Supplementary Table 1

RNAI targets and effects on alternative polyadenylation (APA).
Filtered TRENDseq reads represent the reads aligned to true APA isoforms excluding internal priming events (see Materials and Methods; Ogorodnikov et al. Nature Communications 2018)

Func category
Cleavage and
Polyadenylation (CPA)

Mean distance

Number of between Filtered
APA-affected | regulated APA TRENDseq
Gene Name genes sites (nt) reads

CPSF1 653905
CPSF2 272105
CPSF3 524221
CPSF4 649031
FIP1L1 596315
CSTF1 981763
CSTF2 273094
CSTF3 508429
CPSF6 250611
CPSF7 380527
NUDT21 1169866
PCF11 472071
CLP1 673019
CPSF3L 738161
SYMPK 201105
CSTF2T 587529
WDR33 417290
RBBP6 243276
CPEB1 426169
PAPOLA 528244
PAPOLG 513028
PAPD4 233255
PAPD5 1074623
PAPD7 239409
PABPC4 205648
PABPN1 204929
PABPC1 398902

Total number of
APA-affected genes
per category

Percent per
category

Average effect per
category (number of
APA-affected genes)

Mean distance
between regulated
APA sites (nt) per
category

8622

38

319

1032










DIS3 42 1113 369092
DIS3L 91 987 636236
EXOSC10 70 1235 428481
SKIV2L2 22 687 367144
SKIV2L 96 1014 611966
EXOSC6 45 1078 258519
DCP1A 82 925 567538
DCP2 144 1248 613251 2058 89 1062
Translation EIF2A 28 230 234306
EIF3C 18 701 164052
EIF4E 45 1267 297083
EIF4A1 103 982 605673
EIFAG1 77 841 561227
GNB2L1 57 1001 380891
CIRBP 90 1133 565364 418 60 879
Cell-cyle & Replication [RPA1l 171 1167 1084142
RPA3 34 267 251700
PCNA 27 1381 363853
CDK2 64 834 368962
NRD1 137 1071 423561
CCNB1 67 1273 595124
BTG2 40 368 324584 540 77 909
Epigenetics DNMT1 45 1138 294528
TRDMT1 40 938 301975
DNMT3A 193 1149 716870
DNMT3B 84 848 558425
TUT1 51 903 363603
PARN 117 1133 825793
SLBP 56 1291 585795
SETD1A 58 828 556751
SETD1B 34 784 328492
SETD2 36 843 408521
KAT2B 49 885 340861
SMARCA4 74 1241 641204




Others

KHSRP
TARBP2
IGF2BP1
NCBP1
AGO2
DICER1
AHCYL1
MORF4
PPP1CA
PPP1CB
PPP1R10
MAPK1

496587
736887
393337
596502
502644
679683
594157
582827
424662
248714
307421
544299

CHD1 50 927 434190

CHD2 32 802 335955

RBL2 156 1076 772549

SUPT16H 40 1007 386456 1115 70| 987
Genome surveillance |PRKDC 46 1220 453368

XRCC5 27 954 396675

XRCC6 74 900 588852

TERT 17 1888 270488 164 | 33| 1241




MAPK3 229517

MAPKS8 638029

MAPK9 299948

MAPK14 218768

SETX 392981

JUP 373126

RBM7 363586

IFIT1 412018

IFIT3 587306

FUBP3 300709

NUSA 274286
median 130 1021
sum 22644 100%
CPA only 8622 38%
all without CPA 14022 62%

1825

79

972




