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Figure S1. Unsupervised hierarchical clustering based on probeset (A) and transcript (B) expression level
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Figure S2. Gene expression and sample clustering of Collisson signature (62 genes) in BCl and Zhang merged dataset
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Figure S3A. alternative splicing in COL1A1
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Figure S3B. alternative splicing in ITGB1
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Figure S4. The expression ratio (PDAC over normal) of AS probesets and gene for ROBO1 and LRP8
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Figure S5A/B. Expression fold changes for TGFBR1, CALD1 and MACF1 in gene and probeset/exon levels
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Figure S5C. Alternative splicing in TGFBR1



58 Kbl | haia
134,508, 068| 134,558, 068| 134,608, 068| 134,658, 888
UCSC Genes (RefSeq, GenBank, CCDS, Rfam, tRNAs & Comparative Genomics)

CALD1
CALD1 §

CALD1 ¢
CALD1
CALD1

|

CALD1 Wbt

[ | W | IH
I B Lmm

Affymetr ix Human Exon Array Frobkes and Frobesets

P10 FHE 1 I R Wept o onnw =
—  » Transcription direction /
/

Core FS
Extended FS

lo IRMA FC)
5=
log2 (FIRMA score) mean

10+

5_

0_

5=

log2 (Probeset expression) mean

10+

5_

0_

5=
| IR R I I I I N R [ I N IR N A A I N R I R N I R R R R R R B |
M < ~— I 0 N © 0 O O - N IO ¥ O M T 1 0 O O - A M 0O M T O O N~
0N B 0 0 O ~— AN AN AN MO M M M < VB VB W W W W © © © © © KN NN N N .
N u w W Wwu © © © © © © © © © © © © © © © © © © © © © © © © ©
O 1 O O v WO O O O O O O O WO WO W WO WO O WO O WO O WO WO WO W WO W W
LS oY o I o I o N o N N o N o I o O o o ot o o I o O o o N ot o o I o I o O o N o o oV I Y I SV A AV
O O O O O O O O O O O O O O O O O O O O O O O O O O O O O O
D T T T T T T T T T T T O B T T T T TR I T
O O O O O O O O O O O O O O O O O O O o O O O O o o o O a o

—e— Normal -4 PDAC —=- log2FC(PDAC/normal)

Figure S5D. Alternative splicing in CALD1
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Figure S5E. Alternative splicing in MACF1
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Figure S6. The DE signatures for previously reported spliceosomal genes



