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Supplemental Figure S1. No
change in upstream AS events
identified for genes with
known changes in APA due to
CFIm25 KD. RT-PCR analysis
performed on primer pairs for
five genes. A) AS events tested for
ERCC6: RI (primer pairs 1+3, 1+2,
9+10, 11+12), and SE (primer
pairs 4+5, 645, 7+8). B) Rl events
CI1142bp tested for DSTN. C) AS events
tested for TSC22D2: SE (primer
pair 1+2) and Rl (primer pair 3+4).
D) AS events tested for TMEM135:
1 2 3 4 5 RI (primer pair 2+3) and SE
-_i_i_i_-_\\_-_i_ (primer pair 4+5). E) AS events
SLc3gA2 1] 2] El g Elgy 1as tested for SLC38A2: Rl (primer pair
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Supplemental Figure S2. CstF64
KD leads to changes in APA as
identified by PAS-Seq and RNA-
Seq (MISO).

RT-PCR analysis is depicted for
three of the genes identified by
MISO to contain APA events:
DNAJB6 (A), PML (B), CIRBP (C) for
wild-type (WT) and CstF64 KD (KD).
Forward and reverse arrows depict
primer location and direction,
white boxes represent exons, thick
black or colored lines represent the
3'UTR and thin black lines repre-
sent introns.
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Supplemental Figure S3
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Supplemental Figure S3. Overlap in MISO derived AS events identified
between CstF64 KD and hnRNP A2/B1 KD.

One third of genes listed as having an AS event in CstF64 KD are contained in
the list of genes affected by hnRNP A2/B1 KD.
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Supplemental Table S2

Gene Name | _AS Event__

C2orf42 A5
C150rf27 SE
Cé6orfa8 SE
CORIN SE
EXD3 SE
FHAD1 SE
MBD1 SE
MTHFD2L SE
RECK SE
SUV420H1 SE
TPGS2 A3
ZNF226 SE
ZNF493 A3

Supplemental Table S2. 13 genes contain an APA event (from PAS-Seq and
RNA-Seq) and upstream AS event.



