Figure S1
MRNAs

A B

Free Polysomal Fraction Light Polysomal Fraction
(Log10 Concentration) (Log10 Concentration)
N ] g 4
<
: @ 0
I S §"
1 = E =
L] -_g N g S i
8 =] O v
n LD © T
Ty [
5 e 9
X~ x €7
© ©
o 2 )
= © < G
0 =
LO = m -
55 60 65 70 75 80 85 50 55 60 65 70 7.5 80
Strong Lysis Condition Strong Lysis Condition
Heavy Polysomal Fraction
° (Log10 Concentration)
L] (D. T
I
'\ -
C
o
=9
T ~ A
[
O
Ow
n © 1
®
2o
x © 1
5
vl
<
Lr) -

50 55 60 65 7.0 75 80
Strong Lysis Condition




Figure S2
LncRNAs
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Figure S3

Classification Consistency Comparing Array Replicates
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Figure S4

Correlation between translation
index and fraction occupancy
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Figure S5

374 Transcripts




Figure S6
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Figure S7

XIST

50|-
£
1
g 40+
&
S 30, Treatment
= — control
O 20+ — puro
O
()
o

10’- ‘

Fraction



Figure S8
A

Expression Across Tissues
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Figure S9

A Longest ORF Length
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Figure S10

A Longest ORF Length
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Figure S11
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Figure S12
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Figure S13

Cumulative Frequency
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Figure S14
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Figure S15
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Figure S16
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Figure S17
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