Supplemental Figure 6

Sample PCA: Gene-Level
All DESeq2-tested genes (n = 16,282)
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Sample PCA: Transcript-Level
All expressed transcripts (TPM >= 1 in >= 3 samples) (n = 29,246)

50

H3 3
H3, 3.2
S0
g % 2
s
N
& -s0
-100
-120 -80 -40 0 40
PC1 (25.8%)
@ Normoxia @ Hypoxia(1h) @ Hypoxia(3h) @ Hypoxia (24 h)
DESeq2
4,000 3,745
o
n
]
$ 3,000
o
§
© 2,000
=
c
2
w
1,000
191
35 16 15 1
0 & @
ECE AR LR E R S
o
© Label Assignment
DRIMSeq
304
300
n
1]
c
)
o
= 200
©
L
=
c
2
o) 100
57
o
25 24 22
@) o 2
0
S A o x P
&
o°

Label Assignment

P1:C1.3 <-> H1_1 P2:C1.3 <-> H1_2 P3:C1.3 <-> H1_3
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Hallmark Hypoxia GSEA: Gene-Level
Gene-Level DESeq2 Ranking
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Hallmark Hypoxia GSEA: Transcript-Level
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Label Assignment Key

P4:C1.2 <-> H1_1  P5:C1.2 <-> H1_2

P6:C1_2 <-> H1_3
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Sample

P7:C1_1 <-> H1_3

Permutation Test of PSI Separation
Observed rank 1/10; exact P = 0.10
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Label Assignment

Pairwise PSI Difference Matrix
37,216 events with finite PSI in all six samples; |Delta PSI| >= 0.10
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Label Assignment

P8:C1_1 <=> H1_2  P9:C1_1 <-> H1_1



