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Figures. S1 to S15
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Figure S1. Same as Figure 1A, but restricting the analysis to other isoforms (N=19,808) whose
150 bp upstream region has no overlap with the 150 bp upstream region of their corresponding

main isoforms.
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Figure S2. Same as Figure 2A, but for the criterion of calculating A/T content. For each of sliding
windows (20 bp long, 10 bp step) within the [-150,0] region, we computed per promoter, the A/T

content in that window, and took the maximum over these windows to be A+T content.
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Figure S3. Average in vivo nucleosome occupancy profiles within upstream [-150,0] region are

shown for other isoforms and main isoforms.
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Figure S4. DNA sequence conservation in gene promoters shows no correlation with
transcriptional activity. (A) Shown is a scatter plot comparison between sequence conservation
score (S. cerevisiae and S. mikatae) and transcriptional activity. We performed global alignment on
promoter sequences (400bp upstream of start codon) between orthologous genes, and used the
resulting alignment score as sequence conservation score. The Pearson correlation is indicated. (B)

Same as (A), but for orthologous genes between S. cerevisiae and S. kudriavzevii.
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Figure S5. Same as Figure 4A, but using another independent transcriptional activity data’.
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Figure S6. Same as Figure 4B and 4C, but using another independent transcriptional plasticity

data®.
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Figure S7. Average values that correspond to transcriptional plasticity are shown for genes having

no other isoform in YPD medium but having at least one other isoform in galactose condition, and

OPN genes (F = 0.19, Mann-Whitney U-test). Error bars were calculated by bootstrapping.
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Figure S8. Same as Figure 5B, but using another independent translation efficiency data’.
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Figure S9. Same as Figure 5B, but for genes with most other isoforms and genes with least other

isoform and all genes, by two independent translation efficiency data®*.
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Figure S10. Average values that correspond to mRNA length are shown for genes with most other
isoforms and genes with least other isoforms. Error bars were calculated by bootstrapping. The

statistical significant values calculated from Mann-Whitney U-test were indicated.



A ’- ORF transcript‘ B 1.5 - I ORF transcript
- Isoform c . - Isoform
P<E-6 o P<E-4
o
2 1.2
0.2 - £
> ©
: :
(] w 0.9
= Q.
T =]
e =)
- S 06
< - w 0.67
= 0.1 o
= £
@ 0.31
>
£
i
0.0 -  0.0-
C > Bottom 10% genes in isoform number|
3 0.10 - Top 10% genes in isoform number
2 —— All genes
o
@
& 0.084
7]
8
@
E‘l 0.06
=}
c
5
w  0.04-
2
1)
S
E 0.02 -
s
It}
g 0.00 ] T ¥ T L 1 " T L I ¥ 1 : T L T e 1
E -450 -400 -350 -300 -250 -200 -150 -100 -50 O

Promoter position relative to TSS

Figure S11. Same as Figure 1, but using another independent TSS data’.
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Figure S12. Same as Figure 2, but using another independent TSS data’.
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Figure S13. Same as Figure 3, but using another independent TSS data’.
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Figure S14. Genes were ordered by their numbers of other isoforms, and a sliding window
(window size of 300 genes) is shown for the number of TSSs, which is normalized by subtracting

their means and dividing by their standard deviations.
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Figure S15. Definition of main isoform (i.e. ORF transcripts) and other isoforms.
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