A Proteomic

- 56790
60000 53384
40000+
20000 -
7406 6762
.- i B —
) o o &
i\& i.\bz \?"\Q \é'&
QQQ 2R Qio <
A () el
& @ >
X S " 'ﬁo
S & $
) 60 .&
N &
o>
B Phosphoproteomic
20000 18016
13592 15379
15000 = 13206
10000 =
4690 4394
5000 =
0- T T
(] o ] ] 3 (-]
& & & & & &
Qe‘? R & & < &°
[ e & "
&9 &% S ¢® S
& & & & 2°
(8] & X N
) R: & (&>
S

Figure S1. Basic statistics of mass spectrometry data in proteomics(A) and phosphoproteomics(B).
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Figure S2. Distribution of the number of differentially expressed proteins and differentially
modified sites in the Q1-Q4 groups.
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Figure S3. Heatmap for cluster analysis of DEPPs based on the biological process module of GO
classification.



Cellular Component

S 1> Regulated.Type
TN 2 N 1 [ Q Category
cell leading edge Sample
ruffle 0.5 01
Golgi apparatus part Q2
cell-cell adherens junction 0 Q3

kinesin complex
anchoring junction
cell junction i
adherens junction I
paranode region of axon

main axon

cell-cell junction

cell-substrate junction

synapse part

synapse

trans-Golgi network

cell periphery

presynaptic active zone cytoplasmic component
extrinsic component of Golgi membrane
cytoplasmic region

organelle subcompartment

Golgi subcompartment

RAVE complex

cytoskeleton

cytoskeletal part

axon

Golgi apparatus

microtubule associated complex

neuron part

transcription elongation factor complex
dendritic spine neck

secretory granule membrane

extracellular space

secretory granule

U2-type spliceosomal complex

spliceosomal snRNP complex

small nuclear ribonucleoprotein complex
neuron projection

nucleolar part

microtubule

dendrite

somatodendritic compartment

protein complex

ciliary rootlet

nuclear euchromatin

granular component

TRAPP complex

site of polarized growth

growth cone

microtubule cytoskeleton

neuronal cell body

Figure S4. Heatmap for cluster analysis of DEPPs based on the cellular component module of GO
classification.
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Figure S5. Heatmap for cluster analysis of DEPPs based on the molecular function module of GO

classification.
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Figure S6. Heatmap for cluster analysis of DEPPs based on KEGG pathway analysis.
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Figure S7. Heatmap for cluster analysis of DEPPs based on protein structural domain enrichment

analysis.



