Table SIV. A total of 23 differentially abundant phosphorylated proteins belong to the six candidate

Gene Ontology terms between the sham and CIBP groups.

Gene Average
Accession Description Sequence P-value
name CIBP/Sham
aELEEmEETHPsDEEGEETk 1.218449 0.004873
tPPAQk 1.211517 0.025277
Microtubule-associate
P34926 Mapla aELEEMEETHPsDEEGEETk 1.206755 0.046310
d protein 1A
kVAELEEEQsQGsSSYSDW
0.806445 0.038922
Vk
Q62936 Dlg3 Disks large homolog 3 gVTSNTsDsESSSk 1.288081 0.016595
ekREsVAsGDDR 1.324898 0.000023
qPGVQsPSR 1.221849 0.010812
esVAsGDDRAEEDMDEALE
1.3423 0.019607
Microtubule-associate k
P15025 Maplb
d protein 1B gEAEQsEEEGEEEEDKAEDA
1.685242 0.032947
R
dENERSsIsPMDEPVPDSEsPI
1.229505 0.035904
Ek
ekREsVAsGDDR 1.324898 0.000023
qPGVQsPSR 1.221849 0.010812
esVAsGDDRAEEDMDEALE
1.3423 0.019607
k
eEAEQsEEEGEEEEDKAEDA
Microtubule-associate 1.685242 0.032947
FILRL9 Maplb R
d protein 1B
dENERSsIsPMDEPVPDSEsPI
1.229505 0.035904
Ek
kIAELEEERSQGStSNSDWM
0.766251 0.027879
k
kIAELEEERsQGsTSNSDWm 0.742905 0.046295
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band 4.1-like 3

Calcium/calmodulin-d ssSSVHLmEPQTTVVHNAT

ependent protein DGIk
kinase type II subunit
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gamma
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Calcium/calmodulin-d eSSEStNttIEDEDTk
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alpha
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voltage-gated channel
subfamily A member
2
Syntaxin-binding

P61765 Stxbp1 INKTDEEIsS 0.832581 0.019192
protein 1

P51111 Htt Huntingtin asPGR 0.791498 0.025317
Adaptor-related

B5DFK6 Ap3dl  protein complex 3,  hSsLPtEsDEDIAPAQR 1.231754 0.031886
delta 1 subunit

Q63564 Synaptic vesicle gNEQNPEEDAQsDVTEGHD

Sv2b 1.260401 0.036579
glycoprotein 2B EEDEIYEGEYQGIPHPDDVk

A 1.2-fold cut-off for hypophosphorylation and hyperphosphorylation events (P<0.05) was used. CIBP,

cancer-induced bone pain.



