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Figure 3

principal isoform fraction of gene expression
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principal isoform fraction of gene expression
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Figure 5

a) ..... F ;

agree
1000 2000 3000 4000 0 1000 2000 3000 4600
Number of genes Number of genes
b) naive prior mRNA prior
1500 - : :

(7]

@

o

o 1000-

1)

@

Qo

g 500

3 d

0 -

0.00 0.25 0.50 0.75 1.00 0.00 0.25 0.50 0.75 1.00

principal isoform fraction of gene expression



Figure S1
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Figure S2
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Principal transcript expression - log10(TPM
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Figure S4
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Figure S5
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Figure S6
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Figure S7
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Figure S9
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