, LORAYO, A4FVCO, COIY20, AOAOBTWXI3 154 38 18224 | 18.68489405 | 0.00342809 | 3.12E-04 | 2.92E-04
GOTERM_CC_DIRECT GO:0000932 | cytoplasmic mRNA processing body | 4.51613 | 4.95€-05 A0A0G2Q95, QST124, H3BSQO, QBIVS6, 131218, COIRIS, AFVCO 154 78 18224 | 10.62004662 | 0.01079206 | 9.04E-04 | 8.46E-04
E9PIW1, ADAD7SBTL2, XSDPOS, QSBKY2, ADA0S22415, AOADBTWTTL,
'AOA024RACS, E9PRF1, ABK503, FBW0G4, HOYED1, 13LOPO, H3BMTS, Q8IW)7,
FBWDL5, BADYOS, 13KS93, 13L218, AOAO7SBEFS, COIRIS, D3DWF3, HIBNJO,
GOTERM_CC_DIRECT G0:0005829 cytosol 30.9677 | 1.136-04|  A4FVCO, AGAOB7WXM7, FBW930, Q8IV96, COILV6, QSIROL, ADAOSTWTYA,
F8VX11, AGNG7S5, COIF56, AOAODOSF 19, ESRIZ6, K7EKV2, B7Z2D6, FVWKO,
(C9KOES, H3BSQO, Q5T1Z4, E9PQY8, E9PP32, Q5TFK1, H7C4B6, AGNEPS,
Va2 FapIlT HovRHS 154 3315 | 18224 | 1713486513 | 0.02445933 | 0.00179988 | 0.00168481
GOTERM_CC_DIRECT GO:0000775 | chromosome, centromeric region | 3.87097 | 1.15€-04 QSIR91, ESPP32, ADAOB7WTY4, COIMMO, ADAOS7WXI3, I3LOPO 154 57 18224 | 12.45659604 | 0.02488484 | 0.00179988 | 0.00168481
GOTERM_CC_DIRECT G0:0005694 chromosome 4.51613 | 2.586-04|  BAEOEG, BOQZEG, AOAOBTXOR2, J3QLH2, AOAOB7WXI3, COIGSS, HOYSW1 154 105 18224 | 7.889177489 | 0.05490673 | 0.00376429 | 0.00352365
GOTERM_CC_DIRECT GO:0070937 | CRD-mediated mRNA stability complex | 1.93548 | 0.00103 B72645, E9PLTO, COISVO

- ' ity complex 154 6 18224 | 59.16883117 | 0.20158035 | 0.01406283 | 0.01316384

GOTERM_CC_DIRECT G0:0005852 | eukarvetic translation initiation factor 3 | 4 g5c4q | § 00577 QSBKY2, BADLAC, QSTFK1

complex 154 17 18224 | 20.88311688 | 0.85464927 | 0.11294932 | 0.10572882
GOTERM_CC_DIRECT GO:0005697 | telomerase holoenzyme complex | 1.93548 | 0.01324 B4DY08, QOSDUL, K7EKV2 154 21 18224 | 16.90538033 | 0.94606767 | 0.16114691 | 0.15084528
GOTERM_CC_DIRECT 60:0035145 exon-exon junction complex 1.93548 | 0.01449 BIAMNS, K7EKV2, J3KSRS 154 2 18224 | 1613695396 | 0.95909564 | 0.16701597 | 0.15633915
GOTERM_CC_DIRECT 60:0043231 intracellular membrane-bounded 7.09677 | 0.01949 | L8EBDO, ADAG2JQ95, E20RN4, Q8IVS6, F8VWK9, BAEOEG, BOQZES, 131218,

- organelle X5C404, HOYBHS, CaJ5V9 154 558 18224 | 2332821301 | 0.98655828 | 0.21336346 | 0.19972378
GOTERM_CC_DIRECT G0:0000776 kinetochore 2.58065 | 0.03076 QSIR91, ADAOTWTY4, DIDWFS3, 13LOPO 154 81 18224 | 5.843835177 | 09989332 | 0.31578123 | 0.2955943
GOTERM_CC_DIRECT G0:0000842 | Condensed nuclear chromosome outer | 1 55035 | § 03316 D3DWE3, 13L0P0

- Kinetochore 154 4 18224 | 59.16883117 | 0.99938021 | 0.31578123 | 0.2955943
GOTERM_CC_DIRECT G0:0031262 Ndc80 complex 1.29032 | 0.03316 E9PP32, 13L0PO 154 4 18224 | 59.16883117 | 0.99938021 | 0.31578123 | 0.2955943

" FSH1L3, S4R446, H3BPE7, XSDP08, AOAOS7WTY4, C9JY20, CIJE24,
GOTERM_CC_DIRECT GO10048471 perinuclear region of cytoplasm 709677 0.03683 AOAOS7WXI3. AOAOSTWVP1L, AGNEPS. HOYBHS 154 621 18224 209615827 | 0.99973001 | 032296659 | 0.30232033
GOTERM_CC_DIRECT GO:0000777 | condensed chromosome kinetochore | 2.58065 | 0.03687 SIR91, ESPP32, QSIRCE, I3LOPO

- ! @ @ 154 87 18224 | 5.440812062 | 09997326 | 0.32296659 | 0.30232033
GOTERM_CC_DIRECT G0:0000785 chromatin 2.58065 | 0.03903 AGAOB7WTY4, COIMMO, EPNQO, DIDWF3 154 89 18224 | 5318546622 | 0.99983657 | 0.32876197 | 030774522
GOTERM_CC_DIRECT G0:0016363 nuclear matrix 2.58065 | 0.04831 E2QRN4, ADAOB7WTY4, HOYLVS, QS9ESS 154 97 18224 | 4.879903602 | 0.99998048 | 0.37255864 | 0.34874211
GOTERM_CC_DIRECT G0:003506 i complex | 1.29032 | 0.04933 131218, A4FVCO 154 6 18224 | 39.44588745 | 0.99998458 | 0.37255864 | 0.34874211
GOTERM_CC_DIRECT 60:0071204 |  Pistone pre-mRNA Send processing | 3 5505, | 04933 872645, CI5V9

- complex 154 6 18224 | 39.44588745 | 0.99998458 | 0.37255864 | 0.34874211
GOTERM_CC_DIRECT 60:0000781 chromosome, telomeric region 1.93548 | 0057 HOYLVS, K7EKV2, H7BZN3 154 46 18224 | 7717673631 | 0.99999738 | 0.39227153 | 036719481
GOTERM_CC_DIRECT G0:0042788 polysomal ribosome 1.29032 | 0.05732 AOADB7WXI3, ALL3A7 154 7 18224 | 33.81076067 | 0.99999757 | 0.39227153 | 036719481
GOTERM_CC_DIRECT G0:0071541 | eukarvotic translation initiation factor 3 | ) 55035 | § 9573, Q5BKY2, QSTFK1

complex, elF3m 154 7 18224 | 33.81076067 | 0.99999757 | 0.39227153 | 036719481
GOTERM_CC_DIRECT GO:0005813 centrosome 5.16129 | 0.06819 | COWZ1, FSGXIS, BAEOES, Q8IWI7, COILVG, AOAOSTWTYA, DIDWF3, AOPIM7 | 1o 126 18220 | 2222303518 | 099999981 | 045253753 | 0.42360819
GOTERM_CC_DIRECT 60:0016281 | CUkaryotic translation initiation factor 4F | 1 5505, | 67309 13KS93, FVX11

- complex 154 9 18224 26.2972583 | 0.99999994 | 0.47076526 | 0.44067067
GOTERM_CC_DIRECT 60:0035770 ribonucleoprotein granule 1.29032 | 0.08087 H7CLI8, CONv20 154 10 18224 | 23.66753247 | 0.99999999 | 0.49789998 | 0.46607076
GOTERM_CC_DIRECT GO:0005819 spindle 2.58065 | 0.08185 AOAOB7WTY4, CSIMMO, D3DWF3, H7BZN3 154 121 18224 | 3.911988838 | 0.99999999 | 0.49789998 | 0.46607076
GOTERM_CC_DIRECT G0:0016442 RISC complex 1.29032 | 0.08859 QBIVS6, AGFVCO 154 1 18224 | 2151593861 1 052437715 | 0.49085532

QBIVS6, COILVE, ADAOS22415, AAODISGS4, HOYFDE, ESRIZA, CIKOES,
GOTERM_CC_DIRECT G0:0005739 mitochondrion 10.9677 | 0.09307 QSHYYS, CIK0B6, AOAO87WVHO, K7EQ75, AOAODISEI7, Q8N4U2, AGNEPS,
1. E9PIL7. DERCDS 154 1331 | 18224 | 1511450233 1 052696741 | 0.49328
GOTERM_CC_DIRECT G0:0030496 midbody 2.58065 | 0.09477 FSGXJS, AOAOBTWTY4, AOAO24RACS, DIDWF3 154 129 18224 | 3.669384879 1 052696741 | 0.49328
GOTERM_CC_DIRECT G0:0005845 MRNA cap binding complex 1.29032 | 0.09625 A4FVCO, ACAOBTWXI3 154 12 18224 | 19.72294372 1 052696741 | 0.49328
Gene Ontology: Cellular C For Sec Bodies
Category Term Protein Name % | PValue Genes List Total| Pop Hits | Pop Total | Fold FDR
GOTERM_CC_DIRECTE G0:0017119 Golgi transport complex 408 | 0.04056 F 8, FBGN0026634 a7 9 10026 | 47.40425532 | 0.96202902 | 0.35601587 | 0.34249628
GOTERM_CC_DIRECTE G0:0000137 Golgi cis cisterna 4.08 | 0.04056 FBGN0029688, FBGN0034697 47 9 10026 | 47.40425532 | 0.96202902 | 0.35601587 | 0.34249628
GOTERM_CC_DIRECTE G0:0030134 ER to Golgi transport vesicle 612 | 7.266-04 FBGNO031990, FBGN0033339, FBGN0262125 a7 9 10026 | 7110638298 | 0.05578773 | 0.01147669 | 0.01104086
GOTERM_CC_DIRECTE GO:0000932 | cytoplasmic mRNA processingbody | 6.12 | 0.01052 FBGN0033352, FBGN0051992, FBGN0020279 a7 34 10026 | 18.82227785 | 0.56647265 | 0.11877067 | 0.11426039
GOTERM_CC_DIRECTE 60:0070971 endoplasmic reticulum exit site 816 | 179E-06 FBGNO052654, FBGN0262126, FBGN0033339, FBGN0262125 a7 6 10026 142.212766 141E04 | 472605 | 454E-05
GOTERM_CC_DIRECTE GO:0005795 Golgi stack 816 |3.71E04 FBGNO040087, FBGN0034697, FBGN0033339, FBGN0262125 a7 31 10026 | 27.52505148 | 0.02891574 | 0.00733415 | 0.00705564
" x ), FBGN0262126, FBGN0262125
GOTERM_CC_DIRECTE G0:0030127 COPIl vesicle coat 1020 | 1.34€-08 - ; 10026 | 1523708207 | 106606 | 10606 | 102606
GOTERM_CC_DIRECTE G0:0005783 endoplasmic reticulum 12.24 | 0.00388 7, FBGN0025777,
- : FRGN0262175 a7 230 10026 | 5.564847364 | 0.26420796 | 0.05103546 | 0.0490974
" x F 4, ), 7, FBGN0262126,
GOTERM_CC_DIRECTE GO:0000139 Golgi membrane 16.33 | 7.14807 FRGNON37998 47 113 10026 15.10224063 5.64E-05 2.82E-05 2.71E-05



FreeText
Supplementary Table S1




