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Supplementary Figure 2
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Supplementary Figure 3
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Supplementary Figure 4
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Supglementary Figure 5
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Supplementary Figure 6
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Supplementary Figure 7
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Supplementary Figure 9
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Supplementary Figure 10
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Supplementary Figure 11
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Supplementary Figure 13
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Supplementary Figure 14

PC12

SEQUENCE-SPECIFIC DNA BINDING

NUCLEIC ACID BINDING TRANSCRIPTION FACTOR ACTIVITY
SEQUENCE-SPECIFIC DNA BINDING TRANSCRIPTION FACTOR ACTIVITY
POSITIVE REGULATION OF TRANSCRIPTION, DNA-TEMPLATED
POSITIVE REGULATION OF RNA BIOSYNTHETIC PROCESS

COGNITION

REPRODUCTIVE PROCESS

SINGLE ORGANISM REPRODUCTIVE PROCESS

RESPONSE TO ABIOTIC STIMULUS

PROCESSING OF CAPPED INTRON-CONTAINING PRE-MRNA

o

odds ratio

FDR

4.9x10-31
1.8x10%°
1.8x10%°
2.4x102°
4.0x102°
3.9x108
4.8x10-6
8.0x10®
1.1x10°
2.1x10°



Supplementary Figure 15

a

Sample Quantiles

Sample Quantiles

=300 -200 -100 0 100 200

-400

150 200

100

=100 =50

-150

QQ plot PC9

[eYe}

-2

Theoretical Quantiles

QQ plot PC12

o

-2

T T T T
-1 0 1 2

Theoretical Quantiles

Sample Quantiles

Sample Quantiles

-200 -100 0 100 200

-300

50

-100 =50

-150

QQ plot residuals PC9

-2

Theoretical Quantiles

QQ plot residuals PC12

©

Theoretical Quantiles




