o

°

S

e}
c—t -
e}
—_—

Il

¥

°
'
|

°

L1

|

Ll

11
EEE?EEE

°
|
|

===

i

l

SEEEEEE==

T
8883

8881

T
882

e

T T T
Ann2 Ann3 Anag

T
And

cluster4
nucleolus [ ]
synapse
neuron projection
mitochondrial inner membrane |
cytosolic large ribosomal subunit [ )
postsynaptic membrane |
@ ribonucleoprotein complex ®
% small-subunit processome {
¥ mitochondrial respiratory chain complex |
8 cytosolic small ribosomal subunit
S presynaptic membrane {
ribosome
preribosome, large subunit precursor
eukaryotic 48S preinitiation complex
eukaryotic 438 preinitiation complex
U1 snRNP
RNA polymerase Iil complex
001 2 0.03 004
GeneRatio
cluster5
intracellular protein transport @
protein transport
—mediated ubiquitin-dep protein catabolic process
endoplasmic reticulum to Golgi vesicle-mediated transport [ )
protein folding
mRNA splicing, via spliceosome
g Golgi organization
@ ubiquitin-dependent ERAD pathway
% autophagy
8 autophagosome assembly
retrograde vesicle-mediated transport, Golgi to endoplasmic reticulum
endoplasmic reticulum unfolded protein response
intra-Golgi vesicle-mediated transport
glucose metabolic process
carbohydrate phosphorylation
reticulophagy { ®
0.01 0.02 0.03
GeneRatio
clusteré
cell division 4 ‘
DNA repair 4 .
cilium assembly 4
mitotic cell cycle 4 [ ]
double-strand break repair via homologous recombination 4
é DNA replication 1 [ ]
)
E mitotic spindle organization
8 DNA duplex unwinding 4 [ )
0] . .
mitotic sister chromatid segregation 4
DNA replication initiation 4
DNA unwinding involved in DNA replication 4
strand break repair via homologous recombination 4
DNA-templated DNA replication 4
0.01 0.02 0.03
GeneRatio

-log(p.adjust,base = 10)
100

75

Gene_Number
@® 20
@ «
@ «

Gene_Number
® 10
@ 20
@ 0
@ «©
@ =

—log(p.adjust,base = 10)
6
5
4
3
2

Gene_Number
® 5
@ 10
@ 5
@ 2
Q=

—log(p.adjust,base = 10)

35
3.0
25
2.0
15

Fig. S1 Quality assessment of whole-transcriptome data and time analysis clusters. a. Quality
assessment of full-length transcriptome. b. GO pathway analysis enriched in clusters 4, 5, and 6.



