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establishment of mitotic spindle orientation

ATP−dependent chromatin remodeling

histone lysine methylation

regulation of neurogenesis

oxygen transport

negative regulation of nucleic acid−templated transcription

histone acetylation

Notch signaling pathway

negative regulation of transcription by RNA polymerase II

cilium assembly

0.02 0.03 0.04 0.05

GeneRatio

Count

5.0

7.5

10.0

0.03

0.02

0.01

p.adjust

R29a

−2

−1

0

1

2

R
N

A
06

R
N

A
11

R
N

A
15

R
N

A
19

R
N

A
25

R
N

A
29

R
N

A
32

R
N

A
36

R
N

A
38

R
N

A
40

R
N

A
41

variable

va
lu

e

Cluster 27 Expression by Time
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Cluster 24 Expression by Time
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Cluster 18 Expression by Time
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Cluster 2 Expression by Time
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Supplementary Figures 9: Time-series expression profiles and corresponding GO term enrichment of
all 30 clusters.
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