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Supplementary Table S1: The list of DEGs induced by Tra2PB overexpression in Hela cells by RNA-seq.
1D logFC logCPM PValue FDR -L0G10 (PValue) DEG Description

EGR1 1.919236 4.53963 1. 14E-25 1.58E-21 24.94429237 up_regulated early growth response 1

YPEL5 -1.54955 4.91694 3. 08E-24 2. 13E-20 23.51187017 down regulated yippee like 5

UGP2 —1.33768 5.57357 6.71E-22 3. 10E-18 21. 17341257 down_regulated UDP-glucose pyrophosphorylase 2

SP1 2.13174 3.99835 1.22E-19 4. 24E-16 18. 91228071 up_regulated Spl transcription factor

NOLC1 1. 14815 7.41267 3. 04E-18 8.44E-15 17. 5166534 up_regulated nucleolar and coiled-body phosphoprotein 1
IDI1 —1. 10828 6.58302 1.69E-17 3.91E-14 16. 77150661 down_regulated isopentenyl-diphosphate delta isomerase 1
CTNND1 -1.14974 6.68281 5.94E-17 1.18E-13 16. 2265271 down regulated catenin delta I

DDIT3 1.482225 5.04915 3.08E-16 5.34E-13 15.51133311 up_regulated DNA damage inducible transcript 3

Clborf48 —1.62904 4.20554 5.17E-16 7.96E-13 15. 28680531 down_regulated chromosome 15 open reading frame 48

LSS —-1. 10621 7.71172 1.10E-15 1.46E-12 14. 95743441 down_regulated lanosterol synthase

OLFML2A —1.84272 3.07267 1.16E-15 1.46E-12 14.93725283 down regulated olfactomedin like 2A

VGF 1. 375487 6.78125 1.28E-14 1.37E-11 13.89153279 up_regulated VGF nerve growth factor inducible

TMEM43 -1.02984 5.76673 2.61E-14 2.58E-11 13. 58407657 down_regulated transmembrane protein 43

FER1L4 -1. 06081 6.13446 9.19E-14 8.50E-11 13. 03645919 down_regulated fer—1 like family member 4, pseudogene

RECQL —1. 10413 5.98369 9.39E-13 8. 14E-10 12. 02727707 down_regulated RecQ like helicase

TNFRSF6B —1. 08459 6.21311 1.05E-12 8.56E-10 11.97916411 down_regulated TNF receptor superfamily member 6b

ALDH2 —2.53363 2.01191 1.47E-12 1. 06E-09 11. 8323309 down_regulated aldehyde dehydrogenase 2 family member

FTL -1.22014 9.10827 1.53E-12 1.06E-09 11. 81643792 down_regulated ferritin light chain

TP53INP1 -1.47131 4.19322 1.45E-12 1. 06E-09 11. 83895527 down regulated tumor protein p53 inducible nuclear protein 1
PQLC3 —1.334 3.86119 1.75E-12 1.16E-09 11. 75650976 down_regulated PQ loop repeat containing 3

CHST3 1. 100955 4. 78069 5.52E-12 3. 33E-09 11. 25794734 up_regulated carbohydrate sulfotransferase 3

RNF167 —1.01057 5.77193 6.64E-12 3. 68E-09 11. 17774879 down_regulated ring finger protein 167

SUN2 -1.09351 5.01 7.49E-12 3.99E-09 11. 1257918 down regulated Sadl and UNC84 domain containing 2

ATF3 1.914253 2.58736 1.35E-11 6.67E-09 10. 87053954 up_regulated activating transcription factor 3

PPPIR15A 1. 085657 5.40447 1.30E-11 6. 67E-09 10. 88451094 up_regulated protein phosphatase 1 regulatory subunit 15A
CD82 —1. 05265 6.20843 2.84E-11 1.36E-08 10. 54650285 down_regulated CD82 molecule

ERMP1 —1.33383 3.84169 3.74E-11 1.62E-08 10. 42687498 down_regulated endoplasmic reticulum metallopeptidase 1

GPR3 1. 730229 2.59031 1.19E-10 4. 85E-08 9. 9250833 up regulated G protein—coupled receptor 3

SCNNIA -1.6788 2.97885 1.31E-10 5.04E-08 9. 88292673 down_regulated sodium channel epithelial 1 alpha subunit
SERPINET 1.314341 7.20047 1.28E-10 5.04E-08 9.892127992 up_regulated serpin family E member 1

TGM2 —-1.03915 5.1995 2.72E-10 9.93E-08 9. 565334301 down_regulated transglutaminase 2

LITAF -1.00217  4.595 3.33E-10 1.18E-07 9.47771865 down_regulated lipopolysaccharide induced TNF factor

PMEPA1 1.037574 5.09464 6.00E-10 1.98E-07 9. 22176205 up_regulated prostate transmembrane protein, androgen induced 1
FAM27C 1. 239323 3.98669 1.01E-09 3. 11E-07 8.995657641 up regulated family with sequence similarity 27 member C
SPEG —1.20051 3.33043 2.55E-09 7.21E-07 8.593492511 down_regulated SPEG complex locus

TMEM99 1.49416 3.26416 3.59E-09 9. 31E-07 8.444410648 up_regulated transmembrane protein 99

SLC22A17 —1.68394 2.18887 5.64E-09 1.35E-06 8.248879782 down_regulated solute carrier family 22 member 17

ACSL4 —1.15617 4.78661 6.36E-09 1.47E-06 8.196533233 down_regulated acyl-CoA synthetase long chain family member 4
SQOR —1.38315 3.60529 7.79E-09 1.77E-06 8.108487363 down_regulated sulfide quinone oxidoreductase

MEGF6 -1.76595 2.24233 8.42E-09 1.80E-06 8.0746903 down_regulated multiple EGF like domains 6

OBSL1 —-1. 02221 4.91294 8.40E-09 1. 80E-06 8. 075735677 down_regulated obscurin like 1

ARHGEF37 6.376416  0.398 1.18E-08 2.31E-06 7.9263574 up_regulated Rho guanine nucleotide exchange factor 37
TMEM156 1. 132073 4.1922 1.40E-08 2. 65E-06 7.85521991 up_regulated transmembrane protein 156

RMRP 1. 352265 6.38163 1.52E-08 2. 78E-06 7.817426139 up_regulated RNA component of mitochondrial RNA processing endoribonuclease
LINC00342 1.059773 4.41795 1.86E-08 3.35E-06 7.730764755 up_regulated long intergenic non-protein coding RNA 342
SLC22A18 —1.149 3.51531 2. 28E-08 3. 95E-06 7.64223596 down_regulated solute carrier family 22 member 18

ZNF134 1. 015761 4.40999 2.86E-08 4. 72E-06 7.54364533 up_regulated zinc finger protein 134

KIF26A -1.8141 2.32421 3.51E-08 5.66E-06 7.454559989 down_regulated kinesin family member 26A

CHST12 —1.08371 4.14728 3.77E-08 6.01E-06 7.423612042 down_regulated carbohydrate sulfotransferase 12

ARLSB -1.10194 4.03555 5.16E-08 7.44E-06 7.287758929 down regulated ADP ribosylation factor like GTPase 8B

CCNG2 -1.02187 3.66998 1.16E-07 1.50E-05 6.937372085 down_regulated cyclin G2

SHISA4 -1.4662 3.00273 1.21E-07 1.56E-05 6.916310592 down_regulated shisa family member 4

ADD3 -1.2363 3.65507 2.23E-07 2.72E-05 6.651004428 down_regulated adducin 3

TMEFF2 —1.37614 2.41743 2.56E-07 2.99E-05 6.591346502 down_regulated transmembrane protein with EGF like and two follistatin like domains 2
CACNGT -1.17742 2.7831 2.81E-07 3.25E-05 6. 550758372 down_regulated calcium voltage—gated channel auxiliary subunit gamma 7
SLC6A10P -1.05572 3.35116 3.64E-07 3.97E-05 6. 438849633 down_regulated solute carrier family 6 member 10, pseudogene
CD83 -1.19353 3.15422 4.40E-07 4.59E-05 6.35629265 down_regulated CD83 molecule

RN7SL3 1.195304 5.6756 7.20E-07 7.08E-05 6. 142653413 up_regulated RNA, 7SL, cytoplasmic 3

LVRN 1.007225 3.31927 1.23E-06 0.000108 5.908386846 up regulated laeverin

HIST1H4C 1. 136499 5.24069 1.31E-06 0.000113 5. 882750124 up_regulated histone cluster 1 H4 family member c
L0C100506314  1.112046 3.10412 1.69E-06 0.000142 5.770850495 up_regulated -

SEC23A -1. 04997 5.23247 1.71E-06 0.000142 5.76701449 down_regulated Sec23 homolog A, coat complex II component
HIST1H2BO 1.636708 1.82221 1.90E-06 0.000156 5.720915191 up_regulated histone cluster 1 H2B family member o

APOL6 —1.43221 2.24163 2.40E-06 0.000186 5.619666666 down regulated apolipoprotein L6

MYRF —-1.2842 2.55752 2.53E-06 0.000194 5.596098437 down_regulated myelin regulatory factor

CCNAL -1.04913 3.62279 3.19E-06 0.000239 5.49659422 down regulated cyclin Al

TPPP3 -1.79027 1.4716 3.45E-06 0.000256 5. 462483368 down_regulated tubulin polymerization promoting protein family member 3
SPHK1 1. 104737 3.7615 3.52E-06 0.000258 5. 452968838 up_regulated sphingosine kinase 1

GPSM3 —-1.36028 2.83153 3.97E-06 0.000288 5.401324927 down_regulated G protein signaling modulator 3

IFIT2 —1.31573 2.19103 4. 66E-06 0.000328 5.331397393 down_regulated interferon induced protein with tetratricopeptide repeats 2
PCDHGA3 1.076438 4.55858 4.86E-06 0.000337 5.313643468 up_regulated protocadherin gamma subfamily A, 3

ZNF616 1.22988 2.58559 6.69E-06 0.000446 5.174863372 up_regulated zinc finger protein 616

CDK18 —2.79023 0.44297 7.43E-06 0.000485 5.128800579 down_regulated cyclin dependent kinase 18

HLX -1.0255 3.02429 1.04E-05 0.00063 4. 984383063 down_regulated H2.0 like homeobox

1CAM4 —1.94953 1.97145 1. 17E-05 0. 000696 4.930258995 down_regulated intercellular adhesion molecule 4 (Landsteiner-Wiener blood group)
ANKRD20A5P 1. 188657 3.49558 1.20E-05 0.000705 4.919207037 up_regulated ankyrin repeat domain 20 family member A5, pseudogene
Cl190rf33 1. 138564 3.95394 1.21E-05 0.000705 4.918735293 up_regulated chromosome 19 open reading frame 33

ITGAX -2.93707 0.31664 1.38E-05 0.000789 4. 858982416 down_regulated integrin subunit alpha X

EX0C3-AS1 1. 048414 2.93321 1. 56E-05 0. 000875 4. 806686745 up_regulated EXOC3 antisense RNA 1

C0X10-AS1 1.034124 2.71702 1. 62E-05 0. 000896 4.791756808 up_regulated C0X10 antisense RNA 1

RPPH1 1. 090866 4.93329 1.93E-05 0.001043 4. 713760091 up_regulated ribonuclease P RNA component H1

HISTIH2BJ 1.246761 2.54386 2.00E-05 0.00107 4.699369469 up_regulated histone cluster 1 H2B family member j

EMC6 1. 066469 4.29331 2.24E-05 0.001178 4. 649149975 up_regulated ER membrane protein complex subunit 6
GS1-600G8. 3 2. 554067 0.87251 2. 34E-05 0.001212 4. 631697291 up_regulated unknown transcript

TST —1. 12455 2.6961 2.70E-05 0.001379 4.569381137 down_regulated thiosulfate sulfurtransferase

NYNRIN -1.2419 2.02794 2.95E-05 0.001479 4.530776526 down_regulated NYN domain and retroviral integrase containing
LINCO1011 1.374984 1.93619 3.38E-05 0.001627 4. 471422998 up_regulated long intergenic non-protein coding RNA 1011
ZNF702P 1. 627501 2.24717 3.41E-05 0.001637 4.467031397 up_regulated zinc finger protein 702, pseudogene

TRIM74 1. 229446 2. 40566 3.60E-05 0.001699 4. 443242955 up_regulated tripartite motif containing 74

FBLL1 2.217578 1.10347 3.79E-05 0.00178 4. 421556469 up_regulated fibrillarin like 1

HIST1H4E 1. 19742 2.30343 3. 98E-05 0.001853 4. 40029262 up_regulated histone cluster 1 H4 family member e

HOXA10 -1.25874 2.09839 4.03E-05 0.001867 4.395029691 down regulated homeobox A10

COLGALT2 1.018595 2.99128 4.13E-05  0.0019 4. 384441082 up_regulated collagen beta(1-0)galactosyltransferase 2

ADM2 1.335266 1.9161 4.27E-05 0.001947 4.369513091 up_regulated adrenomedullin 2

PRMT6 1. 024699 3.51876 4. 33E-05 0.001962 4.363451536 up_regulated protein arginine methyltransferase 6

FLJ32255 3.385995 0.33603 4.43E-05 0.001992 4. 353244791 up_regulated uncharacterized LOC643977

CAMSAP3 -1.1862 2.14116 5. 10E-05 0.002252 4.29218471 down_regulated calmodulin regulated spectrin associated protein family member 3
C20rf82 1.734171 1.4417 5.19E-05 0. 002266 4. 284543286 up_regulated -

MOCOS —1.34158 1.82963 5.83E-05 0.002451 4. 234018769 down_regulated molybdenum cofactor sulfurase

PPFIA4 —-1. 03985 2.4894 6.14E-05 0.002512 4.211580546 down_regulated PTPRF interacting protein alpha 4

SPARC —1.52032 1.57275 6.97E-05 0.002803 4. 156886093 down_regulated secreted protein acidic and cysteine rich
INPP5] —1. 90046 0.99845 7.12E-05 0.002835 4.147663632 down_regulated inositol polyphosphate—5-phosphatase J
LINC00944 1.351434 2.27202 7.30E-05 0.002885 4. 136380677 up_regulated long intergenic non-—protein coding RNA 944
SYT11 -1.38514 1.69924 7.63E-05 0.002964 4.117319338 down_regulated synaptotagmin 11

SCARF1 —-1. 02138 2.53962 7.86E-05 0.003042 4. 104807804 down_regulated scavenger receptor class F member 1

L0C257396 1. 154942 2.59028 0.0001107 0.004011 3.955998313 up_regulated uncharacterized LOC257396

ZSCANSA 1. 035248 2.55911 0.0001132 0. 004065 3.946227693 up_regulated zinc finger and SCAN domain containing 5A
CAPN3 2.213251 1.19609 0.0001172 0. 004136 3.930891905 up_regulated calpain 3

INF267 1.037604 2.81374 0.000118 0.004153 3.927997199 up_regulated zinc finger protein 267

CYFIP2 —1.40154 1.44612 0.000121 0.004216 3.917277083 down_regulated cytoplasmic FMRI interacting protein 2

IGFBPL1 1. 032096 2.58453 0.000121 0.004216 3.917100754 up_regulated insulin like growth factor binding protein like 1
RAB30-AS1 1. 117771 2.25495 0.0001205 0. 004216 3.919064932 up_regulated RAB30 antisense RNA 1 (head to head)

NKILA 1.354179 1.6751 0.0001309 0.004479 3. 883223592 up_regulated NF-kappaB interacting IncRNA

PCDH10 -1.63815 1.20781 0.000133 0. 004542 3. 876064264 down regulated protocadherin 10

LMF1 —1.25925 1.97266 0.0001492 0. 005046 3.82611408 down_regulated lipase maturation factor 1

SLC22A15 —-2.68358 0.16961 0.0001743 0.005644 3.758792469 down_regulated solute carrier family 22 member 15
LOC100861532 1. 035127 9.62908 0.0001869 0.005984 3. 72840081 up_regulated -

KIF21B -1.7836  0.931 0.0001999 0.006341 3.699246385 down_regulated kinesin family member 21B

HISTIH2BG 1. 154866 2.02753 0. 0002038 0. 006435 3.690865359 up_regulated histone cluster 1 H2B family member g

CASTOR1 —1. 18135 2.43356 0.0002045 0. 006442 3. 689220608 down_regulated cytosolic arginine sensor for mTORCI subunit 1
L0C100499489  1.480763 1.81535 0.0002351 0. 007102 3. 628669252 up_regulated uncharacterized LOC100499489

GBP2 —1.92347 0.7257 0.0002525 0.007495 3.597759079 down_regulated guanylate binding protein 2

L0C101929188 1. 073498 2.19139 0.0002939 0. 008471 3.531769388 up_regulated uncharacterized LOC101929188

RASSF2 —1.20371 1.88148 0.0002952 0.008489 3.529950468 down_regulated Ras association domain family member 2

SMIM1 -1.59326 1.42728 0.0003179 0. 009069 3.497664196 down regulated small integral membrane protein 1 (Vel blood group)
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