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Supplemental Table S1. Phosphosites which exhibit increased phosphorylation after GH treatment.

Gene Name
Protein 
Name

Phospho-

site1
# of phosho-

sites 5 mina 5 minb 15 min
Max. 

ratio3 Function of phosphosite Function of protein4

9-Sep Septin 9
[Ser41 
=Thr42]

1 [1.4] - - 1.4 Unknown

Cytoskeleton, binds 
cytoskeleton, cytokinesis, 
exocytosis, GTP binding 

protein 

6330577E15
Ri

Uncharacteriz
ed protein 
C10 orf 78 
homolog

[Thr70 
=Ser71]

1 - - [1.5] 1.5 Unknown Unknown

Acin1

Apoptotic 
chromatin 

condensation 
inducer in the 

nucleus

Ser710 1 - 1.8 - 1.8 Unknown
Apoptosis, chromatin 

condensation

Acly
ATP-citrate 

lyase
Ser455 1 1.5 - - 1.5 Increases catalytic activity (1)

Metabolic proccess, acetyl-
CoA synthesis, lipid synthesis

Ahnak
AHNAK 

nucleoprotein 
1

[Ser5557 
>Ser5566 
=Thr5567]

1 [2.1] - - 2.1 Unknown Cytoskeleton

Ahnak
AHNAK 

nucleoprotein 
1

[Thr5569 
>Thr5567 
>Thr5571 
>Ser5555 
>Ser5566]

2 [2.5] - - 2.5 Unknown Cytoskeleton

Ahnak Ahnak Ser136 1 3.4 4.5 5.2 5.2 Unknown Cytoskeleton

Ahnak Ahnak Ser217 1 - - 2.4 2.4 Unknown Cytoskeleton

Ahnak Ahnak Ser4890 1 2.2 2.5 3.7 3.7 Unknown Cytoskeleton

Ahnak2
AHNAK 

nucleoprotein 
2

Ser652 1 - 2.4 - 2.4 Unknown Cytoskeleton

Akap1

A-kinase 
anchor 

protein 1, 
mitochondrial

Ser109 - 
isoforms 
1,3,5,6 

(Ser142 - 
isoforms 2,4)

1 1.5 - - 1.5 Unknown Adaptor

Akap2
A-kinase 
anchor 

protein 2

[Thr738 
>Ser740] 
[(Thr982 

>Ser984)]

1 - [2.2] - 2.2 Unknown Adaptor

Akap2
A kinase 
anchor 

protein 2

Ser740 
(Ser984)

1 - 1.9 1.6 1.9 Unknown Adaptor

Akt1s1

Proline-rich 
AKT1 

substrate 1 
(PRAS40)

Ser184 
(Ser255)

1 - 2.2 3.9 3.9
Regulates PRAS40 
interaction with raptor (2)

Apoptosis, mTORC1 complex

Akt1s1

Proline-rich 
AKT1 

substrate 1 
(PRAS40)

Thr247 
(Thr318)

1 3.8 - - 3.8
Prevents PRAS40 inhibition of 
mTORC1 (3)

Apoptosis, mTORC1 complex

Arfgap2

ADP-
ribosylation 

factor 
GTPase-
activating 
protein 2

Ser145 1 - 1.7 - 1.7 Unknown GAP

Atp6v0a2

V-type proton 
ATPase 116 

kDa subunit a 
isoform 2

Ser695 1 1.4 - - 1.4 Unknown Endosomal pH sensing

Normalized ratio (+GH/-GH)2
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Gene Name
Protein 
Name

Phospho-

site1
# of phosho-

sites 5 mina 5 minb 15 min
Max. 

ratio3 Function of phosphosite Function of protein4

Normalized ratio (+GH/-GH)2

Bat2
Large proline-

rich protein 
BAT2

Ser761 1 - 1.5 - 1.5 Unknown
mRNA processing, RNA 

splicing

Bckdha

Branched 
chain 

ketoacid 
dehydrogena
se E1, alpha 
polypeptide

Ser334 
(Ser338)

1 1.6 1.0§ - 1.6 Unknown
Metabolic process, leucine 

oxidation, (maple syrup urine 

disease5)

Bcl9l

B-cell 
CLL/lymphom

a 9-like 
protein

[Ser116 
>Ser118]

1 - [2.8] - 2.8 Unknown
Transcription, interacts with -

catenin, nuclear import 

Bcl9l

B-cell 
CLL/lymphom

a 9-like 
protein

Ser118 1 - 2.4 - 2.4 Unknown
Transcription, interacts with -

catenin, nuclear import 

Bclaf1

Bcl-2-
associated 

transcription 
factor 1

Ser383 1 1.6 1.3§ 1.0§ 1.6 Unknown
Transcription, transcription 

factor, apoptosis, 

Cad

Carbamoyl-
phosphate 

synthetase 2, 
aspartate 

transcarbamyl
ase, and 

dihydroorotas
e

Ser1859 1 - 1.9 - 1.9 Unknown
Metabolic process, pyrimidine 

synthesis

Cast Calpastatin Ser219 1 - 1.5 - 1.5 Unknown
Protease inhibitor, inhibits 

calpain

Cbx5
Chromobox 

protein 
homolog 5

Ser95 (Ser93) 1 - 2.0 - 2.0 Unknown
Transcription, interacts with 

methylated histone H3, 
epigenic repression

Cd2ap
CD2-

associated 
protein

Ser458 1 - 1.5 - 1.5 Unknown

Adaptor, cytoskeleton, cell 
migration, filtration in kidney, 

(focal segmental 

glomerulosclerosis5)

Cic
Protein 
capicua 
homolog

[Ser2280 
>Thr2283 
=Ser2284 
>Ser2275 
=Thr2277]

2 [1.4] - - 1.4 Unknown Transcription

D930048N14
Rik

Novel protein Thr15 1 - 4.1 - 4.1 Unknown Unknown

Dact3
Dapper 

homolog 3
Ser409 1 2.2 - - 2.2 Unknown Antagonist of -catenin

Dap
Death-

associated 
protein 1

Thr56 1 - 22 - 22 Unknown

Autophagy, negatively 
regulates autophagy, 

apoptosis, inhibition of NF-B 
transcription factor

Dcaf8

DDB1- and 
CUL4-

associated 
factor 8; 
Wdr42a

Ser123, 
Ser124

2 1.5 - - 1.5 Unknown Ubiquitin, ubiquitination

Dpysl3

Collapsin 
response 
mediator 

protein 4A 
isoform 3

Ser101 1 - 1.7 - 1.7 Unknown
Cytoskeleton, cytoskeletal 
remodeling, axon guidence

Eif4b

Eukaryotic 
translation 
initiation 
factor 4B

[Thr420 
>Ser422]

1 - [3.1] - 3.1
Increases interaction Eif4b 
with Eif3 (4) and Eif4b activity 
(5)

Translation, binding mRNA to 
ribosomes

Supplemental Table 1.xlsx 2 5/8/2012



Gene Name
Protein 
Name

Phospho-

site1
# of phosho-

sites 5 mina 5 minb 15 min
Max. 

ratio3 Function of phosphosite Function of protein4

Normalized ratio (+GH/-GH)2

Flnc Filamin-C Ser2234 1 3.3 2.3 1.7 3.3 Unknown Cytoskeleton

Fnbp1l
Formin-
binding 

protein 1-like
Ser295 1 - 2.5 - 2.5 Unknown

Adaptor, promotes CDC42-
induced actin polymeration, 
membrane invagination and 

tubulation

Frs2

Fibroblast 
growth factor 

receptor 
substrate 2

Thr326 1 1.8 - - 1.8 Unknown
Adaptor, ras/MAPK pathway, 

cell proliferation, organ 
development

Gm15128

Novel protein 
similar to 

ovary testis 
transcribed 

(Ott)

Ser384, 
Ser388

2 - 1.5 - 1.5 Unknown Unknown

Gsta3
Glutathione S-
transferase 

A3
Thr68, Tyr74 2 - - 1.7 1.7 Unknown Metabolic process

Hmgn1

Non-histone 
chromosomal 
protein HMG-

14

[Thr70 
=Thr71 
>Ser84 
=Ser87]

2 - [1.6] - 1.6 Unknown
DNA binding, chromatin 

architecture

Irf2bp2

interferon 
regulatory 

factor 2 
binding 

protein 2

Ser421 1 2.2 - - 2.2 Unknown Transcription, repressor

Irs2
Insulin 

receptor 
substrate 2

Ser556 1 - 1.5 - 1.5 Unknown Adaptor, signal transduction

Itpr3

Inositol 1,4,5-
trisphosphate 
receptor type 

3

Ser934 1 - 1.7 - 1.7 Unknown
Receptor, release of 

intercellular Ca

Kif21a
Kinesin-like 

protein 
KIF21A

Ser855 1 - 2.1 - 2.1 Unknown
Cytoskeleton, motor protein, 

neuronal axon transport

Larp7
La-related 
protein 7

[Thr251 
>Ser253]

1 - [1.6] - 1.6 Unknown
Transcription, suppresses 

RNA polymerase II mediated 
transcription

Lima1

LIM domain 
and actin-

binding 
protein 1

Ser230 1 - 1.5 - 1.5 Unknown
Cytoskeleton, actin binding, 
inhibits depolymerization of 

actin filaments

Map1b
Microtubule-
associated 
protein 1B

Ser1793 1 - - 1.6 1.6 Unknown Cytoskeleton

Map1b
Microtubule-
associated 
protein 1B

Ser614 1 1.6 1.6 Unknown Cytoskeleton

Mapk1

Mitogen-
activated 

protein kinase 
1 (Erk2)

[Thr179 
>Thr183 
=Tyr185 
=Thr188]

1 - [8.7] - 8.7

Function pThr179 and 
pThr188 unknown. pThr183 
and pTyr185 required for 
activation (6)

Kinase

Mapk1

Mitogen-
activated 

protein kinase 
1 (Erk2)

Thr183  
[Tyr185 
=Thr188 
>Thr179]

2 9.5 - - 9.5

pThr183 and pTyr185 
required for activation (6)).  
Functionp Thr188 and 
pThr179 unknown. 

Kinase

Mapk1

Mitogen-
activated 

protein kinase 
1 (Erk2)

Thr183, 
Tyr185

2 11 - - 11
pThr183 and pTyr185 
required for activation (6)

Kinase

Mapk1

Mitogen-
activated 

protein kinase 
1 (Erk2)

Tyr185 1 2.4 2.4 - 2.4
Required for kinase activation 
(6)

Kinase
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Gene Name
Protein 
Name

Phospho-

site1
# of phosho-

sites 5 mina 5 minb 15 min
Max. 

ratio3 Function of phosphosite Function of protein4

Normalized ratio (+GH/-GH)2

Mapk1

Mitogen-
activated 

protein kinase 
1 (Erk2)

Tyr185  
[Thr179 

=Thr183]
2 5.4 - - 5.4

Function pThr179 unknown    
pThr183 and pTyr185 
required for kinase activation 
(6)

Kinase

Mapk3

Mitogen-
activated 

protein kinase 
3 (Erk1)

[Thr208 
>Tyr205]

1 - [3.0] - 3.0
Function pThr208 unknown. 
pTyr205 required for 
activation (6)

Kinase

Mapk3

Mitogen-
activated 

protein kinase 
3 (Erk1)

Thr199 
[Thr203 
=Tyr205]

2 6.7 - - 6.7

Function of pThr199 
unknown.  pThr203 andp 
Tyr185 required for activation 
(6)

Kinase

Mapk3

Mitogen-
activated 

protein kinase 
3 (Erk1)

Thr208  
[Thr203 
>Tyr205 
>Thr199]

2 4.8 - - 4.8

Function pThr208 and 
pThr199 unknown, pThr203 
and pTyr205 required for 
activation (6)

Kinase

Mapk3

Mitogen-
activated 

protein kinase 
3 (Erk1)

Tyr205 1 3.5 2.9 - 3.5 Required for activation (6) Kinase

Matr3 Matrin-3 Ser188 1 1.7 1.8 - 1.8 Unknown
mRNA processing, 

component of nuclear matrix

Matr3 Matrin-3 Ser195 1 - 2.0 - 2.0 Unknown
mRNA processing, 

component of nuclear matrix

Med19

Mediator of 
RNA 

polymerase II 
transcription 
subunit 19

Ser226 
>Ser234 
=Ser235 
=Ser238 
=Ser239 
=Ser240 
=Ser241 
=S242

7 - 9.6 - 9.6 Unknown
Transcription, mediates RNA 
polymerase II transcription

Mia3

Melanoma 
inhibitory 
activity 

protein 3

Ser1915 1 - - 1.7 1.7 Unknown Vesicle-mediated transport

Myh9 Myosin-9

[Thr1938 
=Ser1942] 
([Thr1939 

=Ser1943])

1 [1.4] [1.1§] [1.0§] 1.4 Unknown Cytoskeleton, motor protein

Ncbp1

Nuclear cap-
binding 
protein 

subunit 1

Ser22 1 - 2.2 - 2.2 Unknown Translation, RNA splicing

Ncoa5
Nuclear 
receptor 

coactivator 5
Ser29, Ser34 2 - 1.6 - 1.6 Unknown

Transcription, interacts with 
steroid nuclear receptors

Ndrg1
Protein 
NDRG1

Ser330 1 - 1.5 - 1.5

Primes NDRG1 for 
phosphorylation by GSK3 (7) 
and required for suppressive 
effect on NF signaling (8)

Induced by hypoxia and 
stress, rab4a effector, 

interacts with p53 signaling, 
regulates growth and 
differentiation during 

development, (Charcot-Marie-

Tooth disease type 4D5)

Ndrg1
Protein 
NDRG1

Thr328 1 - 1.8 - 1.8

Primes NDRG1 for 
phosphorylation by GSK3 (7) 
and required for suppressive 
effect on NF signaling (8)

Induced by hypoxia and 
stress, rab4a effector, 

interacts with p53 signaling, 
regulates growth and 
differentiation during 

development, (Charcot-Marie-

Tooth disease type 4D5)

Nr3c1
Glucocorticoid 

receptor;
Thr159 

(Thr168)
1 - 1.8 - 1.8 Unknown

Receptor, receptor for 
glucocorticoids, transcription 

factor
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Gene Name
Protein 
Name

Phospho-

site1
# of phosho-

sites 5 mina 5 minb 15 min
Max. 

ratio3 Function of phosphosite Function of protein4

Normalized ratio (+GH/-GH)2

Oxr1
Oxidation 
resistance 
protein 1

Ser113 
(Ser201 or 

194)
1 2.5 2.4 - 2.5 Unknown

Mitochondrial protein, induced 
by heat and oxidative stress

Oxr1
Oxidation 
resistance 
protein 1

Ser114 
(Ser195)

1 - 2.1 - 2.1 Unknown
Mitochondrial protein, induced 
by heat and oxidative stress

Parva Alpha-parvin Thr16, Ser19 2 - 1.5 - 1.5 Unknown
Adaptor, actin cytoskeleton, 

cell adhesion

Pdcd4
Programmed 

cell death 
protein 4

Ser457 1 - 3.8 - 3.8
Results in nuclear 

translocation of Pdcd4 (9)
Apoptosis

Pdcd4
Programmed 

cell death 
protein 4

Ser76 1 - 3.5 - 3.5
Mediates Pdcd4 interaction 

with betaTRCP (10)
Apoptosis

Pgrmc1

Membrane-
associated 

progesterone 
receptor 

component 1

Tyr180 1 1.4 1.3§ - 1.4 Unknown
Receptor, receptor for 

progesterone

Phf3
PHD finger 
protein 3

[Ser658 
>Ser660]

1 - [3.5] - 3.5 Unknown Transcription, 

Phldb2

Pleckstrin 
homology-like 
domain family 
B member 2

Thr468 1 - 1.8 - 1.8 Unknown
Vesicle protein, interacts with 

filamin-C

Pi4k2a

Phosphatidyli
nositol 4-

kinase type 2-
alpha

[Ser460 
>Ser462]

1 - - [2.3] 2.3 Unknown
Kinase, lipid, inosistol P3 

pathway

Pkn2
Serine/threoni

ne-protein 
kinase N2

[Ser581 
=Ser582]

1 - [6.7] 6.7 Unknown Kinase, AGC kinase

Pkn2
Serine/threoni

ne-protein 
kinase N2

Thr957 1 - 1.6 1.6 Unknown Kinase, AGC kinase

Plec1 Plectin-1

[Ser4391 
>Ser4392 
>Ser4393]  
[(Ser4243 
>Ser4244 

>Ser4245)]

1 - [2.1] - 2.1 Unknown

Cytoskeleton, crosslinks actin, 
intermediate filaments, 

microtubules; scaffold - binds 
MAPK, RACK1, 

(epidermolysis bullosa 

simplex 15)

Plec1 Plectin-1
[Thr19 

>Ser21]
1 - - [1.6] 1.6 Unknown

Cytoskeleton, crosslinks actin, 
intermediate filaments, 

microtubules; scaffold - binds 
MAPK, RACK1, 

(epidermolysis bullosa 

simplex 15)

Plec1 Plectin-1
Ser4393 

(Ser4245)
1 1.6 2.1 1.3§ 2.1 Unknown

Cytoskeleton, crosslinks actin, 
intermediate filaments, 

microtubules; scaffold - binds 
MAPK, RACK1, 

(epidermolysis bullosa 

simplex 15)

Ppfibp1 Liprin-beta-1

Ser957, 
Ser961  

(Ser992, 
Ser996)

2 - 1.5 - 1.5 Unknown

Adaptor, interacts with LAR 
protein tyrosine 

phosphatases, axon guidence 
and mammary development

Ppp1r12a

Protein 
phosphatase 
1 regulatory 
subunit 12A

[Ser870 
>Ser877]

1 - [1.7] - 1.7 Unknown
Phosphatase, regulates 
interaction of actin and 

myosin
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Gene Name
Protein 
Name

Phospho-

site1
# of phosho-

sites 5 mina 5 minb 15 min
Max. 

ratio3 Function of phosphosite Function of protein4

Normalized ratio (+GH/-GH)2

Ppp1r12a

Protein 
phosphatase 
1 regulatory 
subunit 12A

Ser507 1 6.9 8.6 - 8.6 Unknown
Phosphatase, regulates 
interaction of actin and 

myosin

Ppp1r12a

Protein 
phosphatase 
1 regulatory 
subunit 12A

Ser509 1 4.0 - - 4.0 Unknown
Phosphatase, regulates 
interaction of actin and 

myosin

Ppp1r12a

Protein 
phosphatase 
1 regulatory 
subunit 12A

Ser861 1 1.5 - - 1.5 Unknown
Phosphatase, regulates 
interaction of actin and 

myosin

Ptprn2

Protein 
tyrosine 

phosphatase, 
receptor type, 
N polypeptide 

2, isoform

Ser89 1 - 104.9 - 104.9 Unknown
Phosphatase, protein tyrosine 

phosphatase

Rai14 Ankycorbin Ser914 1 1.5 - - 1.5 Unknown Adaptor

Ranbp3
Ran-binding 

protein 3
Ser58 1 - 2.5 - 2.5

Important for nuclear export 
function (11)

Adaptor, nuclear export

Raver1
Ribonucleopr

otein PTB-
binding 1

Ser576 1 - 1.9 - 1.9 Unknown
mRNA processing, regulates 
switching between alternative 

RNA splicing events

Rbm17
Splicing factor 

45
Ser155 1 1.7 1.4§ 1.0§ 1.7 Unknown

mRNA processing, RNA 
splicing 

Rbmx

Heterogeneo
us nuclear 

ribonucleopro
tein G

Ser165 1 - 1.5 - 1.5 Unknown
mRNA processing, RNA 

splicing

Rgs2
Regulator of 

G-protein 
signaling 2

Ser19 1 12.2 - 12.2 Unknown
GAP, brown fat cell 

differentiation

Rnf220
E3 ubiquitin-
protein ligase 

Rnf220
Thr474 1 - - 5.6 5.6 Unknown Ubiquitin

Rptor

Regulatory-
associated 
protein of 

mTOR 
(raptor)

Ser863 1 1.5 2.0 1.9 2.0

Required for hierarchical 
raptor phosphorylation and 

plays a critical role in mTOR 
activity (12, 13)

Adaptor, mTORC1

Sdpr

Serum 
deprivation-

response 
protein

Ser359 1 1.6 - - 1.6 Unknown
Lipid binding protein, binds 

phosphatidylserine

Senp7
Sentrin-
specific 

protease 7
Ser12 1 2.7 2.7 Unknown

Protease, deconjugation of 
SUMO2 and SUMO3 chains

Sgta

Small 
glutamine-rich 
tetratricopepti

de repeat-
containing 

protein alpha

[Ser303 
>Thr305]

1 - [2.0] - 2.0 Unknown Chaperone

Shc1
SHC-

transforming 
protein 1

Tyr423 1 - 3.7 - 3.7 Binds Grb2 (14) Adaptor, ras/MAPK pathway

Sipa1l2

Signal-
induced 

proliferation-
associated 1-
like protein 2

Ser1461 1 - - 1.6 1.6 Unknown Regulation GTPase 
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Gene Name
Protein 
Name

Phospho-

site1
# of phosho-

sites 5 mina 5 minb 15 min
Max. 

ratio3 Function of phosphosite Function of protein4

Normalized ratio (+GH/-GH)2

Slc9a1

Sodium/hydro
gen 

exchanger 1 
(Nhe1)

Ser707 1 - 7.3 3.3 7.3
Binds 14-3-3 and is required 
for serum-induced activation 

of Nhe1 (15)

Ion channel, regulates pH, 
regulation of cell growth, 
differentiation

Srrm1

Serine/arginin
e repetitive 

matrix protein 
1

[Ser461 
>Ser463]

1 - [2.8] - 2.8 Unknown
mRNA processing, RNA 

splicing, RNA export

Srrm2

Serine/arginin
e repetitive 

matrix protein 
2

Ser2224 1 2.9 - 2.9 Unknown
mRNA processing, RNA 

splicing

Stat5a

Signal 
transducer 

and activator 
of 

transcription 
5a

Tyr694 1 -
+GH 
only

+GH 
only

199
Required for Stat5a activation 

(16)
Transcription

Stat5b

Signal 
transducer 

and activator 
of 

transcription 
5b

Tyr699 1 -
+GH 
only 

+GH 
only 

199
Required for Stat5b activation 

(16)
Transcription

Stk10
Serine/threoni
ne kinase 10

Thr950 1 - 2 2.3 2.3 Unknown
Kinase, lymphocyte-oriented 

kinase

Stmn1 Stathmin Ser25 1 - 7.6 - 7.6 Unknown
Cytoskeleton, promotes 

disassembly of microtubules

Tbc1d15
TBC1 domain 

family 
member 15

Ser201 1 - - 1.6 1.6 Unknown
GAP, GAP for rab family 

proteins

Tnks1bp1

182 kDa 
tankyrase-1-

binding 
protein

Ser1022 1 - 2.5 - 2.5 Unknown Cytoskeleton, actin binding

Tnks1bp1

182 kDa 
tankyrase-1-

binding 
protein

Ser1375 1 - 1.5 1.8 1.8 Unknown Cytoskeleton, actin binding

Tns3 Tensin-3 Ser769 1 2.0 - - 2.0 Unknown Adaptor

Top2b
DNA 

topoisomeras
e 2-beta

Ser1387 
(Ser1537)

1 1.5 1.9 1.0§ 1.9 Unknown
DNA binding, makes transient 
double strand breaks in DNA

Tpr

Nuclear pore 
complex-

associated 
intranuclear 
protein TPR

Ser2149 1 - 6.3 - 6.3 Unknown
Nuclear matrix protein, mitotic 

cell cycle spindle assembly 
checkpoint

Trim28
Transcription 
intermediary 
factor 1-beta

Ser471 1 - - 2.3 2.3 Unknown
Kinase, regulates 

transcription

Trim28
Transcription 
intermediary 
factor 1-beta

Ser473 1 - 1.5 2.4 2.4
Regulates Trim28 interaction 

with HP1beta (17)
Kinase, regulates 

transcription

Trim47

Tripartite 
motif-

containing 
protein 47

Ser591 
(Ser592)

1 - - 2.0 2.0 Unknown Ubiquitin

Trio

Triple 
functional 
domain 
protein

Ser2399, 
Ser2403   

(Ser2575, 
2579)

2 - 5.0 - 5.0 Unknown
GEF, protein kinase, 

apoptosis
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Gene Name
Protein 
Name

Phospho-

site1
# of phosho-

sites 5 mina 5 minb 15 min
Max. 

ratio3 Function of phosphosite Function of protein4

Normalized ratio (+GH/-GH)2

Tsc2 Tuberin

[Ser939 
>Thr940 
>Ser941]  
[(Ser937 
>Thr938 

>Ser939)]

1 - [1.9] - 1.9

Phosphorylation Ser939 
promotes interaction with 14-3-

3 and relieves inhibition of 
mTOR signaling (18)

GAP, negative regulator of 
mTOR signaling,  tumor 

suppressor 

Twist1
Twist-related 

protein 1
Ser68 1 1.6 - - 1.6 Unknown

Transcription, binds E Box 
sequences, represses TNF
and IL1, regulates FGFR2, 

forelimb morphogenesis, 
muscle development, 

neuronal migration

Twist2
Twist-related 

protein 2
Ser55 1 1.6 - - 1.6 Unknown

Transcription, binds E Box 
consensus sequence, 

represses expression of 
TNF and IL1

Usp10

Ubiquitin 
carboxyl-
terminal 

hydrolase 10

Ser223 1 - 3.8 - 3.8 Unknown
Ubiquitin, disassembles 

ubiquitin chains

Wdr48
WD repeat-
containing 
protein 48

Ser586 1 - - 5.0 5.0 Unknown
Vesicle protein, lysosomal 

protein

Zc3hc1

Nuclear-
interacting 
partner of 

ALK (Nipa)

Ser394 1 - - 1.8 1.8 Unknown
Ubiquitin, nuclear protein, 

inactivation increases cyclin 
B1 levels and mitotic entry

Zc3hc1

Nuclear-
interacting 
partner of 

ALK (Nipa)

Ser406 1 - 2.6 - 2.6 Unknown
Ubiquitin, nuclear protein, 

inactivation increases cyclin 
B1 levels and mitotic entry

Zyx Zyxin Ser336 1 - 1.8 - 1.8 Unknown
Cytoskeleton, focal 

adhesions, cell-cell adherens 
junctions

1 Residue numbering is according to PhosphositePlus  (http://www.phosphosite.org). 

( ) When residue numbering varies between Phosphosite and MaxQuant, MaxQuant numbering is listed in parentheses.  

[ ] Residues in brackets refer to unlocalized sites (localization probability <0.75 and > 0.15, see Supplemental Tables 3 ‐ 5).

2 Phosphosites with a significant (B<0.05) increase correspond to sites with an increase greater that ~40% (5 mina trial) and ~50%

3 The maximum normalized ratio (+GH/-GH) in the three trials.  To faciliate sorting, the ratio was defined as 199 for phosphosites 

detected in only the +GH condition.

4 Function of proteins that contain the phosphopeptides identified during the SILAC‐based phosphoproteomic screens were classified

5 The disease in parentheses is caused by a mutation in the protein containing the identified phosphosite.
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indicated with §.  The ratios are normalized to correct for unequal  amounts of  "light" and "heavy" protein in the assay.
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Supplemental Table S2.  Phosphosites which exhibit decreased phosphorylation after GH treatment.

Gene Name
Protein 
Name

Phospho- 

site1
# of phospho-

sites 5 mina 5 minb 15 min Min. ratio3 Function of phosphosite

9-Sep Septin-9 Ser30 1 - 0.7 - 0.7 Unknown

9-Sep Septin-9 Thr143 1 - 0.5 - 0.5 Unknown

Acaca
Acetyl-CoA 

carboxylase 1
Ser29 (S67) 1 - 0.2 - 0.2 Unknown

Ahnak Ahnak protein Ser5101 1 0.7 0.8 - 0.7 Unknown

Ahnak Ahnak protein Ser5510 1 - 0.7 - 0.7 Unknown

Ahnak Ahnak protein Ser5512 1 1.0§ 0.6 - 0.6 Unknown

Ahnak Ahnak protein Ser5553 1 - 0.7 - 0.7 Unknown

Ahnak Ahnak protein Ser5555 1 0.8 0.6 - 0.6 Unknown

Ahnak Ahnak protein Ser5563 1 - 0.6 - 0.6 Unknown

Ahnak Ahnak protein
Thr5571  
[Thr5567 

~Thr5569]
2 - 0.7 - 0.7 Unknown

Arhgef7

Rho guanine 
nucleotide 
exchange 
factor 7

Ser580 1 - - 0.7 0.7 Unknown

BC089491
cDNA 

sequence 
BC089491

Ser225 
[Ser228 
=Thr229]

2 - 0.03 - 0.03 Unknown

Bcor
BCL-6 

corepressor
Tyr977 1 0.4 - - 0.4 Unknown

Bmp10
Bone 

morphogeneti
c protein 10

Thr94, 
Ser101

2 - - 0.1 0.1 Unknown

Cav1 Caveolin-1 Tyr14 1 - 0.7 - 0.7

Phosphorylated Y14 interacts 
with Grb7 (1), required for 

localization to focal adhesions 
(2)

Clasp1
CLIP-

associating 
protein 1

Ser794 
(Ser795)

1 - 0.7 - 0.7 Unknown

Ctnnd1
Catenin delta-

1
[Ser320 
=Tyr321]

1 - [0.7] - 0.7 Unknown

Cx3cl1 Fractalkine
[Ser259 

>Ser262]
1 - [0.7] - 0.7 Unknown

Cx3cl1 Fractalkine Ser262 1 - 0.7 - 0.7 Unknown

Dclk1

Serine/threoni
ne-protein 

kinase 
DCLK1

[Thr336 
=Ser337]

1 - [0.7] - 0.7 Unknown

Dclk1

Serine/threoni
ne-protein 

kinase 
DCLK1

Ser305 1 - 0.7 - 0.7 Unknown

Dhx9

ATP-
dependent 

RNA helicase 
A

Ser136 
(Ser137)

1 0.6 1.2§ - 0.6 Unknown

Dock9
Dedicator of 
cytokinesis 
protein 9

Ser1384, 
Ser1378

2 - 0.1 - 0.1 Unknown

Dpf2

D4, zinc and 
double PHD 
fingers family 

2

[Ser142] 1 - - [0.6] 0.6 Unknown

Normalized ratio (+GH/-GH)2

Supplemental Table 2.xlsx 1 5/8/2012



Gene Name
Protein 
Name

Phospho- 

site1
# of phospho-

sites 5 mina 5 minb 15 min Min. ratio3 Function of phosphosite

Normalized ratio (+GH/-GH)2

Dpf2

D4, zinc and 
double PHD 
fingers family 

2

Ser142 1 1.2§ - - 1.2 Unknown

Dyrk1a

Dual 
specificity 
tyrosine-

phosphorylati
on-regulated 

kinase 1A

[Tyr321] 1 - - [0.7] 0.7
Y321 is an 

autophosphorylation site that 
is required for full activity (3)

Dyrk1a

Dual 
specificity 
tyrosine-

phosphorylati
on-regulated 

kinase 1A

Tyr321 1 1.0§ 1.1§ - 1
Y321 is an 

autophosphorylation site that 
is required for full activity (3)

E130012A19
Rik

Uncharacteriz
ed protein 
C17orf96 
homolog

Ser19, Thr24 2 0.04 - - 0.04 Unknown

Eap1
Enhanced at 

puberty 
protein 1

Ser638 
(Ser696)

1 1.3§ - 0.5 0.5 Unknown

Eef2
Elongation 

factor 2
Thr57 1 - 0.6 - 0.6

Phosphorylation T57  inhibits 
activity (4)

Eif4g1

Eukaryotic 
translation 
initiation 
factor 4 

gamma 1

Ser1189 1 - 0.7 - 0.7 Unknown

Epb4.1l2
Erythrocyte 
protein band 

4.1-like 2

[Ser86 
>Tyr87]

1 - [0.7] - 0.7 Unknown

Fat1
Cadherin 

FAT1 isoform 
+12

Ser4475 
(Ser4483)

1 - 0.6 - 0.6 Unknown

Gas7
Growth arrest 

specific 7
Ser62 1 - 0.7 - 0.7 Unknown

Gm14490

similar to 
DNA cytosine-

5 
methyltransfe

rase 3B2

Ser290 1 0.04 - - 0.04 Unknown

Hdgfrp2

Hepatoma-
derived 

growth factor-
related 

protein 2

Ser644 1 0.7 - - 0.7 Unknown

Hmgn1

Non-histone 
chromosomal 
protein HMG-

14

[Thr80 
>Ser84 
>Ser87]

1 - - [0.6] 0.6 Unknown

Hnrnpul2

Heterogeneo
us nuclear 

ribonucleopro
tein U-like 
protein 2

Thr163 1 - 0.7 - 0.7 Unknown

KIAA1143 
homolog

Uncharacteriz
ed protein 
KIAA1143 
homolog

Ser50 1 0.7 - - 0.7 Unknown

Kiaa1712
Uncharacteriz

ed protein 
KIAA1712

Thr287, 
Ser292

2 0.7 - - 0.7 Unknown

Klc2 Klc2 protein Ser579 1 0.7 - - 0.7 Unknown
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Gene Name
Protein 
Name

Phospho- 

site1
# of phospho-

sites 5 mina 5 minb 15 min Min. ratio3 Function of phosphosite

Normalized ratio (+GH/-GH)2

Lmna Lamin-A/C

Ser395 
[Ser390 
=Ser392 
>Thr394]

2 - 0.3 - 0.3 Unknown

Lmna Lamin-A/C
Thr394, 
Ser395

2 1.2§ - - 1.2 Unknown

Map3k2

Mitogen-
activated 

protein kinase 
kinase kinase 

2

Ser164 
(Ser180)

1 - 0.6 - 0.6 Unknown

Mast4

Microtubule-
associated 

serine/threoni
ne-protein 
kinase 4

Ser204 1 0.7 - - 0.7 Unknown

Mcm2

DNA 
replication 
licensing 

factor MCM2

Ser21 1 0.7 - - 0.7 Unknown

Micall2 JRAB Ser766 1 0.5 0.5 Unknown

Mprip

Myosin 
phosphatase 

Rho-
interacting 

protein

Ser292 1 0.8 0.7 - 0.7 Unknown

Mre11a

Double-strand 
break repair 

protein 
MRE11A

Ser686 1 - 0.2 - 0.2 Unknown

Myadm

Myeloid-
associated 

differentiation 
marker

[Ser17 
>Ser15 
=Ser16 
=Thr18 
>Thr14 
=Thr19 
>Thr12 
=Thr13]

1 [0.7] - - 0.7 Unknown

Myo1c Myosin-Ic Ser6 1 0.5 0.5 Unknown

Myrl2

Myosin 
regulatory 

light 
polypeptide 9

[Thr19 
=Ser20]

1 - [0.6] - 0.6 Unknown

Myrl2

Myosin 
regulatory 

light 
polypeptide 9

Ser20 1 - 0.6 - 0.6 Unknown

Nadk NAD kinase Ser46 1 - 0.6 - 0.6 Unknown

Nap1l4
Nap1l4 
protein

[Thr117 
>Ser121 
>Ser125 
>Thr111]

1 [0.6] - - 0.6 Unknown

Ndrg1

N-myc 
downstream-

regulated 
gene 1 
protein

[Ser333 
>Thr335 
=Ser336 
>Ser330 
=S332 

>Thr328 
>Thr340]

1 - [0.5] - 0.5 Unknown
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Gene Name
Protein 
Name

Phospho- 

site1
# of phospho-

sites 5 mina 5 minb 15 min Min. ratio3 Function of phosphosite

Normalized ratio (+GH/-GH)2

Ndrg1

N-myc 
downstream-

regulated 
gene 1 
protein

[Ser333 
>Thr335 
=Ser336 
>Ser332 
>Ser330 
>Thr328]

1 [1.3§] - - 1.3 Unknown

Nfia
Nuclear factor 

1 A-type
S310 1 - 0.8 0.7 0.7 Unknown

Nherf1

Na(+)/H(+) 
exchange 
regulatory 

cofactor NHE-
RF1

Ser285 1 0.7 - - 0.7 Unknown

Npm1
Nucleophosm

in

[Thr75 
=Thr78 

>Ser48 >Y67 
=Ser70 
>Thr46]

1 - [0.1] - 0.1 Unknown

Nptx1
Neuronal 

pentraxin-1
[Ser203, 
Ser207]

2 - - [0.04] 0.04 Unknown

Nudt1

7,8-dihydro-8-
oxoguanine 

triphosphatas
e

[Tyr7 >Thr8 
>Ser2 =Thr3 

>Ser4]
2 - [0.02] - 0.02 Unknown

Palm Paralemmin
Thr141, 
Thr145

2 - 0.6 - 0.6 Unknown

Pdha1

Pyruvate 
dehydrogena

se E1 
component 

subunit alpha, 
somatic form, 
mitochondrial

[Thr231 
=Ser232]

1 - [0.7] - 0.7 Unknown

Pdha1

Pyruvate 
dehydrogena

se E1 
component 

subunit alpha, 
somatic form, 
mitochondrial

Ser232 1 - 0.7 0.9* 0.7 Unknown

Pdlim2
PDZ and LIM 

domain 
protein 2

Ser199, 
Ser205

2 0.7 - - 0.7 Unknown

Pdlim2
PDZ and LIM 

domain 
protein 2

Ser199, 
Ser205

2 0.8 - - 0.8 Unknown

Pgm1
Phosphogluc
omutase-1

[Thr115 
=Ser117]

1 - [0.6] - 0.6 Unknown

Pgm1
Phosphogluc
omutase-1

Ser117 1 - 0.7 - 0.7 Unknown

Plec1 Plectin-1
Ser4620 

(Ser4472)
1 - 0.7 0.4 0.4 Unknown

Ppap2a

Lipid 
phosphate 

phosphohydr
olase 1

[Ser274 
>Thr272 
=Thr275 
>Thr268 
>Thr267]

1 - [0.7] - 0.7 Unknown

Ppap2a

Lipid 
phosphate 

phosphohydr
olase 1

Ser274 1 0.8§ - - 0.8 Unknown

Ppap2a

Lipid 
phosphate 

phosphohydr
olase 1

Thr271 
(Thr272)

1 - 0.7 - 0.7 Unknown
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Gene Name
Protein 
Name

Phospho- 

site1
# of phospho-

sites 5 mina 5 minb 15 min Min. ratio3 Function of phosphosite

Normalized ratio (+GH/-GH)2

Ppp1r12a
Ppp1r12a 

protein
[Ser693 
>Thr694]

1 [0.9§] - - 0.9
Phosphorylation of S693 

reduces phosphorylation of 
T694 (5)

Ppp1r12a
Ppp1r12a 

protein
Ser693 1 - 0.6 - 0.6

Phosphorylation of S693 
reduces phosphorylation of 

T694 (5)

Ppp1r12a
Ppp1r12a 

protein
Thr694 1 1.1§ 0.6 - 0.6

Phosphorylation of T694 
inhibits phosphatase activity 

(6)

Ppp1r2

Putative 
uncharacteriz

ed protein 
Ppp1r2

Thr117, 
Ser123 

>Ser122 
>Ser131

2 0.5 - - 0.5 Unknown

Prkd3
Protein 

kinase D3
Ser44 1 0.4 - - 0.4 Unknown

Pxn Paxillin Ser119 1 - 0.6 - 0.6 Unknown

Rad50
DNA repair 

protein 
RAD50

Thr564, 
Ser565   
[Ser557 

=Ser560]

3 - [0.5] - 0.5 Unknown

Rc3h2

Ring finger 
and CCCH-

type zinc 
finger domain-

containing 
protein 2

Ser895, 
Ser907

2 - 0.001 - 0.001 Unknown

Scrib
Protein 
scribble 
homolog

Ser1543, 
Ser1548  

(Ser1550, 
Ser1555)

2 - 0.7 - 0.7 Unknown

Sfrs11

Splicing 
factor, 

arginine/serin
e-rich 11, 
isoform 
CRA_b

Ser389 
(Ser477)

1 - 1.2§ 0.7 0.7 Unknown

Skiv2l
MCG15924, 

isoform 
CRA_a

[Ser242 
>Ser240 
=Ser244 
=Thr246]

1 [0.6] - - 0.6 Unknown

Sntb2 Sntb2 protein
[Ser88 

=Ser90]
1 - - [0.2] 0.2 Unknown

Sntb2
Beta-2-

syntrophin
Ser88 1 - 1.1§ - 1.1 Unknown

Sntb2
Beta-2-

syntrophin
Ser90 1 0.9§ 0.9§ - 0.9 Unknown

Srrm2

Serine/arginin
e repetitive 

matrix protein 
2

[Ser1305] 1 - - [0.7] 0.7 Unknown

Srrm2

Serine/arginin
e repetitive 

matrix protein 
2

Ser1305 1 1.1§ 1.1§ - 1.1 Unknown

Svil Supervillin

[Tyr809 
>Tyr811]  
[(Tyr405 

>Tyr407)]

1 - [0.7] - 0.7 Unknown

Synpo Synaptopodin Ser583 1 - 0.1 - 0.1 Unknown
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Gene Name
Protein 
Name

Phospho- 

site1
# of phospho-

sites 5 mina 5 minb 15 min Min. ratio3 Function of phosphosite

Normalized ratio (+GH/-GH)2

Tmpo

Lamina-
associated 

polypeptide 2, 
isoforms 

beta/delta/eps
ilon/gamma

[Ser277 
=Thr278]

1 [0.6] - - 0.6 Unknown

Tub Tubby protein Ser333 1 0.2 0.2 Unknown

Ubash3b

Ubiquitin-
associated 
and SH3 
domain-

containing 
protein B

Ser542 1 - 0.2 - 0.2 Unknown

Vasp

Vasodilator-
stimulated 

phosphoprote
in

Ser317 1 - 0.5 - 0.5 Unknown

Vim Vimentin

[Thr417 
>Ser419 
=Ser420 
>Ser412]

1 - [0.7] - 0.7 Unknown

1 Residue numbering is according to PhosphositePlus  (http://www.phosphosite.org). 

( ) When residue numbering varies between Phosphosite and MaxQuant, MaxQuant numbering is listed in parentheses.  

[ ] Residues in brackets refer to unlocalized sites (localization probability <0.75 and > 0.15, see Supplemental Tables 3 ‐ 5).

2 Phosphosites with a significant (B<0.05) decrease correspond to sites with a decrease less than ~20%.  Because the decrease

3 The minimum normalized ratio (+GH/‐GH) in the three trials.
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Supplemental Table S3.  Phosphoproteomics data from the first 5 min GH treatment experiment.

No IPI Numbers Protein Names Gene Names pAA Number of P Position in pePeptide Sequence Phospho (STY) ProbabiliModified Sequence Best Motifs Ratio1 of PhoRatio Signific Up‐/Down‐rePhosphosites localized?

393 IPI00229328 1110037F02Rik protein 1110037F02Rik;Kiaa142S1628 1 8 SFLSEPSSPGR SFLSEPS(0.05)S(0.949)P SFLSEPSS(ph)PGR WW GroupIV 1.1 0.36872 Yes

227 IPI00458153 Uncharacterized protein6330577E15Rik;633057S67 1 5 ENPPSPPTSPAAPQPR ENPPS(0.999)PPT(0.001ENPPS(ph)PPTSPAAPQPWW GroupIV 0.9 0.2209 Yes

169 IPI00458153 Uncharacterized protein6330577E15Rik;633057T70 1 8 ENPPSPPTSPAAPQPR ENPPS(0.122)PPT(0.858ENPPSPPT(ph)SPAAPQPCK1 0.9 0.15415 Yes

559 IPI00753321 Antigen containing epit A230054D04Rik;AF0139S2909 1 3 SVSETSEDKKDEESDEEEES(0.092)VS(0.276)ET(0.2SVS(ph)ETSEDKKDEESDEEEEEEEEEEPLGATTR No

561 IPI00753321 Antigen containing epit A230054D04Rik;AF0139S2912 1 6 SVSETSEDKKDEESDEEEES(0.092)VS(0.276)ET(0.2SVS(ph)ETSEDKKDEESDECK1 No

462 IPI00753321 Antigen containing epit A230054D04Rik;AF0139S2920 1 14 SVSETSEDKKDEESDEEEESVSETS(0.001)EDKKDEE SVSETSEDKKDEES(ph)DECK2 1.0 0.424 Yes

560 IPI00753321 Antigen containing epit A230054D04Rik;AF0139T2911 1 5 SVSETSEDKKDEESDEEEES(0.092)VS(0.276)ET(0.2SVS(ph)ETSEDKKDEESDEFHA1 Rad53p No

150 IPI00458612 AP2‐associated protein Aak1;Kiaa1048;Aak1;KiaT604 1 4 VQTTPPPTIQGQK VQT(0.005)T(0.995)PPP VQTT(ph)PPPTIQGQK 0.9 0.1304 Yes

440 IPI00396671 ATP‐binding cassette suAbcf1;Abcf1 S103 1 5 LKQLSVPASDEEDEVPAP LKQLS(0.994)VPAS(0.00 LKQLS(ph)VPASDEEDEV GSK3 1.1 0.4071 Yes

370 IPI00396671 ATP‐binding cassette suAbcf1;Abcf1 S107 1 9 LKQLSVPASDEEDEVPAP LKQLS(0.004)VPAS(0.99 LKQLSVPAS(ph)DEEDEV CK2 1.0 0.35344 Yes

398 IPI00396671 ATP‐binding cassette suAbcf1;Abcf1 S138 1 13 GGNVFEALIQDDSEEEEE GGNVFEALIQDDS(1)EEEGGNVFEALIQDDS(ph)EECK2 1.1 0.37209 Yes

407 IPI00922962 Apoptotic chromatin coAcin1;RP23‐94B13.1‐00 S477 1 1 SLSPLSGTTDTK S(0.643)LS(0.357)PLSGTS(ph)LSPLSGTTDTK NEK6 1.0 0.38041 No

238 IPI00922962 Apoptotic chromatin coAcin1;RP23‐94B13.1‐00 S479 1 3 SLSPLSGTTDTK S(0.178)LS(0.821)PLS(0. SLS(ph)PLSGTTDTK CHK1/2 1.2 0.22542 Yes

562 IPI00922962 Apoptotic chromatin coAcin1;RP23‐94B13.1‐00 S387 1 1 SQSPSPPPLPEDLEK S(0.418)QS(0.291)PS(0.2S(ph)QSPSPPPLPEDLEK GSK3 No

186 IPI00922962 Apoptotic chromatin coAcin1;RP23‐94B13.1‐00 S389 1 3 SQSPSPPPLPEDLEK S(0.12)QS(0.827)PS(0.05SQS(ph)PSPPPLPEDLEK 1.3 0.1683 Yes

49 IPI00126248 Putative uncharacterizeAcly;Acly;Acly;RP23‐392S455 1 3 TASFSESRADEVAPAKK T(0.185)AS(0.772)FS(0.0TAS(ph)FSESRADEVAPA PKA/AKT 1.5 0.017006 Up Yes

563 IPI00126248 Putative uncharacterizeAcly;Acly;Acly;RP23‐392S457 1 5 TASFSESRADEVAPAKK T(0.072)AS(0.051)FS(0.4TASFS(ph)ESRADEVAPA CK1 No

564 IPI00126248 Putative uncharacterizeAcly;Acly;Acly;RP23‐392S459 1 7 TASFSESRADEVAPAKK T(0.072)AS(0.051)FS(0.4TASFS(ph)ESRADEVAPA CK1 No

180 IPI00126248 Putative uncharacterizeAcly;Acly;RP23‐392I3.9‐S481 1 12 AKPAMPQDSVPSPR AKPAMPQDS(0.001)VPSAKPAMPQDSVPS(ph)PRERK/MAPK 0.9 0.1618 Yes

565 IPI00136000 Alpha‐adducin;ErythrocAdd1;Add1 S464 1 18 WLHSGRGDDASEEGQNGWLHSGRGDDAS(0.004)EWLHSGRGDDASEEGQNGGSK3 Yes

420 IPI00136000 Alpha‐adducin;ErythrocAdd1;Add1 S465 1 19 WLHSGRGDDASEEGQNGWLHSGRGDDASEEGQNGWLHSGRGDDASEEGQNGPolo box 1.0 0.39207 Yes

566 IPI00387580 Gamma‐adducin;AdducAdd3;Addl;Add3;Addl;AS679 1 12 TEEVLSPDGSPSKSPSK TEEVLSPDGS(0.004)PS(0TEEVLSPDGSPS(ph)KSPSGSK3 No

477 IPI00387580 Gamma‐adducin;AdducAdd3;Addl;Add3;Addl;AS681 1 14 TEEVLSPDGSPSKSPSK TEEVLSPDGSPSKS(0.94) TEEVLSPDGSPSKS(ph)PSCDK2 1.1 0.44426 Yes

567 IPI00890205 AF4/FMR2 family, memAff2;RP23‐324H24.1‐00S580 1 2 LSTSVDTVSQR LS(0.949)T(0.05)SVDTVSLS(ph)TSVDTVSQR Yes

367 IPI00553798 Ahnak protein Ahnak S116 1 7 SSEVVLSGDDEDYQR SSEVVLS(1)GDDEDYQR SSEVVLS(ph)GDDEDYQR 1.0 0.35164 Yes

13 IPI00553798 Ahnak protein Ahnak S136 1 3 LRSEDGVEGDLGETQSR LRS(1)EDGVEGDLGETQSLRS(ph)EDGVEGDLGETQCAMK2 3.4 9.769E‐13 Up Yes

408 IPI00553798 Ahnak protein Ahnak S211 1 7 TVIRLPSGSGPASPTTGSAT(0.003)VIRLPS(0.82)GSTVIRLPS(ph)GSGPASPTTPKD 1.0 0.38101 Yes

114 IPI00553798 Ahnak protein Ahnak S217 1 13 TVIRLPSGSGPASPTTGSATVIRLPSGSGPAS(0.969) TVIRLPSGSGPAS(ph)PTTWW GroupIV 1.3 0.092133 Yes

22 IPI00553798 Ahnak protein Ahnak S4890 1 9 FKAEAPLPSPK FKAEAPLPS(1)PK FKAEAPLPS(ph)PK CDK1 2.2 3.346E‐06 Up Yes

515 IPI00553798 Ahnak protein Ahnak S5099 1 12 GPSLKGDLGASSPSMK GPSLKGDLGAS(0.017)S( GPSLKGDLGASS(ph)PSMPolo box 1.1 0.47333 Yes

50 IPI00553798 Ahnak protein Ahnak S5101 1 9 GDLGASSPSMK GDLGASS(0.003)PS(0.99GDLGASSPS(ph)MK CK1 0.7 0.017137 Down Yes

307 IPI00553798 Ahnak protein Ahnak S5504 1 8 GKGGVTGSPEASISGSK GKGGVTGS(1)PEASISGS GKGGVTGS(ph)PEASISGGSK3 1.0 0.30559 Yes

168 IPI00553798 Ahnak protein Ahnak S5508 1 10 GGVTGSPEASISGSKGDL GGVTGSPEAS(0.921)IS(0GGVTGSPEAS(ph)ISGSKGPLK1 0.9 0.15209 Yes

263 IPI00553798 Ahnak protein Ahnak S5512 1 14 GGVTGSPEASISGSKGDL GGVTGSPEAS(0.099)IS(0GGVTGSPEASISGS(ph)KGCK1 1.0 0.25891 Yes

144 IPI00553798 Ahnak protein Ahnak S5518 2 1 SSKASLGSLEGEVEAEASSS(0.604)S(0.547)KAS(0.4S(ph)S(ph)KASLGSLEGEVGSK3 0.9 0.12359 No

145 IPI00553798 Ahnak protein Ahnak S5519 2 2 SSKASLGSLEGEVEAEASSS(0.604)S(0.547)KAS(0.4S(ph)S(ph)KASLGSLEGEVNEK6 0.9 0.12359 No

268 IPI00553798 Ahnak protein Ahnak S5553 1 3 HRSNSFSDEREFSAPSTPTHRS(0.68)NS(0.159)FS(0HRS(ph)NSFSDEREFSAP PIM1/2 1.0 0.26321 No

62 IPI00553798 Ahnak protein Ahnak S5555 1 5 HRSNSFSDER HRS(0.08)NS(0.839)FS(0HRSNS(ph)FSDER PKA/AKT 0.8 0.027929 Down Yes

25 IPI00553798 Ahnak protein Ahnak S5557 1 7 HRSNSFSDEREFSAPSTPTHRS(0.06)NS(0.06)FS(0. HRSNSFS(ph)DEREFSAP CK1 2.1 2.512E‐05 Up No

569 IPI00553798 Ahnak protein Ahnak S5563 2 11 SNSFSDEREFSAPSTPTGTS(0.312)NS(0.678)FS(0.4SNS(ph)FS(ph)DEREFSA CAMK2 No

277 IPI00553798 Ahnak protein Ahnak S5566 2 14 SNSFSDEREFSAPSTPTGTS(0.499)NS(0.436)FS(0.0S(ph)NSFSDEREFSAPS(pCK1 1.0 0.27772 No

466 IPI00553798 Ahnak protein Ahnak T219 1 11 LPSGSGPASPTTGSAVDIRLPSGSGPAS(0.333)PT(0.LPSGSGPAS(ph)PTTGSA FHA KAPP 1.1 0.42668 No

568 IPI00553798 Ahnak protein Ahnak T220 1 12 LPSGSGPASPTTGSAVDIRLPSGSGPAS(0.333)PT(0.LPSGSGPAS(ph)PTTGSA CK1 No

18 IPI00553798 Ahnak protein Ahnak T5567 2 17 HRSNSFSDEREFSAPSTPTHRS(0.067)NS(0.19)FS(0HRSNSFSDEREFSAPST(pWW GroupIV 2.5 9.892E‐08 Up No

19 IPI00553798 Ahnak protein Ahnak T5569 2 19 HRSNSFSDEREFSAPSTPTHRS(0.067)NS(0.19)FS(0HRSNSFSDEREFSAPST(p CK1 2.5 9.892E‐08 Up No

414 IPI00553798 Ahnak protein;Ahnak prAhnak;Ahnak;mCG_178S94 1 5 KGDRSPEPGQTWTHEVFKGDRS(1)PEPGQTWTHEKGDRS(ph)PEPGQTWTHEVFSSR 1.1 0.38612 Yes

507 IPI00850843 Putative uncharacterizeAhnak2;AI450948 S286 1 3 DMSPTSTDTEVHR DMS(0.999)PTSTDTEVHDMS(ph)PTSTDTEVHR CAMK2 1.1 0.4668 Yes

570 IPI00850843 Putative uncharacterizeAhnak2;AI450948 S289 1 6 DMSPTSTDTEVHR DMS(0.419)PT(0.11)S(0 DM(ox)S(ph)PTSTDTEVHCK1 No

113 IPI00677756 AHNAK nucleoprotein 2Ahnak2;AI450948 S35 1 3 KLSFSMPR KLS(1)FSMPR KLS(ph)FSMPR PKA/AKT 1.3 0.090351 Yes

131 IPI00677756 AHNAK nucleoprotein 2Ahnak2;AI450948 S37 1 5 KLSFSMPR KLS(0.5)FS(0.5)MPR KLS(ph)FSM(ox)PR NEK6 1.3 0.10946 No

267 IPI00230591 A kinase anchor proteinAkap1;Akap;Akap1;RP2 S136 1 3 SESSGNLPSVADTR S(0.179)ES(0.82)S(0.001SES(ph)SGNLPSVADTR PKA/AKT 1.2 0.26099 Yes

63 IPI00230591 A kinase anchor proteinAkap1;Akap;Akap1;RP2 S142 1 11 RRSESSGNLPSVADTR RRSESSGNLPS(0.984)VARRSESSGNLPS(ph)VADTR 1.5 0.028525 Up Yes

11 IPI00857073 Proline‐rich AKT1 subst Akt1s1;Pras T318 1 3 LNTSDFQK LNT(0.999)S(0.001)DFQ LNT(ph)SDFQK PKA/AKT 3.8 2.178E‐15 Up Yes

161 IPI00223838 Ankyrin repeat domain‐Ankrd57 S82 1 6 FCTGDSPPLEAK FCTGDS(1)PPLEAK FCTGDS(ph)PPLEAK 0.9 0.14002 Yes

191 IPI00117811 AP‐3 complex subunit dAp3d1;Ap3d S760 1 8 HSSLPTESDEDIAPAQR HSSLPT(0.002)ES(0.998)HSSLPTES(ph)DEDIAPAQR 0.9 0.17344 Yes

571 IPI00119913 Adenomatous polyposisApc;Apc;mCG_121500;AS2330 2 4 NSISPGRNGISPPNK NS(0.185)IS(0.815)PGRNNSIS(ph)PGRNGIS(ph)PPCDK2 Yes

572 IPI00119913 Adenomatous polyposisApc;Apc;mCG_121500;AS2337 2 11 NSISPGRNGISPPNK NS(0.185)IS(0.815)PGRNNSIS(ph)PGRNGIS(ph)PPNK Yes

251 IPI00170307 Apolipoprotein A‐I‐bindApoa1bp;Aibp S43 1 3 RGSETMAGAAVK RGS(0.997)ET(0.003)MARGS(ph)ETMAGAAVK PKA/AKT 1.0 0.23934 Yes

112 IPI00170084 DCC‐interacting proteinAppl1;Dip13a;Kiaa1428 S401 1 12 VNQSALEAVTPSPSFQQRVNQSALEAVT(0.012)PS(VNQSALEAVTPS(ph)PSFQQR 0.9 0.089849 Yes

61 IPI00123183 Aquaporin‐1;AquaporinAqp1 S262 1 19 VWTSGQVEEYDLDADDI VWTSGQVEEYDLDADDI VWTSGQVEEYDLDADDI CK2 0.8 0.025407 Down Yes

244 IPI00652831 Arginine and glutamate Arglu1;Arglu1 S74 1 2 ASSPPDRIDIFGR AS(0.865)S(0.135)PPDR AS(ph)SPPDRIDIFGR PKA 1.2 0.23205 Yes

435 IPI00652831 Arginine and glutamate Arglu1;Arglu1 S75 1 3 ASSPPDRIDIFGR AS(0.071)S(0.929)PPDR ASS(ph)PPDRIDIFGR PKA/AKT 1.1 0.40244 Yes

101 IPI00465761 Rho guanine nucleotideArhgef17;Kiaa0337 S689 1 4 ALVSPETPPTPGALR ALVS(0.999)PET(0.001)PALVS(ph)PETPPTPGALR 0.8 0.076054 Yes
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No IPI Numbers Protein Names Gene Names pAA Number of P Position in pePeptide Sequence Phospho (STY) ProbabiliModified Sequence Best Motifs Ratio1 of PhoRatio Signific Up‐/Down‐rePhosphosites localized?

156 IPI00127472 Armadillo repeat protei Arvcf;Arvcf;Arvcf;Arvcf; S865 1 11 GTPSSGGFDDSTLPLVDK GTPSSGGFDDS(0.5)T(0.5GTPSSGGFDDS(ph)TLPLVDK 1.3 0.13333 No

152 IPI00127472 Armadillo repeat protei Arvcf;Arvcf;Arvcf;Arvcf; T637 1 4 NFDTLDLPK NFDT(1)LDLPK NFDT(ph)LDLPK FHA2 Rad53p 0.9 0.13159 Yes

302 IPI00349032 Arf‐GAP with SH3 domaAsap1;Ddef1;Kiaa1249; S1045 1 7 SHTGDLSPNVQSR SHTGDLS(0.999)PNVQS SHTGDLS(ph)PNVQSR CK1 1.2 0.30243 Yes

536 IPI00380770 Activating transcription Atf7ip;Mcaf1 S112 1 12 NKQEDLNSEALSPSITCDLNKQEDLNS(0.108)EALS(NKQEDLNSEALS(ph)PSITCK1 1.1 0.4902 Yes

573 IPI00556827 Putative uncharacterizeAtp2b1 S1219 1 17 SATSSSPGSPLHSLETSL SATSSSPGSPLHS(0.001) SATSSSPGSPLHSLETS(phPLK1 Yes

69 IPI00135975 V‐type proton ATPase 1Atp6v0a2;Atp6n1b;Tj6;AS695 1 3 KDSEEEVSLLGNQDIEEGNKDS(0.997)EEEVS(0.003 KDS(ph)EEEVSLLGNQDI CHK1/2 1.4 0.039482 Up Yes

516 IPI00458001 Ataxin‐2‐like protein;At Atxn2l;A2lp;Atxn2l;A2lpS556 1 6 LQPSSSPETGLDPFPSR LQPSS(0.001)S(0.999)PELQPSSS(ph)PETGLDPFPSPolo box 1.1 0.47361 Yes

444 IPI00458001 Ataxin‐2‐like protein;At Atxn2l;A2lp;Atxn2l;A2lpS591 1 13 EVDGLLTSDPMGSPVSSKEVDGLLTSDPMGS(1)PVSEVDGLLTSDPMGS(ph)PVGSK3 1.0 0.41141 Yes

162 IPI00387388 BCL2‐associated athanoBag3;Bag3;Bis;MNCb‐22S177 1 1 SQSPAASDCSSSSSSASLPS(0.814)QS(0.168)PAAS S(ph)QSPAASDCSSSSSSASLPSSGR 0.9 0.14037 Yes

574 IPI00387388 BCL2‐associated athanoBag3;Bag3;Bis;MNCb‐22S179 6 3 SQSPAASDCSSSSSSASLPS(0.538)QS(0.55)PAAS(0S(ph)QS(ph)PAAS(ph)DCCAMK2 No

575 IPI00387388 BCL2‐associated athanoBag3;Bag3;Bis;MNCb‐22S183 6 7 SQSPAASDCSSSSSSASLPS(0.538)QS(0.55)PAAS(0S(ph)QS(ph)PAAS(ph)DCGSK3 No

576 IPI00387388 BCL2‐associated athanoBag3;Bag3;Bis;MNCb‐22S186 6 10 SQSPAASDCSSSSSSASLPS(0.538)QS(0.55)PAAS(0S(ph)QS(ph)PAAS(ph)DCCK1 No

577 IPI00387388 BCL2‐associated athanoBag3;Bag3;Bis;MNCb‐22S187 6 11 SQSPAASDCSSSSSSASLPS(0.538)QS(0.55)PAAS(0S(ph)QS(ph)PAAS(ph)DCGSK3 No

578 IPI00387388 BCL2‐associated athanoBag3;Bag3;Bis;MNCb‐22S188 6 12 SQSPAASDCSSSSSSASLPS(0.538)QS(0.55)PAAS(0S(ph)QS(ph)PAAS(ph)DCS(ph)S(ph)SSSSAS(ph)LPSSGR No

579 IPI00387388 BCL2‐associated athanoBag3;Bag3;Bis;MNCb‐22S193 6 17 SQSPAASDCSSSSSSASLPS(0.538)QS(0.55)PAAS(0S(ph)QS(ph)PAAS(ph)DCCK1 No

580 IPI00387388 BCL2‐associated athanoBag3;Bag3;Bis;MNCb‐22S197 6 21 SQSPAASDCSSSSSSASLPS(0.538)QS(0.55)PAAS(0S(ph)QS(ph)PAAS(ph)DCNEK6 No

213 IPI00380722 Large proline‐rich proteBat2 T609 1 14 EGPEPPEEVPPPTTPPAPKEGPEPPEEVPPPT(0.007)EGPEPPEEVPPPTT(ph)P WW GroupIV 0.9 0.20405 Yes

313 IPI00330171 BAT2 domain‐containin Bat2d1;Bat2d;Kiaa1096 T2625 1 12 AFGSGIDIKPGTPPIGGR AFGSGIDIKPGT(1)PPIGGAFGSGIDIKPGT(ph)PPIGERK/MAPK 1.0 0.308 Yes

37 IPI00331555 2‐oxoisovalerate dehyd Bckdha S338 1 5 IGHHSTSDDSSAYR IGHHS(0.834)T(0.082)S( IGHHS(ph)TSDDSSAYR 1.6 0.0086446 Up Yes

581 IPI00331555 2‐oxoisovalerate dehyd Bckdha S348 2 15 IGHHSTSDDSSAYRSVDEVIGHHS(0.189)T(0.189)S( IGHHSTSDDS(ph)SAY(phCK2 No

122 IPI00331555 2‐oxoisovalerate dehyd Bckdha S363 2 30 IGHHSTSDDSSAYRSVDEVIGHHS(0.153)T(0.153)S( IGHHSTSDDSSAYRS(ph)VDEVNYWDKQDHPIS(ph1.3 0.098488 No

196 IPI00115094 [3‐methyl‐2‐oxobutano Bckdk S31 1 1 STSATDTHHVELAR S(0.545)T(0.397)S(0.058S(ph)TSATDTHHVELAR CAMK2 1.3 0.18052 No

258 IPI00115094 [3‐methyl‐2‐oxobutano Bckdk T32 1 2 STSATDTHHVELAR S(0.161)T(0.742)S(0.089ST(ph)SATDTHHVELAR PKA 1.2 0.25122 No

451 IPI00415385 Bcl‐2‐associated transcrBclaf1;Btf;Kiaa0164;BclaS177 1 10 KAEGEPQEESPLKSK KAEGEPQEES(1)PLKSK KAEGEPQEES(ph)PLKSK CDK2 1.1 0.41887 Yes

43 IPI00415385 Bcl‐2‐associated transcrBclaf1;Btf;Kiaa0164;BclaS383 1 17 GRADGDWDDQEVLDYFSGRADGDWDDQEVLDY(0GRADGDWDDQEVLDYFSCK2 1.5 0.013077 Up Yes

140 IPI00415385 Bcl‐2‐associated transcrBclaf1;Btf;Kiaa0164;BclaS387 1 21 GRADGDWDDQEVLDYFSGRADGDWDDQEVLDY(0GRADGDWDDQEVLDYFSCK1 1.3 0.11723 Yes

394 IPI00415385 Bcl‐2‐associated transcrBclaf1;Btf;Kiaa0164;BclaS395 1 4 FHDSEGDDTEETEDYR FHDS(1)EGDDTEETEDYRFHDS(ph)EGDDTEETEDYR 1.0 0.3697 Yes

513 IPI00415385 Bcl‐2‐associated transcrBclaf1;Btf;Kiaa0164;BclaS656 1 4 IDISPSALR IDIS(1)PSALR IDIS(ph)PSALR 1.1 0.472 Yes

533 IPI00415385 Bcl‐2‐associated transcrBclaf1;Btf;Kiaa0164;BclaS658 1 7 RIDISPSALR RIDIS(0.5)PS(0.5)ALR RIDIS(ph)PSALR 1.1 0.48683 No

524 IPI00415385 Bcl‐2‐associated transcrBclaf1;Btf;Kiaa0164;BclaT400 1 11 QKFHDSEGDDTEETEDYRQKFHDS(0.033)EGDDT(0QKFHDSEGDDT(ph)EETEDYR 1.1 0.48036 Yes

15 IPI00229530 BCL‐6 corepressor;BCL‐ Bcor;Kiaa1575;Bcor;Kia Y977 1 7 IANSAGYVGDRFK IANS(0.001)AGY(0.999)VIANSAGY(ph)VGDRFK EGFR 0.4 9.716E‐10 Down Yes

55 IPI00114352 Myc box‐dependent‐intBin1;Amphl;Sh3p9;Bin1S296 1 1 SPSPPPDGSPAATPEIR S(0.973)PS(0.027)PPPDGS(ph)PSPPPDGSPAATPEIR 0.8 0.022192 Down Yes

327 IPI00114352 Myc box‐dependent‐intBin1;Amphl;Sh3p9;Bin1S298 1 16 AQPSDNAPEKGNKSPSPPAQPSDNAPEKGNKS(0.02AQPSDNAPEKGNKSPS(ph)PPPDGSPAATPEIR 1.2 0.31709 Yes

303 IPI00114352 Myc box‐dependent‐intBin1;Amphl;Sh3p9;Bin1S304 1 9 SPSPPPDGSPAATPEIR SPSPPPDGS(0.994)PAATSPSPPPDGS(ph)PAATPEIR 1.2 0.30269 Yes

192 IPI00268218 Zinc finger protein basoBnc2;Bnc2;Bnc2 S431 1 7 TEPACVSPIQNSAPVSDLST(0.002)EPACVS(0.998) TEPACVS(ph)PIQNSAPVSDLSK 1.3 0.17359 Yes

486 IPI00410792 Bromodomain‐containi Brd3;Fsrg2;Brd3;Fsrg2;BS262 1 3 SESPPPLSEPK S(0.095)ES(0.905)PPPLSSES(ph)PPPLSEPK 14‐3‐3 binding 1.1 0.45071 Yes

293 IPI00118762 Bystin Bysl S97 1 10 LGPGLPQDGSDEEDEEWLGPGLPQDGS(1)DEEDEELGPGLPQDGS(ph)DEEDECK2 1.2 0.28944 Yes

143 IPI00828741 HnRNP‐associated with C130057N11Rik;Raly;RPS270 1 10 LPAPQEDTASEAGTPQGELPAPQEDT(0.006)AS(0.9LPAPQEDTAS(ph)EAGTPQGEVQTR 0.9 0.12314 Yes

582 IPI00828741 HnRNP‐associated with C130057N11Rik;Raly;RPT268 1 8 LPAPQEDTASEAGTPQGELPAPQEDT(0.475)AS(0.4LPAPQEDT(ph)ASEAGTPCK2 No

142 IPI00828741 HnRNP‐associated with C130057N11Rik;Raly;RPT274 1 14 LPAPQEDTASEAGTPQGELPAPQEDT(0.06)AS(0.06LPAPQEDTASEAGT(ph)PQGEVQTR 0.9 0.12216 Yes

472 IPI00828741 HnRNP‐associated with C130057N11Rik;Raly;RPS135 1 4 GRLSPVPVPR GRLS(1)PVPVPR GRLS(ph)PVPVPR PKA 1.1 0.43325 Yes

348 IPI00380280 Carbamoyl‐phosphate sCad;mCG_23490;Cad S1859 1 5 IHRASDPGLPAEEPK IHRAS(1)DPGLPAEEPK IHRAS(ph)DPGLPAEEPK PKA 1.2 0.33964 Yes

288 IPI00775950 Putative uncharacterizeCald1;Cald1 S254 1 9 LKQTENAFSPSR LKQT(0.001)ENAFS(0.99LKQTENAFS(ph)PSR CDK2 1.0 0.28635 Yes

437 IPI00119618 Calnexin Canx S582 1 10 AEEDEILNRSPR AEEDEILNRS(1)PR AEEDEILNRS(ph)PR CDK1 1.1 0.40453 Yes

278 IPI00776341 Peripheral plasma memCask S571 1 5 TQSSSCEDLPSTTQPK TQS(0.001)S(0.113)S(0.8TQSSS(ph)CEDLPSTTQPKCK1 1.0 0.27901 Yes

314 IPI00653604 Coiled‐coil domain‐contCcdc102a S12 1 4 LAESPQLSK LAES(1)PQLSK LAES(ph)PQLSK NEK6 1.2 0.30823 Yes

378 IPI00170037 Malcavernin;Cerebral caCcm2;Osm;Ccm2;Osm S393 1 6 GIITDSFGR GIITDS(1)FGR GIITDS(ph)FGR 1.0 0.35947 Yes

385 IPI00752728 Cyclin‐H Ccnh Y178 1 1 YPMLENPEILRK Y(1)PMLENPEILRK Y(ph)PMLENPEILRK ALK 1.0 0.36155 Yes

255 IPI00336973 Cyclin‐L1;Cyclin Ania‐6aCcnl1;Ania6a;Ccn1 S358 1 5 AEEKSPVSINVK AEEKS(0.995)PVS(0.005 AEEKS(ph)PVSINVK 1.2 0.24467 Yes

501 IPI00308149 Cyclin‐Y;Cyclin fold protCcny;Cfp1;Ccny;Cfp1 S326 1 4 RSASADNLILPR RSAS(1)ADNLILPR RSAS(ph)ADNLILPR PKA/AKT 1.1 0.46264 Yes

376 IPI00753875 Putative uncharacterizeCcnyl1 S352 1 4 RSLSADNFIGIQR RSLS(1)ADNFIGIQR RSLS(ph)ADNFIGIQR CHK1 1.0 0.35777 Yes

506 IPI00464128 Cell division cycle 2‐like Cdc2l5;Kiaa1791;Cdc2l5T1245 1 5 ILELTPEPDRPR ILELT(1)PEPDRPR ILELT(ph)PEPDRPR NEK6 1.1 0.46395 Yes

583 IPI00114613 Serine/threonine‐prote Cdc42bpb;Kiaa1124 S1679 1 2 HSTPSNSSNPSGPPSPNS HS(0.28)T(0.28)PS(0.107HS(ph)TPSNSSNPSGPPS CK1 No

67 IPI00114613 Serine/threonine‐prote Cdc42bpb;Kiaa1124 S1692 1 15 HSTPSNSSNPSGPPSPNS HSTPSNSSNPSGPPS(0.99HSTPSNSSNPSGPPS(ph) WW GroupIV 0.8 0.034312 Down Yes

585 IPI00114613 Serine/threonine‐prote Cdc42bpb;Kiaa1124 S1695 1 18 HSTPSNSSNPSGPPSPNS HSTPSNSSNPSGPPS(0.5 HSTPSNSSNPSGPPS(ph) WW GroupIV No

584 IPI00114613 Serine/threonine‐prote Cdc42bpb;Kiaa1124 T1680 1 3 HSTPSNSSNPSGPPSPNS HS(0.28)T(0.28)PS(0.107HS(ph)TPSNSSNPSGPPS Polo box No

389 IPI00471127 Cdc42 effector protein  Cdc42ep1;Borg5;Cep1 S207 1 4 RSDSLLSFR RSDS(1)LLSFR RSDS(ph)LLSFR CHK1/2 1.0 0.36634 Yes

354 IPI00138190 Cadherin‐11;OsteoblastCdh11;Cad‐11 S714 1 9 PGLRPAPNSVDVDDFINTPGLRPAPNS(1)VDVDDFIPGLRPAPNS(ph)VDVDDFINTR 1.2 0.34494 Yes

97 IPI00752710 CCAAT/enhancer‐bindinCebpz;Cbf2;Cebpa‐rs1 S621 2 1 SQLDDHPESDEENFVDVGS(0.589)QLDDHPES(0.26S(ph)QLDDHPESDEENFVDVGDDS(ph)DDEKFTDA1.4 0.069273 No

100 IPI00752710 CCAAT/enhancer‐bindinCebpz;Cbf2;Cebpa‐rs1 S629 2 9 SQLDDHPESDEENFVDVGS(0.002)QLDDHPES(0.99SQLDDHPES(ph)DEENFVCK2 1.4 0.073973 Yes

285 IPI00752710 CCAAT/enhancer‐bindinCebpz;Cbf2;Cebpa‐rs1 S641 2 21 SQLDDHPESDEENFVDVGS(0.095)QLDDHPES(0.90SQLDDHPES(ph)DEENFVCK2 1.2 0.28263 Yes

586 IPI00752710 CCAAT/enhancer‐bindinCebpz;Cbf2;Cebpa‐rs1 T647 2 27 SQLDDHPESDEENFVDVGS(0.003)QLDDHPES(0.99SQLDDHPES(ph)DEENFVFHA1 Rad53p No

75 IPI00653910 Protein capicua homoloCic;Kiaa0306;Cic;Kiaa03S2280 2 20 FAELPEFRPEEVLPSPTLQ FAELPEFRPEEVLPS(0.24 FAELPEFRPEEVLPSPTLQ GSK3 1.4 0.047282 Up No

107 IPI00653910 Protein capicua homoloCic;Kiaa0306;Cic;Kiaa03S2284 2 24 FAELPEFRPEEVLPSPTLQ FAELPEFRPEEVLPS(0.03 FAELPEFRPEEVLPSPT(phCDK1 1.4 0.084232 Yes

298 IPI00672213 CLIP‐associating proteinClasp1;Kiaa0622;Clasp1S598 1 1 SRSDIDVNAAASAK S(0.76)RS(0.24)DIDVNA S(ph)RSDIDVNAAASAK NEK6 1.0 0.29916 Yes

421 IPI00672213 CLIP‐associating proteinClasp1;Kiaa0622;Clasp1S600 1 3 SRSDIDVNAAASAK S(0.092)RS(0.908)DIDVNSRS(ph)DIDVNAAASAK CHK1/2 1.0 0.39313 Yes
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211 IPI00857273 CAP‐Gly domain‐containClip1;Kiaa4046;Rsn;Clip S203 1 14 TASESISNLSEAGSVK TASESISNLSEAGS(1)VK TASESISNLSEAGS(ph)VKCK1 0.9 0.1993 Yes

274 IPI00467854 CAP‐Gly domain‐containClip2;Cyln2;Kiaa0291;Cl S295 1 7 IGFPSTSPAK IGFPST(0.003)S(0.996)P IGFPSTS(ph)PAK CDK2 1.0 0.27355 Yes

322 IPI00124248 Chloride channel regulaClns1a;Icln S100 1 10 LGEESKEPLSDEDEEDND LGEESKEPLS(1)DEDEEDNLGEESKEPLS(ph)DEDEEDNDDVEPISEFR 1.0 0.31394 Yes

587 IPI00230426 Chymase;Alpha‐chymasCma1;Mcpt5 S193 2 14 MRLQEPQACKHFTSFR MRLQEPQACKHFT(1)S(1M(ox)RLQEPQACKHFT(ph)S(ph)FR Yes

363 IPI00135512 Protein canopy homolo Cnpy2;Msap;Tmem4;Zs S115 1 4 NGESSELDLQGIR NGES(0.955)S(0.045)ELDNGES(ph)SELDLQGIR 1.0 0.34722 Yes

383 IPI00112963 Catenin alpha‐1;102 kD Ctnna1;Catna1 S641 1 8 TPEELDDSDFETEDFDVR T(0.139)PEELDDS(0.859 TPEELDDS(ph)DFETEDFDCK2 1.1 0.3608 Yes

229 IPI00112963 Catenin alpha‐1;102 kD Ctnna1;Catna1 T645 1 12 TPEELDDSDFETEDFDVR TPEELDDS(0.067)DFET(0TPEELDDSDFET(ph)EDFDVR 0.9 0.22167 Yes

588 IPI00112963 Catenin alpha‐1;102 kD Ctnna1;Catna1;Ctnna2; S652 1 1 SRTSVQTEDDQLIAGQSAS(0.42)RT(0.29)S(0.29)VS(ph)RTSVQTEDDQLIAGQSAR No

91 IPI00125899 Catenin beta‐1;Beta‐catCtnnb1;Catnb;Ctnnb1 S552 1 3 RTSMGGTQQQFVEGVR RT(0.012)S(0.988)MGGTRTS(ph)M(ox)GGTQQQFAURORA‐A 0.8 0.062974 Yes

589 IPI00125899 Catenin beta‐1;Beta‐catCtnnb1;Catnb;Ctnnb1 T556 1 7 RTSMGGTQQQFVEGVR RT(0.161)S(0.42)MGGT(RTS(ph)M(ox)GGTQQQFVEGVR No

494 IPI00120919 RNA polymerase‐associ Ctr9;Kiaa0155;Sh2bp1;CT925 1 13 KGGEFDEFVNDDTDDDL KGGEFDEFVNDDT(1)DDKGGEFDEFVNDDT(ph)D FHA1 Rad53p 1.1 0.45883 Yes

104 IPI00118143 Src substrate cortactin; Cttn;Ems1;Cttn;mCG_2 S405 3 7 KQTPPASPSPQPIEDRPPSKQT(0.984)PPAS(0.691) KQT(ph)PPAS(ph)PSPQPWW GroupIV 1.4 0.081257 No

178 IPI00118143 Src substrate cortactin; Cttn;Ems1;Cttn;mCG_2 S407 3 9 KQTPPASPSPQPIEDRPPSKQT(0.985)PPAS(0.209) KQT(ph)PPASPS(ph)PQPIEDRPPSSPIY(ph)EDAAP1.3 0.16083 Yes

590 IPI00118143 Src substrate cortactin; Cttn;Ems1;Cttn;mCG_2 S417 3 19 KQTPPASPSPQPIEDRPPSKQT(0.984)PPAS(0.691) KQT(ph)PPAS(ph)PSPQPCAMK2 No

591 IPI00118143 Src substrate cortactin; Cttn;Ems1;Cttn;mCG_2 S418 3 20 KQTPPASPSPQPIEDRPPSKQT(0.984)PPAS(0.691) KQT(ph)PPAS(ph)PSPQPWW GroupIV No

24 IPI00754924 Dapper homolog 3 Dact3 S409 1 3 SQSETSLLGR S(0.094)QS(0.903)ET(0.0SQS(ph)ETSLLGR PKA/AKT 2.2 4.57E‐06 Up Yes

84 IPI00128975 Death‐associated prote Dap S49 1 9 DKDDQEWESTSPPKPTV DKDDQEWES(0.736)T(0 DKDDQEWES(ph)TSPPKPTVFISGVIAR 0.8 0.056888 No

349 IPI00128975 Death‐associated prote Dap S51 1 11 DKDDQEWESTSPPKPTV DKDDQEWES(0.013)T(0 DKDDQEWESTS(ph)PPK CDK2 1.2 0.34 Yes

402 IPI00468380 Serine/threonine‐prote Dclk1;Dcamkl1;Dclk;Dcl S32 2 6 VNGLPSPTHSAHCSFYR VNGLPS(0.86)PT(0.04)HVNGLPS(ph)PTHSAHCS( GSK3 1.1 0.37752 Yes

403 IPI00468380 Serine/threonine‐prote Dclk1;Dcamkl1;Dclk;Dcl S40 2 14 VNGLPSPTHSAHCSFYR VNGLPS(0.86)PT(0.04)HVNGLPS(ph)PTHSAHCS( CK1 1.1 0.37752 Yes

592 IPI00468380 Serine/threonine‐prote Dclk1;Dcamkl1;Dclk;Dcl S337 1 8 SPSPSPTSPGSLR SPSPS(0.001)PT(0.499)SSPSPSPT(ph)SPGSLR WW GroupIV No

593 IPI00130114 mRNA‐decapping enzymDcp1a;Mitc1;Smif S542 1 2 ASSPSPLTVGTAESQR AS(0.497)S(0.497)PS(0.0AS(ph)SPSPLTVGTAESQ CHK1/2 No

594 IPI00130114 mRNA‐decapping enzymDcp1a;Mitc1;Smif S543 1 3 ASSPSPLTVGTAESQR AS(0.497)S(0.497)PS(0.0AS(ph)SPSPLTVGTAESQ Polo box No

275 IPI00120691 Nucleolar RNA helicase Ddx21;Ddx21;mCG_113S118 1 8 EIITEEPSEEEADMPKPK EIITEEPS(1)EEEADMPKPEIITEEPS(ph)EEEADM(oxCK2 1.0 0.27364 Yes

214 IPI00329839 ATP‐dependent RNA heDdx42;Ddx42 S185 1 23 YMAENPTAGVVQEEEEDYMAENPTAGVVQEEEEDYMAENPTAGVVQEEEEDNLEYDS(ph)DGNPIAPSK 1.2 0.2045 Yes

281 IPI00329839 ATP‐dependent RNA heDdx42;Ddx42 Y183 1 21 YMAENPTAGVVQEEEEDYMAENPTAGVVQEEEEDYMAENPTAGVVQEEEEDNLEY(ph)DSDGNPIAPSK 1.2 0.2803 Yes

29 IPI00339468 ATP‐dependent RNA heDhx9;Ddx9 S137 1 16 AEAENNSGVESSGYGSPGAEAENNSGVESSGY(0.00AEAENNSGVESSGYGS(p CK1 0.6 0.0006943 Down Yes

537 IPI00761536 Dedicator of cytokinesisDock5;Lr2;Rlc S1765 1 1 SLQLVDSR S(1)LQLVDSR S(ph)LQLVDSR CAMK2 1.1 0.49021 Yes

151 IPI00816914 Dedicator of cytokinesisDock7;Gm430;Kiaa1771S1422 1 3 SPSGSAFGSQENLR S(0.017)PS(0.982)GS(0.0SPS(ph)GSAFGSQENLR PKA/AKT 1.3 0.13156 Yes

595 IPI00816914 Dedicator of cytokinesisDock7;Gm430;Kiaa1771S896 1 1 SLSNSNPDISGTPTSPDDES(0.456)LS(0.272)NS(0.2S(ph)LSNSNPDISGTPTSPPKA/AKT No

347 IPI00882020 Putative uncharacterizeDpf2;Dpf2;Req;Ubid4 S142 1 5 VDDDSLGEFPVSNSR VDDDS(1)LGEFPVSNSR VDDDS(ph)LGEFPVSNSRPLK 1.2 0.33951 Yes

257 IPI00857720 Protein dpy‐19 homologDpy19l1 S22 1 1 SSPPPLSGASEVDAGELGSS(0.626)S(0.374)PPPLSGS(ph)SPPPLSGASEVDAGCK1 1.0 0.25115 No

596 IPI00406447 Collapsin response medDpysl3;Dpysl3;Drp3;UlipS635 1 11 GGTPAGSTRGSPTRPNPPGGT(0.001)PAGS(0.082)GGTPAGST(ph)RGSPTRPCDK2 No

146 IPI00230692 Bullous pemphigoid antDst;Bpag1;Dst;Bpag1;DsS3240 1 5 PHVCSDLR PHVCS(1)DLR PHVCS(ph)DLR 0.9 0.1245 Yes

371 IPI00118849 Dual specificity tyrosineDyrk1a;Dyrk;Dyrk1a;RP Y321 1 4 IYQYIQSR IYQY(1)IQSR IYQY(ph)IQSR 1.0 0.35384 Yes

1 IPI00223156 Uncharacterized proteinE130012A19Rik S19 2 10 LAVPASPRGSPCSPTPLKPLAVPAS(0.086)PRGS(0.9LAVPASPRGS(ph)PCSPT PKA 0.04 1.54E‐81 Down Yes

183 IPI00848728 Enhanced at puberty pr Eap1;Kiaa1865 S584 1 3 KASPEPPDSAESALK KAS(1)PEPPDSAESALK KAS(ph)PEPPDSAESALK PKA/AKT 0.9 0.16633 Yes

130 IPI00848728 Enhanced at puberty pr Eap1;Kiaa1865 S696 1 4 NSSSPVSPASVPGQR NS(0.001)S(0.003)S(0.99NSSS(ph)PVSPASVPGQRPolo box 1.3 0.10888 Yes

220 IPI00467435 ER degradation‐enhanc Edem1;Edem S214 1 2 DSTVQVFEATIR DS(0.5)T(0.5)VQVFEATIRDS(ph)TVQVFEATIR 0.9 0.21204 No

202 IPI00320208 Elongation factor 1‐betaEef1b;Eef1b2 S106 1 28 YGPSSVEDTTGSGAADAKYGPSSVEDTTGSGAADAKYGPSSVEDTTGSGAADAKCK2 1.2 0.18995 Yes

599 IPI00320208 Elongation factor 1‐betaEef1b;Eef1b2 S90 1 12 YGPSSVEDTTGSGAADAKY(0.103)GPS(0.1)S(0.1)VYGPSSVEDT(ph)TGSGAADAKDDDDIDLFGSDDEEESEEAKK No

597 IPI00320208 Elongation factor 1‐betaEef1b;Eef1b2 T87 1 9 YGPSSVEDTTGSGAADAKY(0.103)GPS(0.1)S(0.1)VYGPSSVEDT(ph)TGSGAAFHA KAPP No

598 IPI00320208 Elongation factor 1‐betaEef1b;Eef1b2 T88 1 10 YGPSSVEDTTGSGAADAKY(0.103)GPS(0.1)S(0.1)VYGPSSVEDT(ph)TGSGAADAKDDDDIDLFGSDDEEESEEAKK No

601 IPI00944009 Elongation factor 1‐deltEef1d;Eef1d;Eef1d;Eef1 S492 1 2 LSSLEKSSPTPR LS(0.325)S(0.325)LEKS(0LS(ph)SLEKSSPTPR PKA No

602 IPI00944009 Elongation factor 1‐deltEef1d;Eef1d;Eef1d;Eef1 S493 1 3 LSSLEKSSPTPR LS(0.325)S(0.325)LEKS(0LS(ph)SLEKSSPTPR CAMK2 No

603 IPI00944009 Elongation factor 1‐deltEef1d;Eef1d;Eef1d;Eef1 S497 1 7 LSSLEKSSPTPR LS(0.325)S(0.325)LEKS(0LS(ph)SLEKSSPTPR NEK6 No

262 IPI00944009 Elongation factor 1‐deltEef1d;Eef1d;Eef1d;Eef1 S498 1 8 LSSLEKSSPTPR LS(0.001)SLEKS(0.07)S(0LSSLEKSS(ph)PTPR Polo box 1.0 0.25683 Yes

523 IPI00944009 Elongation factor 1‐deltEef1d;Eef1d;Eef1d;Eef1 S512 1 10 ATAPQTQHVSPMR ATAPQTQHVS(1)PMR ATAPQTQHVS(ph)PMR CDK2 1.1 0.47902 Yes

115 IPI00944009 Elongation factor 1‐deltEef1d;Eef1d;Eef1d;Eef1 S541 1 18 GATPAEDDEDKDIDLFGSGATPAEDDEDKDIDLFGSGATPAEDDEDKDIDLFGSCK2 1.3 0.092139 Yes

600 IPI00944009 Elongation factor 1‐deltEef1d;Eef1d;Eef1d;Eef1 T508 1 6 ATAPQTQHVSPMR AT(0.001)APQT(0.499)QATAPQT(ph)QHVSPM(ox)R No

422 IPI00402968 EH domain‐containing pEhd2 S438 1 20 MGPFVERGPDEAIEDGEEMGPFVERGPDEAIEDGEEMGPFVERGPDEAIEDGEEGS(ph)EDDAEWVVTK 1.1 0.39472 Yes

92 IPI00402968 EH domain‐containing pEhd2 T447 1 29 MGPFVERGPDEAIEDGEEMGPFVERGPDEAIEDGEEM(ox)GPFVERGPDEAIEDGEEGSEDDAEWVVT(ph 1.4 0.064192 Yes

364 IPI00261239 Translation initiation fa Eif2b5 S540 1 3 AGSPQLDDIR AGS(1)PQLDDIR AGS(ph)PQLDDIR CAMK2 1.2 0.34829 Yes

223 IPI00229859 Eukaryotic translation inEif3b;Eif3s9 S75 1 14 AKPAAQSEEETATSPAAS AKPAAQSEEETAT(0.003 AKPAAQSEEETATS(ph)P GSK3 0.9 0.21569 Yes

604 IPI00229859 Eukaryotic translation inEif3b;Eif3s9 S79 2 18 AKPAAQSEEETATSPAAS AKPAAQS(0.001)EEET(0 AKPAAQSEEETATS(ph)P CK1 No

605 IPI00229859 Eukaryotic translation inEif3b;Eif3s9 T81 2 20 AKPAAQSEEETATSPAAS AKPAAQS(0.001)EEET(0 AKPAAQSEEETATS(ph)P FHA KAPP No

345 IPI00421179 Eukaryotic translation inEif4g1;Eif4g1;Eif4g1;Eif4S1187 1 1 SFSKEVEER S(1)FSKEVEER S(ph)FSKEVEER 1.2 0.33736 Yes

120 IPI00776162 Eukaryotic translation inEif4g2;Nat1;Eif4g2;Nat1T507 1 3 TQTPPLGQTPQLGLK T(0.036)QT(0.958)PPLG TQT(ph)PPLGQTPQLGLKCAMK2 0.9 0.097918 Yes

468 IPI00756424 Eukaryotic translation inEif5b;If2;Eif5b;If2 S137 1 11 TARPNSEAPLSGSEDADDT(0.001)ARPNS(0.026)E TARPNSEAPLS(ph)GSED CK2 1.1 0.43005 Yes

399 IPI00756424 Eukaryotic translation inEif5b;If2;Eif5b;If2 S215 1 7 SVPTVDSGNEDDDSSFK SVPTVDS(1)GNEDDDSSFSVPTVDS(ph)GNEDDDSSCK2 1.0 0.37228 Yes

607 IPI00756424 Eukaryotic translation inEif5b;If2;Eif5b;If2 S223 3 15 SVPTVDSGNEDDDSSFK S(0.289)VPT(0.84)VDS(0SVPT(ph)VDS(ph)GNEDDPLK1 No

606 IPI00756424 Eukaryotic translation inEif5b;If2;Eif5b;If2 T212 3 4 SVPTVDSGNEDDDSSFK S(0.289)VPT(0.84)VDS(0SVPT(ph)VDS(ph)GNEDDCK1 Yes

141 IPI00309309 RNA polymerase II elon Ell;Ell;mCG_23118 S299 1 12 KLCQPQNATTDSSPPREHKLCQPQNATTDS(0.886) KLCQPQNATTDS(ph)SPPREHGR 1.3 0.11973 Yes

219 IPI00403406 Epb4.1l2 protein;Erythr Epb4.1l2;Epb4.1l2 S596 1 11 ATPLPAEGKSSHETLNVV ATPLPAEGKS(0.071)S(0.ATPLPAEGKSS(ph)HETLNVVEEK 0.9 0.20905 Yes

608 IPI00229300 Band 4.1‐like protein 3; Epb41l3;Dal1;Epb4.1l3; S749 1 8 VESTSVGSISPGGAK VESTSVGS(0.5)IS(0.5)PGVESTSVGS(ph)ISPGGAK CK1 No

474 IPI00229300 Band 4.1‐like protein 3; Epb41l3;Dal1;Epb4.1l3; S751 1 10 VESTSVGSISPGGAK VESTSVGS(0.077)IS(0.92VESTSVGSIS(ph)PGGAK 1.1 0.44317 Yes
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324 IPI00420185 Epidermal growth facto Eps15l1;Eps15‐rs;Eps15 S255 1 18 STPSHGSVSSLNSTGSLSPSTPSHGSVSSLNSTGSLS( STPSHGSVSSLNSTGSLS( CDK1 1.2 0.31583 Yes

392 IPI00154109 Protein FAM122A Fam122a S73 1 8 HGLLLPASPVR HGLLLPAS(1)PVR HGLLLPAS(ph)PVR WW GroupIV 1.1 0.36679 Yes

208 IPI00223670 Protein FAM40A;Protei Fam40a;Kiaa1761;Fam4S335 1 3 AASPPASASDLIEQQQK AAS(1)PPASASDLIEQQQAAS(ph)PPASASDLIEQQ CAMK2 0.9 0.19813 Yes

276 IPI00874398 Protein FAM65A Fam65a;Kiaa1930 S90 1 1 SQSFAGVLGSHER S(0.644)QS(0.356)FAGVS(ph)QSFAGVLGSHER 1.0 0.27455 No

129 IPI00874398 Protein FAM65A Fam65a;Kiaa1930 S92 1 3 SQSFAGVLGSHER S(0.176)QS(0.824)FAGVSQS(ph)FAGVLGSHER PKD 0.9 0.10656 Yes

292 IPI00344835 Protein FAM65C Fam65c S24 1 3 SASFAGFSSAQSR S(0.081)AS(0.919)FAGFSSAS(ph)FAGFSSAQSR PKD 1.2 0.28731 Yes

428 IPI00757373 Farp1 protein;Farp1 proFarp1;Farp1 S427 1 11 ACTLELGPHQSPALPK ACT(0.001)LELGPHQS(0 ACTLELGPHQS(ph)PALPK 1.1 0.39715 Yes

386 IPI00757373 Farp1 protein;Farp1 proFarp1;Farp1;Farp1 T24 1 11 LGAPENSGISTLER LGAPENSGIS(0.06)T(0.9 LGAPENSGIST(ph)LER 1.1 0.36214 Yes

609 IPI00929902 Fas;Tumor necrosis factFas;Fas;Apt1;Tnfrsf6 S217 1 8 ETIPMNASNLSLSK ET(0.15)IPMNAS(0.297) ETIPM(ox)NAS(ph)NLSLSK No

448 IPI00929902 Fas;Tumor necrosis factFas;Fas;Apt1;Tnfrsf6 S220 1 11 ETIPMNASNLSLSK ETIPMNAS(0.005)NLS(0 ETIPMNASNLS(ph)LSK CK1 1.1 0.41371 Yes

610 IPI00849967 Putative uncharacterizeFez1 S150 4 9 EEEEFNEKSENDSGINEEPEEEEFNEKS(0.271)ENDSEEEEFNEKS(ph)ENDS(phGSK3 No

611 IPI00849967 Putative uncharacterizeFez1 S154 4 13 EEEEFNEKSENDSGINEEPEEEEFNEKS(0.271)ENDSEEEEFNEKS(ph)ENDS(phCK1 No

613 IPI00849967 Putative uncharacterizeFez1 S178 4 37 EEEEFNEKSENDSGINEEPEEEEFNEKS(0.271)ENDSEEEEFNEKS(ph)ENDS(ph)GINEEPLLTADQVIEEIEEM(ox)MQNSPDPEEEEEVLEEEDGGEISSQANo

614 IPI00849967 Putative uncharacterizeFez1 S197 4 56 EEEEFNEKSENDSGINEEPEEEEFNEKS(0.271)ENDSEEEEFNEKS(ph)ENDS(ph)GINEEPLLTADQVIEEIEEM(ox)MQNSPDPEEEEEVLEEEDGGEISSQANo

615 IPI00849967 Putative uncharacterizeFez1 S198 4 57 EEEEFNEKSENDSGINEEPEEEEFNEKS(0.271)ENDSEEEEFNEKS(ph)ENDS(phGSK3 No

616 IPI00849967 Putative uncharacterizeFez1 S202 4 61 EEEEFNEKSENDSGINEEPEEEEFNEKS(0.271)ENDSEEEEFNEKS(ph)ENDS(phCK1 No

247 IPI00849967 Putative uncharacterizeFez1 S220 4 79 EEEEFNEKSENDSGINEEPEEEEFNEKS(0.271)ENDSEEEEFNEKS(ph)ENDS(ph)GINEEPLLTADQVIEEIEE 1.2 0.23641 No

612 IPI00849967 Putative uncharacterizeFez1 T163 4 22 EEEEFNEKSENDSGINEEPEEEEFNEKS(0.271)ENDSEEEEFNEKS(ph)ENDS(ph)GINEEPLLTADQVIEEIEEM(ox)MQNSPDPEEEEEVLEEEDGGEISSQANo

617 IPI00849967 Putative uncharacterizeFez1 T212 4 71 EEEEFNEKSENDSGINEEPEEEEFNEKS(0.271)ENDSEEEEFNEKS(ph)ENDS(ph)GINEEPLLTADQVIEEIEEM(ox)MQNSPDPEEEEEVLEEEDGGEISSQANo

618 IPI00849967 Putative uncharacterizeFez1 T214 4 73 EEEEFNEKSENDSGINEEPEEEEFNEKS(0.271)ENDSEEEEFNEKS(ph)ENDS(phNEK6 No

82 IPI00223046 FH1/FH2 domain‐conta Fhod1;Fhos1 S370 1 1 SLEGGGCPVR S(1)LEGGGCPVR S(ph)LEGGGCPVR AURORA 0.8 0.055184 Yes

14 IPI00664670 Filamin‐C;Gamma‐filamFlnc;Abpl;Fln2;Flnc;Abp S2234 1 3 LGSFGSITR LGS(1)FGSITR LGS(ph)FGSITR PKA/AKT 3.3 2.696E‐12 Up Yes

222 IPI00664670 Filamin‐C;Gamma‐filamFlnc;Abpl;Fln2;Flnc;Abp S2237 1 6 LGSFGSITR LGSFGS(0.881)IT(0.119) LGSFGS(ph)ITR CK1 0.9 0.21372 Yes

98 IPI00652813 Fn1 protein;FibronectinFn1;Fn1;Fn1 S2359 1 24 TNTNVNCPIECFMPLDVQTNTNVNCPIECFMPLDVQTNTNVNCPIECFMPLDVQCAMK2 0.8 0.072399 Yes

350 IPI00119242 Formin‐binding protein Fnbp4;Fbp30;Kiaa1014;S65 1 7 RPILQLSPPGPR RPILQLS(1)PPGPR RPILQLS(ph)PPGPR NEK6 1.0 0.34031 Yes

619 IPI00170120 Forkhead box protein NFoxn4 S217 2 3 TGSLPVSEIYSFMK T(0.999)GS(0.992)LPVS(T(ph)GS(ph)LPVSEIYSFMGSK3 Yes

410 IPI00338635 FERM domain‐containinFrmd6;Frmd6 S544 1 4 HSLSLDDIR HSLS(1)LDDIR HSLS(ph)LDDIR 1.0 0.38347 Yes

620 IPI00224112 Fibroblast growth facto Frs2;Frs2a S327 1 3 LTSTSTSDTQNINNSAQR LT(0.391)S(0.391)T(0.06LT(ph)STSTSDTQNINNSAPKA/AKT No

163 IPI00224112 Fibroblast growth facto Frs2;Frs2a S331 1 9 GRLTSTSTSDTQNINNSA GRLT(0.003)S(0.003)T(0GRLTSTSTS(ph)DTQNIN CK1 1.3 0.14169 Yes

30 IPI00224112 Fibroblast growth facto Frs2;Frs2a T326 1 4 GRLTSTSTSDTQNINNSA GRLT(0.805)S(0.154)T(0GRLT(ph)STSTSDTQNIN PKA 1.8 0.0012258 Up Yes

621 IPI00224112 Fibroblast growth facto Frs2;Frs2a T328 1 4 LTSTSTSDTQNINNSAQR LT(0.32)S(0.32)T(0.32)S LT(ph)STSTSDTQNINNSANEK6 No

248 IPI00122521 Fragile X mental retardaFxr1;Fxr1h;Fxr1;Fxr1h;F S643 1 9 AINGPTSASGDEIPKLPR AINGPT(0.002)S(0.113)AAINGPTSAS(ph)GDEIPKLCK2 1.2 0.23921 Yes

135 IPI00126389 Fragile X mental retardaFxr2;Fxr2h;RP23‐422L16S603 2 4 TDGSISGDRQPVTVADYIST(0.288)DGS(0.856)IS(0 TDGS(ph)IS(ph)GDRQPVPLK1 1.3 0.11611 Yes

136 IPI00126389 Fragile X mental retardaFxr2;Fxr2h;RP23‐422L16S605 2 6 TDGSISGDRQPVTVADYIST(0.234)DGS(0.808)IS(0 TDGS(ph)IS(ph)GDRQPVTVADYISR 1.3 0.11611 Yes

622 IPI00130455 Phospholemman;FXYD  Fxyd1;Plm S82 1 13 TGEPDEEEGTFRSSIR TGEPDEEEGTFRS(0.5)S(0TGEPDEEEGTFRS(ph)SIR No

259 IPI00130455 Phospholemman;FXYD  Fxyd1;Plm S83 1 14 TGEPDEEEGTFRSSIR TGEPDEEEGTFRS(0.374)TGEPDEEEGTFRSS(ph)IRAURORA 1.0 0.25183 No

546 IPI00130095 Ras GTPase‐activating pG3bp1;G3bp;G3bp1;G3 S229 1 1 STSPAPADVAPAQEDLR S(0.564)T(0.218)S(0.218S(ph)TSPAPADVAPAQEDLR 1.1 0.49147 No

66 IPI00124245 Ras GTPase‐activating pG3bp2;G3bp2 S225 1 1 SATPPPAEPASLPQEPPK S(0.956)AT(0.044)PPPA S(ph)ATPPPAEPASLPQEPPK 0.8 0.032515 Down Yes

207 IPI00406371 Glucosamine‐‐fructose‐ Gfpt1;Gfpt;Gfpt1;Gfpt S259 1 3 VDSTTCLFPVEEK VDS(0.993)T(0.006)T(0. VDS(ph)TTCLFPVEEK CHK1/2 0.9 0.19754 Yes

312 IPI00473912 PERQ amino acid‐rich wGigyf2;Kiaa0642;Perq2; S26 1 10 ALSSGGSITSPPLSPALPK ALSSGGSIT(0.132)S(0.86ALSSGGSITS(ph)PPLSPA CK1 1.0 0.30792 Yes

441 IPI00473912 PERQ amino acid‐rich wGigyf2;Kiaa0642;Perq2; T383 1 21 AGAEASEEVPQTSLSSAR AGAEASEEVPQTSLS(0.00AGAEASEEVPQTSLSSAR ERK/MAPK 1.0 0.4078 Yes

2 IPI00749815 similar to DNA cytosine Gm14490 S290 1 12 RTTNDPAASESSPPKR RTTNDPAASES(0.013)S( RTTNDPAASESS(ph)PPK Polo box 0.04 2.182E‐80 Down Yes

270 IPI00222461 Guanine nucleotide‐bin Gnl3;Ns;Gnl3;Ns S505 1 3 ELSPEQSTAGKPSDGSSA ELS(0.914)PEQS(0.058)TELS(ph)PEQSTAGKPSDGCAMK2 1.0 0.2668 Yes

623 IPI00222461 Guanine nucleotide‐bin Gnl3;Ns;Gnl3;Ns S509 1 21 NAEISDVAPVEETRELSPENAEISDVAPVEET(0.153)NAEISDVAPVEETRELSPECK1 No

624 IPI00138860 Golgin subfamily A memGolga4;Golga4;Golga4 T39 1 1 TSSFTDQLDDVTPNR T(0.394)S(0.202)S(0.202T(ph)SSFTDQLDDVTPNRPKA/AKT No

157 IPI00131457 Probable G‐protein cou Gpr124;Tem5 S1104 1 10 ALPTATEDGSPVLGEGPAALPTATEDGS(1)PVLGEGALPTATEDGS(ph)PVLGE CK1 0.9 0.13382 Yes

72 IPI00648141 Glycogen synthase kina Gsk3a;Gsk3b Y279 1 7 GEPNVSYICSR GEPNVS(0.002)Y(0.998)GEPNVSY(ph)ICSR 0.8 0.041235 Down Yes

625 IPI00113686 General transcription faGtf2i;Bap135;Diws1t;GtS674 1 1 SPGSNSKVPEIEVTVEGPNS(0.498)PGS(0.41)NS(0. S(ph)PGSNSKVPEIEVTVEWW GroupIV No

309 IPI00340529 General transcription faGtf3c3;AL022818 S42 1 3 GKSSPKENPDDSEVPSSSGGKS(0.864)S(0.136)PKENGKS(ph)SPKENPDDSEVPSSSGIDSAK 1.0 0.30677 Yes

626 IPI00340529 General transcription faGtf3c3;AL022818 S43 1 4 GKSSPKENPDDSEVPSSSGGKS(0.286)S(0.286)PKENGKS(ph)SPKENPDDSEVPPolo box No

627 IPI00340529 General transcription faGtf3c3;AL022818 S51 1 12 GKSSPKENPDDSEVPSSSGGKS(0.286)S(0.286)PKENGKS(ph)SPKENPDDSEVPGSK3 No

628 IPI00378480 Core histone macro‐H2AH2afy;H2afy;H2afy S170 4 3 AASADSTTEGTPTDGFTVAAS(0.441)ADS(0.441)T AAS(ph)ADS(ph)T(ph)T( PKD No

629 IPI00378480 Core histone macro‐H2AH2afy;H2afy;H2afy S173 4 6 AASADSTTEGTPTDGFTVAAS(0.441)ADS(0.441)T AAS(ph)ADS(ph)T(ph)T( CK2 No

634 IPI00378480 Core histone macro‐H2AH2afy;H2afy;H2afy S187 4 20 AASADSTTEGTPTDGFTVAAS(0.441)ADS(0.441)T AAS(ph)ADS(ph)T(ph)T(ph)EGTPTDGFTVLSTK No

630 IPI00378480 Core histone macro‐H2AH2afy;H2afy;H2afy T174 4 7 AASADSTTEGTPTDGFTVAAS(0.441)ADS(0.441)T AAS(ph)ADS(ph)T(ph)T(ph)EGTPTDGFTVLSTK No

631 IPI00378480 Core histone macro‐H2AH2afy;H2afy;H2afy T175 4 8 AASADSTTEGTPTDGFTVAAS(0.441)ADS(0.441)T AAS(ph)ADS(ph)T(ph)T(ph)EGTPTDGFTVLSTK No

543 IPI00378480 Core histone macro‐H2AH2afy;H2afy;H2afy T178 1 11 AASADSTTEGTPTDGFTVAASADS(0.001)T(0.001) AASADSTTEGT(ph)PTDGFHA1 Rad53p 1.1 0.49074 Yes

632 IPI00378480 Core histone macro‐H2AH2afy;H2afy;H2afy T180 4 13 AASADSTTEGTPTDGFTVAAS(0.441)ADS(0.441)T AAS(ph)ADS(ph)T(ph)T(ph)EGTPTDGFTVLSTK No

633 IPI00378480 Core histone macro‐H2AH2afy;H2afy;H2afy T184 4 17 AASADSTTEGTPTDGFTVAAS(0.441)ADS(0.441)T AAS(ph)ADS(ph)T(ph)T( FHA KAPP No

635 IPI00378480 Core histone macro‐H2AH2afy;H2afy;H2afy T188 4 21 AASADSTTEGTPTDGFTVAAS(0.441)ADS(0.441)T AAS(ph)ADS(ph)T(ph)T( FHA2 Rad53p No

377 IPI00117011 Hematopoietic lineage cHcls1;Hs1;Hcls1 S112 2 16 SAVGHEYVADVEKHSSQTS(0.958)AVGHEY(0.042)S(ph)AVGHEYVADVEKH PKD 1.1 0.35916 Yes

331 IPI00117011 Hematopoietic lineage cHcls1;Hs1;Hcls1 S97 2 1 SAVGHEYVADVEKHSSQTS(0.958)AVGHEY(0.042)S(ph)AVGHEYVADVEKHSS(ph)QTDAAR 1.2 0.31943 Yes

492 IPI00114232 Histone deacetylase 1 Hdac1 S393 1 22 MLPHAPGVQMQAIPEDAMLPHAPGVQMQAIPEDAM(ox)LPHAPGVQMQAIPCK2 1.1 0.45695 Yes

511 IPI00114232 Histone deacetylase 1 Hdac1 S421 2 8 IACEEEFSDSDEEGEGGRKIACEEEFS(1)DS(1)DEEGEIACEEEFS(ph)DS(ph)DEEGEGGRK 1.1 0.47198 Yes

512 IPI00114232 Histone deacetylase 1 Hdac1 S423 2 10 IACEEEFSDSDEEGEGGRKIACEEEFS(1)DS(1)DEEGEIACEEEFS(ph)DS(ph)DEECK2 1.1 0.47198 Yes

549 IPI00137668 Histone deacetylase 2;YHdac2;Yy1bp S394 1 22 MLPHAPGVQMQAIPEDAMLPHAPGVQMQAIPEDAMLPHAPGVQMQAIPEDACK2 1.1 0.49234 Yes
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175 IPI00137668 Histone deacetylase 2;YHdac2;Yy1bp S422 2 8 IACDEEFSDSEDEGEGGR IACDEEFS(1)DS(1)EDEG IACDEEFS(ph)DS(ph)EDECK2 1.3 0.15866 Yes

176 IPI00137668 Histone deacetylase 2;YHdac2;Yy1bp S424 2 10 IACDEEFSDSEDEGEGGR IACDEEFS(1)DS(1)EDEG IACDEEFS(ph)DS(ph)EDECK2 1.3 0.15866 Yes

551 IPI00313817 Hepatoma‐derived growHdgf;Tdrm1 S165 1 9 RAGDVLEDSPK RAGDVLEDS(1)PK RAGDVLEDS(ph)PK CDK2 1.1 0.49303 Yes

413 IPI00313817 Hepatoma‐derived growHdgf;Tdrm1 S202 1 5 NSTPSEPDSGQGPPAEEENS(0.023)T(0.136)PS(0.8NSTPS(ph)EPDSGQGPPACK1 1.0 0.38531 Yes

636 IPI00313817 Hepatoma‐derived growHdgf;Tdrm1 S206 1 9 NSTPSEPDSGQGPPAEEENS(0.132)T(0.132)PS(0.3NSTPS(ph)EPDSGQGPPACK1 No

38 IPI00116442 Hepatoma‐derived growHdgfrp2;Hdgfrp2 S644 1 10 GGSSEELHDSPRDNSDPAGGSSEELHDS(1)PRDNSDGGSSEELHDS(ph)PRDNSCDK1 0.7 0.0091446 Down Yes

174 IPI00420246 HEAT repeat‐containingHeatr6 S646 1 15 TFPAGSSLEEASLSSPK TFPAGSSLEEASLS(0.009 TFPAGSSLEEASLSS(ph)P Polo box 0.9 0.15844 Yes

210 IPI00331597 Histone H1.3;H1 VAR.4;Hist1h1d;H1f3 S2 2 1 SETAPAAPAAPAPVEK S(1)ET(1)APAAPAAPAPVS(ph)ET(ph)APAAPAAPAPVEK 1.2 0.19929 Yes

419 IPI00623776 Histone H4 Hist1h4a;Hist1h4b;H4‐5S103 1 3 RISGLIYEETR RIS(1)GLIYEETR RIS(ph)GLIYEETR PKA 1.1 0.39185 Yes

271 IPI00314240 High mobility group proHmga1;Hmgi;Hmgiy;HmS102 2 14 KLEKEEEEGISQESSEEEQ KLEKEEEEGISQES(1)S(1) KLEKEEEEGISQES(ph)S(pCK2 1.2 0.26859 Yes

272 IPI00314240 High mobility group proHmga1;Hmgi;Hmgiy;HmS103 2 15 KLEKEEEEGISQESSEEEQ KLEKEEEEGISQES(1)S(1) KLEKEEEEGISQES(ph)S(pCK2 1.2 0.26859 Yes

556 IPI00338745 Non‐histone chromosomHmgn1;Hmg‐14;Hmg14S84 2 23 QADVADQQTTELPAENGQADVADQQT(0.001)T(0QADVADQQTTELPAENGCK1 1.1 0.4994 No

206 IPI00338745 Non‐histone chromosomHmgn1;Hmg‐14;Hmg14S87 2 26 QADVADQQTTELPAENGQADVADQQT(0.001)T(0QADVADQQTTELPAENGCK2 1.2 0.19612 No

111 IPI00338745 Non‐histone chromosomHmgn1;Hmg‐14;Hmg14S95 1 34 QADVADQQTTELPAENGQADVADQQTTELPAENGQADVADQQTTELPAENGETENQSPASEEEKEAKS(p1.3 0.088666 Yes

637 IPI00338745 Non‐histone chromosomHmgn1;Hmg‐14;Hmg14T80 2 19 QADVADQQTTELPAENGQADVADQQTTELPAENGQADVADQQTTELPAENGET(ph)ENQS(ph)PASEEEKEAKSD No

54 IPI00314755 Hematological and neurHn1 S87 1 3 SNSSEASSGDFLDLK S(0.011)NS(0.983)S(0.00SNS(ph)SEASSGDFLDLK CAMK2 0.8 0.02151 Down Yes

397 IPI00553777 Heterogeneous nuclear Hnrnpa1;Fli‐2;Hnrpa1;T S4 1 1 SESPKEPEQLR S(0.959)ES(0.041)PKEPES(ph)ESPKEPEQLR 1.0 0.37078 Yes

269 IPI00553777 Heterogeneous nuclear Hnrnpa1;Fli‐2;Hnrpa1;T S6 1 3 SESPKEPEQLR S(0.007)ES(0.993)PKEPESES(ph)PKEPEQLR CDK1 1.2 0.26534 Yes

256 IPI00224729 Heterogeneous nuclear Hnrnph1;Hnrph1;RP23‐ S104 1 6 HTGPNSPDTANDGFVR HTGPNS(0.992)PDT(0.00HTGPNS(ph)PDTANDGFWW GroupIV 1.2 0.24584 Yes

216 IPI00224729 Heterogeneous nuclear Hnrnph1;Hnrph1;RP23‐ T107 1 9 HTGPNSPDTANDGFVR HTGPNS(0.008)PDT(0.99HTGPNSPDT(ph)ANDGF FHA1 Rad53p 1.2 0.20495 Yes

199 IPI00229080 Heat shock protein 84b Hsp90ab1;Hsp84b;HspcS255 1 6 IEDVGSDEEDDSGKDKK IEDVGS(1)DEEDDSGKDKIEDVGS(ph)DEEDDSGKDCK2 1.3 0.18597 Yes

365 IPI00229080 Heat shock protein 84b Hsp90ab1;Hsp84b;HspcS261 1 12 IEDVGSDEEDDSGKDKK IEDVGS(0.5)DEEDDS(0.5IEDVGS(ph)DEEDDSGKDKK 1.0 0.35149 No

490 IPI00123802 Heat shock protein 105 Hsph1;Hsp105;Hsp110; S810 1 3 IESPKLER IES(1)PKLER IES(ph)PKLER CDK1 1.1 0.45577 Yes

232 IPI00221566 HIV Tat‐specific factor 1Htatsf1 S645 1 6 VFDDDSDDIEEEEEADEK VFDDDS(1)DDIEEEEEADVFDDDS(ph)DDIEEEEEADEKECEDADDKEEDNDID 1.2 0.2223 Yes

319 IPI00463909 E3 ubiquitin‐protein ligaHuwe1;Kiaa0312;Ureb1S1907 1 6 GSGTASDDEFENLR GS(0.004)GT(0.004)AS(0GSGTAS(ph)DDEFENLR CK2 1.0 0.31334 Yes

357 IPI00120225 Insulin‐like growth factoIgf1r S1260 1 4 MRPSFLEIIGSIK MRPS(1)FLEIIGSIK M(ox)RPS(ph)FLEIIGSIK PKA 1.2 0.34515 Yes

461 IPI00120225 Insulin‐like growth factoIgf1r S1267 1 11 MRPSFLEIIGSIK MRPS(0.126)FLEIIGS(0.8M(ox)RPSFLEIIGS(ph)IK 1.1 0.4239 Yes

638 IPI00308971 Cation‐independent maIgf2r S2476 1 8 LVSFHDDSDEDLLHI LVSFHDDS(1)DEDLLHI LVSFHDDS(ph)DEDLLHI Yes

639 IPI00124436 Interleukin‐22 receptor Il22ra1 S420 2 8 DSTPGILSTPKYLKTK DSTPGILS(0.876)T(0.129DSTPGILS(ph)TPKY(ph)LKTK Yes

640 IPI00124436 Interleukin‐22 receptor Il22ra1 Y424 2 12 DSTPGILSTPKYLKTK DSTPGILS(0.876)T(0.129DSTPGILS(ph)TPKY(ph)L EGFR Yes

439 IPI00380394 Integrator complex sub Ints3;Ints3 S500 1 11 EKFPEFCSSPSPPVEVK EKFPEFCS(0.011)S(0.042EKFPEFCSSPS(ph)PPVEVCK1 1.1 0.40553 Yes

491 IPI00468004 IQ domain‐containing p Iqce;Iqce S661 1 12 ETVSLTPSGSASPPSLR ETVSLTPS(0.001)GS(0.00ETVSLTPSGSAS(ph)PPSLCK1 1.1 0.4559 No

641 IPI00854942 Putative uncharacterizeIrf2bp2 S419 1 4 RPASVSSAAAEHEAR RPAS(0.462)VS(0.462)S(RPAS(ph)VSSAAAEHEARCAMK2 No

23 IPI00854942 Putative uncharacterizeIrf2bp2 S421 1 6 RPASVSSAAAEHEAR RPAS(0.141)VS(0.841)S(RPASVS(ph)SAAAEHEAR 2.2 3.864E‐06 Up Yes

71 IPI00854942 Putative uncharacterizeIrf2bp2 S536 1 4 RKPSPEPEGEVGPPK RKPS(1)PEPEGEVGPPK RKPS(ph)PEPEGEVGPPKPKA/AKT 0.8 0.040344 Down Yes

642 IPI00119627 Insulin receptor substraIrs1;Irs‐1;Irs1;mCG_203S1096 1 2 HSSETFSAPTR HS(0.49)S(0.49)ET(0.018HS(ph)SETFSAPTR PKA No

417 IPI00119627 Insulin receptor substraIrs1;Irs‐1;Irs1;mCG_203S1097 1 3 HSSETFSAPTR HS(0.065)S(0.934)ET(0.0HSS(ph)ETFSAPTR PIM1/2 1.1 0.38948 Yes

166 IPI00923679 Insulin receptor substraIrs2;Irs2 S1165 1 5 HNSASVENVSLR HNS(0.007)AS(0.993)VEHNSAS(ph)VENVSLR 0.9 0.14548 Yes

643 IPI00923679 Insulin receptor substraIrs2;Irs2 S515 1 1 SNTPESIAETPPAR S(0.941)NT(0.059)PESIAS(ph)NTPESIAETPPAR CK1 Yes

124 IPI00923679 Insulin receptor substraIrs2;Irs2 T517 1 3 SNTPESIAETPPAR S(0.104)NT(0.896)PESIASNT(ph)PESIAETPPAR CAMK2 1.3 0.10202 Yes

554 IPI00410790 Iroquois‐class homeodoIrx1;Irxa1;Irx1 S267 1 4 DQSSPLSAAETLK DQS(0.006)S(0.993)PLS(DQSS(ph)PLSAAETLK Polo box 1.1 0.49435 Yes

195 IPI00856218 Iron‐sulfur cluster assemIscu;Nifun S15 1 4 RAASALLLR RAAS(1)ALLLR RAAS(ph)ALLLR CHK1/2 0.9 0.17898 Yes

644 IPI00649251 Integrin beta‐4;Integrin Itgb4;Itgb4;Itgb4;RP23‐4S1086 1 6 FQVQLSNPK FQVQLS(1)NPK FQVQLS(ph)NPK Yes

645 IPI00831223 Intersectin‐1;EH and SHItsn1;Ese1;Itsn;Itsn1;EseS900 1 12 SAFTPATATGSSPSPVLGQSAFTPATATGS(0.044)S(0SAFTPATATGSS(ph)PSPVPolo box No

95 IPI00831223 Intersectin‐1;EH and SHItsn1;Ese1;Itsn;Itsn1;EseS902 1 14 SAFTPATATGSSPSPVLGQSAFTPATATGS(0.015)S(0SAFTPATATGSSPS(ph)PVCK1 0.8 0.064821 Yes

544 IPI00122143 Tyrosine‐protein kinase Jak2 S523 1 10 TNGISDVQISPTLQR TNGISDVQIS(0.5)PT(0.5 TNGISDVQIS(ph)PTLQR 1.1 0.49101 No

545 IPI00122143 Tyrosine‐protein kinase Jak2 T525 1 12 TNGISDVQISPTLQR TNGISDVQIS(0.5)PT(0.5 TNGISDVQIS(ph)PTLQR 1.1 0.49101 No

172 IPI00469103 Lysyl‐tRNA synthetase;LKars;Kars S422 1 3 RISMVEELEK RIS(1)MVEELEK RIS(ph)MVEELEK AURORA‐A 0.9 0.15608 Yes

45 IPI00381078 Uncharacterized proteinKiaa1712 S292 2 11 VTLLETEMLLSK VTLLET(1)EMLLS(1)K VTLLET(ph)EMLLS(ph)K 0.7 0.013382 Down Yes

44 IPI00381078 Uncharacterized proteinKiaa1712 T287 2 6 VTLLETEMLLSK VTLLET(1)EMLLS(1)K VTLLET(ph)EMLLS(ph)K NEK6 0.7 0.013382 Down Yes

464 IPI00411082 Kinesin‐like protein KIF1Kif1b;Kif1b S1057 1 4 SGLSLEELR SGLS(1)LEELR SGLS(ph)LEELR CK2 1.0 0.42554 Yes

53 IPI00753928 Klc2 protein;Kinesin lighKlc2;mCG_8395;Klc2 S579 1 3 ASSLNFLNK AS(0.049)S(0.951)LNFLNASS(ph)LNFLNK PKA 0.7 0.017685 Down Yes

483 IPI00230429 Importin subunit alpha‐Kpna3;Qip2;Kpna3 S60 1 11 NVPQEESLEDSDVDADFKNVPQEESLEDS(1)DVDADNVPQEESLEDS(ph)DVDANEK6 1.1 0.4497 Yes

337 IPI00929786 La‐related protein 1;La  Larp1;Kiaa0731;Larp S81 1 15 ESPRPPAAAEAPAGSDGEESPRPPAAAEAPAGS(1)DESPRPPAAAEAPAGS(ph)CK2 1.0 0.32485 Yes

646 IPI00929786 La‐related protein 1;La  Larp1;Kiaa0731;Larp T503 1 3 AVTPVPTKTEEVSNLK AVT(0.499)PVPT(0.499) AVT(ph)PVPTKTEEVSNL CAMK2 No

647 IPI00929786 La‐related protein 1;La  Larp1;Kiaa0731;Larp T507 1 7 AVTPVPTKTEEVSNLK AVT(0.499)PVPT(0.499) AVT(ph)PVPTKTEEVSNL CK2 No

453 IPI00112339 LIM domain and actin‐bLima1;D15Ertd366e;Epl S360 1 13 SEAQQPMHPKPLSPDAR SEAQQPMHPKPLS(1)PD SEAQQPM(ox)HPKPLS(pWW GroupIV 1.0 0.42056 Yes

415 IPI00112339 LIM domain and actin‐bLima1;D15Ertd366e;Epl S488 1 22 SDNEETLGRPAQPPNAG SDNEETLGRPAQPPNAG SDNEETLGRPAQPPNAG WW GroupIV 1.0 0.38831 Yes

226 IPI00620256 Lamin‐A/C Lmna;Lmn1 S573 1 5 GSHCSGSGDPAEYNLR GS(0.003)HCS(0.997)GSGSHCS(ph)GSGDPAEYN CK1 0.9 0.22 Yes

484 IPI00620256 Lamin‐A/C Lmna;Lmn1 S633 1 5 SVGGSGGGSFGDNLVTR S(0.004)VGGS(0.996)GGSVGGS(ph)GGGSFGDNL GSK3 1.1 0.44989 Yes

246 IPI00620256 Lamin‐A/C Lmna;Lmn1 S637 1 9 SVGGSGGGSFGDNLVTR SVGGSGGGS(1)FGDNLV SVGGSGGGS(ph)FGDNL CK1 1.0 0.23435 Yes

534 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1S390 1 4 LRLSPSPTSQR LRLS(0.885)PS(0.099)PTLRLS(ph)PSPTSQR PKA 1.1 0.48753 Yes

336 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1S392 1 4 LSPSPTSQR LS(0.001)PS(0.99)PT(0.0LSPS(ph)PTSQR NEK6 1.0 0.32349 Yes

326 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1S395 2 9 LRLSPSPTSQR LRLS(0.055)PS(0.055)PTLRLSPSPT(ph)S(ph)QR CK1 1.2 0.31608 Yes

299 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1S458 1 3 NKSNEDQSMGNWQIR NKS(1)NEDQSMGNWQINKS(ph)NEDQSM(ox)GNPKA/AKT 1.0 0.2998 Yes

243 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1S546 1 1 SLTMVEDNEDDDEDGEES(0.57)LT(0.43)MVEDNES(ph)LTMVEDNEDDDEDNEK6 1.0 0.2296 No
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325 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1T394 2 8 LRLSPSPTSQR LRLS(0.055)PS(0.055)PTLRLSPSPT(ph)S(ph)QR 1.2 0.31608 Yes

128 IPI00659447 LIM domain only 7 Lmo7 S194 1 4 REDSFESLDSLGSR REDS(0.939)FES(0.02)LDREDS(ph)FESLDSLGSR PLK1 0.9 0.10641 Yes

209 IPI00474873 Leucine‐rich repeat‐conLrrc16a;Carmil;Lrrc16;L S971 1 1 SSGLISELPSEEGR S(0.554)S(0.393)GLIS(0. S(ph)SGLISELPSEEGR 0.9 0.19852 No

171 IPI00474873 Leucine‐rich repeat‐conLrrc16a;Carmil;Lrrc16;L S972 1 3 RSSGLISELPSEEGR RS(0.107)S(0.893)GLISE RSS(ph)GLISELPSEEGR PKA 1.3 0.15603 Yes

137 IPI00762483 Putative uncharacterizeLrrfip1;Lrrfip1;Lrrfip1;Fl S98 1 3 RGSGDTSISMDTEASIR RGS(0.989)GDT(0.009)SRGS(ph)GDTSISM(ox)DTPKA 0.9 0.11626 Yes

193 IPI00607974 Protein MAK16 homoloMak16;Rbm13 S197 2 9 ALEKQEAESDSEDEDEEE ALEKQEAES(1)DS(1)EDEALEKQEAES(ph)DS(ph)E CK2 1.3 0.17634 Yes

194 IPI00607974 Protein MAK16 homoloMak16;Rbm13 S199 2 11 ALEKQEAESDSEDEDEEE ALEKQEAES(1)DS(1)EDEALEKQEAES(ph)DS(ph)E CK2 1.3 0.17634 Yes

425 IPI00676243 Microtubule‐associatedMap1a;Mtap1;Mtap1a; S764 2 5 ELALSSPEDLTQDFEELKR ELALS(1)S(1)PEDLTQDFEELALS(ph)S(ph)PEDLTQDCK2 1.0 0.39651 Yes

426 IPI00676243 Microtubule‐associatedMap1a;Mtap1;Mtap1a; S765 2 6 ELALSSPEDLTQDFEELKR ELALS(1)S(1)PEDLTQDFEELALS(ph)S(ph)PEDLTQDPolo box 1.0 0.39651 Yes

406 IPI00223621 Microtubule‐associatedMap1s;Bpy2ip1;Map8;MS658 1 1 STSPHDVDLCLVSPCEFSHS(0.778)T(0.111)S(0.111S(ph)TSPHDVDLCLVSPC PKA 1.1 0.38036 Yes

531 IPI00123967 Putative uncharacterizeMap3k7;Map3k7;Tak1;MS439 1 3 RRSIQDLTVTGTEPGQVS RRS(1)IQDLTVTGTEPGQRRS(ph)IQDLTVTGTEPG AURORA‐A 1.1 0.48457 Yes

296 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;MtaS598 1 11 GQSTVPPCTASPEPVK GQSTVPPCT(0.001)AS(0GQSTVPPCTAS(ph)PEPVK 1.0 0.29258 Yes

411 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;MtaS667 1 21 AAVGVTGNDITTPPNKEPAAVGVTGNDITTPPNKEPAAVGVTGNDITTPPNKEPWW GroupIV 1.0 0.38366 Yes

457 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;MtaT788 1 6 ATSPSTLVSTGPSSR AT(0.06)S(0.06)PS(0.06)ATSPST(ph)LVSTGPSSR CK1 1.1 0.42246 Yes

8 IPI00119663 Mitogen‐activated prot Mapk1;Erk2;Mapk;PrkmT179 2 9 VADPDHDHTGFLTEYVATVADPDHDHT(0.6)GFLT(0VADPDHDHT(ph)GFLTEYFHA2 Rad53p 5.3 1.509E‐23 Up No

3 IPI00119663 Mitogen‐activated prot Mapk1;Erk2;Mapk;PrkmT183 2 13 VADPDHDHTGFLTEYVATVADPDHDHTGFLT(1)EY(VADPDHDHTGFLT(ph)EY(ph)VATR 10.9 3.471E‐47 Up Yes

4 IPI00119663 Mitogen‐activated prot Mapk1;Erk2;Mapk;PrkmT188 2 18 VADPDHDHTGFLTEYVATVADPDHDHT(0.177)GFLVADPDHDHTGFLT(ph)EY(ph)VATR 9.5 1.003E‐41 Up No

20 IPI00119663 Mitogen‐activated prot Mapk1;Erk2;Mapk;PrkmY185 1 15 VADPDHDHTGFLTEYVATVADPDHDHTGFLT(0.003VADPDHDHTGFLTEY(ph)VATR 2.4 2.447E‐07 Up Yes

6 IPI00230277 Mitogen‐activated prot Mapk3;Erk1;Prkm3;MapT199 2 9 IADPEHDHTGFLTEYVAT IADPEHDHT(0.992)GFLTIADPEHDHT(ph)GFLT(phFHA2 Rad53p 6.7 3.986E‐30 Up Yes

9 IPI00230277 Mitogen‐activated prot Mapk3;Erk1;Prkm3;MapT208 2 18 IADPEHDHTGFLTEYVAT IADPEHDHT(0.156)GFLTIADPEHDHTGFLT(ph)EYVAT(ph)R 4.8 7.763E‐21 Up Yes

12 IPI00230277 Mitogen‐activated prot Mapk3;Erk1;Prkm3;MapY205 1 15 IADPEHDHTGFLTEYVAT IADPEHDHTGFLT(0.012)IADPEHDHTGFLTEY(ph)VATR 3.5 1.164E‐13 Up Yes

648 IPI00229534 Myristoylated alanine‐r Marcks;Macs S138 1 8 AEDGAAPSPSSETPKKK AEDGAAPS(0.25)PS(0.25AEDGAAPS(ph)PSSETPKKK No

649 IPI00229534 Myristoylated alanine‐r Marcks;Macs S141 1 11 AEDGAAPSPSSETPKKK AEDGAAPS(0.004)PS(0.0AEDGAAPSPSS(ph)ETPK CK1 No

493 IPI00622008 Microtubule‐associatedMast2;Mast205;Mast2; S149 1 7 NQSLGQSAPSLTAGLK NQSLGQS(0.99)APS(0.0 NQSLGQS(ph)APSLTAGLNEK6 1.1 0.45868 Yes

48 IPI00677823 Microtubule‐associatedMast4;Mast4 S204 1 7 SQALGQSAPSLTASLK SQALGQS(0.823)APS(0.0SQALGQS(ph)APSLTASL NEK6 0.7 0.015541 Down Yes

33 IPI00453826 Matrin‐3 Matr3 S188 1 3 RDSFDDRGPSLNPVLDYDRDS(0.826)FDDRGPS(0. RDS(ph)FDDRGPSLNPVLPKA 1.7 0.003376 Up Yes

650 IPI00453826 Matrin‐3 Matr3 S195 1 10 RDSFDDRGPSLNPVLDYDRDS(0.5)FDDRGPS(0.5)LRDS(ph)FDDRGPSLNPVLCAMK2 No

68 IPI00117098 MAP3K12‐binding inhibMbip S22 1 7 SLEQCSSPLLTR SLEQCS(0.002)S(0.998)PSLEQCSS(ph)PLLTR Polo box 0.8 0.036854 Down Yes

41 IPI00323820 DNA replication licensinMcm2;Bm28;Cdcl1;KiaaS21 1 3 RISDPLTSSPGR RIS(0.997)DPLT(0.002)S RIS(ph)DPLTSSPGR PKA 0.7 0.012453 Down Yes

412 IPI00323820 DNA replication licensinMcm2;Bm28;Cdcl1;KiaaS27 1 8 ISDPLTSSPGR ISDPLTS(0.002)S(0.998) ISDPLTSS(ph)PGR Polo box 1.0 0.384 Yes

138 IPI00753701 Mediator of DNA damagMdc1;Kiaa0170 S168 1 7 VLLAADSEEEGDFPSGR VLLAADS(1)EEEGDFPSG VLLAADS(ph)EEEGDFPS CK2 0.9 0.11676 Yes

123 IPI00857417 Mediator of RNA polymMed24;D11Ertd307e;ThS890 1 14 LLSSSDDDANILSSPTDR LLSSSDDDANILS(0.039)SLLSSSDDDANILSS(ph)PT Polo box 0.9 0.098768 Yes

204 IPI00850543 Mitochondrial fission faMff;Mff S146 1 3 NDSIPVLR NDS(1)IPVLR NDS(ph)IPVLR CHK1/2 0.9 0.19261 Yes

416 IPI00116372 Myeloid leukemia factoMlf2 S237 1 9 LAIQGPEDSPSR LAIQGPEDS(0.94)PS(0.0 LAIQGPEDS(ph)PSR CDK2 1.0 0.38884 Yes

149 IPI00856176 Putative uncharacterizeMobkl1a;Mobkl1a;MobT35 1 5 HAEATLGSGNLR HAEAT(1)LGSGNLR HAEAT(ph)LGSGNLR PLK1 0.9 0.12741 Yes

173 IPI00720036 Myosin phosphatase RhMprip;Kiaa0864;Mrip;R S1018 1 1 SKSVIEQVSWDN S(0.999)KS(0.001)VIEQVS(ph)KSVIEQVSWDN 1.3 0.15621 Yes

480 IPI00720036 Myosin phosphatase RhMprip;Kiaa0864;Mrip;R S1020 1 3 SKSVIEQVSWDN S(0.096)KS(0.904)VIEQVSKS(ph)VIEQVSWDN CAMK2 1.1 0.4469 Yes

56 IPI00720036 Myosin phosphatase RhMprip;Kiaa0864;Mrip;R S292 1 13 AEEQLPPLLSPPSPSTPHS AEEQLPPLLS(0.019)PPS(AEEQLPPLLSPPS(ph)PSTWW GroupIV 0.8 0.023892 Down Yes

651 IPI00720036 Myosin phosphatase RhMprip;Kiaa0864;Mrip;R S294 1 15 AEEQLPPLLSPPSPSTPHS AEEQLPPLLS(0.001)PPS(AEEQLPPLLSPPSPS(ph)TGSK3 No

652 IPI00720036 Myosin phosphatase RhMprip;Kiaa0864;Mrip;R T295 1 16 AEEQLPPLLSPPSPSTPHS AEEQLPPLLS(0.001)PPS(AEEQLPPLLSPPSPS(ph)TWW GroupIV No

81 IPI00128196 Myotubularin‐related pMtmr2;Mtmr2;RP23‐13S74 1 3 SSSCESLGAQLPAAR S(0.171)S(0.075)S(0.753SSS(ph)CESLGAQLPAAR CHK1 0.8 0.052329 Yes

653 IPI00132938 Myeloid‐associated diff Myadm;Mug S16 4 9 TTITTTTSSSTTVGSAR T(0.509)T(0.449)IT(0.53 T(ph)TIT(ph)T(ph)TTSS(pCK1 Yes

39 IPI00132938 Myeloid‐associated diff Myadm;Mug S17 1 10 TTITTTTSSSTTVGSAR TTITT(0.001)T(0.001)T(0TTITTTTSSS(ph)TTVGSA CK1 0.7 0.010051 Down No

528 IPI00331361 Myb‐binding protein 1AMybbp1a;P160;Mybbp1S1253 1 10 SPAPSNPTLSPSTPAK SPAPSNPT(0.041)LS(0.9 SPAPSNPTLS(ph)PSTPAK 1.1 0.48276 Yes

535 IPI00757312 Myosin, heavy polypeptMyh10;RP23‐396M19.2S1993 1 13 RQLHIEGASLELSDDDTESRQLHIEGASLELS(0.993)DRQLHIEGASLELS(ph)DDDNEK6 1.1 0.48999 Yes

442 IPI00757312 Myosin, heavy polypeptMyh10;RP23‐396M19.2T1997 1 17 RQLHIEGASLELSDDDTESRQLHIEGASLELS(0.036)DRQLHIEGASLELSDDDT(ph)ESK 1.0 0.41008 Yes

212 IPI00752027 Acyl‐CoA synthetase shoMyh7b;Acss2;RP23‐260S30 1 3 GWSPPPEVR GWS(1)PPPEVR GWS(ph)PPPEVR PKA/AKT 0.9 0.20299 Yes

351 IPI00123181 Myosin‐9;Myosin heavyMyh9 S1943 1 7 KGTGDCSDEEVDGKADGKGT(0.003)GDCS(0.997)KGTGDCS(ph)DEEVDGKACK2 1.2 0.34123 Yes

70 IPI00123181 Myosin‐9;Myosin heavyMyh9 T1939 1 3 KGTGDCSDEEVDGKADGKGT(0.5)GDCS(0.5)DEEVKGT(ph)GDCSDEEVDGKAPKA 1.4 0.040104 Up No

295 IPI00849670 Myof protein;MyoferlinMyof;Myof;Fer1l3;Kiaa1S175 1 7 GPSGTVSEAQLAR GPSGT(0.003)VS(0.997) GPSGTVS(ph)EAQLAR CK1 1.0 0.29216 Yes

447 IPI00133977 Nap1l4 protein;NucleosNap1l4;mCG_129001;NS125 1 18 EFITGDVEPTDAESAWHSEFITGDVEPTDAESAWHSEFITGDVEPTDAESAWHSCK2 1.0 0.41272 Yes

28 IPI00133977 Nap1l4 protein;NucleosNap1l4;mCG_129001;NT117 1 10 EFITGDVEPTDAESAWHSEFIT(0.05)GDVEPT(0.51 EFITGDVEPT(ph)DAESAWCK2 0.6 0.000647 Down No

290 IPI00317794 Nucleolin;Protein C23 Ncl;Nuc S145 2 7 NAKKEDSDEDEDEEDEDDNAKKEDS(1)DEDEDEEDENAKKEDS(ph)DEDEDEEDEDDS(ph)DEDEDDEEED 1.2 0.28729 Yes

291 IPI00317794 Nucleolin;Protein C23 Ncl;Nuc S157 2 19 NAKKEDSDEDEDEEDEDDNAKKEDS(1)DEDEDEEDENAKKEDS(ph)DEDEDEEDEDDS(ph)DEDEDDEEED 1.2 0.28729 Yes

436 IPI00116968 Nuclear receptor coacti Ncoa2;Grip1;Tif2;Ncoa2S699 1 7 LLQDSSSPVDLAK LLQDSS(0.052)S(0.948)PLLQDSSS(ph)PVDLAK Polo box 1.1 0.40325 Yes

187 IPI00113730 Nuclear receptor coacti Ncoa3;RP23‐120P1.1‐00S846 1 3 AVSLDSPVSVGSGPPVK AVS(0.999)LDS(0.001)PVAVS(ph)LDSPVSVGSGPPCAMK2 0.9 0.16935 Yes

87 IPI00123871 Nuclear receptor corep Ncor2;Smrt;Ncor2;SmrtS1255 1 6 IVGEDSPSRLDR IVGEDS(0.5)PS(0.5)RLDRIVGEDS(ph)PSRLDR CDK2 1.4 0.058043 No

88 IPI00123871 Nuclear receptor corep Ncor2;Smrt;Ncor2;SmrtS1257 1 8 IVGEDSPSRLDR IVGEDS(0.5)PS(0.5)RLDRIVGEDS(ph)PSRLDR 1.4 0.058043 No

189 IPI00125960 Protein NDRG1;N‐myc dNdrg1;Ndr1;Ndrl;Tdd5 S333 1 6 TASGSSVTSLEGTR T(0.001)AS(0.003)GS(0. TASGSS(ph)VTSLEGTR CK1 1.3 0.17265 No

443 IPI00462445 E3 ubiquitin‐protein ligaNedd4;Kiaa0093;Nedd‐ S281 1 3 RPSPDDDLTDEDNDDMQRPS(0.5)PDDDLT(0.5)DERPS(ph)PDDDLTDEDND PKA 1.1 0.4111 No

76 IPI00462445 E3 ubiquitin‐protein ligaNedd4;Kiaa0093;Nedd‐ S309 1 4 RQISEDVDGPDNR RQIS(1)EDVDGPDNR RQIS(ph)EDVDGPDNR CAMK2 0.8 0.04888 Down Yes

308 IPI00462445 E3 ubiquitin‐protein ligaNedd4;Kiaa0093;Nedd‐ T287 1 13 TQWKRPSPDDDLTDEDNT(0.001)QWKRPS(0.006 TQWKRPSPDDDLT(ph)DFHA1 Rad53p 1.0 0.30577 Yes

654 IPI00554928 Neurofilament light pol Nefl;Nf68;Nfl S11 4 11 MSSFGYDPYFSTSYKRR MSSFGYDPYFS(1)T(1)S(1MSSFGYDPYFS(ph)T(ph)S(ph)Y(ph)KRR Yes

656 IPI00554928 Neurofilament light pol Nefl;Nf68;Nfl S13 4 13 MSSFGYDPYFSTSYKRR MSSFGYDPYFS(1)T(1)S(1MSSFGYDPYFS(ph)T(ph)S(ph)Y(ph)KRR Yes

655 IPI00554928 Neurofilament light pol Nefl;Nf68;Nfl T12 4 12 MSSFGYDPYFSTSYKRR MSSFGYDPYFS(1)T(1)S(1MSSFGYDPYFS(ph)T(ph)S(ph)Y(ph)KRR Yes
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657 IPI00554928 Neurofilament light pol Nefl;Nf68;Nfl Y14 4 14 MSSFGYDPYFSTSYKRR MSSFGYDPYFS(1)T(1)S(1MSSFGYDPYFS(ph)T(ph)S(ph)Y(ph)KRR Yes

658 IPI00409935 Nuclear factor of activa Nfatc4;Nfat3;Nfatc4;NfaS334 1 3 RTSSEQAVALPR RT(0.057)S(0.887)S(0.05RTS(ph)SEQAVALPR PKA Yes

449 IPI00421052 Nipped‐B‐like protein;DNipbl;Nipbl S2652 1 10 AITSLLGGGSPK AITSLLGGGS(1)PK AITSLLGGGS(ph)PK CDK1 1.1 0.41415 Yes

659 IPI00421052 Nipped‐B‐like protein;DNipbl;Nipbl;Nipbl S305 1 16 GSRPPLILQSQSLPCSSPR GS(0.004)RPPLILQS(0.01GSRPPLILQSQSLPCS(ph)NEK6 No

475 IPI00421052 Nipped‐B‐like protein;DNipbl;Nipbl;Nipbl S306 1 17 GSRPPLILQSQSLPCSSPR GS(0.001)RPPLILQS(0.00GSRPPLILQSQSLPCSS(phPolo box 1.1 0.44318 Yes

404 IPI00318048 Nucleolar protein 56;NuNop56;Nol5a;Nol5a;RP2S536 1 9 SSPKEEVASEPEEAASPTTSSPKEEVAS(1)EPEEAASPSSPKEEVAS(ph)EPEEAASCK2 1.1 0.37815 Yes

74 IPI00318048 Nucleolar protein 56;NuNop56;Nol5a;Nol5a;RP2S543 1 16 SSPKEEVASEPEEAASPTTSSPKEEVASEPEEAAS(0.9SSPKEEVASEPEEAAS(ph)PTTPK 0.8 0.044601 Down Yes

231 IPI00463468 Nucleolar protein 58;NuNop58;Nol5 S509 1 8 HIKEEPLSEEEPCTSTAVPSHIKEEPLS(0.977)EEEPCTHIKEEPLS(ph)EEEPCTSTACK2 0.9 0.22227 Yes

660 IPI00463468 Nucleolar protein 58;NuNop58;Nol5 T515 1 14 HIKEEPLSEEEPCTSTAVPSHIKEEPLS(0.175)EEEPCTHIKEEPLSEEEPCT(ph)STAFHA KAPP No

661 IPI00127415 Nucleophosmin;Nucleo Npm1;Npm1;Npm1;NpmS106 1 3 CGSGPVHISGQHLVAVEECGS(0.322)GPVHIS(0.32CGS(ph)GPVHISGQHLVAVEEDAESEDEDEEDVKLLGM(ox)SGK No

85 IPI00127415 Nucleophosmin;Nucleo Npm1;Npm1;Npm1;NpmS112 1 9 CGSGPVHISGQHLVAVEECGS(0.094)GPVHIS(0.81CGSGPVHIS(ph)GQHLVAVEEDAESEDEDEEDVKLL 1.4 0.057059 Yes

155 IPI00127415 Nucleophosmin;Nucleo Npm1;Npm1;Npm1;NpmS125 1 22 CGSGPVHISGQHLVAVEECGSGPVHISGQHLVAVEECGSGPVHISGQHLVAVEECK2 1.3 0.13318 Yes

305 IPI00894870 tRNA (cytosine‐5‐)‐methNsun2;D13Wsu123e;M S723 1 12 EGVILTNENAASPEQPGDEGVILTNENAAS(1)PEQP EGVILTNENAAS(ph)PEQPGDEDAK 1.0 0.30543 Yes

359 IPI00132314 Nucleobindin‐1;CALNUCNucb1;Nuc;Nucb;Nucb1S368 1 5 AQRLSQETEALGR AQRLS(1)QETEALGR AQRLS(ph)QETEALGR PKA 1.2 0.34602 Yes

154 IPI00132314 Nucleobindin‐1;CALNUCNucb1;Nuc;Nucb;Nucb1S456 1 14 KVPEQPPELPQLDSQHL KVPEQPPELPQLDS(1)QHKVPEQPPELPQLDS(ph)QHL 0.9 0.13293 Yes

94 IPI00132314 Nucleobindin‐1;CALNUCNucb1;Nuc;Nucb;Nucb1T371 1 8 AQRLSQETEALGR AQRLS(0.198)QET(0.802AQRLSQET(ph)EALGR CK1 0.8 0.064681 Yes

663 IPI00341869 Nuclear ubiquitous caseNucks1;Nucks S14 1 5 VVDYSQFQESDDADEDY VVDY(0.134)S(0.421)QFVVDYS(ph)QFQESDDADEDYGRDSGPPAK No

548 IPI00341869 Nuclear ubiquitous caseNucks1;Nucks S19 1 11 KVVDYSQFQESDDADED KVVDYSQFQES(1)DDAD KVVDYSQFQES(ph)DDADEDYGR 1.1 0.49233 Yes

527 IPI00341869 Nuclear ubiquitous caseNucks1;Nucks S30 1 21 VVDYSQFQESDDADEDY VVDY(0.007)S(0.014)QFVVDYSQFQESDDADEDY PKA 1.1 0.48153 No

662 IPI00341869 Nuclear ubiquitous caseNucks1;Nucks Y13 1 5 KVVDYSQFQESDDADED KVVDY(0.426)S(0.13)QFKVVDY(ph)SQFQESDDADEDYGRDSGPPAK No

664 IPI00341869 Nuclear ubiquitous caseNucks1;Nucks Y26 1 17 VVDYSQFQESDDADEDY VVDY(0.025)S(0.04)QFQVVDYSQFQES(ph)DDAD SRC No

342 IPI00263048 Putative uncharacterizeNuma1 S1739 1 14 TQPDGTSVPGEPASPISQ TQPDGTSVPGEPAS(0.99TQPDGTSVPGEPAS(ph)PWW GroupIV 1.2 0.33401 Yes

240 IPI00420602 Nucleoporin NUP188 hoNup188;Kiaa0169 S1719 1 5 GAPSSPAAGVLPSPQGK GAPS(0.012)S(0.988)PA GAPSS(ph)PAAGVLPSPQWW GroupIV 0.9 0.2259 Yes

445 IPI00918049 Oxysterol‐binding proteOsbpl11 S192 1 10 SFSLASSGNSPISQR SFSLASS(0.001)GNS(0.9 SFSLASSGNS(ph)PISQR CK1 1.0 0.4115 Yes

170 IPI00462728 MKIAA0704 protein;OxyOsbpl3;mKIAA0704;OsbS302 1 3 LHSSNPNLSTLDFGEEK LHS(0.818)S(0.145)NPN LHS(ph)SNPNLSTLDFGE CAMK2 0.9 0.15547 Yes

297 IPI00462728 MKIAA0704 protein;OxyOsbpl3;mKIAA0704;OsbS303 1 4 LHSSNPNLSTLDFGEEK LHS(0.083)S(0.909)NPN LHSS(ph)NPNLSTLDFGE NEK6 1.0 0.2928 Yes

17 IPI00911135 Putative uncharacterizeOxr1;Oxr1;C7;Gm1238; S201 1 3 VVSSTSEEEEAFTEK VVS(0.927)S(0.001)T(0.0VVS(ph)STSEEEEAFTEK CAMK2 2.5 5.976E‐08 Up Yes

518 IPI00223738 Serine/threonine‐prote Oxsr1;Osr1;Oxsr1;mKIA S339 1 12 LHKTEDGGWEWSDDEFDLHKTEDGGWEWS(1)DD LHKTEDGGWEWS(ph)D CK2 1.1 0.47645 Yes

286 IPI00129298 Paralemmin;Paralemmi Palm;Palm T145 1 14 SETLVNAQQTPLGTPK SETLVNAQQTPLGT(1)PKSETLVNAQQTPLGT(ph)PCDK1 1.0 0.28403 Yes

253 IPI00719927 Protocadherin 1 isoformPcdh1;Pcdh1;Pcdh1 S823 1 14 SNSPLPSIQLQPQSPSASKSNSPLPSIQLQPQS(0.998SNSPLPSIQLQPQS(ph)PSWW GroupIV 1.0 0.24212 Yes

665 IPI00464318 PCF11;Pcf11 protein Pcf11;Pcf11 S279 1 1 SRAGPSLQMQDLK S(0.995)RAGPS(0.005)LQS(ph)RAGPSLQM(ox)QDLK Yes

504 IPI00828325 Pericentriolar material 1Pcm1;Pcm1 S1805 2 4 NVRSDVSDQEEDEESERCNVRS(1)DVS(1)DQEEDE NVRS(ph)DVS(ph)DQEEDEESERCPVSINLSK 1.1 0.46326 Yes

505 IPI00828325 Pericentriolar material 1Pcm1;Pcm1 S1808 2 7 NVRSDVSDQEEDEESERCNVRS(1)DVS(1)DQEEDE NVRS(ph)DVS(ph)DQEE CK2 1.1 0.46326 Yes

260 IPI00828325 Pericentriolar material 1Pcm1;Pcm1 S65 1 6 VTNAISPESSPGVGR VTNAIS(1)PESSPGVGR VTNAIS(ph)PESSPGVGR GSK3 1.0 0.25481 Yes

499 IPI00352475 28 kDa heat‐ and acid‐s Pdap1 S57 2 1 SLDSDESEDEDDDYQQK S(0.983)LDS(0.017)DES( S(ph)LDSDES(ph)EDEDDAURORA 1.1 0.46188 Yes

310 IPI00352475 28 kDa heat‐ and acid‐s Pdap1 S60 2 5 KSLDSDESEDEDDDYQQKKS(0.036)LDS(0.982)DESKSLDS(ph)DES(ph)EDED CK1 1.2 0.30724 Yes

482 IPI00352475 28 kDa heat‐ and acid‐s Pdap1 S63 2 7 SLDSDESEDEDDDYQQK S(0.983)LDS(0.017)DES( S(ph)LDSDES(ph)EDEDDCK2 1.1 0.44855 Yes

463 IPI00352475 28 kDa heat‐ and acid‐s Pdap1 Y70 2 14 SLDSDESEDEDDDYQQKRS(0.034)LDS(0.966)DES( SLDS(ph)DES(ph)EDEDDDYQQKR 1.1 0.42547 No

64 IPI00130881 cAMP‐specific 3',5'‐cycl Pde4a;Pde4a;Pde4a;PdeT331 1 4 LVHTGSLNINVPR LVHT(0.911)GS(0.089)LNLVHT(ph)GSLNINVPR NEK6 0.8 0.0312 Down Yes

73 IPI00153375 PDZ and LIM domain pr Pdlim2;Pdlim2 S199 2 5 VLLHSPGRPSSPR VLLHS(1)PGRPS(0.074)SVLLHS(ph)PGRPSS(ph)P CDK2 0.8 0.041921 Down Yes

330 IPI00153375 PDZ and LIM domain pr Pdlim2;Pdlim2 S204 1 10 VLLHSPGRPSSPR VLLHS(0.161)PGRPS(0.6VLLHSPGRPS(ph)SPR PKA 1.0 0.31847 No

52 IPI00153375 PDZ and LIM domain pr Pdlim2;Pdlim2 S205 2 11 VLLHSPGRPSSPR VLLHS(1)PGRPS(0.074)SVLLHS(ph)PGRPSS(ph)P PKC 0.7 0.017657 Down Yes

529 IPI00317401 Sister chromatid cohesi Pds5b;Aprin;As3;Kiaa09S1356 1 3 AESPETSAVESTQSTPQK AES(1)PETSAVESTQSTPQAES(ph)PETSAVESTQSTPCAMK2 1.1 0.48399 Yes

667 IPI00317401 Sister chromatid cohesi Pds5b;Aprin;As3;Kiaa09S1360 1 7 AESPETSAVESTQSTPQK AES(0.333)PET(0.333)S( AES(ph)PETSAVESTQSTPCK2 No

666 IPI00317401 Sister chromatid cohesi Pds5b;Aprin;As3;Kiaa09T1359 1 6 AESPETSAVESTQSTPQK AES(0.492)PET(0.492)S( AES(ph)PETSAVESTQSTPCK1 No

400 IPI00856504 Pyridoxal‐dependent dePdxdc1;Pdxdc1;Pdxdc1;T687 1 7 VQGTGVTPPPTPLGTR VQGTGVT(1)PPPTPLGTRVQGTGVT(ph)PPPTPLGTR 1.0 0.3743 Yes

358 IPI00554862 6‐phosphofructokinase,Pfkl;Pfk‐l;Pfkb;Pfkl S775 1 3 TLSIDKGF TLS(1)IDKGF TLS(ph)IDKGF CAMK2 1.2 0.34558 Yes

479 IPI00319973 Membrane‐associated pPgrmc1;Pgrmc S181 1 9 EGEEPTVYSDDEEPKDETAEGEEPT(0.001)VY(0.079EGEEPTVYS(ph)DDEEPK CK2 1.1 0.44677 Yes

668 IPI00319973 Membrane‐associated pPgrmc1;Pgrmc T178 1 6 EGEEPTVYSDDEEPKDETAEGEEPT(0.325)VY(0.325EGEEPT(ph)VYSDDEEPK PLK1 No

669 IPI00319973 Membrane‐associated pPgrmc1;Pgrmc T190 1 18 EGEEPTVYSDDEEPKDETAEGEEPT(0.105)VY(0.206EGEEPTVYSDDEEPKDET(ph)AR No

77 IPI00319973 Membrane‐associated pPgrmc1;Pgrmc Y180 1 8 EGEEPTVYSDDEEPKDETAEGEEPT(0.116)VY(0.767EGEEPTVY(ph)SDDEEPKDETAR 1.4 0.049488 Up Yes

328 IPI00377615 Phf3 protein Phf3 S377 1 12 NTVDIVDKPENSPQRNELNT(0.001)VDIVDKPENS(NTVDIVDKPENS(ph)PQRCDK2 1.2 0.31766 Yes

670 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1 S4243 1 1 SSSVGSSSSYPISSAGPR S(0.359)S(0.294)S(0.294S(ph)SSVGSSSSYPISSAG PKA/AKT No

40 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1 S4245 1 3 SSSVGSSSSYPISSAGPR S(0.164)S(0.09)S(0.747) SSS(ph)VGSSSSYPISSAG PKA/AKT 1.6 0.010563 Up No

177 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1 S580 1 9 ARNDESQLSPATR ARNDES(0.08)QLS(0.919ARNDESQLS(ph)PATR CK1 0.9 0.15866 Yes

473 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1 T3889 1 4 KQITVEELVR KQIT(1)VEELVR KQIT(ph)VEELVR PKD 1.1 0.44235 Yes

423 IPI00229810 MKIAA1686 protein;Ple Plekha5;mKIAA1686;PleS1241 1 1 SLSPSPDSSTAADPPTPPQS(0.571)LS(0.385)PS(0.0S(ph)LSPSPDSSTAADPPTGSK3 1.0 0.39542 No

671 IPI00403031 Pleckstrin homology do Plekho2;Plekhq1 S393 1 1 SSSLGDLLR S(0.421)S(0.29)S(0.29)L S(ph)SSLGDLLR No

323 IPI00403031 Pleckstrin homology do Plekho2;Plekhq1 S395 1 3 SSSLGDLLR S(0.01)S(0.005)S(0.985) SSS(ph)LGDLLR CAMK2 1.0 0.31445 Yes

86 IPI00223459 Lipid phosphate phosphPpap2a;Hpic53;Lpp1;PpS274 1 14 KEEDPHTTLHETASSR KEEDPHT(0.01)T(0.08)L KEEDPHTTLHETAS(ph)SR 0.8 0.057114 Yes

93 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391S445 1 4 KTGSYGALAEISASK KT(0.044)GS(0.911)Y(0.0KTGS(ph)YGALAEISASK PKD 1.4 0.064677 Yes

5 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391S507 1 3 LASTSDIEEKENR LAS(0.912)T(0.079)S(0.0LAS(ph)TSDIEEKENR CAMK2 6.9 5.622E‐31 Up Yes

10 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391S509 1 6 RLASTSDIEEK RLAS(0.057)T(0.057)S(0 RLASTS(ph)DIEEK CK2 4.0 2.25E‐16 Up Yes

57 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391S861 1 11 STGVSFWTQDSDENEQES(0.001)T(0.001)GVS(0.0STGVSFWTQDS(ph)DENEQERQSDTEDGSSKR 1.5 0.023908 Up Yes

165 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391S870 1 20 STGVSFWTQDSDENEQES(0.001)T(0.001)GVS(0.0STGVSFWTQDSDENEQEPKA 1.3 0.1454 No

674 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391S876 1 26 STGVSFWTQDSDENEQES(0.002)T(0.002)GVS(0.0STGVSFWTQDS(ph)DENCK1 No
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675 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391S877 1 27 STGVSFWTQDSDENEQES(0.002)T(0.002)GVS(0.0STGVSFWTQDS(ph)DENCK2 No

673 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391T508 1 5 RLASTSDIEEK RLAS(0.482)T(0.482)S(0 RLAS(ph)TSDIEEK NEK6 No

672 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391Y446 1 5 KTGSYGALAEISASK KT(0.096)GS(0.39)Y(0.39KTGS(ph)YGALAEISASK ALK No

228 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391S693 1 1 STQGVTLTDLQEAEK S(0.645)T(0.355)QGVTL S(ph)TQGVTLTDLQEAEKPKA 0.9 0.22132 No

489 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391T694 1 3 RSTQGVTLTDLQEAEK RS(0.032)T(0.968)QGVTRST(ph)QGVTLTDLQEAEPKA 1.1 0.45385 Yes

503 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391T698 1 7 RSTQGVTLTDLQEAEK RS(0.204)T(0.204)QGVTRSTQGVT(ph)LTDLQEAEFHA1 Rad53p 1.1 0.46312 No

495 IPI00856140 Putative uncharacterizePpp1r2 S122 2 6 TREQESSGEEDNDLSPEE TREQES(1)S(1)GEEDNDLTREQES(ph)S(ph)GEEDNCK2 1.1 0.46065 Yes

496 IPI00856140 Putative uncharacterizePpp1r2 S123 2 7 TREQESSGEEDNDLSPEE TREQES(1)S(1)GEEDNDLTREQES(ph)S(ph)GEEDNCK2 1.1 0.46065 Yes

21 IPI00856140 Putative uncharacterizePpp1r2 T117 2 1 TREQESSGEEDNDLSPEE T(0.933)REQES(0.494)S(T(ph)REQES(ph)SGEEDNDLSPEER 0.5 2.386E‐06 Down Yes

287 IPI00380331 Protein phosphatase 2APpp2r5d;mCG_2696 S81 1 3 RQSSFPFNLNK RQS(0.5)S(0.5)FPFNLNK RQS(ph)SFPFNLNK PKA 1.0 0.28627 No

280 IPI00380331 Protein phosphatase 2APpp2r5d;mCG_2696 S82 1 4 RQSSFPFNLNK RQS(0.279)S(0.721)FPFNRQSS(ph)FPFNLNK CAMK2 1.0 0.28019 No

83 IPI00119575 Putative uncharacterizePrkar1a;Prkar1a;Prkar1 S212 1 9 TDSREDEISPPPPNPVVK TDSREDEIS(1)PPPPNPVVTDSREDEIS(ph)PPPPNPVVK 0.8 0.055375 Yes

676 IPI00119575 Putative uncharacterizePrkar1a;Prkar1a;Prkar1 T204 1 1 TDSREDEISPPPPNPVVK T(0.49)DS(0.1)REDEIS(0 T(ph)DSREDEISPPPPNPVVK No

252 IPI00169788 Protein kinase, cAMP dePrkar2a;mCG_16488;Pr S97 1 3 RVSVCAETFNPDEEEEDNRVS(1)VCAETFNPDEEEE RVS(ph)VCAETFNPDEEEAURORA‐A 1.2 0.2406 Yes

117 IPI00169788 Protein kinase, cAMP dePrkar2a;mCG_16488;Pr T102 1 8 RVSVCAETFNPDEEEEDNRVS(0.5)VCAET(0.5)FNPRVS(ph)VCAETFNPDEEEEDNDPR 1.3 0.093751 No

217 IPI00224570 cAMP‐dependent protePrkar2b S112 1 3 RASVCAEAYNPDEEEDDARAS(1)VCAEAYNPDEEEDRAS(ph)VCAEAYNPDEEEAURORA‐A 1.2 0.20697 Yes

233 IPI00126939 Protein kinase C delta‐bPrkcdbp;Srbc S165 2 29 AFQKVPELLGPEDQLVLGAFQKVPELLGPEDQLVLGAFQKVPELLGPEDQLVLGCK2 1.2 0.2239 Yes

234 IPI00126939 Protein kinase C delta‐bPrkcdbp;Srbc S166 2 30 AFQKVPELLGPEDQLVLGAFQKVPELLGPEDQLVLGAFQKVPELLGPEDQLVLGCK2 1.2 0.2239 Yes

16 IPI00895452 Protein kinase D3;Serin Prkd3;Prkcn;Prkd3;Prkc S44 1 5 LSNGSFSAPSLTNSR LS(0.007)NGS(0.982)FS(LSNGS(ph)FSAPSLTNSR CK1 0.4 2.67E‐08 Down Yes

339 IPI00417140 Protein arginine N‐methPrmt3;Hrmt1l3;Prmt3;HS22 2 12 GAELGPEPLELSDSGDDAGAELGPEPLELS(1)DS(1)GGAELGPEPLELS(ph)DS(pNEK6 1.0 0.33149 Yes

340 IPI00417140 Protein arginine N‐methPrmt3;Hrmt1l3;Prmt3;HS24 2 14 GAELGPEPLELSDSGDDAGAELGPEPLELS(1)DS(1)GGAELGPEPLELS(ph)DS(pNEK6 1.0 0.33149 Yes

360 IPI00896672 PRP4 pre‐mRNA proces Prpf4b;mCG_22253;PrpS852 1 21 LCDFGSASHVADNDITPY LCDFGSASHVADNDITPY LCDFGSASHVADNDITPYLVS(ph)R 1.2 0.34647 Yes

99 IPI00896672 PRP4 pre‐mRNA proces Prpf4b;mCG_22253;PrpS94 1 12 EVIEASDKEGLSPAKR EVIEASDKEGLS(1)PAKR EVIEASDKEGLS(ph)PAKRCDK2 1.4 0.073754 Yes

116 IPI00896672 PRP4 pre‐mRNA proces Prpf4b;mCG_22253;PrpY849 1 18 LCDFGSASHVADNDITPY LCDFGSASHVADNDIT(0. LCDFGSASHVADNDITPY(ph)LVSR 1.3 0.092502 Yes

355 IPI00337948 Tyrosine‐protein phosp Ptpn12;Ptpn12;mCG_64S434 1 3 NLSFEIK NLS(1)FEIK NLS(ph)FEIK CHK1/2 1.0 0.34495 Yes

452 IPI00117689 Polymerase I and transcPtrf;Ptrf;Ptrf S42 1 10 ATEEPSGTGSDELIK ATEEPS(0.007)GT(0.076ATEEPSGTGS(ph)DELIK CK1 1.0 0.42006 Yes

343 IPI00112203 Pumilio homolog 2;PutaPum2;Kiaa0235;Pum2;PS136 1 4 GKASPFEEDQNR GKAS(1)PFEEDQNR GKAS(ph)PFEEDQNR CK2 1.0 0.33505 Yes

677 IPI00320422 Periodic tryptophan proPwp1 S486 1 5 GLSVSGPCGSRSPQQTPMGLS(0.072)VS(0.428)GP GLSVS(ph)GPCGSRSPQQNEK6 No

678 IPI00320422 Periodic tryptophan proPwp1 S491 1 10 GLSVSGPCGSRSPQQTPMGLS(0.072)VS(0.428)GP GLSVS(ph)GPCGSRSPQQTPMES No

485 IPI00320422 Periodic tryptophan proPwp1 S493 1 12 GLSVSGPCGSRSPQQTPMGLS(0.001)VS(0.001)GP GLSVSGPCGSRS(ph)PQQTPM(ox)ES 1.1 0.45002 Yes

265 IPI00461460 R3hdm1 protein R3hdm1 S381 1 3 ASSFSGISVLTR AS(0.06)S(0.936)FS(0.00ASS(ph)FSGISVLTR PKD 1.0 0.25977 Yes

679 IPI00461479 RAB3A‐interacting proteRab3ip S215 1 7 TLVLSSSPTSPTQEPLAAAT(0.001)LVLS(0.044)S(0.TLVLSSS(ph)PTSPTQEPL Polo box No

680 IPI00461479 RAB3A‐interacting proteRab3ip T217 1 9 TLVLSSSPTSPTQEPLAAATLVLS(0.001)S(0.006)S(0TLVLSSSPT(ph)SPTQEPL CK1 Yes

118 IPI00845537 Rab GTPase‐binding eff Rabep1;Rab5ep;Rabpt5S407 1 4 RAQSTDSLGTSSSLQSK RAQS(0.892)T(0.104)DSRAQS(ph)TDSLGTSSSLQ CHK1/2 0.9 0.094146 Yes

58 IPI00453820 Ankycorbin;Ankyrin repRai14;Kiaa1334;Norpeg S914 1 3 RQSQQLDLLQQQVK RQS(1)QQLDLLQQQVK RQS(ph)QQLDLLQQQVKPKA 1.5 0.024355 Up Yes

530 IPI00135190 Ran‐binding protein 3 Ranbp3 S28 3 1 SAGSSSPEAGEDSDHEDGS(0.832)AGS(0.19)S(0.19S(ph)AGSSS(ph)PEAGEDGSK3 1.1 0.48406 Yes

181 IPI00135190 Ran‐binding protein 3 Ranbp3 S31 3 4 SAGSSSPEAGEDSDHEDGS(0.187)AGS(0.604)S(0.6SAGS(ph)S(ph)SPEAGEDCK1 0.9 0.16504 No

182 IPI00135190 Ran‐binding protein 3 Ranbp3 S32 3 5 SAGSSSPEAGEDSDHEDGS(0.187)AGS(0.604)S(0.6SAGS(ph)S(ph)SPEAGEDCK2 0.9 0.16504 No

224 IPI00135190 Ran‐binding protein 3 Ranbp3 S33 2 6 SAGSSSPEAGEDSDHEDGS(0.004)AGS(0.02)S(0.12SAGSSS(ph)PEAGEDS(phPolo box 0.9 0.21611 Yes

225 IPI00135190 Ran‐binding protein 3 Ranbp3 S40 2 13 SAGSSSPEAGEDSDHEDGS(0.004)AGS(0.02)S(0.12SAGSSS(ph)PEAGEDS(phCK2 0.9 0.21611 Yes

519 IPI00116031 RNA‐binding protein 10 Rbm10;Kiaa0122;Rbm1 S723 1 8 LASDDRPSPPR LASDDRPS(1)PPR LASDDRPS(ph)PPR CDK2 1.1 0.47774 Yes

34 IPI00170394 Splicing factor 45;45 kD Rbm17;Spf45 S155 1 6 RPDPDSDEDEDYERER RPDPDS(1)DEDEDYERERRPDPDS(ph)DEDEDYERER 1.7 0.0034046 Up Yes

321 IPI00229472 RNA‐binding protein 28 Rbm28 S231 2 8 VEEQVEDSDDEEDDDSH VEEQVEDS(0.999)DDEE VEEQVEDS(ph)DDEEDD CK2 1.0 0.31382 Yes

230 IPI00229472 RNA‐binding protein 28 Rbm28 S239 2 16 VEEQVEDSDDEEDDDSH VEEQVEDS(0.999)DDEE VEEQVEDS(ph)DDEEDDDS(ph)HDDEEERESTIASP 0.9 0.22176 Yes

105 IPI00229472 RNA‐binding protein 28 Rbm28 S248 2 25 VEEQVEDSDDEEDDDSH VEEQVEDS(0.12)DDEED VEEQVEDSDDEEDDDSH PKA 1.4 0.081931 Yes

106 IPI00229472 RNA‐binding protein 28 Rbm28 T249 2 26 VEEQVEDSDDEEDDDSH VEEQVEDS(0.12)DDEED VEEQVEDSDDEEDDDSH PLK1 1.4 0.081931 Yes

241 IPI00223371 RNA‐binding protein 39 Rbm39;Caper;Rnpc2;RbS136 1 3 DKSPVREPIDNLTPEER DKS(1)PVREPIDNLTPEERDKS(ph)PVREPIDNLTPEECDK2 0.9 0.22854 Yes

478 IPI00380766 E3 ubiquitin‐protein ligaRnf20;Bre1a;Kiaa4116;RS138 1 13 ALVVPEPEPDSDSNQER ALVVPEPEPDS(0.01)DS( ALVVPEPEPDSDS(ph)NQCK2 1.1 0.44644 Yes

264 IPI00453849 mRNA cap guanine‐N7 mRnmt;Kiaa0398;Rnmt;K S15 1 9 ASVASDPESPPGGNEPAAASVASDPES(1)PPGGNEPASVASDPES(ph)PPGGNEERK/MAPK 1.0 0.25962 Yes

301 IPI00111412 60S ribosomal protein LRpl4 S295 1 4 ILKSPEIQR ILKS(1)PEIQR ILKS(ph)PEIQR 1.0 0.30236 Yes

391 IPI00314950 60S acidic ribosomal proRplp0;Arbp S304 2 7 AEAKEESEESDEDMGFGLAEAKEES(1)EES(1)DEDMAEAKEES(ph)EES(ph)DEDMGFGLFD 1.1 0.36662 Yes

396 IPI00314950 60S acidic ribosomal proRplp0;Arbp S307 2 10 AEAKEESEESDEDMGFGLAEAKEES(1)EES(1)DEDMAEAKEES(ph)EES(ph)DE CK1 1.1 0.37076 Yes

125 IPI00113377 60S acidic ribosomal proRplp1 S101 2 4 KEESEESEDDMGFGLFD KEES(1)EES(1)EDDMGFGKEES(ph)EES(ph)EDDMGFGLFD 1.3 0.10222 Yes

126 IPI00113377 60S acidic ribosomal proRplp1 S104 2 7 KEESEESEDDMGFGLFD KEES(1)EES(1)EDDMGFGKEES(ph)EES(ph)EDDMGCK1 1.3 0.10222 Yes

283 IPI00139795 60S acidic ribosomal proRplp2 S102 2 4 KEESEESDDDMGFGLFD KEES(1)EES(1)DDDMGFGKEES(ph)EES(ph)DDDMGFGLFD 1.2 0.28092 Yes

284 IPI00139795 60S acidic ribosomal proRplp2 S105 2 7 KEESEESDDDMGFGLFD KEES(1)EES(1)DDDMGFGKEES(ph)EES(ph)DDDMGCK1 1.2 0.28092 Yes

469 IPI00134599 40S ribosomal protein SRps3 T221 1 7 DEILPTTPISEQK DEILPT(0.06)T(0.94)PISEDEILPTT(ph)PISEQK WW GroupIV 1.1 0.43151 Yes

103 IPI00114333 Ribosomal protein S6 ki Rps6ka3;Rps6ka‐rs1;RskS715 1 3 NQSPVLEPVGR NQS(1)PVLEPVGR NQS(ph)PVLEPVGR CHK1/2 0.8 0.078735 Yes

352 IPI00849948 40S ribosomal protein SRps8;Rps8;OTTMUSG00T143 1 5 GAKLTPEEEEILNK GAKLT(1)PEEEEILNK GAKLT(ph)PEEEEILNK CK2 1.0 0.34271 Yes

65 IPI00411051 Regulatory‐associated pRptor;Raptor;Rptor;RapS863 1 14 ILDTSSLTQSAPASPTNK ILDTSSLTQS(0.009)APASILDTSSLTQSAPAS(ph)PTWW GroupIV 1.5 0.031364 Up Yes

465 IPI00468702 Ras‐related GTP‐bindingRragc;Rragc S94 1 11 MSPNETLFLESTNK MSPNETLFLES(0.997)T(0M(ox)SPNETLFLES(ph)TNK 1.1 0.42644 Yes

446 IPI00323822 Ras‐related protein R‐R Rras2 S186 1 10 KFQEQECPPSPEPTRK KFQEQECPPS(1)PEPTRK KFQEQECPPS(ph)PEPTRWW GroupIV 1.1 0.41215 Yes

215 IPI00420344 RRP12‐like protein Rrp12;Kiaa0690 S1073 1 3 GDSIEEILADSEDEDEEEE GDS(0.5)IEEILADS(0.5)E GDS(ph)IEEILADSEDEDECK2 1.2 0.20491 No

375 IPI00420344 RRP12‐like protein Rrp12;Kiaa0690 S1081 1 11 GDSIEEILADSEDEDEEEE GDSIEEILADS(1)EDEDEEGDSIEEILADS(ph)EDEDECK2 1.1 0.35737 Yes

205 IPI00471271 Rsrc2 protein Rsrc2 S30 1 8 KKEQSDISISPR KKEQS(0.003)DIS(0.884 KKEQSDIS(ph)ISPR PLK1 0.9 0.1946 Yes

362 IPI00471271 Rsrc2 protein Rsrc2 S32 1 10 KKEQSDISISPR KKEQSDIS(0.307)IS(0.69KKEQSDISIS(ph)PR CDK1 1.2 0.3469 No
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681 IPI00649426 Runt‐related transcripti Runx1t1;RP23‐134H12. S590 1 1 STTPGTPSTIETTPR S(0.445)T(0.277)T(0.277S(ph)TTPGTPSTIETTPR No

682 IPI00649426 Runt‐related transcripti Runx1t1;RP23‐134H12. T601 3 12 STTPGTPSTIETTPR S(0.443)T(0.403)T(0.17) S(ph)TTPGTPSTIET(ph)T(ph)PR No

683 IPI00649426 Runt‐related transcripti Runx1t1;RP23‐134H12. T602 3 13 STTPGTPSTIETTPR S(0.443)T(0.403)T(0.17) S(ph)TTPGTPSTIET(ph)T CDK1 No

395 IPI00122174 MKIAA0138 protein;ScaSafb2;mKIAA0138;Safb2S404 1 7 APTAALSPEPQDSKEDVKAPTAALS(1)PEPQDSKEDAPTAALS(ph)PEPQDSKE CK1 1.1 0.36992 Yes

431 IPI00719971 Serine/threonine‐prote Saps3;D19Ertd703e;Kia S617 1 9 IQQFDDGGSDEEDIWEEKIQQFDDGGS(1)DEEDIW IQQFDDGGS(ph)DEEDIWCK2 1.1 0.39925 Yes

353 IPI00338954 SAM and SH3 domain‐c Sash1 S400 1 3 TCSFGGFDLTNR T(0.008)CS(0.992)FGGF TCS(ph)FGGFDLTNR CAMK2 1.0 0.34363 Yes

684 IPI00338954 SAM and SH3 domain‐c Sash1 S805 1 1 SLPVSICR S(1)LPVSICR S(ph)LPVSICR AURORA‐A Yes

159 IPI00177200 Scavenger receptor clasScarf2;Srec2 S672 1 9 HSAAAAAPSPPPAGR HSAAAAAPS(1)PPPAGR HSAAAAAPS(ph)PPPAGR 0.9 0.13631 Yes

335 IPI00474285 Protein LAP4;Protein sc Scrib;Kiaa0147;Lap4;ScrS1361 1 3 RVSLVGADDLR RVS(1)LVGADDLR RVS(ph)LVGADDLR AURORA‐A 1.2 0.32214 Yes

108 IPI00135660 Serum deprivation‐respSdpr;Sdr S192 3 1 SLEETLHNVDLSSDDELPRS(0.545)LEET(0.543)LHNS(ph)LEET(ph)LHNVDLSSCK2 1.4 0.084632 No

557 IPI00135660 Serum deprivation‐respSdpr;Sdr S203 3 12 SLEETLHNVDLSSDDELPRS(0.025)LEET(0.024)LHNSLEETLHNVDLS(ph)S(ph)DDELPRDEEALEDS(ph)A1.1 0.5 Yes

334 IPI00135660 Serum deprivation‐respSdpr;Sdr S204 3 13 SLEETLHNVDLSSDDELPRS(0.025)LEET(0.024)LHNSLEETLHNVDLS(ph)S(ph CK2 1.2 0.31998 Yes

558 IPI00135660 Serum deprivation‐respSdpr;Sdr S218 3 27 SLEETLHNVDLSSDDELPRS(0.255)LEET(0.225)LHNSLEETLHNVDLS(ph)S(ph CK2 1.1 0.5 Yes

685 IPI00135660 Serum deprivation‐respSdpr;Sdr S283 2 2 ASSGKSSPFKVSPLSFGR AS(0.25)S(0.25)GKS(0.2 AS(ph)SGKSSPFKVS(ph) GSK3 No

686 IPI00135660 Serum deprivation‐respSdpr;Sdr S284 2 3 ASSGKSSPFKVSPLSFGR AS(0.046)S(0.318)GKS(0ASS(ph)GKSSPFKVS(ph) GSK3 No

687 IPI00135660 Serum deprivation‐respSdpr;Sdr S287 2 6 ASSGKSSPFKVSPLSFGR AS(0.009)S(0.061)GKS(0ASSGKS(ph)SPFKVS(ph) CK1 No

688 IPI00135660 Serum deprivation‐respSdpr;Sdr S288 2 7 ASSGKSSPFKVSPLSFGR AS(0.009)S(0.061)GKS(0ASSGKS(ph)SPFKVS(ph) Polo box No

201 IPI00135660 Serum deprivation‐respSdpr;Sdr S293 2 12 ASSGKSSPFKVSPLSFGR AS(0.046)S(0.318)GKS(0ASS(ph)GKSSPFKVS(ph)PLSFGR 1.2 0.1881 Yes

36 IPI00135660 Serum deprivation‐respSdpr;Sdr S359 1 5 RGNNSAVGSNADLTIEEDRGNNS(0.761)AVGS(0.2RGNNS(ph)AVGSNADLTGSK3 1.6 0.006584 Up Yes

160 IPI00135660 Serum deprivation‐respSdpr;Sdr S363 1 9 RGNNSAVGSNADLTIEEDRGNNS(0.021)AVGS(0.9RGNNSAVGS(ph)NADLT CK1 1.3 0.13831 Yes

109 IPI00135660 Serum deprivation‐respSdpr;Sdr T196 3 5 SLEETLHNVDLSSDDELPRS(0.545)LEET(0.543)LHNS(ph)LEET(ph)LHNVDLSSPLK1 1.4 0.084632 No

79 IPI00135660 Serum deprivation‐respSdpr;Sdr T368 1 14 RGNNSAVGSNADLTIEEDRGNNSAVGS(0.055)NADRGNNSAVGSNADLT(ph) PLK 1.4 0.051611 Yes

458 IPI00648142 Sec23ip protein;SEC23‐ Sec23ip;Sec23ip S748 1 3 KLSVGAYVSSVR KLS(1)VGAYVSSVR KLS(ph)VGAYVSSVR CAMK2 1.1 0.42292 Yes

438 IPI00133030 Protein transport prote Sec61b S14 1 13 PGPTPSGTNVGSSGRSPSPGPTPSGTNVGS(0.084)SPGPTPSGTNVGSS(ph)GRSPSK 1.0 0.40494 Yes

689 IPI00133030 Protein transport prote Sec61b S17 1 16 PGPTPSGTNVGSSGRSPSPGPTPSGTNVGS(0.057)SPGPTPSGTNVGSS(ph)GRCDK2 No

481 IPI00114945 Septin‐2;Neural precursSept2;Nedd‐5;Nedd5 S218 1 9 IYHLPDAESDEDEDFKEQTIYHLPDAES(1)DEDEDFKEIYHLPDAES(ph)DEDEDFKEQTR 1.1 0.44779 Yes

381 IPI00923056 Sept5 protein;Septin‐5; Sept5;Sept5;Pnutl1;Sep S225 1 13 FGIHVYQFPECDSDEDEDFGIHVYQFPECDS(1)DEDFGIHVYQFPECDS(ph)DEDEDFKQQDR 1.1 0.36055 Yes

78 IPI00457611 Septin‐9;SL3‐3 integrati Sept9;Kiaa0991;Sint1;SeS41 1 12 SFEVEEIEPPNSTPPR SFEVEEIEPPNS(0.5)T(0.5SFEVEEIEPPNS(ph)TPPR 1.4 0.050031 No

424 IPI00457611 Septin‐9;SL3‐3 integrati Sept9;Kiaa0991;Sint1;SeT42 1 13 SFEVEEIEPPNSTPPR SFEVEEIEPPNS(0.003)T( SFEVEEIEPPNST(ph)PPR Polo box 1.0 0.39618 Yes

197 IPI00116284 Splicing factor 1;Zinc finSf1;Zfm1;Zfp162;Sf1;ZfmS80 2 14 TGDLGIPPNPEDRSPSPEPTGDLGIPPNPEDRS(1)PS TGDLGIPPNPEDRS(ph)PS(ph)PEPIYNSEGKR 1.3 0.18521 Yes

198 IPI00116284 Splicing factor 1;Zinc finSf1;Zfm1;Zfp162;Sf1;ZfmS82 2 16 TGDLGIPPNPEDRSPSPEPTGDLGIPPNPEDRS(1)PS TGDLGIPPNPEDRS(ph)P CAMK2 1.3 0.18521 Yes

134 IPI00420807 Splicing factor, arginine Sfrs1 S199 1 8 VKVDGPRSPSYGR VKVDGPRS(0.984)PS(0.0VKVDGPRS(ph)PSYGR WW GroupIV 1.3 0.11386 Yes

690 IPI00420807 Splicing factor, arginine Sfrs1 S201 1 10 VKVDGPRSPSYGR VKVDGPRS(0.496)PS(0.4VKVDGPRS(ph)PSYGR CAMK2 No

110 IPI00848672 Putative uncharacterizeSfrs11;mCG_11658;Sfrs S235 1 10 LNHVAAGLVSPSLK LNHVAAGLVS(0.992)PS(LNHVAAGLVS(ph)PSLK 1.4 0.085157 Yes

235 IPI00310880 Splicing factor arginine/Sfrs4;RP23‐13A13.2‐002S118 1 7 LIVENLSSR LIVENLS(0.5)S(0.5)R LIVENLS(ph)SR GSK3 1.2 0.2253 No

553 IPI00310880 Splicing factor arginine/Sfrs4;RP23‐13A13.2‐002S119 1 8 LIVENLSSR LIVENLS(0.107)S(0.893) LIVENLSS(ph)R 1.1 0.49397 Yes

356 IPI00310880 Putative uncharacterizeSfrs6;mCG_1675 S303 1 3 SHSPLPAPPSK S(0.008)HS(0.992)PLPAPSHS(ph)PLPAPPSK CAMK2 1.0 0.34506 Yes

514 IPI00120052 Sphingosine‐1‐phospha Sgpp1;Spp1;Spph1 S101 1 3 RNSLTGEEGELVK RNS(0.999)LT(0.001)GE RNS(ph)LTGEEGELVK PKA/AKT 1.1 0.47231 Yes

294 IPI00120052 Sphingosine‐1‐phospha Sgpp1;Spp1;Spph1 T103 1 5 RNSLTGEEGELVK RNS(0.5)LT(0.5)GEEGELVRNS(ph)LTGEEGELVK CK2 1.0 0.29132 No

127 IPI00828245 SH3‐domain binding proSh3bp1;AL592169.1‐00 S535 1 12 ERTEADLPKPTSPK ERTEADLPKPT(0.09)S(0. ERTEADLPKPTS(ph)PK WW GroupIV 0.9 0.10384 Yes

133 IPI00280250 SH3 and PX domain‐conSh3pxd2a;Fish;Sh3md1;S1032 1 6 AASQGSESPLLPTQR AAS(0.008)QGS(0.984)EAASQGS(ph)ESPLLPTQRCK1 0.9 0.11065 Yes

185 IPI00453688 Signal‐induced proliferaSipa1l1;Kiaa0440;Sipa1lS1528 1 6 LIDLESPTPESQK LIDLES(0.931)PT(0.069) LIDLES(ph)PTPESQK 1.3 0.16802 Yes

203 IPI00454140 MCG15924, isoform CRASkiv2l;SKI;Stk19;mCG_1S240 1 5 GDNASPSPSGTPLVR GDNAS(0.991)PS(0.008)GDNAS(ph)PSPSGTPLVRGSK3 0.9 0.19082 Yes

27 IPI00454140 MCG15924, isoform CRASkiv2l;SKI;Stk19;mCG_1S242 1 7 GDNASPSPSGTPLVR GDNAS(0.115)PS(0.655)GDNASPS(ph)PSGTPLVR 0.6 0.0001013 Down No

450 IPI00454140 MCG15924, isoform CRASkiv2l;SKI;Stk19;mCG_1S253 1 3 ASSLEDLVLK AS(0.003)S(0.997)LEDLVASS(ph)LEDLVLK CHK1/2 1.0 0.41585 Yes

502 IPI00622815 Sodium/hydrogen exchaSlc9a1;Slc9a1;Nhe1 S697 1 3 LDSPTLSR LDS(1)PTLSR LDS(ph)PTLSR GSK3 1.1 0.46287 Yes

550 IPI00622815 Sodium/hydrogen exchaSlc9a1;Slc9a1;Nhe1 S790 1 20 SKEPSSPGTDDVFTPGSSDSKEPSSPGTDDVFTPGS(0SKEPSSPGTDDVFTPGSSDCK1 1.1 0.49299 Yes

46 IPI00109311 Na(+)/H(+) exchange re Slc9a3r1;Nherf;Nherf1 S285 1 3 SASSDTSEELNSQDSPKR S(0.148)AS(0.837)S(0.01SAS(ph)SDTSEELNSQDS CHK1/2 0.7 0.015072 Down Yes

221 IPI00229571 SAFB‐like transcription  Sltm;Met;Sltm;Met;SltmS289 1 9 DVQDAIAQSPEKEAK DVQDAIAQS(1)PEKEAK DVQDAIAQS(ph)PEKEAKCDK2 1.2 0.21304 Yes

460 IPI00127941 Small acidic protein;Sid Smap;Sid2057 S15 1 2 RSASPDDDLGSSNWEAARS(0.863)AS(0.136)PDDRS(ph)ASPDDDLGSSNWEAADLGNEER 1.0 0.4232 Yes

432 IPI00127941 Small acidic protein;Sid Smap;Sid2057 S17 1 3 SASPDDDLGSSNWEAADS(0.13)AS(0.87)PDDDLGSAS(ph)PDDDLGSSNWE PKA 1.0 0.39927 Yes

691 IPI00127941 Small acidic protein;Sid Smap;Sid2057 S24 1 11 RSASPDDDLGSSNWEAARS(0.194)AS(0.194)PDDRSASPDDDLGS(ph)SNWEAADLGNEER No

692 IPI00127941 Small acidic protein;Sid Smap;Sid2057 S25 1 12 RSASPDDDLGSSNWEAARS(0.25)AS(0.25)PDDDLRS(ph)ASPDDDLGSSNWCK2 No

333 IPI00396739 SWI/SNF‐related matrixSmarca5;Snf2h S65 1 32 GGPEGGAAPAAPCAAGSGGPEGGAAPAAPCAAGSGGPEGGAAPAAPCAAGSCDK2 1.2 0.31989 Yes

200 IPI00459742 SWI/SNF complex subunSmarcc2;Baf170;SmarccS283 1 8 TLTDEVNSPDSDRR TLTDEVNS(1)PDSDRR TLTDEVNS(ph)PDSDRR ERK/MAPK 0.9 0.18612 Yes

164 IPI00129918 Survival motor neuron pSmn1;Smn S25 2 6 RGTGQSDDSDIWDDTALRGT(0.158)GQS(0.844)DRGTGQS(ph)DDS(ph)DIWDDTALIK 1.3 0.14443 Yes

184 IPI00129918 Survival motor neuron pSmn1;Smn S28 2 9 RGTGQSDDSDIWDDTALRGT(0.158)GQS(0.844)DRGTGQS(ph)DDS(ph)DIWCK1 0.9 0.16694 Yes

242 IPI00922961 Sntb2 protein;Beta‐2‐sySntb2;Sntb2;Snt2b2 S90 1 9 GPAGEASASPPVR GPAGEAS(0.024)AS(0.97GPAGEASAS(ph)PPVR 0.9 0.22867 Yes

487 IPI00342755 Sorting nexin‐33;SH3 anSnx33;Sh3px3 S169 1 8 APLERQDSLASAK APLERQDS(1)LASAK APLERQDS(ph)LASAK CHK1/2 1.1 0.45112 Yes

245 IPI00654133 Protein SOLO;Protein SOSolo;Solo;Solo;Solo;SoloS959 1 10 IQQQLGEEASPR IQQQLGEEAS(1)PR IQQQLGEEAS(ph)PR CDK1 1.0 0.2339 Yes

693 IPI00648688 C‐jun‐amino‐terminal k Spag9;Jip4;Jsap2;Kiaa05S732 1 5 SASQSSLDKLDQELK S(0.065)AS(0.043)QS(0. SASQS(ph)SLDKLDQELK CK1 No

694 IPI00648688 C‐jun‐amino‐terminal k Spag9;Jip4;Jsap2;Kiaa05S733 1 6 SASQSSLDKLDQELK S(0.065)AS(0.043)QS(0. SASQS(ph)SLDKLDQELK CK1 No

695 IPI00404721 Serine protease inhibitoSpink6;Spink6 S93 1 1 SSGKINLKHR S(0.691)S(0.309)GKINLKS(ph)SGKINLKHR NEK6 No

218 IPI00319830 Spectrin beta chain, braSptbn1;Elf;Spnb‐2;SpnbS2340 1 16 AQTLPTSVVTITSESSPGK AQTLPTSVVT(0.001)IT(0AQTLPTSVVTITSESS(ph) Polo box 1.2 0.20816 Yes

552 IPI00319830 Spectrin beta chain, braSptbn1;Elf;Spnb‐2;SpnbS2102 1 4 RPPSPDPNTK RPPS(0.973)PDPNT(0.02RPPS(ph)PDPNTK WW GroupIV 1.1 0.49338 Yes

509 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;RPS915 2 5 KETESEAEDDNLDDLER KET(1)ES(1)EAEDDNLDDKET(ph)ES(ph)EAEDDNLCK2 1.1 0.469 Yes
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508 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;RPT913 2 3 KETESEAEDDNLDDLER KET(1)ES(1)EAEDDNLDDKET(ph)ES(ph)EAEDDNLPKA 1.1 0.469 Yes

318 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;RPS220 1 3 EKSPELPEPSVR EKS(1)PELPEPSVR EKS(ph)PELPEPSVR 1.2 0.31314 Yes

119 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;RPS448 1 3 RESPSPAPKPR RES(0.88)PS(0.12)PAPKPRES(ph)PSPAPKPR PKA 0.9 0.096192 Yes

320 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;RPS450 1 5 RESPSPAPKPR RES(0.051)PS(0.949)PAPRESPS(ph)PAPKPR 1.0 0.31342 Yes

538 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;RPS572 2 3 RRSPSPAPPPPPPPPPPR RRS(1)PS(1)PAPPPPPPP RRS(ph)PS(ph)PAPPPPP PKA/AKT 1.1 0.49021 Yes

539 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;RPS574 2 5 RRSPSPAPPPPPPPPPPR RRS(1)PS(1)PAPPPPPPP RRS(ph)PS(ph)PAPPPPP PKA/AKT 1.1 0.49021 Yes

696 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;RPS713 1 5 APQTSSPPPVR APQT(0.004)S(0.498)S(0APQTS(ph)SPPPVR No

366 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;RPS714 1 6 APQTSSPPPVR APQT(0.001)S(0.01)S(0. APQTSS(ph)PPPVR Polo box 1.0 0.35151 Yes

158 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2535 1 4 RVPSPTPVPK RVPS(0.906)PT(0.094)PVRVPS(ph)PTPVPK PKA 0.9 0.1344 Yes

433 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; T2537 1 6 RVPSPTPVPK RVPS(0.002)PT(0.998)PVRVPSPT(ph)PVPK 1.1 0.39957 Yes

374 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1068 1 3 SSSPVTELTAR S(0.097)S(0.054)S(0.849SSS(ph)PVTELTAR CHK1/2 1.1 0.35687 Yes

388 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1151 1 4 DKFSPTQDRPESSTVLK DKFS(0.978)PT(0.022)Q DKFS(ph)PTQDRPESSTVLK 1.1 0.36558 Yes

317 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1160 1 13 DKFSPTQDRPESSTVLK DKFS(0.001)PT(0.013)Q DKFSPTQDRPESS(ph)TVLK 1.2 0.31307 Yes

306 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1214 1 11 SEQPLSQVLPSLSPEHK SEQPLSQVLPS(0.5)LS(0. SEQPLSQVLPS(ph)LSPEHK 1.0 0.30556 No

430 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1216 1 13 SEQPLSQVLPSLSPEHK SEQPLS(0.002)QVLPS(0.SEQPLSQVLPSLS(ph)PEHK 1.1 0.39885 Yes

498 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1305 1 13 NSGPVSEVNTGFSPEVK NSGPVSEVNTGFS(1)PEVNSGPVSEVNTGFS(ph)PEVK 1.1 0.4618 Yes

701 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1338 1 2 RSSSELSPEVVEK RS(0.468)S(0.468)S(0.05RS(ph)SSELSPEVVEK PKA No

188 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1339 1 3 RSSSELSPEVVEK RS(0.02)S(0.957)S(0.02) RSS(ph)SELSPEVVEK PKA 1.3 0.17088 Yes

266 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2070 1 5 MSCFSRPSMSPTPLDR MSCFS(0.744)RPS(0.256M(ox)SCFS(ph)RPSMSPTCK1 1.0 0.25982 No

521 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2073 1 8 MSCFSRPSMSPTPLDR MSCFS(0.001)RPS(0.999M(ox)SCFSRPS(ph)M(oxPKA 1.1 0.47864 Yes

698 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2075 1 10 MSCFSRPSMSPTPLDR MS(0.075)CFS(0.081)RPM(ox)SCFSRPSMS(ph)PTPLDR No

702 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2347 1 2 VSGRTSPLMLDR VS(0.456)GRT(0.087)S(0VS(ph)GRTSPLM(ox)LDRPKA No

346 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2351 1 6 VSGRTSPLMLDR VSGRT(0.006)S(0.994)P VSGRTS(ph)PLM(ox)LDRPKA 1.0 0.33946 Yes

459 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2404 1 19 MVQASSQSLLPPAQDRPMVQASSQSLLPPAQDRPM(ox)VQASSQSLLPPAQ WW GroupIV 1.1 0.42319 Yes

700 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2411 1 26 MVQASSQSLLPPAQDRPMVQAS(0.135)S(0.079)QM(ox)VQASSQSLLPPAQ CK1 No

520 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S821 1 1 SGTPPRPGSVTNMQADES(0.55)GT(0.441)PPRPGS(ph)GTPPRPGSVTNM(ox)QADECTATPQR 1.1 0.47858 No

89 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S829 2 9 SGTPPRPGSVTNMQADES(0.493)GT(0.439)PPRP S(ph)GTPPRPGS(ph)VTNCAMK2 0.8 0.060924 No

697 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; T1153 1 6 DKFSPTQDRPESSTVLK DKFS(0.277)PT(0.442)Q DKFSPT(ph)QDRPESSTVLK No

699 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; T2077 1 12 MSCFSRPSMSPTPLDR MS(0.075)CFS(0.081)RPM(ox)SCFSRPSMS(ph)PTFHA1 Rad53p No

379 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; T2350 1 1 TSPLMLDR T(0.987)S(0.013)PLMLD T(ph)SPLMLDR CK1 1.0 0.35965 Yes

401 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; T823 1 3 SGTPPRPGSVTNMQADES(0.194)GT(0.796)PPRP SGT(ph)PPRPGSVTNMQCDK2 1.0 0.37655 Yes

90 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; T831 2 11 SGTPPRPGSVTNMQADES(0.493)GT(0.439)PPRP S(ph)GTPPRPGS(ph)VTNM(ox)QADECTATPQR 0.8 0.060924 No

102 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; T973 1 5 SMLQTPPDQNLSGSK SMLQT(1)PPDQNLSGSK SM(ox)LQT(ph)PPDQNL FHA1 Rad53p 0.8 0.076776 Yes

273 IPI00830670 Sperm‐specific antigen  Ssfa2;Kiaa1927;Krap;SsfS738 1 3 SQSLPTTLLSPVR S(0.097)QS(0.901)LPTT( SQS(ph)LPTTLLSPVR 14‐3‐3 binding 1.0 0.27111 Yes

542 IPI00830670 Sperm‐specific antigen  Ssfa2;Kiaa1927;Krap;SsfS90 1 6 TPLGASLDEQSSGTPK TPLGAS(1)LDEQSSGTPK TPLGAS(ph)LDEQSSGTP CK2 1.1 0.49073 Yes

405 IPI00311020 Sarcospan;K‐ras oncogeSspn;Krag;Sspn S205 1 1 SLMASDGQLPKA S(0.994)LMAS(0.006)DGS(ph)LM(ox)ASDGQLPKAGSK3 1.1 0.37995 Yes

540 IPI00755329 Translocon‐associated pSsr1 S268 1 28 VEMGTSSQNDVDMSWI VEMGTSSQNDVDMS(0.0VEMGTSSQNDVDMSWI CDK2 1.1 0.49051 Yes

289 IPI00755329 Translocon‐associated pSsr1 T260 1 20 VEMGTSSQNDVDMSWI VEMGT(0.001)S(0.002)SVEMGTSSQNDVDMSWIPQET(ph)LNQINKASPR 1.2 0.28652 No

329 IPI00131311 Striamin protein Strm;Strn2 S67 1 10 IQALTACLPSPLGR IQALTACLPS(1)PLGR IQALTACLPS(ph)PLGR 1.2 0.31818 Yes

455 IPI00471361 STIP1 homology and U bStub1;Chip S20 1 8 LGTGGGGSPDKSPSAQELLGT(0.007)GGGGS(0.99 LGTGGGGS(ph)PDKSPSACDK2 1.0 0.42157 Yes

315 IPI00471361 STIP1 homology and U bStub1;Chip T15 1 3 LGTGGGGSPDKSPSAQELLGT(0.919)GGGGS(0.08 LGT(ph)GGGGSPDKSPSACAMK2 1.0 0.31043 Yes

344 IPI00170232 Supervillin;Archvillin;p2Svil;Svil;Svil;Svil S227 1 10 SISFPEVPRSPK SISFPEVPRS(1)PK SISFPEVPRS(ph)PK WW GroupIV 1.2 0.33695 Yes

467 IPI00662157 Synaptopodin Synpo;Kiaa1029 S116 1 8 KVMTASGSSSPVPR KVMTAS(0.012)GS(0.80 KVM(ox)TASGS(ph)SSPVCK1 1.1 0.42682 Yes

132 IPI00662157 Synaptopodin Synpo;Kiaa1029 S118 1 10 KVMTASGSSSPVPR KVMT(0.001)AS(0.017)GKVM(ox)TASGSSS(ph)PVPolo box 0.9 0.1102 Yes

418 IPI00662157 Synaptopodin Synpo;Kiaa1029 S134 1 3 STSFTENDLK S(0.006)T(0.049)S(0.945STS(ph)FTENDLK PKA/AKT 1.0 0.38955 Yes

454 IPI00662157 Synaptopodin;SynaptopSynpo;Kiaa1029;Synpo; S535 1 6 LLGQRSPVLER LLGQRS(1)PVLER LLGQRS(ph)PVLER 1.0 0.42156 Yes

341 IPI00662157 Synaptopodin;SynaptopSynpo;Kiaa1029;Synpo; S672 1 4 DRASPAAAEEAVPEWAS DRAS(1)PAAAEEAVPEWDRAS(ph)PAAAEEAVPEWPKA 1.0 0.33338 Yes

703 IPI00930819 Transcription elongatio Tcea1;Tceat;Tcea1;TceaS107 1 7 KKEPAISSQNSPEAR KKEPAIS(0.333)S(0.333) KKEPAIS(ph)SQNSPEAR GSK3 No

704 IPI00930819 Transcription elongatio Tcea1;Tceat;Tcea1;TceaS108 1 8 KKEPAISSQNSPEAR KKEPAIS(0.333)S(0.333) KKEPAIS(ph)SQNSPEAR No

471 IPI00930819 Transcription elongatio Tcea1;Tceat;Tcea1;TceaS111 1 11 KKEPAISSQNSPEAR KKEPAISSQNS(1)PEAR KKEPAISSQNS(ph)PEAR CK1 1.1 0.43291 Yes

96 IPI00828809 Transcription factor E3; Tcfe3;RP23‐109E24.7‐0 S553 1 11 AASDPLLSSVSPAVSK AASDPLLSSVS(0.999)PA AASDPLLSSVS(ph)PAVSKCK1 0.8 0.06702 Yes

517 IPI00115660 Treacle protein;TreacheTcof1;Tcof1 S169 1 13 KSAEPLANTVLASETEEEGKS(0.002)AEPLANT(0.00KSAEPLANTVLAS(ph)ETECK2 1.1 0.47583 Yes

547 IPI00115660 Treacle protein;TreacheTcof1;Tcof1;Tcof1 S1191 1 3 KLSGDLEAGAPK KLS(1)GDLEAGAPK KLS(ph)GDLEAGAPK PKA 1.1 0.49212 Yes

179 IPI00848939 Tensin‐like C1 domain‐cTenc1;Tns2;Tenc1;Tns2 S1089 1 5 HLPGSGQQPSPPAR HLPGS(0.862)GQQPS(0. HLPGS(ph)GQQPSPPAR NEK6 0.9 0.16105 Yes

373 IPI00848939 Tensin‐like C1 domain‐cTenc1;Tns2;Tenc1;Tns2 S1094 1 10 HLPGSGQQPSPPAR HLPGS(0.002)GQQPS(0. HLPGSGQQPS(ph)PPAR 1.2 0.35512 Yes

476 IPI00848939 Tensin‐like C1 domain‐cTenc1;Tns2;Tenc1;Tns2 Y483 1 8 GPLDGSPYAQVQR GPLDGSPY(1)AQVQR GPLDGSPY(ph)AQVQR ALK 1.1 0.44323 Yes

250 IPI00807764 29 kDa protein Tfpt S180 1 9 TTATLDPTSPAPGEGPSG TTATLDPT(0.5)S(0.5)PAPTTATLDPT(ph)SPAPGEGWW GroupIV 1.2 0.23922 No

249 IPI00807764 29 kDa protein Tfpt T179 1 8 TTATLDPTSPAPGEGPSG TTATLDPT(0.5)S(0.5)PAPTTATLDPT(ph)SPAPGEGNEK6 1.2 0.23922 No

261 IPI00556768 Thyroid hormone recepThrap3;Trap150;Thrap3S243 1 7 ASVSDLSPR ASVSDLS(1)PR ASVSDLS(ph)PR CDK1 1.2 0.25485 Yes

332 IPI00556768 Thyroid hormone recepThrap3;Trap150;Thrap3S679 1 4 IDISPSTFR IDIS(1)PSTFR IDIS(ph)PSTFR 1.2 0.31973 Yes

705 IPI00556768 Thyroid hormone recepThrap3;Trap150;Thrap3S681 1 7 RIDISPSTFR RIDIS(0.499)PS(0.499)T(RIDIS(ph)PSTFR No

236 IPI00114862 THUMP domain‐containThumpd1 S86 2 9 FIDKDQQPSGSEGEDDDAFIDKDQQPS(1)GS(1)EGEFIDKDQQPS(ph)GS(ph)ECK2 0.9 0.22536 Yes

237 IPI00114862 THUMP domain‐containThumpd1 S88 2 11 FIDKDQQPSGSEGEDDDAFIDKDQQPS(1)GS(1)EGEFIDKDQQPS(ph)GS(ph)ECK2 0.9 0.22536 Yes

488 IPI00461642 Tight junction‐associateTjap1;Pilt;Tjp4 S527 1 3 KDSLTQAQEQGTVLS KDS(0.959)LT(0.041)QA KDS(ph)LTQAQEQGTVLSCHK1/2 1.1 0.45183 Yes

31 IPI00828976 Putative uncharacterizeTmpo;Tmpo;Tmpo;Lap2S277 1 9 IDGAVISESTPIAETIK IDGAVISES(0.5)T(0.5)PIAIDGAVISES(ph)TPIAETIK 0.6 0.0017421 Down No

32 IPI00828976 Putative uncharacterizeTmpo;Tmpo;Tmpo;Lap2T278 1 10 IDGAVISESTPIAETIK IDGAVISES(0.5)T(0.5)PIAIDGAVISES(ph)TPIAETIK Polo box 0.6 0.0017421 Down No
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282 IPI00896574 Putative uncharacterizeTmpo;Tmpo;Tmpo;Lap2S157 1 1 SSTPLPTVSSSAENTR S(0.528)S(0.236)T(0.236S(ph)STPLPTVSSSAENTRCK1 1.2 0.28071 No

706 IPI00896574 Putative uncharacterizeTmpo;Tmpo;Tmpo;Lap2S165 1 9 SSTPLPTVSSSAENTR S(0.066)S(0.047)T(0.047SSTPLPTVS(ph)SSAENTR No

707 IPI00896574 Putative uncharacterizeTmpo;Tmpo;Tmpo;Lap2S167 1 11 SSTPLPTVSSSAENTR S(0.066)S(0.047)T(0.047SSTPLPTVS(ph)SSAENTRCK1 No

525 IPI00896574 Putative uncharacterizeTmpo;Tmpo;Tmpo;mCGS66 2 6 GPPDFSSDEEREPTPVLGSGPPDFS(0.777)S(0.777) GPPDFS(ph)S(ph)DEERECK2 1.1 0.48121 Yes

526 IPI00896574 Putative uncharacterizeTmpo;Tmpo;Tmpo;mCGS67 2 7 GPPDFSSDEEREPTPVLGSGPPDFS(0.777)S(0.777) GPPDFS(ph)S(ph)DEERECK2 1.1 0.48121 Yes

279 IPI00121341 Thioredoxin‐related tra Tmx1;Txndc;Txndc1 S245 1 14 KVEEEQEADEEDVSEEEAKVEEEQEADEEDVS(1)EEKVEEEQEADEEDVS(ph)ECK2 1.2 0.27982 Yes

153 IPI00121341 Thioredoxin‐related tra Tmx1;Txndc;Txndc1 S256 1 25 KVEEEQEADEEDVSEEEAKVEEEQEADEEDVS(0.5) KVEEEQEADEEDVS(ph)EGSK3 1.3 0.13214 No

300 IPI00459443 182 kDa tankyrase‐1‐binTnks1bp1;Kiaa1741;TabS1063 1 7 MQAESQSPTNVDLEDKEMQAES(0.082)QS(0.917M(ox)QAESQS(ph)PTNVDLEDKER 1.0 0.30129 Yes

708 IPI00459443 182 kDa tankyrase‐1‐binTnks1bp1;Kiaa1741;TabS1373 1 4 SSGSLSPGLETEDPLEAR S(0.056)S(0.033)GS(0.45SSGS(ph)LSPGLETEDPLECK1 No

709 IPI00459443 182 kDa tankyrase‐1‐binTnks1bp1;Kiaa1741;TabS1375 1 6 SSGSLSPGLETEDPLEAR S(0.056)S(0.033)GS(0.45SSGS(ph)LSPGLETEDPLECK1 No

147 IPI00459443 182 kDa tankyrase‐1‐binTnks1bp1;Kiaa1741;TabT533 1 11 GEGVSQVGPGTPPAPESPGEGVSQVGPGT(1)PPAP GEGVSQVGPGT(ph)PPA ERK/MAPK 0.9 0.12659 Yes

434 IPI00378438 Putative uncharacterizeTns1 S1346 1 9 TVGTNTPPSPGFGR TVGT(0.001)NT(0.021)PTVGTNTPPS(ph)PGFGR WW GroupIV 1.0 0.40177 Yes

26 IPI00353237 Tensin‐3;Tensin‐like SH2Tns3;Tens1 S769 1 3 KLSIGQYDNDAASQVTFSKLS(0.998)IGQY(0.002)DKLS(ph)IGQYDNDAASQVPKA/AKT 2.0 6.292E‐05 Up Yes

522 IPI00751137 Putative uncharacterizeTomm70a S94 1 8 KTPEGRASPALGSGHHDGKT(0.051)PEGRAS(0.753KTPEGRAS(ph)PALGSGHPKA 1.1 0.47873 Yes

47 IPI00135443 DNA topoisomerase 2‐bTop2b S1387 1 4 VKASPITNDGEDEFVPSD VKAS(0.824)PIT(0.176)NVKAS(ph)PITNDGEDEFVPSDGLDKDEYAFSSGK 1.5 0.015322 Up Yes

372 IPI00135443 DNA topoisomerase 2‐bTop2b S1400 2 17 VKASPITNDGEDEFVPSD VKAS(0.984)PIT(0.017)NVKAS(ph)PITNDGEDEFVPS(ph)DGLDKDEYAFSSG 1.2 0.35489 Yes

710 IPI00135443 DNA topoisomerase 2‐bTop2b S1563 1 3 KTSFDQDSDVDIFPSDFTSKT(0.464)S(0.464)FDQDKT(ph)SFDQDSDVDIFPSDFTSEPPALPR No

541 IPI00135443 DNA topoisomerase 2‐bTop2b S1568 1 8 KTSFDQDSDVDIFPSDFTSKT(0.005)S(0.005)FDQDKTSFDQDS(ph)DVDIFPSDFTSEPPALPR 1.1 0.49068 Yes

311 IPI00135443 DNA topoisomerase 2‐bTop2b T1390 1 7 VKASPITNDGEDEFVPSD VKAS(0.196)PIT(0.803)NVKASPIT(ph)NDGEDEFV CK1 1.2 0.30745 Yes

382 IPI00135443 DNA topoisomerase 2‐bTop2b Y1408 2 25 VKASPITNDGEDEFVPSD VKAS(0.499)PIT(0.499)NVKAS(ph)PITNDGEDEFVPSDGLDKDEY(ph)AFSSG 1.0 0.3607 No

254 IPI00755183 Tumor protein D52‐like Tpd52l2;RP23‐33L3.2‐0 S189 1 7 NSATFKSFEDR NSATFKS(1)FEDR NSATFKS(ph)FEDR 1.2 0.24246 Yes

167 IPI00312128 Transcription intermedi Trim28;Krip1;Tif1b;TrimS471 1 1 SRSGEGEVSGLLR S(0.701)RS(0.299)GEGE S(ph)RSGEGEVSGLLR NIMA 1.3 0.14593 No

555 IPI00480497 Tripartite motif‐containTrim47;Trim47;Trim47 S591 1 6 SGALASPTDPFQSR SGALAS(0.994)PT(0.006SGALAS(ph)PTDPFQSR 1.1 0.49457 Yes

711 IPI00480497 Tripartite motif‐containTrim47;Trim47;Trim47 T593 1 9 RSGALASPTDPFQSR RSGALAS(0.497)PT(0.49RSGALAS(ph)PTDPFQSR No

409 IPI00623570 Cbp37 Trip12;Gtl6;cbp37 S310 1 1 SESPPAELPSLR S(0.663)ES(0.337)PPAELS(ph)ESPPAELPSLR CK1 1.0 0.38212 No

190 IPI00623570 Cbp37 Trip12;Gtl6;cbp37 S312 1 4 RSESPPAELPSLR RS(0.108)ES(0.892)PPAERSES(ph)PPAELPSLR 14‐3‐3 binding 0.9 0.17328 Yes

304 IPI00229801 Transformation related Trp53bp1;RP23‐437L13 S267 1 6 SEDRPSSPQVSVAAVETK S(0.002)EDRPS(0.902)S(SEDRPS(ph)SPQVSVAAVPKA 1.0 0.30373 Yes

532 IPI00229801 Transformation related Trp53bp1;RP23‐437L13 S268 1 7 SEDRPSSPQVSVAAVETK SEDRPSS(1)PQVSVAAVESEDRPSS(ph)PQVSVAAVWW GroupIV 1.1 0.48655 Yes

384 IPI00229801 Transformation related Trp53bp1;RP23‐437L13 S382 1 9 STPFIVPSSPTEQGGR STPFIVPS(0.057)S(0.887STPFIVPSS(ph)PTEQGGRWW GroupIV 1.1 0.36103 Yes

7 IPI00119314 Tubby protein;Tubby prTub;Rd5;Tub;Rd5 S333 1 1 SNLMGTKFTVYDNGVNPS(1)NLMGTKFTVYDNGVS(ph)NLM(ox)GTKFTVYDPKD 0.2 8.043E‐26 Down Yes

35 IPI00115425 Twist‐related protein 1;Twist1;Twist S68 1 24 SAGGSAGPGGATGGGIGSAGGSAGPGGAT(0.201)SAGGSAGPGGATGGGIGERK/MAPK 1.6 0.0049247 Up Yes

42 IPI00848643 Twist homolog 2 (DrosoTwist2;Twist2;Dermo1 S55 1 3 KGSPSAQSFEELQSQR KGS(0.956)PS(0.022)AQKGS(ph)PSAQSFEELQSQR 1.5 0.012927 Up Yes

712 IPI00848643 Twist homolog 2 (DrosoTwist2;Twist2;Dermo1 S57 1 5 KGSPSAQSFEELQSQR KGS(0.5)PS(0.5)AQSFEE KGS(ph)PSAQSFEELQSQR No

338 IPI00113746 Splicing factor U2AF 65 U2af2;U2af65 S79 1 12 GAKEEHGGLIRSPR GAKEEHGGLIRS(1)PR GAKEEHGGLIRS(ph)PR CDK1 1.2 0.33033 Yes

497 IPI00112597 Ubiquitin conjugation faUbe4b;Ufd2;Ube4b;RP2S103 1 1 SQSMDIDGVSCEK S(0.746)QS(0.254)MDIDS(ph)QSMDIDGVSCEK NEK6 1.1 0.46143 No

713 IPI00420949 Regulator of nonsense tUpf1;Rent1;Upf1;Rent1 S915 2 2 ESLMQFSKPRK ES(1)LMQFS(1)KPRK ES(ph)LM(ox)QFS(ph)KPAURORA Yes

714 IPI00420949 Regulator of nonsense tUpf1;Rent1;Upf1;Rent1 S920 2 7 ESLMQFSKPRK ES(1)LMQFS(1)KPRK ES(ph)LM(ox)QFS(ph)KPRK Yes

470 IPI00128071 General vesicular transpUso1;Vdp;Uso1;Vdp;Us S940 1 14 LKDLGHPVEEEDESGDQELKDLGHPVEEEDES(1)GDLKDLGHPVEEEDES(ph)GDQEDDDDEIDDGDKDQD1.1 0.43172 Yes

148 IPI00405227 Vinculin;Metavinculin Vcl S290 1 9 GWLRDPNASPGDAGEQAGWLRDPNAS(1)PGDAGEGWLRDPNAS(ph)PGDAGEQAIR 0.9 0.12659 Yes

715 IPI00122549 Voltage‐dependent anioVdac1;Vdac5;Vdac1;VdaS114 1 5 LTFDSSFSPNTGKK LT(0.001)FDS(0.332)S(0 LTFDS(ph)SFSPNTGKK No

716 IPI00122549 Voltage‐dependent anioVdac1;Vdac5;Vdac1;VdaS115 1 6 LTFDSSFSPNTGKK LT(0.001)FDS(0.332)S(0 LTFDS(ph)SFSPNTGKK PLK1 No

717 IPI00122549 Voltage‐dependent anioVdac1;Vdac5;Vdac1;VdaS117 1 8 LTFDSSFSPNTGKK LT(0.001)FDS(0.332)S(0 LTFDS(ph)SFSPNTGKK CK1 No

429 IPI00226275 WD repeat‐containing pWdr26 S101 1 3 RLSQSDEDVIR RLS(0.977)QS(0.023)DE RLS(ph)QSDEDVIR PKA 1.1 0.39859 Yes

59 IPI00229856 WD repeat‐containing pWdr42a;D1Ucla4;H326;S123 2 4 DQDSSDDERALEDWVSSDQDS(1)S(1)DDERALEDWDQDS(ph)S(ph)DDERALEDWVSSETTALPRPR 1.5 0.024848 Up Yes

60 IPI00229856 WD repeat‐containing pWdr42a;D1Ucla4;H326;S124 2 5 DQDSSDDERALEDWVSSDQDS(1)S(1)DDERALEDWDQDS(ph)S(ph)DDERALECK2 1.5 0.024848 Up Yes

719 IPI00849786 Nuclease‐sensitive elemYbx1;Msy‐1;Msy1;Nsep S166 1 9 NYQQNYQNSESGEKNEGNYQQNY(0.015)QNS(0.4NYQQNYQNS(ph)ESGEKNEGSESAPEGQAQQR No

387 IPI00849786 Nuclease‐sensitive elemYbx1;Msy‐1;Msy1;Nsep S168 1 11 NYQQNYQNSESGEKNEGNYQQNY(0.005)QNS(0.1NYQQNYQNSES(ph)GEKNEGSESAPEGQAQQR 1.1 0.3638 Yes

500 IPI00849786 Nuclease‐sensitive elemYbx1;Msy‐1;Msy1;Nsep S175 1 18 NYQQNYQNSESGEKNEGNYQQNYQNS(0.007)ES( NYQQNYQNSESGEKNEGS(ph)ESAPEGQAQQR 1.1 0.4626 Yes

121 IPI00849786 Nuclease‐sensitive elemYbx1;Msy‐1;Msy1;Nsep S177 1 20 NYQQNYQNSESGEKNEGNY(0.008)QQNY(0.02)QNYQQNYQNSESGEKNEGCK2 0.9 0.098281 No

718 IPI00849786 Nuclease‐sensitive elemYbx1;Msy‐1;Msy1;Nsep Y163 1 6 NYQQNYQNSESGEKNEGNY(0.114)QQNY(0.373)QNYQQNY(ph)QNSESGEKNEGSESAPEGQAQQR No

80 IPI00676162 YEATS domain‐containinYeats2;Kiaa1197;Yeats2S462 1 3 IVSGSPISTPSPSPLPR IVS(0.924)GS(0.075)PIS(IVS(ph)GSPISTPSPSPLPR 0.8 0.052188 Yes

456 IPI00515528 Zinc finger CCCH type coZc3h13 S242 1 7 KAAVVASPLLDQQR KAAVVAS(1)PLLDQQR KAAVVAS(ph)PLLDQQR ERK/MAPK 1.1 0.42223 Yes

510 IPI00461416 Zinc finger CCCH domai Zc3h14 S515 1 10 DLVQPDKPASPK DLVQPDKPAS(1)PK DLVQPDKPAS(ph)PK WW GroupIV 1.1 0.47088 Yes

390 IPI00673693 Zinc finger CCCH domai Zc3h18;Nhn1 S554 1 6 LGVSVSPSR LGVSVS(1)PSR LGVSVS(ph)PSR CDK2 1.1 0.36656 Yes

720 IPI00673693 Zinc finger CCCH domai Zc3h18;Nhn1 S556 1 8 LGVSVSPSR LGVS(0.004)VS(0.498)PSLGVSVS(ph)PSR CK1 No

369 IPI00673693 Zinc finger CCCH domai Zc3h18;Nhn1;Zc3h18;N S114 2 27 GPAGSPCEEGDDVEEDG GPAGS(1)PCEEGDDVEEDGPAGS(ph)PCEEGDDVEEDGTSDLRDEASS(ph)VTR1.2 0.35318 No

368 IPI00673693 Zinc finger CCCH domai Zc3h18;Nhn1;Zc3h18;N S92 2 5 GPAGSPCEEGDDVEEDG GPAGS(1)PCEEGDDVEEDGPAGS(ph)PCEEGDDVE CK2 1.2 0.35318 Yes

239 IPI00453824 MKIAA1227 protein;PutZfp295;mKIAA1227;Zfp2S462 1 6 IKTEPSSPLSDPSDIIR IKTEPS(0.906)S(0.093)P IKTEPS(ph)SPLSDPSDIIR GSK3 1.2 0.22577 Yes

721 IPI00453824 MKIAA1227 protein;PutZfp295;mKIAA1227;Zfp2S463 1 7 IKTEPSSPLSDPSDIIR IKT(0.006)EPS(0.497)S(0IKTEPS(ph)SPLSDPSDIIR WW GroupIV No

427 IPI00467729 Zinc finger protein 462 Zfp462 S1994 1 12 KHVQYGSVPAVSAAVKG KHVQYGSVPAVS(1)AAV KHVQYGSVPAVS(ph)AAVKGLR 1.1 0.39665 Yes

361 IPI00123531 Zinc finger protein 148; Znf148;Zbp89;Zfp148;ZfS306 1 15 GGLLTSEEDSGFSTSPK GGLLTSEEDSGFSTS(1)PKGGLLTSEEDSGFSTS(ph)PCDK1 1.0 0.34675 Yes

139 IPI00421031 Zinc finger protein 521; Znf521;Evi3;Zfp521;Znf5S273 1 10 HIAECHPECSPNEDR HIAECHPECS(1)PNEDR HIAECHPECS(ph)PNEDRCK2 0.9 0.11693 Yes

316 IPI00227314 Zinc finger protein 609 Znf609;Kiaa0295;Zfp609S1057 1 3 APSLTDLVK APS(0.999)LT(0.001)DLVAPS(ph)LTDLVK PKD 1.2 0.31059 Yes

380 IPI00463399 Zinc finger protein 740; Znf740;Zfp740;Znf740;ZS19 1 3 AGSPDVLR AGS(1)PDVLR AGS(ph)PDVLR CAMK2 1.1 0.36021 Yes

51 IPI00320990 Uncharacterized protein KIAA1143 homolog S50 1 13 IQPQLPDEDGNHSDKEDEIQPQLPDEDGNHS(1)DKEIQPQLPDEDGNHS(ph)D CK2 0.7 0.01748 Down Yes
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The End

1 The ratios are normalized to correct for unequal  amounts of  "light" and "heavy" protein in the assay.  For the peptides where a value for "Ratio of Phosphorylations (+GH/‐GH), Normalized" is not listed, 

one or both peptide signals in the corresponding peptide pair (light and heavy) were below the threshold for quantification. 
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Supplemental Table S4.  Phosphoproteomics data from the second 5 min GH treatment experiment.

No IPI Numbers Protein Names Gene Names pAA Number of P Position in pePeptide Sequence Phospho (STY) Probabil Modified Sequence Best Motif Ratio1 of PhoRatio SignificUp‐/Down‐reLocalized phosphosite?

676 IPI00229328 1110037F02Rik protein 1110037F02Rik;Kiaa142S1627 1 7 SFLSEPSSPGR SFLSEPS(0.5)S(0.5)PGR _SFLSEPS(ph)SPGR_ CK1 1.0 0.34135 No

677 IPI00229328 1110037F02Rik protein 1110037F02Rik;Kiaa142S1628 1 8 SFLSEPSSPGR SFLSEPS(0.5)S(0.5)PGR _SFLSEPS(ph)SPGR_ WW GroupIV 1.0 0.34135 No

421 IPI00336929 Phostensin;Protein pho2310014H01Rik;RP24‐1S510 1 7 SCLVKGSPER SCLVKGS(1)PER _SCLVKGS(ph)PER_ CDK2 1.0 0.2203 Yes

79 IPI00109044 Putative uncharacterize2900073G15Rik;mCG_5S20 1 3 ATSNVFAMFDQSQIQEF AT(0.082)S(0.918)NVFA_ATS(ph)NVFAM(ox)FD CAMK2 0.6 0.0002444 Down Yes

100 IPI00109044 Putative uncharacterize2900073G15Rik;mCG_5T19 1 2 ATSNVFAMFDQSQIQEF AT(0.5)S(0.5)NVFAMFD_AT(ph)SNVFAMFDQSQPKA 0.6 0.0012963 Down No

445 IPI00874907 Putative uncharacterize4933425L03Rik S472 1 11 AGEEDEGEVDSDSDPETSAGEEDEGEVDS(0.902)D_AGEEDEGEVDS(ph)DSDPETSAK_ 1.2 0.2326 Yes

299 IPI00223634 Ankyrin repeat‐contain 6330439K17Rik;RP23‐7 S541 2 3 LISATVHEDGYEVSIR LIS(0.982)AT(1)VHEDGY_LIS(ph)AT(ph)VHEDGY CHK1 0.9 0.12587 Yes

300 IPI00223634 Ankyrin repeat‐contain 6330439K17Rik;RP23‐7 T543 2 5 LISATVHEDGYEVSIR LIS(0.982)AT(1)VHEDGY_LIS(ph)AT(ph)VHEDGY CK2 0.9 0.12587 Yes

313 IPI00458153 Uncharacterized protei 6330577E15Rik;633057S67 1 5 ENPPSPPTSPAAPQPR ENPPS(0.967)PPT(0.017_ENPPS(ph)PPTSPAAPQWW GroupIV 0.9 0.14004 Yes

575 IPI00458153 Uncharacterized protei 6330577E15Rik;633057S71 2 9 ENPPSPPTSPAAPQPR ENPPS(0.082)PPT(0.959_ENPPSPPT(ph)S(ph)PAWW GroupIV 1.2 0.28816 Yes

576 IPI00458153 Uncharacterized protei 6330577E15Rik;633057T70 2 8 ENPPSPPTSPAAPQPR ENPPS(0.082)PPT(0.959_ENPPSPPT(ph)S(ph)PACK1 1.2 0.28816 Yes

256 IPI00753321 Antigen containing epit A230054D04Rik;AF0139S2920 1 14 SVSETSEDKKDEESDEEEESVSETSEDKKDEES(1)DE _SVSETSEDKKDEES(ph)DCK2 0.9 0.099002 Yes

680 IPI00458612 AP2‐associated protein Aak1;Kiaa1048;Aak1;Ki S621 2 8 VGSLTPPSSPK VGSLT(0.105)PPS(0.914_VGSLTPPS(ph)S(ph)PK_ 1.0 0.34209 Yes

562 IPI00458612 AP2‐associated protein Aak1;Kiaa1048;Aak1;Ki S622 2 9 VGSLTPPSSPK VGSLT(0.105)PPS(0.914_VGSLTPPS(ph)S(ph)PK_WW GroupIV 1.0 0.28288 Yes

1403 IPI00762360 ATP‐binding cassette, s Abcf1 S187 1 1 SKPAAADSEGEEEEDTAKS(0.343)KPAAADS(0.328_S(ph)KPAAADSEGEEEEDTAK_ No

1005 IPI00762360 ATP‐binding cassette, s Abcf1 S194 1 8 SKPAAADSEGEEEEDTAKSKPAAADS(1)EGEEEEDT_SKPAAADS(ph)EGEEEECK2 1.1 0.47857 Yes

974 IPI00762360 ATP‐binding cassette, s Abcf1;Abcf1 S103 1 3 QLSVPASDEEDEVPAPIP QLS(0.851)VPAS(0.149) _QLS(ph)VPASDEEDEVPGSK3 1.1 0.46542 Yes

900 IPI00762360 ATP‐binding cassette, s Abcf1;Abcf1 S107 1 7 QLSVPASDEEDEVPAPIP QLSVPAS(1)DEEDEVPAP_QLSVPAS(ph)DEEDEVPCK2 1.1 0.43963 Yes

612 IPI00762360 ATP‐binding cassette, s Abcf1;Abcf1 S138 1 13 GGNVFEALIQDDSEEEEEGGNVFEALIQDDS(1)EEE_GGNVFEALIQDDS(ph)ECK2 1.0 0.30591 Yes

451 IPI00798483 Abl interactor 1;Abelso Abi1;Ssh3bp1;Abi1;RP2S296 1 3 HNSTTSSTSSGGYR HNS(0.804)T(0.079)T(0._HNS(ph)TTSSTSSGGYRPKD 1.0 0.23412 Yes

827 IPI00467530 Actin‐binding LIM proteAblim1;Ablim;Kiaa0059S475 1 3 TLSPTPSAEGYQDVR T(0.089)LS(0.869)PT(0.0_TLS(ph)PTPSAEGYQDVPKA/AKT 1.0 0.40352 Yes

208 IPI00467530 Actin‐binding LIM proteAblim1;Ablim;Kiaa0059S479 2 7 TLSPTPSAEGYQDVR T(0.473)LS(0.43)PT(0.27_T(ph)LSPTPS(ph)AEGY CK1 0.8 0.061165 No

1096 IPI00467530 Actin‐binding LIM proteAblim1;Ablim;Kiaa0059S494 1 1 STSQGSINSPVYSR S(0.475)T(0.262)S(0.262_S(ph)TSQGSINSPVYSR_ No

1100 IPI00467530 Actin‐binding LIM proteAblim1;Ablim;Kiaa0059T473 2 1 TLSPTPSAEGYQDVR T(0.473)LS(0.43)PT(0.27_T(ph)LSPTPS(ph)AEGY CK1 No

28 IPI00848443 Acetyl‐CoA carboxylaseAcaca;Acac;Gm738;AcaS67 1 11 FIIGSVSEDNSEDEISNLVKFIIGSVSEDNS(1)EDEISN _FIIGSVSEDNS(ph)EDEISCK2 0.2 2.298E‐25 Down Yes

1401 IPI00922962 Apoptotic chromatin coAcin1;RP23‐94B13.1‐00S895 1 23 SLIPDIKPLAGQEAVVDLHSLIPDIKPLAGQEAVVDLH_SLIPDIKPLAGQEAVVDLHADDS(ph)RISEDETER_ No

452 IPI00922962 Apoptotic chromatin coAcin1;RP23‐94B13.1‐00S898 1 26 SLIPDIKPLAGQEAVVDLHS(0.005)LIPDIKPLAGQEA_SLIPDIKPLAGQEAVVDLPKA 1.2 0.2342 No

1402 IPI00922962 Apoptotic chromatin coAcin1;RP23‐94B13.1‐00T902 1 30 SLIPDIKPLAGQEAVVDLHS(0.009)LIPDIKPLAGQEA_SLIPDIKPLAGQEAVVDLHADDSRIS(ph)EDETER_ No

408 IPI00911143 Apoptotic chromatin coAcin1;RP23‐94B13.1‐00S886 1 14 EAVVDLHADDSRISEDET EAVVDLHADDS(0.175)R_EAVVDLHADDSRIS(ph)PKA 1.0 0.21153 Yes

666 IPI00922962 Apoptotic chromatin coAcin1;RP23‐94B13.1‐00S1003 1 6 TAQVPSPPR TAQVPS(1)PPR _TAQVPS(ph)PPR_ ERK/MAPK 1.2 0.33752 Yes

945 IPI00922962 Apoptotic chromatin coAcin1;RP23‐94B13.1‐00S477 1 1 SLSPLSGTTDTK S(0.606)LS(0.393)PLS(0 _S(ph)LSPLSGTTDTK_ NEK6 1.1 0.45474 No

511 IPI00922962 Apoptotic chromatin coAcin1;RP23‐94B13.1‐00S479 1 3 SLSPLSGTTDTK S(0.013)LS(0.985)PLSGT_SLS(ph)PLSGTTDTK_ CHK1/2 1.0 0.26193 Yes

924 IPI00922962 Apoptotic chromatin coAcin1;RP23‐94B13.1‐00S482 1 6 SLSPLSGTTDTK S(0.167)LS(0.147)PLS(0 _SLSPLS(ph)GTTDTK_ CK1 1.1 0.44719 No

118 IPI00922962 Apoptotic chromatin coAcin1;RP23‐94B13.1‐00S710 1 3 HLSHPEPEQQHVIQR HLS(1)HPEPEQQHVIQR _HLS(ph)HPEPEQQHVIQPIM1/2 1.7 0.0034146 Up Yes

647 IPI00922962 Apoptotic chromatin coAcin1;RP23‐94B13.1‐00S216 1 11 SSSFSEEKGESDDEKPR SSSFS(0.001)EEKGES(0.9_SSSFSEEKGES(ph)DDEKCK2 1.2 0.32598 Yes

617 IPI00126248 Putative uncharacterizeAcly;Acly;RP23‐392I3.9‐S481 1 12 AKPAMPQDSVPSPR AKPAMPQDS(0.004)VPS_AKPAMPQDSVPS(ph)PERK/MAPK 1.2 0.30928 Yes

200 IPI00314443 Putative uncharacterizeAdam17;Adam17;Tace; S813 1 1 SFEDLTDHPVTR S(1)FEDLTDHPVTR _S(ph)FEDLTDHPVTR_ CK1 0.8 0.055126 Yes

170 IPI00136000 Alpha‐adducin;ErythrocAdd1;Add1 S427 1 22 KYSDVEVPASVTGHSFASKYS(0.001)DVEVPASVTG_KYSDVEVPASVTGHSFAF box bTrCP 0.8 0.035387 Down No

1394 IPI00136000 Alpha‐adducin;ErythrocAdd1;Add1 S431 1 25 YSDVEVPASVTGHSFASDYSDVEVPASVTGHSFASD_YSDVEVPASVTGHSFASF box bTrCP No

1395 IPI00136000 Alpha‐adducin;ErythrocAdd1;Add1 S436 1 30 YSDVEVPASVTGHSFASDYSDVEVPASVTGHSFASD_YSDVEVPASVTGHSFASPKA No

714 IPI00136000 Alpha‐adducin;ErythrocAdd1;Add1 S465 1 13 GDDASEEGQNGSSPK GDDASEEGQNGS(0.087_GDDASEEGQNGSS(ph)Polo box 1.0 0.35742 Yes

1396 IPI00136000 Alpha‐adducin;ErythrocAdd1;Add1 T429 1 23 YSDVEVPASVTGHSFASDYSDVEVPASVTGHSFAS(0_YSDVEVPASVTGHSFASDGDSGT(ph)CSPLRHSFQK_ No

447 IPI00387580 Gamma‐adducin;AdducAdd3;Addl;Add3;Addl;AS677 1 10 TEEVLSPDGSPSKSPSKK TEEVLSPDGS(0.801)PS(0_TEEVLSPDGS(ph)PSKSPCDK2 1.0 0.2332 Yes

809 IPI00387580 Gamma‐adducin;AdducAdd3;Addl;Add3;Addl;AS679 1 12 TEEVLSPDGSPSKSPSKK TEEVLSPDGS(0.076)PS(0_TEEVLSPDGSPS(ph)KSPGSK3 1.0 0.39558 Yes

532 IPI00387580 Gamma‐adducin;AdducAdd3;Addl;Add3;Addl;AS681 1 14 TEEVLSPDGSPSKSPSK TEEVLSPDGS(0.005)PS(0_TEEVLSPDGSPSKS(ph)PCDK2 1.0 0.26792 Yes

163 IPI00387580 Gamma‐adducin;AdducAdd3;Addl;Add3;Addl;AS683 1 16 TEEVLSPDGSPSKSPSKK TEEVLSPDGS(0.113)PS(0_TEEVLSPDGSPSKSPS(p CK1 0.8 0.03083 Down No

1241 IPI00387580 Gamma‐adducin;AdducAdd3;Addl;Add3;Addl;AT668 1 1 TEEVLSPDGSPSKSPSK T(0.223)EEVLS(0.11)PDG_T(ph)EEVLSPDGSPSKSPSK_ No

805 IPI00467327 Actin filament‐associateAfap1;Kiaa3018 S669 1 8 SGTSSPQSPVFR SGTSSPQS(1)PVFR _SGTSSPQS(ph)PVFR_ WW GroupIV 1.0 0.39438 Yes

742 IPI00420172 Arf‐GAP domain and FGAgfg1;Hrb;Rip;Agfg1;HrS181 1 6 GTPSQSPVVGR GTPSQS(1)PVVGR _GTPSQS(ph)PVVGR_ CK1 1.0 0.369 Yes

1379 IPI00553798 Ahnak protein Ahnak S111 1 2 SSEVVLSGDDEDYQR S(0.293)S(0.331)EVVLS(_SS(ph)EVVLSGDDEDYQPKA No

505 IPI00553798 Ahnak protein Ahnak S116 1 7 SSEVVLSGDDEDYQR SSEVVLS(1)GDDEDYQR _SSEVVLS(ph)GDDEDYQR_ 1.0 0.25954 Yes

34 IPI00553798 Ahnak protein Ahnak S136 1 3 LRSEDGVEGDLGETQSR LRS(1)EDGVEGDLGETQS_LRS(ph)EDGVEGDLGETCAMK2 4.5 3.024E‐16 Up Yes

1378 IPI00553798 Ahnak protein Ahnak S149 1 16 LRSEDGVEGDLGETQSR LRS(0.12)EDGVEGDLGE _LRSEDGVEGDLGET(ph)QSR_ No

637 IPI00553798 Ahnak protein Ahnak S211 1 3 LPSGSGPASPTTGSAVDIRLPS(0.999)GS(0.001)GP _LPS(ph)GSGPASPTTGS PKD 1.0 0.32037 Yes

437 IPI00553798 Ahnak protein Ahnak S213 2 5 LPSGSGPASPTTGSAVDIRLPS(0.077)GS(0.923)GP _LPSGS(ph)GPAS(ph)PTGSK3 1.0 0.22784 Yes

222 IPI00553798 Ahnak protein Ahnak S217 1 9 LPSGSGPASPTTGSAVDIRLPS(0.005)GS(0.001)GP _LPSGSGPAS(ph)PTTGSWW GroupIV 1.4 0.06832 Yes

1377 IPI00553798 Ahnak protein Ahnak S222 2 14 LPSGSGPASPTTGSAVDIRLPS(0.294)GS(0.39)GPA_LPSGS(ph)GPASPTTGS(ph)AVDIR_ No

51 IPI00553798 Ahnak protein Ahnak S4890 1 9 FKAEAPLPSPK FKAEAPLPS(1)PK _FKAEAPLPS(ph)PK_ CDK1 2.5 6.232E‐07 Up Yes

157 IPI00553798 Ahnak protein Ahnak S5099 1 7 GDLGASSPSMK GDLGAS(0.007)S(0.986)_(ca)GDLGASS(ph)PSM Polo box 0.8 0.027932 Down Yes

165 IPI00553798 Ahnak protein Ahnak S5101 1 9 GDLGASSPSMK GDLGAS(0.001)S(0.01)P_(ca)GDLGASSPS(ph)M CK1 0.8 0.031585 Down Yes

279 IPI00553798 Ahnak protein Ahnak S5333 1 16 GPSFNVASPESDFGVSLKGPSFNVASPESDFGVS(1 _GPSFNVASPESDFGVS(ph)LKGPK_ 0.9 0.10943 Yes

743 IPI00553798 Ahnak protein Ahnak S5504 1 6 GGVTGSPEASISGSK GGVTGS(1)PEASISGSK _GGVTGS(ph)PEASISGS GSK3 1.0 0.37001 Yes

117 IPI00553798 Ahnak protein Ahnak S5510 1 14 GKGGVTGSPEASISGSKGGKGGVT(0.001)GS(0.00_GKGGVTGSPEASIS(ph)GSKGDLK_ 0.7 0.0027616 Down Yes
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72 IPI00553798 Ahnak protein Ahnak S5512 1 14 GGVTGSPEASISGSKGDL GGVTGSPEAS(0.006)IS( _GGVTGSPEASISGS(ph) CK1 0.6 7.486E‐05 Down Yes

359 IPI00553798 Ahnak protein Ahnak S5518 2 1 SSKASLGSLEGEVEAEASSS(0.528)S(0.489)KAS(0.6_S(ph)S(ph)KASLGSLEG GSK3 0.9 0.17445 No

1382 IPI00553798 Ahnak protein Ahnak S5519 2 2 SSKASLGSLEGEVEAEASSS(0.528)S(0.489)KAS(0.6_S(ph)S(ph)KASLGSLEG NEK6 No

465 IPI00553798 Ahnak protein Ahnak S5522 1 2 ASLGSLEGEVEAEASSPK AS(0.813)LGS(0.182)LEG_AS(ph)LGSLEGEVEAEA AURORA 1.2 0.24139 Yes

864 IPI00553798 Ahnak protein Ahnak S5525 1 5 ASLGSLEGEVEAEASSPK ASLGS(1)LEGEVEAEASS _ASLGS(ph)LEGEVEAEA CK1 1.1 0.42219 Yes

214 IPI00553798 Ahnak protein Ahnak S5535 1 15 ASLGSLEGEVEAEASSPK AS(0.052)LGS(0.052)LEG_ASLGSLEGEVEAEAS(ph)SPK_ 0.8 0.064438 No

225 IPI00553798 Ahnak protein Ahnak S5536 1 16 ASLGSLEGEVEAEASSPK ASLGSLEGEVEAEASS(1) _ASLGSLEGEVEAEASS(pPolo box 1.4 0.071596 Yes

101 IPI00553798 Ahnak protein Ahnak S5553 1 1 SNSFSDER S(0.955)NS(0.044)FS(0.0_S(ph)NSFSDER_ PIM1/2 0.7 0.0013621 Down Yes

97 IPI00553798 Ahnak protein Ahnak S5555 1 3 SNSFSDER S(0.001)NS(0.999)FS(0.0_SNS(ph)FSDER_ PKA/AKT 0.6 0.0011776 Down Yes

210 IPI00553798 Ahnak protein Ahnak S5557 1 7 HRSNSFSDER HRS(0.081)NS(0.047)FS _(ca)HRSNSFS(ph)DER_CK1 1.4 0.061857 Yes

93 IPI00553798 Ahnak protein Ahnak S5563 1 3 EFSAPSTPTGTLEFAGGD EFS(0.988)APS(0.012)TP_EFS(ph)APSTPTGTLEFACAMK2 0.6 0.000947 Down Yes

1371 IPI00553798 Ahnak protein Ahnak S5566 2 6 EFSAPSTPTGTLEFAGGD EFS(0.988)APS(0.42)T(0_EFS(ph)APS(ph)TPTGT CK1 No

755 IPI00553798 Ahnak protein Ahnak S5607 1 10 SKGHYEVTGSDDEAGKLQSKGHYEVTGS(1)DDEAG _SKGHYEVTGS(ph)DDEACK2 1.0 0.37371 Yes

1372 IPI00553798 Ahnak protein Ahnak S5617 1 20 SKGHYEVTGSDDEAGKLQS(0.004)KGHY(0.004)EV_SKGHYEVTGSDDEAGK NEK6 No

1373 IPI00553798 Ahnak protein Ahnak S5620 1 23 SKGHYEVTGSDDEAGKLQS(0.004)KGHY(0.004)EV_SKGHYEVTGSDDEAGK CK1 No

1375 IPI00553798 Ahnak protein Ahnak S5623 1 26 SKGHYEVTGSDDEAGKLQS(0.004)KGHY(0.004)EV_SKGHYEVTGSDDEAGK CK1 No

1385 IPI00553798 Ahnak protein Ahnak T147 1 14 LRSEDGVEGDLGETQSR LRS(0.12)EDGVEGDLGE _LRSEDGVEGDLGET(ph NEK6 No

1386 IPI00553798 Ahnak protein Ahnak T205 2 1 TVIRLPSGSGPASPTTGSAT(0.342)VIRLPS(0.265)G_T(ph)VIRLPSGSGPASPTT(ph)GSAVDIR_ No

1384 IPI00553798 Ahnak protein Ahnak T219 1 11 LPSGSGPASPTTGSAVDIRLPSGSGPAS(0.481)PT(0 _LPSGSGPAS(ph)PTTGS FHA KAPP No

201 IPI00553798 Ahnak protein Ahnak T220 1 12 LPSGSGPASPTTGSAVDIRLPSGS(0.01)GPAS(0.082_LPSGSGPASPTT(ph)GS CK1 1.4 0.055541 No

230 IPI00553798 Ahnak protein Ahnak T5567 1 7 EFSAPSTPTGTLEFAGGD EFS(0.013)APS(0.102)T(_EFSAPST(ph)PTGTLEFAWW GroupIV 1.4 0.074758 Yes

95 IPI00553798 Ahnak protein Ahnak T5569 2 9 EFSAPSTPTGTLEFAGGD EFSAPS(0.071)T(0.496)P_EFSAPST(ph)PTGT(ph) CK1 0.6 0.0011054 Down No

105 IPI00553798 Ahnak protein Ahnak T5571 2 11 EFSAPSTPTGTLEFAGGD EFSAPS(0.071)T(0.496)P_EFSAPST(ph)PTGT(ph)LEFAGGDAK_ 0.7 0.0016383 Down Yes

96 IPI00553798 Ahnak protein Ahnak T5571 2 11 EFSAPSTPTGTLEFAGGD EFSAPS(0.071)T(0.496)P_EFSAPST(ph)PTGT(ph) CK1 0.6 0.0011054 Down No

673 IPI00553798 Ahnak protein Ahnak T5605 1 6 GHYEVTGSDDEAGKLQGGHY(0.002)EVT(0.802)G_(ca)GHYEVT(ph)GSDDEFHA1 Rad53p 1.2 0.34115 Yes

1387 IPI00553798 Ahnak protein Ahnak Y5602 1 3 GHYEVTGSDDEAGKLQGGHY(0.317)EVT(0.124)G_GHY(ph)EVTGSDDEAGKLQGSGVSLASK_ No

312 IPI00553798 Ahnak protein;Desmoy Ahnak;Ahnak S893 1 3 AESPEMEVNLPK AES(1)PEMEVNLPK _AES(ph)PEM(ox)EVNLPK_ 0.9 0.13854 Yes

834 IPI00553798 Ahnak protein;Ahnak p Ahnak;Ahnak;mCG_178S107 1 18 KGDRSPEPGQTWTHEVFKGDRSPEPGQT(0.009)W_KGDRSPEPGQTWTHEVGSK3 1.0 0.40759 Yes

941 IPI00553798 Ahnak protein;Ahnak p Ahnak;Ahnak;mCG_178S94 1 5 KGDRSPEPGQTWTHEVFKGDRS(1)PEPGQTWTHE_KGDRS(ph)PEPGQTWTHEVFSSR_ 1.1 0.4542 Yes

1047 IPI00553798 Ahnak protein;Ahnak p Ahnak;Ahnak;mCG_178T102 1 13 KGDRSPEPGQTWTHEVFKGDRS(0.002)PEPGQT(0_KGDRSPEPGQTWT(ph)HEVFSSR_ 1.1 0.49552 No

1017 IPI00850843 Putative uncharacterizeAhnak2;AI450948 S286 1 3 DMSPTSTDTEVHR DMS(0.982)PT(0.017)S( _DMS(ph)PTSTDTEVHR_CAMK2 1.1 0.48437 Yes

652 IPI00677756 AHNAK nucleoprotein 2Ahnak2;AI450948 S35 1 3 KLSFSMPR KLS(0.998)FS(0.002)MP_KLS(ph)FSMPR_ PKA/AKT 1.0 0.33001 Yes

61 IPI00677756 AHNAK nucleoprotein 2Ahnak2;AI450948 S652 1 6 DTTQRSPVHVQPTAR DT(0.025)T(0.136)QRS( _DTTQRS(ph)PVHVQPT CK1 2.4 4.127E‐06 Up Yes

533 IPI00230591 A kinase anchor proteinAkap1;Akap;Akap1;RP2S88 1 3 RLSEEACPGVLSVAPTVTQRLS(1)EEACPGVLSVAPT _RLS(ph)EEACPGVLSVA PKA 1.2 0.26807 Yes

276 IPI00123709 A‐kinase anchor proteinAkap12;Gag12;Ssecks;AS584 1 17 GPSEAPQEAEAEEGATSDGPSEAPQEAEAEEGAT(0_GPSEAPQEAEAEEGATSCK2 0.9 0.1082 Yes

1391 IPI00123709 A‐kinase anchor proteinAkap12;Gag12;Ssecks;AT583 1 16 GPSEAPQEAEAEEGATSDGPS(0.002)EAPQEAEAE _GPSEAPQEAEAEEGAT(ph)SDGEKKR_ No

88 IPI00649060 A kinase (PRKA) anchor Akap2;Palm2;RP23‐334S984 1 3 TLSMIEEEIR T(0.087)LS(0.913)MIEEE_TLS(ph)MIEEEIR_ CAMK2 1.9 0.0005411 Up Yes

68 IPI00649060 A kinase (PRKA) anchor Akap2;Palm2;RP23‐334T982 1 1 TLSMIEEEIR T(0.561)LS(0.439)MIEEE_T(ph)LSMIEEEIR_ 2.2 3.454E‐05 Up No

633 IPI00321739 A‐kinase anchor proteinAkap8;Akap95 S320 2 3 ADSDGDLSENDDGAGDLADS(1)DGDLS(1)ENDDG_ADS(ph)DGDLS(ph)EN CHK1/2 1.2 0.31756 Yes

634 IPI00321739 A‐kinase anchor proteinAkap8;Akap95 S325 2 8 ADSDGDLSENDDGAGDLADS(1)DGDLS(1)ENDDG_ADS(ph)DGDLS(ph)ENDDGAGDLR_ 1.2 0.31756 Yes

65 IPI00857073 Proline‐rich AKT1 subst Akt1s1;Pras S255 1 1 SLPVSVPVWAFK S(1)LPVSVPVWAFK _S(ph)LPVSVPVWAFK_ GSK3 2.2 1.792E‐05 Up Yes

1392 IPI00453512 Alkylated DNA repair prAlkbh5;Abh5;Ofoxd S384 1 14 KSYESSEDCPEAASSPTR KSYESSEDCPEAAS(0.476_KSYESSEDCPEAAS(ph)SPTR_ No

1393 IPI00453512 Alkylated DNA repair prAlkbh5;Abh5;Ofoxd S385 1 15 KSYESSEDCPEAASSPTR KSYESSEDCPEAAS(0.476_KSYESSEDCPEAAS(ph)SPolo box No

448 IPI00309844 Alsin;Amyotrophic laterAls2 S1456 1 1 SESPEPGYVVTSSGLLLPVS(0.58)ES(0.412)PEPGY _S(ph)ESPEPGYVVTSSG CK1 1.2 0.23334 No

694 IPI00223838 Ankyrin repeat domain Ankrd57 S82 1 6 FCTGDSPPLEAK FCTGDS(1)PPLEAK _FCTGDS(ph)PPLEAK_ 1.2 0.3481 Yes

828 IPI00831258 Acidic leucine‐rich nucl Anp32b;Pal31 T265 1 4 KRETDDEGEDD KRET(1)DDEGEDD _KRET(ph)DDEGEDD_ PKA 1.1 0.40441 Yes

161 IPI00648295 Amine oxidase (Flavin cAof2;RP23‐426N4.2‐00 S132 2 10 EMDESLANLSEDEYYSEE EMDESLANLS(0.993)ED _EM(ox)DESLANLS(ph)ECK2 0.8 0.029713 Down Yes

162 IPI00648295 Amine oxidase (Flavin cAof2;RP23‐426N4.2‐00 S138 2 16 EMDESLANLSEDEYYSEE EMDESLANLS(0.993)ED _EM(ox)DESLANLS(ph)ECK2 0.8 0.029713 Down Yes

879 IPI00130444 AP‐3 complex subunit bAp3b1 S276 1 5 NFYESEEEEEEKEK NFY(0.001)ES(0.999)EE _NFYES(ph)EEEEEEKEK_CK2 1.1 0.42911 Yes

736 IPI00117811 AP‐3 complex subunit dAp3d1;Ap3d S754 1 3 RHSSLPTESDEDIAPAQR RHS(0.613)S(0.229)LPT(_RHS(ph)SLPTESDEDIAPPKA 1.2 0.36612 No

1397 IPI00117811 AP‐3 complex subunit dAp3d1;Ap3d S755 1 4 RHSSLPTESDEDIAPAQR RHS(0.081)S(0.306)LPT(_RHSS(ph)LPTESDEDIAPPIM1/2 No

540 IPI00117811 AP‐3 complex subunit dAp3d1;Ap3d S760 1 8 HSSLPTESDEDIAPAQR HSSLPTES(1)DEDIAPAQ _HSSLPTES(ph)DEDIAPAQR_ 1.0 0.27118 Yes

1031 IPI00117811 AP‐3 complex subunit dAp3d1;Ap3d S784 1 15 VDIITEEMPENALPSDED VDIITEEMPENALPS(0.99_VDIITEEM(ox)PENALPS(ph)DEDDKDPNDPYR_ 1.1 0.48893 Yes

1399 IPI00117811 AP‐3 complex subunit dAp3d1;Ap3d T758 1 6 HSSLPTESDEDIAPAQR HS(0.003)S(0.003)LPT(0_(ca)HSSLPT(ph)ESDED FHA1 Rad53p No

983 IPI00117811 AP‐3 complex subunit dAp3d1;Ap3d Y795 1 26 VDIITEEMPENALPSDED VDIITEEMPENALPS(0.5)_VDIITEEMPENALPS(phALK 1.1 0.46816 No

472 IPI00170307 Apolipoprotein A‐I‐bindApoa1bp;Aibp S43 1 3 RGSETMAGAAVK RGS(1)ETMAGAAVK _RGS(ph)ETMAGAAVK_PKA/AKT 1.2 0.24424 Yes

147 IPI00625950 Adenine phosphoribosyAprt;aprt S15 1 1 SFPDFPIPGVLFR S(1)FPDFPIPGVLFR _S(ph)FPDFPIPGVLFR_ CAMK2 0.8 0.017005 Down Yes

166 IPI00123183 Aquaporin‐1;AquaporinAqp1 S262 1 19 VWTSGQVEEYDLDADDI VWTSGQVEEYDLDADDI _VWTSGQVEEYDLDADDCK2 0.8 0.032489 Down Yes

146 IPI00123183 Aquaporin‐1;AquaporinAqp1 T246 1 3 VWTSGQVEEYDLDADDI VWT(0.544)S(0.177)GQ_VWT(ph)SGQVEEYDLDADDINSRVEM(ox)KPK_ 0.8 0.016653 Down No

122 IPI00109656 ADP‐ribosylation factor Arfgap2;Zfp289;Znf289 S145 1 17 HGTDLWIDSMNSAPSHSHGTDLWIDSMNSAPS(0 _HGTDLWIDSMNSAPSHCDK2 1.7 0.0068805 Up Yes

464 IPI00111931 ADP‐ribosylation factor Arfgap3 S332 1 18 SGISHSVTSDMQTIEQES SGISHSVTSDMQT(0.001_SGISHSVTSDMQTIEQES(ph)PTLAKPR_ 1.2 0.24109 Yes

1112 IPI00137087 ADp‐ribosylation factorArfgef2;RP23‐216D20.2S218 1 12 ELEKPMQSKPQSPVIQATELEKPMQS(0.05)KPQS(0_ELEKPMQSKPQS(ph)PVWW GroupIV No

1115 IPI00137087 ADp‐ribosylation factorArfgef2;RP23‐216D20.2S227 1 21 ELEKPMQSKPQSPVIQATELEKPMQSKPQS(0.002) _ELEKPMQSKPQSPVIQACDK1 No

1120 IPI00137087 ADp‐ribosylation factorArfgef2;RP23‐216D20.2T224 1 18 ELEKPMQSKPQSPVIQATELEKPMQSKPQS(0.002) _ELEKPMQSKPQSPVIQAFHA KAPP No

644 IPI00652831 Arginine and glutamateArglu1;Arglu1 S74 1 2 ASSPPDRIDIFGR AS(0.5)S(0.5)PPDRIDIFG_AS(ph)SPPDRIDIFGR_ PKA 1.2 0.32551 No

597 IPI00652831 Arginine and glutamateArglu1;Arglu1 S75 1 3 ASSPPDRIDIFGR AS(0.113)S(0.887)PPDR_ASS(ph)PPDRIDIFGR_ PKA/AKT 1.2 0.30003 Yes
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376 IPI00322312 Rho GDP‐dissociation inArhgdia;C87222;Gdi1 T7 1 6 AEQEPTAEQLAQIAAENEAEQEPT(1)AEQLAQIAAE_AEQEPT(ph)AEQLAQIAAENEEDEHSVNYKPPAQ 0.9 0.18516 Yes

1044 IPI00310764 Rho guanine nucleotideArhgef2;Kiaa0651;Lbcl1S885 1 1 SLPAGDALYLSFNPPQPS S(0.997)LPAGDALY(0.00_S(ph)LPAGDALYLSFNP AURORA‐A 1.1 0.49328 Yes

1307 IPI00230704 Rho guanine nucleotideArhgef7;Kiaa0142;Pak3 S578 1 21 VTSVSNPTIKPHSVPSHTDVTSVSNPTIKPHS(0.001) _VTSVSNPTIKPHSVPSHTDLS(ph)KSPK_ No

1309 IPI00230704 Rho guanine nucleotideArhgef7;Kiaa0142;Pak3 S580 1 23 VTSVSNPTIKPHSVPSHTDVTSVSNPTIKPHS(0.001) _VTSVSNPTIKPHSVPSHTCDK1 No

913 IPI00230704 Rho guanine nucleotideArhgef7;Kiaa0142;Pak3 S497 1 2 MSGFIYQGK MS(1)GFIYQGK _M(ox)S(ph)GFIYQGK_ PKA 1.1 0.44449 Yes

773 IPI00757909 Armadillo repeat‐conta Armc10 S43 1 1 SAEDLTDGSYDDILNAEQS(1)AEDLTDGSYDDILNA_S(ph)AEDLTDGSYDDILNAEQLK_ 1.2 0.37962 Yes

234 IPI00918646 cAMP‐regulated phosp Arpp19;Arpp19;Ensa;EnS95 1 4 YFDSGDYNMAK YFDS(1)GDYNMAK _YFDS(ph)GDYNM(ox)AK_ 0.9 0.080352 Yes

184 IPI00127472 Armadillo repeat prote Arvcf;Arvcf;Arvcf;Arvcf;T637 1 4 NFDTLDLPK NFDT(1)LDLPK _NFDT(ph)LDLPK_ FHA2 Rad53p 0.8 0.044151 Down Yes

766 IPI00556827 Putative uncharacterizeAtp2b1 S1155 1 4 IEDSEPHIPLIDDTDAEDDIEDS(0.97)EPHIPLIDDT(0_IEDS(ph)EPHIPLIDDTDAEDDAPTKR_ 1.2 0.3771 Yes

235 IPI00857253 Alpha thalassemia/menAtrx;RP23‐170G19.5‐00S92 1 4 YVESDDEKPTDENVNEK Y(0.165)VES(0.834)DDE_(ca)YVES(ph)DDEKPTDCK2 1.4 0.080726 Yes

621 IPI00857253 Alpha thalassemia/menAtrx;RP23‐170G19.5‐00Y89 1 1 YVESDDEKPTDENVNEK Y(0.962)VES(0.038)DDE_Y(ph)VESDDEKPTDENVNEK_ 1.2 0.31092 Yes

705 IPI00605902 Ataxin‐1‐like;Brother ofAtxn1l;Boat T328 1 11 VEVAAPAHRGTPDTDLEVVEVAAPAHRGT(0.999)P_VEVAAPAHRGT(ph)PD PKA 1.2 0.35365 Yes

789 IPI00458001 Ataxin‐2‐like protein;AtAtxn2l;A2lp;Atxn2l;A2lpS109 1 5 GPPQSPVFEGVYNNSR GPPQS(0.999)PVFEGVY _GPPQS(ph)PVFEGVYN WW GroupIV 1.0 0.38607 Yes

238 IPI00387388 BCL2‐associated athanoBag3;Bag3;Bis;MNCb‐2 S177 1 1 SQSPAASDCSSSSSSASLPS(0.61)QS(0.39)PAASDC_S(ph)QSPAASDCSSSSSSASLPSSGR_ 0.9 0.082893 No

1278 IPI00222731 Brain‐specific angiogen Baiap2;Baiap2;Baiap2;RS365 1 1 SSSMAAGLER S(0.448)S(0.276)S(0.276_S(ph)SSMAAGLER_ NEK6 No

1284 IPI00222731 Brain‐specific angiogen Baiap2;Baiap2;Baiap2;RS366 1 2 SSSMAAGLER S(0.193)S(0.404)S(0.404_SS(ph)SM(ox)AAGLER_PKA No

159 IPI00222731 Brain‐specific angiogen Baiap2;Baiap2;Baiap2;RS367 1 3 SSSMAAGLER S(0.097)S(0.054)S(0.849_SSS(ph)MAAGLER_ CHK1/2 0.8 0.028214 Down Yes

882 IPI00129519 Brain acid soluble proteBasp1;Nap22 T36 1 12 KAEGAGTEEEGTPKESEPKAEGAGT(0.004)EEEGT _KAEGAGTEEEGT(ph)PKCDK1 1.1 0.42972 Yes

176 IPI00380722 Large proline‐rich proteBat2 S761 1 5 ERSDSGGSSSEPFER ERS(0.017)DS(0.818)GG_ERSDS(ph)GGSSSEPFE F box bTrCP 1.5 0.040394 Up Yes

889 IPI00380722 Large proline‐rich proteBat2 T608 1 13 EGPEPPEEVPPPTTPPAP EGPEPPEEVPPPT(0.5)T( _EGPEPPEEVPPPT(ph)TPPAPK_ 1.1 0.43249 No

660 IPI00380722 Large proline‐rich proteBat2 T609 1 14 EGPEPPEEVPPPTTPPAP EGPEPPEEVPPPT(0.017 _EGPEPPEEVPPPTT(ph) WW GroupIV 1.0 0.33403 Yes

868 IPI00130381 Large proline‐rich proteBat3;Bat3 S995 1 4 ENASPAPGTTAEEAMSR ENAS(0.999)PAPGTTAE _ENAS(ph)PAPGTTAEEAM(ox)SR_ 1.1 0.42282 Yes

885 IPI00923656 Tyrosine‐protein kinaseBaz1b;Wbscr9;Wstf;BazS1464 1 8 LADDEGDSDSESVGQSR LADDEGDS(1)DSESVGQ _LADDEGDS(ph)DSESVGCK2 1.1 0.43123 Yes

492 IPI00923656 Tyrosine‐protein kinaseBaz1b;Wbscr9;Wstf;BazS1468 2 12 LADDEGDSDSESVGQSR LADDEGDS(0.691)DS(0. _LADDEGDS(ph)DSES(p GSK3 1.2 0.2534 No

601 IPI00625898 HMG box transcription Bbx;Hbp2;Bbx;Hbp2;BbS811 1 7 TADGRVSPAGGTLDDKP T(0.004)ADGRVS(0.82)P_TADGRVS(ph)PAGGTL PKA 1.2 0.30226 Yes

512 IPI00742368 Novel protein (BC00562BC005624;RP23‐221O1 S261 1 12 VGDTEKPEPERSPPNR VGDTEKPEPERS(1)PPNR_VGDTEKPEPERS(ph)PPNR_ 1.2 0.26197 Yes

5 IPI00330070 cDNA sequence BC0894BC089491 S225 2 9 LSTISPAPSFGSTK LSTIS(0.002)PAPS(0.997_LSTISPAPS(ph)FGS(ph)CK1 0.03 7.97E‐105 Down Yes

6 IPI00330070 cDNA sequence BC0894BC089491 S228 2 12 LSTISPAPSFGSTK LSTIS(0.002)PAPS(0.997_LSTISPAPS(ph)FGS(ph)CK2 0.03 7.97E‐105 Down No

7 IPI00330070 cDNA sequence BC0894BC089491 T229 2 13 LSTISPAPSFGSTK LSTIS(0.002)PAPS(0.997_LSTISPAPS(ph)FGS(ph)FHA2 Rad53p 0.03 7.97E‐105 Down No

589 IPI00331555 2‐oxoisovalerate dehydBckdha S338 1 5 IGHHSTSDDSSAYR IGHHS(0.991)T(0.008)S _IGHHS(ph)TSDDSSAYR_ 1.0 0.29372 Yes

545 IPI00331555 2‐oxoisovalerate dehydBckdha S348 1 1 SVDEVNYWDKQDHPISRS(1)VDEVNYWDKQDHP _S(ph)VDEVNYWDKQD CK2 1.0 0.27408 Yes

1406 IPI00115094 [3‐methyl‐2‐oxobutanoBckdk S31 1 1 STSATDTHHVELAR S(0.429)T(0.271)S(0.271_S(ph)TSATDTHHVELARCAMK2 No

415 IPI00321499 Bcl‐2‐like protein 13;ProBcl2l13;Mil1;Bcl2l13 S343 1 5 AEKTSPTPSVFVELGEEELAEKT(0.027)S(0.707)PT _AEKTS(ph)PTPSVFVELGGSK3 1.3 0.21601 No

1250 IPI00321499 Bcl‐2‐like protein 13;ProBcl2l13;Mil1;Bcl2l13 T342 1 4 AEKTSPTPSVFVELGEEELAEKT(0.305)S(0.305)PT _AEKT(ph)SPTPSVFVELGEEELEAVTARPEAVER_ No

1254 IPI00321499 Bcl‐2‐like protein 13;ProBcl2l13;Mil1;Bcl2l13 T345 1 7 AEKTSPTPSVFVELGEEELAEKT(0.305)S(0.305)PT _AEKT(ph)SPTPSVFVELGEEELEAVTARPEAVER_ No

896 IPI00321499 Bcl‐2‐like protein 13;ProBcl2l13;Mil1;Bcl2l13 T361 1 23 AEKTSPTPSVFVELGEEELAEKT(0.024)S(0.024)PT _AEKTSPTPSVFVELGEEELEAVT(ph)ARPEAVER_ 1.1 0.4371 Yes

46 IPI00453751 B‐cell CLL/lymphoma 9‐Bcl9l;B9l;Bcl9l;B9l S116 1 1 SVSVDSGEQR S(0.665)VS(0.335)VDSG_S(ph)VSVDSGEQR_ CAMK2 2.8 3.05E‐08 Up No

59 IPI00453751 B‐cell CLL/lymphoma 9‐Bcl9l;B9l;Bcl9l;B9l S118 1 3 SVSVDSGEQR S(0.156)VS(0.821)VDS(0_SVS(ph)VDSGEQR_ PKA/AKT 2.4 3.154E‐06 Up Yes

790 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S177 1 10 KAEGEPQEESPLK KAEGEPQEES(1)PLK _KAEGEPQEES(ph)PLK_ CDK2 1.1 0.38646 Yes

1239 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S261 1 7 NTPSQHSHSIQHSPER NT(0.172)PS(0.156)QHS_NTPSQHS(ph)HSIQHSPCK1 No

639 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S263 1 9 NTPSQHSHSIQHSPER NT(0.005)PS(0.01)QHS( _NTPSQHSHS(ph)IQHSPGSK3 1.2 0.32327 No

663 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S267 1 13 NTPSQHSHSIQHSPER NTPSQHS(0.001)HS(0.0 _NTPSQHSHSIQHS(ph)PCDK2 1.0 0.33583 Yes

281 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S383 1 17 GRADGDWDDQEVLDYFGRADGDWDDQEVLDY(0_GRADGDWDDQEVLDYCK2 1.3 0.11201 Yes

1236 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S387 1 19 ADGDWDDQEVLDYFSD ADGDWDDQEVLDY(0.0 _ADGDWDDQEVLDYFS(CK1 No

880 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S395 1 4 FHDSEGDDTEETEDYR FHDS(1)EGDDTEETEDYR_FHDS(ph)EGDDTEETEDYR_ 1.1 0.42925 Yes

628 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S494 1 5 KEVQSPEQVK KEVQS(1)PEQVK _KEVQS(ph)PEQVK_ ERK/MAPK 1.2 0.31548 Yes

433 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S510 1 8 LKELFDYSPPLHK LKELFDYS(1)PPLHK _LKELFDYS(ph)PPLHK_ 1.2 0.22732 Yes

706 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S656 1 5 RIDISPSALR RIDIS(1)PSALR _RIDIS(ph)PSALR_ 1.2 0.35374 Yes

1027 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S658 1 6 IDISPSALR IDIS(0.242)PS(0.758)AL _(ca)IDISPS(ph)ALR_ 1.1 0.48724 No

996 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl Y381 1 13 ADGDWDDQEVLDYFSD ADGDWDDQEVLDY(0.6 _ADGDWDDQEVLDY(ph)FSDKESAK_ 1.1 0.47532 No

701 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl Y509 1 5 ELFDYSPPLHK ELFDY(0.5)S(0.5)PPLHK _(ca)ELFDY(ph)SPPLHK_ 1.0 0.35028 No

389 IPI00114352 Myc box‐dependent‐intBin1;Amphl;Sh3p9;Bin1S296 1 1 SPSPPPDGSPAATPEIR S(0.938)PS(0.062)PPPD _S(ph)PSPPPDGSPAATPEIR_ 0.9 0.19761 Yes

811 IPI00114352 Myc box‐dependent‐intBin1;Amphl;Sh3p9;Bin1S298 1 16 AQPSDNAPEKGNKSPSP AQPS(0.006)DNAPEKGN_AQPSDNAPEKGNKSPS(ph)PPPDGSPAATPEIR_ 1.1 0.39683 Yes

195 IPI00114352 Myc box‐dependent‐intBin1;Amphl;Sh3p9;Bin1S304 1 9 SPSPPPDGSPAATPEIR S(0.001)PS(0.002)PPPD _SPSPPPDGS(ph)PAATPEIR_ 0.8 0.05335 Yes

1226 IPI00114352 Myc box‐dependent‐intBin1;Amphl;Sh3p9;Bin1T308 1 13 SPSPPPDGSPAATPEIR S(0.228)PS(0.257)PPPD _(ca)SPS(ph)PPPDGSPA FHA2 Rad53p No

1184 IPI00850963 BCL2/adenovirus E1B 1 Bnip3l;Nix;Bnip3l;mCG_S118 1 4 DHSSQSEEEVVEGEKEVEDHS(0.029)S(0.486)QS( _DHSS(ph)QSEEEVVEGECK2 No

1187 IPI00850963 BCL2/adenovirus E1B 1 Bnip3l;Nix;Bnip3l;mCG_S120 1 6 DHSSQSEEEVVEGEKEVEDHS(0.029)S(0.486)QS( _DHSS(ph)QSEEEVVEGECK2 No

268 IPI00410792 Bromodomain‐containi Brd3;Fsrg2;Brd3;Fsrg2;BS262 1 3 SESPPPLSEPK S(0.029)ES(0.971)PPPLS_SES(ph)PPPLSEPK_ 14‐3‐3 binding 0.9 0.10612 Yes

251 IPI00153284 BUD13 homolog;BUD13Bud13;Bud13 S297 1 5 AHHESPDLELHK AHHES(1)PDLELHK _AHHES(ph)PDLELHK_ 1.4 0.094306 Yes

987 IPI00118762 Bystin Bysl S97 1 10 LGPGLPQDGSDEEDEEWLGPGLPQDGS(1)DEEDE _LGPGLPQDGS(ph)DEEDCK2 1.1 0.46989 Yes

683 IPI00828741 HnRNP‐associated withC130057N11Rik;Raly;RPS270 1 10 LPAPQEDTASEAGTPQG LPAPQEDT(0.007)AS(0.9_LPAPQEDTAS(ph)EAGTPQGEVQTR_ 1.2 0.34386 Yes

929 IPI00828741 HnRNP‐associated withC130057N11Rik;Raly;RPT268 1 8 LPAPQEDTASEAGTPQG LPAPQEDT(0.946)AS(0.0_LPAPQEDT(ph)ASEAGTCK2 1.1 0.44882 Yes

480 IPI00828741 HnRNP‐associated withC130057N11Rik;Raly;RPT274 2 14 LPAPQEDTASEAGTPQG LPAPQEDT(0.212)AS(0.7_LPAPQEDTAS(ph)EAGT(ph)PQGEVQTR_ 1.2 0.24771 Yes

535 IPI00828741 HnRNP‐associated withC130057N11Rik;Raly;RPS135 1 4 GRLSPVPVPR GRLS(1)PVPVPR _GRLS(ph)PVPVPR_ PKA 1.2 0.26993 Yes

90 IPI00380280 Carbamoyl‐phosphate sCad;mCG_23490;Cad S1859 1 5 IHRASDPGLPAEEPK IHRAS(1)DPGLPAEEPK _IHRAS(ph)DPGLPAEEP PKA 1.9 0.0006648 Up Yes

640 IPI00775950 Putative uncharacterizeCald1 S254 1 9 LKQTENAFSPSR LKQT(0.001)ENAFS(0.99_LKQTENAFS(ph)PSR_ CDK2 1.2 0.32369 Yes

Supplemental Table 4 GH 5min (Exp3).xlsx 3 5/8/2012



No IPI Numbers Protein Names Gene Names pAA Number of P Position in pePeptide Sequence Phospho (STY) Probabil Modified Sequence Best Motif Ratio1 of PhoRatio SignificUp‐/Down‐reLocalized phosphosite?

140 IPI00406790 Calcium/calmodulin‐de Camk2d;Kiaa4163;Cam T371 1 9 ESTESSNTTIEDEDVK ES(0.013)T(0.013)ES(0.0_ESTESSNTT(ph)IEDEDVFHA1 Rad53p 0.8 0.014907 Down Yes

609 IPI00119618 Calnexin Canx S553 1 3 QKSDAEEDGVTGSQDEEQKS(0.999)DAEEDGVT(0_QKS(ph)DAEEDGVTGS CK2 1.2 0.30554 Yes

698 IPI00119618 Calnexin Canx S563 1 11 SDAEEDGVTGSQDEEDS SDAEEDGVT(0.096)GS(0_SDAEEDGVTGS(ph)QDCK2 1.2 0.34914 Yes

826 IPI00119618 Calnexin Canx S582 1 10 AEEDEILNRSPR AEEDEILNRS(1)PR _AEEDEILNRS(ph)PR_ CDK1 1.1 0.40275 Yes

515 IPI00133349 Calcium‐regulated heatCarhsp1 S42 1 6 GNVVPSPLPTRR GNVVPS(1)PLPTRR _GNVVPS(ph)PLPTRR_ ERK/MAPK 1.0 0.26322 Yes

354 IPI00133349 Calcium‐regulated heatCarhsp1 S53 1 3 TFSATVR TFS(1)ATVR _TFS(ph)ATVR_ PKA/AKT 1.3 0.17121 Yes

414 IPI00133349 Calcium‐regulated heatCarhsp1 T46 1 10 GNVVPSPLPTR GNVVPS(0.5)PLPT(0.5)R_(ca)GNVVPS(ph)PLPTR_ 1.0 0.21559 No

308 IPI00776341 Peripheral plasma memCask S569 1 3 TQSSSCEDLPSTTQPK T(0.152)QS(0.628)S(0.1 _TQS(ph)SSCEDLPSTTQ PKA/AKT 0.9 0.13415 No

1359 IPI00776341 Peripheral plasma memCask S570 1 4 TQSSSCEDLPSTTQPK T(0.004)QS(0.031)S(0.4 _TQSS(ph)SCEDLPSTTQ CK2 No

486 IPI00776341 Peripheral plasma memCask S571 1 5 TQSSSCEDLPSTTQPK T(0.001)QS(0.007)S(0.0 _TQSSS(ph)CEDLPSTTQ CK1 1.0 0.25016 Yes

1360 IPI00776341 Peripheral plasma memCask T567 1 1 TQSSSCEDLPSTTQPK T(0.22)QS(0.204)S(0.20 _T(ph)QSSSCEDLPSTTQ CK1 No

187 IPI00409176 Calpastatin;Calpain inh Cast;Cast;Cast;Cast;Cas S219 1 9 EQKPFTPASPVQSTPSKP EQKPFT(0.009)PAS(0.98_EQKPFTPAS(ph)PVQSTWW GroupIV 1.5 0.045872 Up Yes

197 IPI00409176 Calpastatin;Calpain inh Cast;Cast;Cast;Cast;Cas S226 1 16 EQKPFTPASPVQSTPSKP EQKPFT(0.037)PAS(0.20_EQKPFTPASPVQSTPS(pCK1 1.4 0.05451 No

350 IPI00409176 Calpastatin;Calpain inh Cast;Cast;Cast;Cast;Cas S442 1 1 SLSESELIGELSADFDR S(0.66)LS(0.34)ESELIGE _S(ph)LSESELIGELSADFDCK2 0.9 0.16792 No

148 IPI00409176 Calpastatin;Calpain inh Cast;Cast;Cast;Cast;Cas T479 1 7 SNDTSQTPPGETVPR S(0.002)NDT(0.001)S(0._SNDTSQT(ph)PPGETVPR_ 0.8 0.017165 Down Yes

131 IPI00117829 Caveolin‐1 Cav1;Cav Y14 1 9 YVDSEGHLYTVPIR YVDSEGHLY(0.931)T(0.0_YVDSEGHLY(ph)TVPIR_ABL 0.7 0.010847 Down Yes

1070 IPI00677454 Chromobox homolog 3 Cbx3;Cbx3 S176 1 5 LTWHSCPEDEAQ LTWHS(1)CPEDEAQ _LTWHS(ph)CPEDEAQ_ CK2 Yes

1033 IPI00677454 Chromobox homolog 3 Cbx3;Cbx3 S93 1 1 SLSDSESDDSK S(0.994)LS(0.006)DSESD_S(ph)LSDSESDDSK_ AURORA‐A 1.1 0.48941 Yes

950 IPI00677454 Chromobox homolog 3 Cbx3;Cbx3 S95 1 3 SLSDSESDDSK S(0.088)LS(0.912)DSESD_SLS(ph)DSESDDSK_ CK2 1.1 0.45682 Yes

1067 IPI00677454 Chromobox homolog 3 Cbx3;Cbx3 S97 1 5 SLSDSESDDSKSK S(0.089)LS(0.415)DS(0.4_SLS(ph)DSESDDSKSK_ NEK6 No

1263 IPI00123755 Chromobox protein homCbx5;Hp1a S92 1 2 KSSFSNSADDIK KS(0.5)S(0.5)FS(0.001)N_KS(ph)SFSNSADDIK_ PKA No

80 IPI00123755 Chromobox protein homCbx5;Hp1a S93 1 3 KSSFSNSADDIK KS(0.06)S(0.935)FS(0.00_KSS(ph)FSNSADDIK_ PKA 2.0 0.0002769 Up Yes

949 IPI00321848 Coiled‐coil and C2 dom Cc2d1a S435 1 8 LANHDEGSDDEEEETPKKLANHDEGS(1)DDEEEETP_LANHDEGS(ph)DDEEE CK2 1.1 0.45577 Yes

322 IPI00653604 Coiled‐coil domain‐contCcdc102a S12 1 4 LAESPQLSK LAES(1)PQLSK _LAES(ph)PQLSK_ NEK6 0.9 0.14416 Yes

1297 IPI00319221 Coiled‐coil domain‐contCcdc12 S165 1 21 GQEDSLASAVDATTGQE GQEDSLASAVDAT(0.001_GQEDSLASAVDATTGQEACDS(ph)D_ Yes

824 IPI00133032 Coiled‐coil domain‐contCcdc43;D11Ertd707e;C T137 1 11 AALLAQYADVTDEEDEADAALLAQY(0.001)ADVT(0_AALLAQYADVT(ph)DEECK2 1.0 0.40166 Yes

215 IPI00402914 Coiled‐coil domain‐contCcdc86;Cyclon;D19Ertd S18 1 9 RLEGLKPLSPENLPVPEVSRLEGLKPLS(1)PENLPVPE_RLEGLKPLS(ph)PENLPVWW GroupIV 1.4 0.064616 Yes

491 IPI00170037 Malcavernin;Cerebral c Ccm2;Osm;Ccm2;Osm S393 1 6 GIITDSFGR GIITDS(1)FGR _GIITDS(ph)FGR_ 1.0 0.25269 Yes

273 IPI00654283 Putative uncharacterizeCcnk;Ccnk S341 1 5 AVVVSPKEENK AVVVS(1)PKEENK _AVVVS(ph)PKEENK_ ERK/MAPK 1.4 0.10743 Yes

457 IPI00336973 Cyclin‐L1;Cyclin Ania‐6aCcnl1;Ania6a;Ccn1 S358 1 5 AEEKSPVSINVK AEEKS(0.993)PVS(0.007_AEEKS(ph)PVSINVK_ 1.2 0.23732 Yes

450 IPI00308149 Cyclin‐Y;Cyclin fold protCcny;Cfp1;Ccny;Cfp1 S324 1 1 SASADNLILPR S(0.642)AS(0.358)ADNL_S(ph)ASADNLILPR_ PKA 1.0 0.23399 No

517 IPI00308149 Cyclin‐Y;Cyclin fold protCcny;Cfp1;Ccny;Cfp1 S326 1 3 SASADNLILPR S(0.112)AS(0.888)ADNL_SAS(ph)ADNLILPR_ PKA/AKT 1.0 0.26341 Yes

570 IPI00753875 Putative uncharacterizeCcnyl1 S350 1 1 SLSADNFIGIQR S(0.663)LS(0.337)ADNF _S(ph)LSADNFIGIQR_ NIMA 1.0 0.28563 No

599 IPI00753875 Putative uncharacterizeCcnyl1 S352 1 3 SLSADNFIGIQR S(0.096)LS(0.904)ADNF _SLS(ph)ADNFIGIQR_ CHK1 1.0 0.3008 Yes

167 IPI00268688 CD2‐associated protein Cd2ap;Mets1 S458 1 1 SVDLDAFVAR S(1)VDLDAFVAR _S(ph)VDLDAFVAR_ CAMK2 1.5 0.033948 Up Yes

700 IPI00110050 PITSLRE serine/threoninCdc2l1;Cdc2l1 S47 1 3 RDSLEEGELR RDS(1)LEEGELR _RDS(ph)LEEGELR_ AURORA‐A 1.0 0.34994 Yes

1024 IPI00464128 Cell division cycle 2‐likeCdc2l5;Kiaa1791;Cdc2l5T871 1 11 LYSSEESRPYTNK LYSSEESRPY(0.001)T(0.9_LYSSEESRPYT(ph)NK_ CAMK2 1.1 0.48698 Yes

764 IPI00114613 Serine/threonine‐proteCdc42bpb;Kiaa1124 S1692 1 15 HSTPSNSSNPSGPPSPNSHSTPSNSSNPSGPPS(0.5 _HSTPSNSSNPSGPPS(phWW GroupIV 1.0 0.37698 No

765 IPI00114613 Serine/threonine‐proteCdc42bpb;Kiaa1124 S1695 1 18 HSTPSNSSNPSGPPSPNSHSTPSNSSNPSGPPS(0.5 _HSTPSNSSNPSGPPS(phWW GroupIV 1.0 0.37698 No

325 IPI00471127 Cdc42 effector protein  Cdc42ep1;Borg5;Cep1 S207 1 4 RSDSLLSFR RSDS(1)LLSFR _RSDS(ph)LLSFR_ CHK1/2 0.9 0.14464 Yes

778 IPI00124906 Cdc42 effector protein  Cdc42ep4;Borg4;Cep4;CS64 1 8 AREADDESLDEQASASK AREADDES(1)LDEQASAS_AREADDES(ph)LDEQASPLK 1.2 0.38299 Yes

1366 IPI00125505 Cdc42 GTPase‐activatinCdgap;Kiaa1204 S1092 1 4 HRPSSLNLDSATPIADLFRHRPS(0.49)S(0.49)LNLD_HRPS(ph)SLNLDSATPIAPKA No

1370 IPI00125505 Cdc42 GTPase‐activatinCdgap;Kiaa1204 S1093 1 5 HRPSSLNLDSATPIADLFRHRPS(0.49)S(0.49)LNLD_HRPS(ph)SLNLDSATPIACAMK2 No

806 IPI00138190 Cadherin‐11;OsteoblastCdh11;Cad‐11 S714 1 9 PGLRPAPNSVDVDDFINTPGLRPAPNS(1)VDVDDF _PGLRPAPNS(ph)VDVDDFINTR_ 1.0 0.39453 Yes

460 IPI00138190 Cadherin‐11;OsteoblastCdh11;Cad‐11 S788 1 7 LADLYGSKDTFDDDS LADLY(0.001)GS(0.991) _LADLYGS(ph)KDTFDDDNEK6 1.0 0.2391 Yes

1311 IPI00138190 Cadherin‐11;OsteoblastCdh11;Cad‐11 Y786 1 5 LADLYGSKDTFDDDS LADLY(0.417)GS(0.417) _LADLY(ph)GSKDTFDDDS_ No

602 IPI00133537 Cyclin‐dependent kinas Cdkn1b;Cdkn1b S10 1 5 VSNGSPSLER VSNGS(0.94)PS(0.06)LE _VSNGS(ph)PSLER_ CK1 1.0 0.30306 Yes

255 IPI00353932 Cerebellar degeneratio Cdr2l;Gm21 S180 1 4 LHSSSLELGPRPLEQENERLHS(0.136)S(0.728)S(0.1_LHSS(ph)SLELGPRPLEQCK2 0.9 0.098741 No

702 IPI00468999 Phosphatidate cytidylyl Cds2;Cds2;RP23‐33N15S32 1 22 EDAPPEDKESESEAKLDGEDAPPEDKESESEAKLDG_EDAPPEDKESESEAKLD CK2 1.2 0.35061 Yes

730 IPI00468999 Phosphatidate cytidylyl Cds2;Cds2;RP23‐33N15S34 1 9 LDGETASDSESR LDGET(0.004)AS(0.151) _LDGETASDS(ph)ESR_ CK1 1.0 0.36183 Yes

722 IPI00752710 CCAAT/enhancer‐bindinCebpz;Cbf2;Cebpa‐rs1 S629 2 9 SQLDDHPESDEENFVDVGS(0.003)QLDDHPES(0.99_SQLDDHPES(ph)DEENFCK2 1.2 0.35872 Yes

723 IPI00752710 CCAAT/enhancer‐bindinCebpz;Cbf2;Cebpa‐rs1 S641 2 21 SQLDDHPESDEENFVDVGS(0.003)QLDDHPES(0.99_SQLDDHPES(ph)DEENFCK2 1.2 0.35872 Yes

252 IPI00667973 Centrosomal protein of Cep170;Kiaa0470 S1102 1 5 LGEASDSELADADK LGEAS(0.922)DS(0.078) _LGEAS(ph)DSELADADKCK2 1.4 0.095599 Yes

397 IPI00667973 Centrosomal protein of Cep170;Kiaa0470 S1155 1 1 SDSEATISR S(0.969)DS(0.031)EATIS_S(ph)DSEATISR_ CK2 0.9 0.20389 Yes

897 IPI00667973 Centrosomal protein of Cep170;Kiaa0470 S1157 1 3 SDSEATISR S(0.102)DS(0.898)EATIS_SDS(ph)EATISR_ CAMK2 1.1 0.43846 Yes

220 IPI00222386 Charged multivesicular Chmp2b S199 1 4 ATISDEEIER AT(0.001)IS(0.999)DEEI _ATIS(ph)DEEIER_ CK2 0.8 0.067351 Yes

1026 IPI00785520 CBF1‐interacting corep Cir;Cir;Cir S202 1 14 NLTANDPSQDYVASDCE NLTANDPS(0.001)QDY( _NLTANDPSQDYVAS(phCK2 1.1 0.48702 Yes

110 IPI00672213 CLIP‐associating proteinClasp1;Kiaa0622 S795 1 5 VLSTSTDLEAAVADALK VLS(0.05)T(0.05)S(0.874_VLSTS(ph)TDLEAAVADNEK6 0.7 0.0022348 Down Yes

413 IPI00672213 CLIP‐associating proteinClasp1;Kiaa0622;Clasp1S600 1 3 SRSDIDVNAAASAK S(0.097)RS(0.903)DIDV _SRS(ph)DIDVNAAASAKCHK1/2 1.0 0.21373 Yes

775 IPI00467854 CAP‐Gly domain‐contai Clip2;Cyln2;Kiaa0291;C S924 1 10 VLLLEANRHSPGPER VLLLEANRHS(1)PGPER _VLLLEANRHS(ph)PGPEPKA 1.2 0.38159 Yes

440 IPI00124248 Chloride channel regulaClns1a;Icln S100 1 10 LGEESKEPLSDEDEEDNDLGEES(0.003)KEPLS(0.9 _LGEESKEPLS(ph)DEDEEDNDDVEPISEFR_ 1.0 0.22986 Yes

444 IPI00915083 Putative uncharacterizeCnot2;Cnot2;Cnot2;CnoS175 1 11 TNSMSSSGLGSPNR TNSMSSSGLGS(1)PNR _TNSMSSSGLGS(ph)PN CDK2 1.2 0.2312 Yes

951 IPI00277028 Negative elongation facCobra1;Nelfb;MNCb‐52S557 1 3 KPSPTQAAETPALDLPLPSKPS(0.5)PT(0.5)QAAETP_KPS(ph)PTQAAETPALDPKA 1.1 0.45716 No

952 IPI00277028 Negative elongation facCobra1;Nelfb;MNCb‐52T559 1 5 KPSPTQAAETPALDLPLPSKPS(0.5)PT(0.5)QAAETP_KPS(ph)PTQAAETPALDFHA KAPP 1.1 0.45716 No

1312 IPI00132076 Catechol O‐methyltransComt;Comt1;Comt;ComS260 1 8 AVYQGPGSSPVKS AVY(0.306)QGPGS(0.30_(ca)AVY(ph)QGPGSSPVKS_ No

496 IPI00132076 Catechol O‐methyltransComt;Comt1;Comt;ComS261 1 9 AVYQGPGSSPVKS AVYQGPGS(0.005)S(0.9 _AVYQGPGSS(ph)PVKS_Polo box 1.0 0.25477 Yes
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1316 IPI00132076 Catechol O‐methyltransComt;Comt1;Comt;ComS265 1 13 AVYQGPGSSPVKS AVY(0.001)QGPGS(0.08_(ca)AVYQGPGSS(ph)PVCK1 No

1319 IPI00132076 Catechol O‐methyltransComt;Comt1;Comt;ComY255 1 3 AVYQGPGSSPVKS AVY(0.306)QGPGS(0.30_(ca)AVY(ph)QGPGSSPVABL No

942 IPI00649269 Cell division cycle 2‐relaCrkrs;Crk7;Kiaa0904;Cr S1079 1 16 KETTSGTTAEPVKNNSPAKETTSGTT(0.001)AEPVK_KETTSGTTAEPVKNNS(ph)PAPPQPAPVK_ 1.1 0.45422 Yes

804 IPI00330591 DNA‐binding protein A; Csda;Msy4;Ybx3;Csda;CS328 1 1 SRPLNAVSQDGK S(1)RPLNAVSQDGK _S(ph)RPLNAVSQDGK_ PKA 1.1 0.39396 Yes

795 IPI00116929 Cleavage stimulation faCstf3 S691 1 6 RPNEDSDEDEEKGAVVP RPNEDS(1)DEDEEKGAV _RPNEDS(ph)DEDEEKGAVVPPVHDIYR_ 1.0 0.38919 Yes

995 IPI00116929 Cleavage stimulation faCstf3 Y708 1 23 RPNEDSDEDEEKGAVVP RPNEDS(0.418)DEDEEK _RPNEDSDEDEEKGAVVPPVHDIY(ph)R_ 1.1 0.47517 No

664 IPI00112963 Catenin alpha‐1;102 kDCtnna1;Catna1 S641 1 8 TPEELDDSDFETEDFDVR TPEELDDS(1)DFETEDFD _TPEELDDS(ph)DFETED CK2 1.0 0.33602 Yes

618 IPI00112963 Catenin alpha‐1;102 kDCtnna1;Catna1 T634 1 1 TPEELDDSDFETEDFDVR T(0.98)PEELDDS(0.02)D_T(ph)PEELDDSDFETED CK2 1.0 0.30956 Yes

1328 IPI00112963 Catenin alpha‐1;102 kDCtnna1;Catna1 T645 1 12 TPEELDDSDFETEDFDVR T(0.316)PEELDDS(0.342_TPEELDDS(ph)DFETEDFDVR_ No

392 IPI00125899 Catenin beta‐1;Beta‐catCtnnb1;Catnb;Ctnnb1 S552 1 3 RTSMGGTQQQFVEGVR RT(0.096)S(0.904)MGG _RTS(ph)MGGTQQQFV AURORA‐A 1.3 0.19966 Yes

1334 IPI00125899 Catenin beta‐1;Beta‐catCtnnb1;Catnb;Ctnnb1 T551 1 2 RTSMGGTQQQFVEGVR RT(0.431)S(0.138)MGG _RT(ph)SMGGTQQQFV PKA No

1337 IPI00125899 Catenin beta‐1;Beta‐catCtnnb1;Catnb;Ctnnb1 T556 1 7 RTSMGGTQQQFVEGVR RT(0.431)S(0.138)MGG _RT(ph)SMGGTQQQFVEGVR_ No

189 IPI00752108 Catenin delta‐1;p120 caCtnnd1;Catns;Kiaa0384S230 1 15 HYEDGYPGGSDNYGSLS HYEDGYPGGSDNY(0.01 _(ca)HYEDGYPGGSDNYGS(ph)LSR_ 0.8 0.047488 Down Yes

1351 IPI00752108 Catenin delta‐1;p120 caCtnnd1;Catns;Kiaa0384S232 1 17 HYEDGYPGGSDNYGSLS HYEDGYPGGS(0.001)DN_HYEDGYPGGSDNYGS(ph)LSR_ No

107 IPI00752108 Catenin delta‐1;p120 caCtnnd1;Catns;Kiaa0384S320 1 3 LRSYEDMIGEEVPPDQYYLRS(0.5)Y(0.5)EDMIGEE_LRS(ph)YEDMIGEEVPPPKA/AKT 0.7 0.0019583 Down No

1353 IPI00752108 Catenin delta‐1;p120 caCtnnd1;Catns;Kiaa0384Y228 1 13 HYEDGYPGGSDNYGSLS HYEDGYPGGSDNY(0.49 _HYEDGYPGGSDNY(ph)ALK No

108 IPI00752108 Catenin delta‐1;p120 caCtnnd1;Catns;Kiaa0384Y321 1 4 LRSYEDMIGEEVPPDQYYLRS(0.5)Y(0.5)EDMIGEE_LRS(ph)YEDMIGEEVPPALK 0.7 0.0019583 Down No

1020 IPI00120919 RNA polymerase‐associCtr9;Kiaa0155;Sh2bp1;CT925 1 13 KGGEFDEFVNDDTDDDLKGGEFDEFVNDDT(1)DD_KGGEFDEFVNDDT(ph) FHA1 Rad53p 1.1 0.48584 Yes

186 IPI00118143 Src substrate cortactin; Cttn;Ems1;Cttn;mCG_2 S407 1 9 KQTPPASPSPQPIEDRPP KQT(0.166)PPAS(0.166)_KQTPPASPS(ph)PQPIEDRPPSSPIYEDAAPFK_ 0.8 0.04546 Down No

1139 IPI00118143 Src substrate cortactin; Cttn;Ems1;Cttn;mCG_2 S417 1 19 KQTPPASPSPQPIEDRPP KQT(0.001)PPAS(0.005)_KQTPPASPSPQPIEDRP CAMK2 No

1141 IPI00118143 Src substrate cortactin; Cttn;Ems1;Cttn;mCG_2 S418 1 20 KQTPPASPSPQPIEDRPP KQT(0.001)PPAS(0.005)_KQTPPASPSPQPIEDRP WW GroupIV No

169 IPI00118143 Src substrate cortactin; Cttn;Ems1;Cttn;mCG_2 T401 1 3 KQTPPASPSPQPIEDRPP KQT(0.955)PPAS(0.043)_KQT(ph)PPASPSPQPIE FHA KAPP 0.8 0.035312 Down Yes

774 IPI00854018 CUG‐BP‐ and ETR‐3‐likeCugbp2;Celf2;Napor;CuS27 1 9 ETATELSGSPPSNGTANKETATELS(0.026)GS(0.77 _ETATELSGS(ph)PPSNG NEK6 1.2 0.38131 Yes

1317 IPI00854018 CUG‐BP‐ and ETR‐3‐likeCugbp2;Celf2;Napor;CuS30 1 12 ETATELSGSPPSNGTANKET(0.018)AT(0.018)ELS(_ETATELSGS(ph)PPSNG CK1 No

133 IPI00127811 Fractalkine;C‐X3‐C mot Cx3cl1;Cx3c;Fkn;Scyd1; S259 1 1 SLGSEEINPVHTDNFQERS(0.599)LGS(0.401)EEIN_S(ph)LGSEEINPVHTDNPLK1 0.7 0.011573 Down No

124 IPI00127811 Fractalkine;C‐X3‐C mot Cx3cl1;Cx3c;Fkn;Scyd1; S262 1 4 SLGSEEINPVHTDNFQERS(0.15)LGS(0.85)EEINPV_SLGS(ph)EEINPVHTDNCK1 0.7 0.0082169 Down Yes

35 IPI00224867 Novel protein;Novel proD930048N14Rik;RP23‐7T15 1 3 SLTCSSSADPSPDEALER S(0.188)LT(0.792)CS(0.0_(ca)SLT(ph)CSSSADPSPPKA/AKT 4.1 1.364E‐14 Up Yes

402 IPI00128975 Death‐associated proteDap S49 1 9 DKDDQEWESTSPPKPTV DKDDQEWES(0.797)T(0_DKDDQEWES(ph)TSPPKPTVFISGVIAR_ 0.9 0.20696 Yes

964 IPI00128975 Death‐associated proteDap S51 1 11 DKDDQEWESTSPPKPTV DKDDQEWES(0.083)T(0_DKDDQEWESTS(ph)PPCDK2 1.1 0.46046 Yes

309 IPI00128975 Death‐associated proteDap T50 1 10 DKDDQEWESTSPPKPTV DKDDQEWES(0.054)T(0_DKDDQEWEST(ph)SPPKPTVFISGVIAR_ 0.9 0.13472 No

8 IPI00128975 Death‐associated proteDap T56 1 2 PTVFISGVIARGDK PT(0.983)VFIS(0.017)GV_(ca)PT(ph)VFISGVIARGAURORA 21.0 4.26E‐65 Up Yes

596 IPI00135475 Drebrin;Developmenta Dbn1;Drba;Dbn1;Drba; S142 1 3 LSSPVLHR LS(0.003)S(0.997)PVLHR_LSS(ph)PVLHR_ CHK1/2 1.0 0.29703 Yes

126 IPI00468380 Serine/threonine‐proteDclk1;Dcamkl1;Dclk;Dc S305 1 1 SKSPASTSSVNGTPGSQL S(0.839)KS(0.052)PAS(0_(ca)S(ph)KSPASTSSVNGPKA 0.7 0.0086256 Down Yes

1310 IPI00468380 Serine/threonine‐proteDclk1;Dcamkl1;Dclk;Dc S307 1 4 RSKSPASTSSVNGTPGSQRS(0.038)KS(0.459)PAS _RSKS(ph)PASTSSVNGT CAMK2 No

245 IPI00468380 Serine/threonine‐proteDclk1;Dcamkl1;Dclk;Dc S32 1 6 VNGLPSPTHSAHCSFYR VNGLPS(0.957)PT(0.021_VNGLPS(ph)PTHSAHCSGSK3 0.9 0.088939 Yes

160 IPI00468380 Serine/threonine‐proteDclk1;Dcamkl1;Dclk;Dc S36 2 10 VNGLPSPTHSAHCSFYR VNGLPS(0.267)PT(0.629_VNGLPSPT(ph)HS(ph)AGSK3 0.8 0.029142 Down No

1314 IPI00468380 Serine/threonine‐proteDclk1;Dcamkl1;Dclk;Dc S40 2 14 VNGLPSPTHSAHCSFYR VNGLPS(0.226)PT(0.226_VNGLPSPTHS(ph)AHCSCK1 No

317 IPI00468380 Serine/threonine‐proteDclk1;Dcamkl1;Dclk;Dc T34 2 8 VNGLPSPTHSAHCSFYR VNGLPS(0.267)PT(0.629_VNGLPSPT(ph)HS(ph)AFHA KAPP 0.9 0.14251 No

202 IPI00468380 Serine/threonine‐proteDclk1;Dcamkl1;Dclk;Dc Y42 2 16 VNGLPSPTHSAHCSFYR VNGLPS(0.942)PT(0.181_VNGLPS(ph)PTHSAHCSFY(ph)R_ 0.8 0.055917 No

259 IPI00468380 Serine/threonine‐proteDclk1;Dcamkl1;Dclk;Dc S330 2 1 SPSPSPTSPGSLR S(0.588)PS(0.411)PS(0.0_S(ph)PSPSPT(ph)SPGS CK1 0.9 0.099837 No

1330 IPI00468380 Serine/threonine‐proteDclk1;Dcamkl1;Dclk;Dc S334 1 5 SPSPSPTSPGSLR S(0.002)PS(0.008)PS(0.3_SPSPS(ph)PTSPGSLR_ CK1 No

289 IPI00468380 Serine/threonine‐proteDclk1;Dcamkl1;Dclk;Dc S337 1 8 SPSPSPTSPGSLR SPSPS(0.001)PT(0.009)S_SPSPSPTS(ph)PGSLR_ WW GroupIV 0.9 0.11851 Yes

443 IPI00468380 Serine/threonine‐proteDclk1;Dcamkl1;Dclk;Dc S340 1 11 SPSPSPTSPGSLR S(0.001)PS(0.001)PS(0.0_(ca)SPSPSPTSPGS(ph)LCK1 1.0 0.23093 Yes

112 IPI00468380 Serine/threonine‐proteDclk1;Dcamkl1;Dclk;Dc T336 1 7 SPSPSPTSPGSLR SPSPSPT(0.5)S(0.5)PGSL_SPSPSPT(ph)SPGSLR_ 0.7 0.0023412 Down No

574 IPI00896604 Probable ATP‐depende Ddx10 T587 1 14 LASGDGDEEQDEETEDEELASGDGDEEQDEET(1)ED_LASGDGDEEQDEET(phCK2 1.2 0.28731 Yes

707 IPI00120691 Nucleolar RNA helicase Ddx21;Ddx21;mCG_113S118 1 8 EIITEEPSEEEADMPKPK EIITEEPS(1)EEEADMPKP_EIITEEPS(ph)EEEADMPCK2 1.2 0.35397 Yes

770 IPI00113576 ATP‐dependent RNA heDdx24;Ddx24 S126 1 5 AQAVSEEEEEEEGQSSSPAQAVS(1)EEEEEEEGQSS_AQAVS(ph)EEEEEEEGQCK2 1.2 0.37858 Yes

745 IPI00329839 ATP‐dependent RNA heDdx42;Ddx42 S185 1 23 YMAENPTAGVVQEEEEDYMAENPTAGVVQEEEED_YMAENPTAGVVQEEEEDNLEYDS(ph)DGNPIAPS1.2 0.37075 Yes

1404 IPI00329839 ATP‐dependent RNA heDdx42;Ddx42 S193 1 31 YMAENPTAGVVQEEEEDY(0.078)MAENPT(0.027_YMAENPTAGVVQEEEEDNLEYDS(ph)DGNPIAPSKK_ No

587 IPI00474721 Putative uncharacterizeDdx54;Ddx54 S774 1 6 IDDRDSEEEGPSNQR IDDRDS(1)EEEGPSNQR _IDDRDS(ph)EEEGPSNQPKA 1.2 0.29263 Yes

759 IPI00339468 ATP‐dependent RNA heDhx9;Ddx9 S137 1 16 AEAENNSGVESSGYGSPGAEAENNSGVESSGYGS(1_AEAENNSGVESSGYGS(CK1 1.2 0.37521 Yes

175 IPI00331314 Disco‐interacting prote Dip2b;Kiaa1463 Y97 1 1 YRSDIHTEAVQAALAK Y(0.877)RS(0.123)DIHT(_Y(ph)RSDIHTEAVQAALSRC 0.8 0.04027 Down Yes

915 IPI00113635 H/ACA ribonucleoproteDkc1;Dkc1;BC068171 S481 1 5 TVLESGGETGDGDNDTT T(0.009)VLES(0.99)GGE _TVLES(ph)GGETGDGD CK2 1.1 0.44543 Yes

799 IPI00113635 H/ACA ribonucleoproteDkc1;Dkc1;BC068171 S508 1 8 VKVVEEMSE VKVVEEMS(1)E _VKVVEEMS(ph)E_ 1.0 0.39186 Yes

632 IPI00113635 H/ACA ribonucleoproteDkc1;Dkc1;BC068171 T485 1 9 TVLESGGETGDGDNDTT T(0.032)VLES(0.089)GG_TVLESGGET(ph)GDGDNDTTK_ 1.0 0.31639 No

1063 IPI00125861 Disks large homolog 1;SDlg1;Dlgh1;Dlg1;Dlgh1 S694 1 5 NKDQSEQETSDADQHVTNKDQS(0.333)EQET(0.3_NKDQS(ph)EQETSDADCK2 No

1064 IPI00125861 Disks large homolog 1;SDlg1;Dlgh1;Dlg1;Dlgh1 S699 1 10 NKDQSEQETSDADQHVTNKDQS(0.052)EQET(0.4_NKDQSEQET(ph)SDADQHVTSNASDSESSYR_ No

1068 IPI00125861 Disks large homolog 1;SDlg1;Dlgh1;Dlg1;Dlgh1 S707 1 18 NKDQSEQETSDADQHVTNKDQS(0.004)EQET(0.0_NKDQSEQETSDADQHVTS(ph)NASDSESSYR_ No

771 IPI00125861 Disks large homolog 1;SDlg1;Dlgh1;Dlg1;Dlgh1 S710 1 21 NKDQSEQETSDADQHVTNKDQSEQETSDADQHVT_NKDQSEQETSDADQHVCK2 1.0 0.37939 No

1071 IPI00125861 Disks large homolog 1;SDlg1;Dlgh1;Dlg1;Dlgh1 T698 1 9 NKDQSEQETSDADQHVTNKDQS(0.052)EQET(0.4_NKDQSEQET(ph)SDADFHA KAPP No

1073 IPI00125861 Disks large homolog 1;SDlg1;Dlgh1;Dlg1;Dlgh1 T706 1 17 NKDQSEQETSDADQHVTNKDQSEQETSDADQHVT_NKDQSEQETSDADQHVFHA KAPP No

1354 IPI00875866 DnaJ (Hsp40) homolog, Dnajc5;RP23‐33L3.3‐00 S12 1 5 SLSTSGESLYHVLGLDKNAS(0.164)LS(0.148)T(0.14_SLSTS(ph)GESLYHVLGLNEK6 No

936 IPI00875866 DnaJ (Hsp40) homolog, Dnajc5;RP23‐33L3.3‐00 S8 1 1 SLSTSGESLYHVLGLDK S(0.613)LS(0.356)T(0.00_(ca)S(ph)LSTSGESLYHVCAMK2 1.1 0.45117 No

400 IPI00469323 DNA (cytosine‐5)‐methyDnmt1;Dnmt;Met1;UimS724 1 17 EADDDEEADDDVSEMPSEADDDEEADDDVSEMPS_EADDDEEADDDVSEMPCDK2 0.9 0.20554 Yes

370 IPI00816914 Dedicator of cytokinesi Dock7;Gm430;Kiaa1771S1422 1 3 SPSGSAFGSQENLR S(0.111)PS(0.82)GS(0.0 _SPS(ph)GSAFGSQENLRPKA/AKT 0.9 0.18208 Yes

1061 IPI00816914 Dedicator of cytokinesi Dock7;Gm430;Kiaa1771S896 1 1 SLSNSNPDISGTPTSPDDES(0.467)LS(0.267)NS(0.2_S(ph)LSNSNPDISGTPTSPKA/AKT No
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888 IPI00816914 Dedicator of cytokinesi Dock7;Gm430;Kiaa1771S900 1 5 SLSNSNPDISGTPTSPDDES(0.099)LS(0.054)NS(0.8_SLSNS(ph)NPDISGTPTSNEK6 1.1 0.4324 Yes

11 IPI00337050 Dedicator of cytokinesi Dock9;D14Wsu89e;KiaaS1378 2 2 KSQTLPVSRNR KS(0.973)QT(0.027)LPV _(ca)KS(ph)QTLPVS(ph) PKA 0.1 2.925E‐46 Down Yes

10 IPI00337050 Dedicator of cytokinesi Dock9;D14Wsu89e;KiaaS1384 2 8 KSQTLPVSRNR KS(0.272)QT(0.728)LPV _(ca)KSQT(ph)LPVS(ph) NEK6 0.1 3.782E‐55 Down Yes

600 IPI00857720 Protein dpy‐19 homolo Dpy19l1 S22 1 1 SSPPPLSGASEVDAGELG S(0.67)S(0.33)PPPLSGAS_S(ph)SPPPLSGASEVDA CK1 1.0 0.30164 No

328 IPI00117168 Protein dpy‐30 homolo Dpy30 S3 1 3 MESEQMLEGQTQVAENMES(0.941)EQMLEGQT _MES(ph)EQMLEGQTQVAENPHSEYGLTDSVER_ 0.9 0.14829 Yes

264 IPI00114375 Dihydropyrimidinase‐reDpysl2;Crmp2;Ulip2 S522 2 11 TVTPASSAKTSPAK T(0.541)VT(0.393)PAS(0_T(ph)VTPASSAKTS(ph) CDK2 0.9 0.10223 Yes

387 IPI00114375 Dihydropyrimidinase‐reDpysl2;Crmp2;Ulip2 T509 1 13 GLYDGPVCEVSVTPK GLYDGPVCEVS(0.099)V _GLYDGPVCEVSVT(ph)PCDK1 0.9 0.19717 Yes

120 IPI00406447 Collapsin response medDpysl3 S101 1 10 EESREPAPESPKPAGVEIREES(0.002)REPAPES(0.9_EESREPAPES(ph)PKPAGERK/MAPK 1.7 0.0048786 Up Yes

247 IPI00127942 Destrin;Actin‐depolymeDstn;Dsn;Sid23 S3 1 2 ASGVQVADEVCR AS(1)GVQVADEVCR _AS(ph)GVQVADEVCR_ 0.9 0.09285 Yes

1091 IPI00133713 D‐tyrosyl‐tRNA(Tyr) deaDtd1;Hars2 S194 1 1 SASSGAEGDVSSEREP S(0.387)AS(0.306)S(0.30_S(ph)ASSGAEGDVSSEREP_ No

1095 IPI00133713 D‐tyrosyl‐tRNA(Tyr) deaDtd1;Hars2 S196 1 3 SASSGAEGDVSSEREP S(0.072)AS(0.464)S(0.46_SAS(ph)SGAEGDVSSERCAMK2 No

1097 IPI00133713 D‐tyrosyl‐tRNA(Tyr) deaDtd1;Hars2 S197 1 4 SASSGAEGDVSSEREP S(0.072)AS(0.464)S(0.46_SAS(ph)SGAEGDVSSERCK2 No

1102 IPI00653072 Dynein cytoplasmic 1 inDync1i2;RP23‐299A2.1‐S81 1 23 EAEALLQSMGLTTDSPIV EAEALLQSMGLTTDSPIV _EAEALLQSMGLTTDSPIVWW GroupIV No

1105 IPI00653072 Dynein cytoplasmic 1 inDync1i2;RP23‐299A2.1‐S83 1 25 EAEALLQSMGLTTDSPIV EAEALLQSMGLTTDSPIV _EAEALLQSMGLTTDSPIVPPPMS(ph)PSSK_ No

1108 IPI00653072 Dynein cytoplasmic 1 inDync1i2;RP23‐299A2.1‐S84 1 26 EAEALLQSMGLTTDSPIV EAEALLQSMGLTTDSPIV _EAEALLQSMGLTTDSPIVCK1 No

636 IPI00153421 Cytoplasmic dynein 1 ligDync1li1;Dncli1;Dnclic1S510 1 6 KPASVSPTTPTSPTEGEASKPAS(0.001)VS(0.992)P _KPASVS(ph)PTTPTSPTEGEAS_ 1.0 0.31988 Yes

870 IPI00118849 Dual specificity tyrosineDyrk1a;Dyrk;Dyrk1a;RP Y321 1 4 IYQYIQSR IYQY(1)IQSR _IYQY(ph)IQSR_ 1.1 0.42472 Yes

860 IPI00848728 Enhanced at puberty prEap1;Kiaa1865 S584 1 3 KASPEPPDSAESALK KAS(1)PEPPDSAESALK _KAS(ph)PEPPDSAESAL PKA/AKT 1.1 0.42094 Yes

1341 IPI00848728 Enhanced at puberty prEap1;Kiaa1865 S694 1 3 RNSSSPVSPASVPGQR RNS(0.327)S(0.327)S(0. _RNS(ph)SSPVSPASVPGPKA/AKT No

1345 IPI00848728 Enhanced at puberty prEap1;Kiaa1865 S695 1 4 RNSSSPVSPASVPGQR RNS(0.327)S(0.327)S(0. _RNS(ph)SSPVSPASVPGCAMK2 No

1348 IPI00848728 Enhanced at puberty prEap1;Kiaa1865 S696 1 5 RNSSSPVSPASVPGQR RNS(0.327)S(0.327)S(0. _RNS(ph)SSPVSPASVPGPolo box No

337 IPI00154113 Receptor‐binding canceEbag9;Rcas1 S36 1 3 KLSGDQITLPTTVDYSSVPKLS(1)GDQITLPTTVDYSS_KLS(ph)GDQITLPTTVDYPKA/AKT 1.3 0.15923 Yes

377 IPI00330066 Enhancer of mRNA‐dec Edc4;Edc4 S733 1 3 TRSPDVISSASTALSQDIP T(0.186)RS(0.805)PDVIS_(ca)TRS(ph)PDVISSASTCAMK2 1.3 0.18731 Yes

993 IPI00320208 Elongation factor 1‐bet Eef1b;Eef1b2 S106 1 10 DDDDIDLFGSDDEEESEE DDDDIDLFGS(1)DDEEES_DDDDIDLFGS(ph)DDEECK2 1.1 0.47378 Yes

1151 IPI00320208 Elongation factor 1‐bet Eef1b;Eef1b2 S82 1 4 YGPSSVEDTTGSGAADAKY(0.23)GPS(0.251)S(0.2 _YGPS(ph)SVEDTTGSGACK2 No

1156 IPI00320208 Elongation factor 1‐bet Eef1b;Eef1b2 S83 1 5 YGPSSVEDTTGSGAADAKY(0.23)GPS(0.251)S(0.2 _YGPS(ph)SVEDTTGSGAADAKDDDDIDLFGSDDEEESEEAKK_ No

405 IPI00944009 Elongation factor 1‐deltEef1d;Eef1d;Eef1d;Eef1S512 1 10 ATAPQTQHVSPMR ATAPQTQHVS(1)PMR _ATAPQTQHVS(ph)PMRCDK2 1.3 0.21072 Yes

1041 IPI00944009 Elongation factor 1‐deltEef1d;Eef1d;Eef1d;Eef1S541 1 18 GATPAEDDEDKDIDLFGSGATPAEDDEDKDIDLFGS_GATPAEDDEDKDIDLFGCK2 1.1 0.49228 Yes

1168 IPI00944009 Elongation factor 1‐deltEef1d;Eef1d;Eef1d;Eef1T508 1 6 ATAPQTQHVSPMR AT(0.05)APQT(0.475)QH_ATAPQT(ph)QHVSPMR_ No

1323 IPI00466069 Elongation factor 2 Eef2 T54 1 4 AGETRFTDTR AGET(0.868)RFT(0.129) _AGET(ph)RFTDTR_ Yes

94 IPI00466069 Elongation factor 2 Eef2 T57 1 7 AGETRFTDTR AGETRFT(0.999)DTR _AGETRFT(ph)DTR_ PKA 0.6 0.0010334 Down Yes

1325 IPI00466069 Elongation factor 2 Eef2 T59 1 9 AGETRFTDTR AGET(0.01)RFT(0.495)D_AGETRFT(ph)DTR_ FHA1 Rad53p No

479 IPI00402968 EH domain‐containing pEhd2 S438 1 13 GPDEAIEDGEEGSEDDAEGPDEAIEDGEEGS(1)EDD_GPDEAIEDGEEGS(ph)EDDAEWVVTK_ 1.0 0.24741 Yes

375 IPI00402968 EH domain‐containing pEhd2 T447 1 22 GPDEAIEDGEEGSEDDAEGPDEAIEDGEEGS(0.5)ED_GPDEAIEDGEEGS(ph)EDDAEWVVTK_ 0.9 0.18491 No

797 IPI00261239 Translation initiation fa Eif2b5 S540 1 3 AGSPQLDDIR AGS(1)PQLDDIR _AGS(ph)PQLDDIR_ CAMK2 1.1 0.38952 Yes

351 IPI00229859 Eukaryotic translation i Eif3b;Eif3s9 S75 1 14 AKPAAQSEEETATSPAASAKPAAQSEEETAT(0.134_AKPAAQSEEETATS(ph)GSK3 0.9 0.16957 Yes

777 IPI00229859 Eukaryotic translation i Eif3b;Eif3s9 S79 2 18 AKPAAQSEEETATSPAASAKPAAQSEEETAT(0.004_AKPAAQSEEETATS(ph)CK1 1.0 0.38266 Yes

1361 IPI00229859 Eukaryotic translation i Eif3b;Eif3s9 S84 1 23 AKPAAQSEEETATSPAASAKPAAQSEEETATSPAAS_AKPAAQSEEETATSPAAGSK3 No

1362 IPI00229859 Eukaryotic translation i Eif3b;Eif3s9 S88 1 27 AKPAAQSEEETATSPAASAKPAAQSEEETATSPAAS_AKPAAQSEEETATSPAACK1 No

1363 IPI00229859 Eukaryotic translation i Eif3b;Eif3s9 S94 1 33 AKPAAQSEEETATSPAASAKPAAQS(0.002)EEET(0_AKPAAQSEEETATSPAACK1 No

965 IPI00321647 Eukaryotic translation i Eif3c;Eif3s8 S39 1 6 QPLLLSEDEEDTKR QPLLLS(1)EDEEDTKR _(ca)QPLLLS(ph)EDEEDTCK2 1.1 0.46159 Yes

865 IPI00321647 Eukaryotic translation i Eif3c;Eif3s8 T45 1 12 QPLLLSEDEEDTKR QPLLLS(0.227)EDEEDT(0_(ca)QPLLLSEDEEDT(ph)KR_ 1.1 0.42232 Yes

845 IPI00622371 Eukaryotic translation i Eif3g;Eif3p42;Eif3s4 S42 1 10 GIPLPTGDTSPEPELLPGDGIPLPTGDT(0.004)S(0.9 _GIPLPTGDTS(ph)PEPELCK1 1.1 0.41154 Yes

1367 IPI00471443 Eukaryotic translation i Eif3j;Eif3s1 S18 1 17 AAAAAAAAAAAAGDSDSAAAAAAAAAAAAGDS(0 _(ca)AAAAAAAAAAAAGDSDS(ph)WDADTFSMEDPVRK_ No

563 IPI00221581 Eukaryotic translation i Eif4b S498 1 4 SQSSDTEQPSPTSGGGK S(0.007)QS(0.06)S(0.93 _SQSS(ph)DTEQPSPTSGCK2 1.0 0.28335 Yes

409 IPI00221581 Eukaryotic translation i Eif4b S504 1 10 SQSSDTEQPSPTSGGGK S(0.013)QS(0.013)S(0.0 _SQSSDTEQPS(ph)PTSGCK1 1.3 0.2119 Yes

42 IPI00221581 Eukaryotic translation i Eif4b T420 1 1 TGSESSQTGASATSGR T(0.597)GS(0.369)ES(0. _T(ph)GSESSQTGASATSPKA/AKT 3.1 1.024E‐09 Up No

477 IPI00421179 Eukaryotic translation i Eif4g1;Eif4g1;Eif4g1;Eif S1187 1 1 SFSKEVEER S(0.997)FS(0.003)KEVEE_S(ph)FSKEVEER_ 1.0 0.24572 Yes

114 IPI00421179 Eukaryotic translation i Eif4g1;Eif4g1;Eif4g1;Eif S1189 1 3 SFSKEVEER SFS(1)KEVEER _SFS(ph)KEVEER_ PKA 0.7 0.0024829 Down Yes

564 IPI00421179 Eukaryotic translation i Eif4g1;Eif4g1;Eif4g1;Eif S1211 1 3 AASLTEDR AAS(1)LTEDR _AAS(ph)LTEDR_ PKD 1.0 0.28393 Yes

446 IPI00421179 Eukaryotic translation i Eif4g1;Eif4g1;Eif4g1;Eif T1213 1 6 KAASLTEDR KAAS(0.183)LT(0.817)E _KAASLT(ph)EDR_ 1.0 0.233 Yes

1380 IPI00776162 Eukaryotic translation i Eif4g2;Nat1;Eif4g2;Nat1S380 1 19 MDRDPLGGLADMFGQMMDRDPLGGLADMFGQM_MDRDPLGGLADMFGQMPGS(ph)GIGTGPGVIQDRFSPTM(ox)GR_ No

846 IPI00776162 Eukaryotic translation i Eif4g2;Nat1;Eif4g2;Nat1S394 1 33 MDRDPLGGLADMFGQMMDRDPLGGLADMFGQM_M(ox)DRDPLGGLADM PKA 1.1 0.41186 Yes

385 IPI00776162 Eukaryotic translation i Eif4g2;Nat1;Eif4g2;Nat1T505 1 1 TQTPPLGQTPQLGLK T(0.616)QT(0.384)PPLG_T(ph)QTPPLGQTPQLGLK_ 0.9 0.19516 No

423 IPI00776162 Eukaryotic translation i Eif4g2;Nat1;Eif4g2;Nat1T507 1 3 TQTPPLGQTPQLGLK T(0.218)QT(0.781)PPLG_TQT(ph)PPLGQTPQLG CAMK2 1.0 0.22266 Yes

971 IPI00756424 Eukaryotic translation i Eif5b;If2;Eif5b;If2 S114 1 8 TSFDENDSEELEDKDSK TSFDENDS(1)EELEDKDS _TSFDENDS(ph)EELEDKDSK_ 1.1 0.46412 Yes

1144 IPI00756424 Eukaryotic translation i Eif5b;If2;Eif5b;If2 S122 1 16 TSFDENDSEELEDKDSK T(0.011)S(0.011)FDEND_TSFDENDS(ph)EELEDKDSK_ No

1157 IPI00756424 Eukaryotic translation i Eif5b;If2;Eif5b;If2 S132 1 6 TARPNSEAPLSGSEDADDT(0.009)ARPNS(0.495)E_TARPNS(ph)EAPLSGSE CAMK2 No

1007 IPI00756424 Eukaryotic translation i Eif5b;If2;Eif5b;If2 S137 1 11 TARPNSEAPLSGSEDADDTARPNSEAPLS(0.864)GS_TARPNSEAPLS(ph)GSE CK2 1.1 0.48033 Yes

341 IPI00756424 Eukaryotic translation i Eif5b;If2;Eif5b;If2 S139 1 13 TARPNSEAPLSGSEDADDT(0.002)ARPNS(0.002)E_TARPNSEAPLS(ph)GSE NEK6 1.3 0.16236 No

923 IPI00756424 Eukaryotic translation i Eif5b;If2;Eif5b;If2 S215 1 7 SVPTVDSGNEDDDSSFK SVPTVDS(1)GNEDDDSS _SVPTVDS(ph)GNEDDD CK2 1.1 0.44716 Yes

1147 IPI00756424 Eukaryotic translation i Eif5b;If2;Eif5b;If2 S222 1 14 SVPTVDSGNEDDDSSFK S(0.181)VPT(0.205)VDS _SVPT(ph)VDSGNEDDDSSFK_ No

1152 IPI00756424 Eukaryotic translation i Eif5b;If2;Eif5b;If2 S223 1 15 SVPTVDSGNEDDDSSFK S(0.181)VPT(0.205)VDS _SVPT(ph)VDSGNEDDD PLK1 No

1161 IPI00756424 Eukaryotic translation i Eif5b;If2;Eif5b;If2 T212 1 4 SVPTVDSGNEDDDSSFK S(0.181)VPT(0.205)VDS _SVPT(ph)VDSGNEDDD CK1 No

1355 IPI00403406 Epb4.1l2 protein;ErythrEpb4.1l2;Epb4.1l2 S595 1 10 ATPLPAEGKSSHETLNVVAT(0.068)PLPAEGKS(0.4_ATPLPAEGKS(ph)SHET CK2 No

442 IPI00403406 Epb4.1l2 protein;ErythrEpb4.1l2;Epb4.1l2 T599 1 14 ATPLPAEGKSSHETLNVVATPLPAEGKS(0.003)S(0 _ATPLPAEGKSSHET(ph) CK1 1.0 0.23081 Yes
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685 IPI00330289 Erythrocyte protein banEpb4.1l2;Epb41l2;Epb4 S38 1 12 AKEVENEQTPVSEPEEEKAKEVENEQT(0.04)PVS(0_AKEVENEQTPVS(ph)EPCK2 1.0 0.34423 Yes

127 IPI00330289 Erythrocyte protein banEpb4.1l2;Epb41l2;Epb4 S86 1 1 SYNLVVAK S(0.738)Y(0.262)NLVVA_S(ph)YNLVVAK_ PKD 0.7 0.0099869 Down No

1405 IPI00229295 Band 4.1‐like protein 3;Epb41l3;Dal1;Epb4.1l3; S790 1 8 VESTSVGSISPGGAK VESTSVGS(0.5)IS(0.5)PG_VESTSVGS(ph)ISPGGA CK1 No

228 IPI00229295 Band 4.1‐like protein 3;Epb41l3;Dal1;Epb4.1l3; S792 1 10 VESTSVGSISPGGAK VESTSVGS(0.019)IS(0.98_VESTSVGSIS(ph)PGGAK_ 1.4 0.073783 Yes

384 IPI00875692 Excision repair cross‐co Ercc5;Ercc5;Ercc‐5;Xpg; S384 1 12 NSGATADAGSISPR NSGATADAGSIS(1)PR _NSGATADAGSIS(ph)PRCDK1 1.3 0.19444 Yes

851 IPI00154109 Protein FAM122A Fam122a S32 1 1 SNSAPLIHGLSDSSPVFQAS(0.531)NS(0.449)APLIH_S(ph)NSAPLIHGLSDSSPNIMA 1.1 0.41723 No

955 IPI00154109 Protein FAM122A Fam122a S34 1 3 SNSAPLIHGLSDSSPVFQAS(0.25)NS(0.673)APLIHG_SNS(ph)APLIHGLSDSSP14‐3‐3 binding 1.1 0.45792 No

968 IPI00468516 Protein FAM21;Protein Fam21;D6Wsu116e;Kia S388 1 15 ARPAQAPVSEELPPSPKPARPAQAPVSEELPPS(1)P_ARPAQAPVSEELPPS(phWW GroupIV 1.1 0.46233 Yes

297 IPI00223670 Protein FAM40A;Protei Fam40a;Kiaa1761;Fam4S335 1 3 AASPPASASDLIEQQQK AAS(0.976)PPAS(0.02)A_AAS(ph)PPASASDLIEQ CAMK2 0.9 0.12522 Yes

461 IPI00266942 Extended synaptotagm Fam62b;D12Ertd551e;ES662 1 3 SSSSLLASPSHIAAK S(0.023)S(0.018)S(0.94)_SSS(ph)SLLASPSHIAAK CHK1/2 1.2 0.23969 Yes

1179 IPI00266942 Extended synaptotagm Fam62b;D12Ertd551e;ES679 2 5 EPTPSIASDISLPIATQELREPT(0.312)PS(0.447)IAS_EPTPS(ph)IASDIS(ph)LPIATQELR_ No

716 IPI00266942 Extended synaptotagm Fam62b;D12Ertd551e;ES682 2 8 EPTPSIASDISLPIATQELREPT(0.036)PS(0.036)IAS_EPTPSIAS(ph)DIS(ph)L CK1 1.2 0.35766 Yes

717 IPI00266942 Extended synaptotagm Fam62b;D12Ertd551e;ES685 2 11 EPTPSIASDISLPIATQELREPT(0.036)PS(0.036)IAS_EPTPSIAS(ph)DIS(ph)L PLK1 1.2 0.35766 Yes

754 IPI00874398 Protein FAM65A Fam65a;Kiaa1930 S417 1 7 FSTYSQSPPDTPSLR FS(0.005)T(0.005)Y(0.00_FSTYSQS(ph)PPDTPSLRCK1 1.0 0.37362 Yes

1245 IPI00344835 Protein FAM65C Fam65c S635 1 7 LASPNLSR LASPNLS(1)R _LASPNLS(ph)R_ CK1 Yes

294 IPI00678532 Regulator of microtubuFam82a2;Fam82c;1200S46 1 3 SHSLPNSLDYAQASER S(0.117)HS(0.882)LPNS _SHS(ph)LPNSLDYAQAS14‐3‐3 binding 1.3 0.12303 Yes

239 IPI00757373 Farp1 protein;Farp1 proFarp1;Farp1 S373 1 1 SLVSQPTAPNSEVPK S(0.981)LVS(0.019)QPT _S(ph)LVSQPTAPNSEVPCK1 0.9 0.083133 Yes

282 IPI00757373 Farp1 protein;Farp1 proFarp1;Farp1 S427 1 11 ACTLELGPHQSPALPK ACTLELGPHQS(1)PALPK_ACTLELGPHQS(ph)PALPK_ 0.9 0.11227 Yes

816 IPI00757373 Farp1 protein;Farp1 proFarp1;Farp1 S892 1 12 SPDEATAADQESEDDLSASPDEATAADQES(1)EDD _SPDEATAADQES(ph)EDDLSASR_ 1.0 0.39815 Yes

990 IPI00757373 Farp1 protein;Farp1 proFarp1;Farp1;Farp1 S23 1 10 LGAPENSGISTLER LGAPENS(0.006)GIS(0.8_LGAPENSGIS(ph)TLER_CK2 1.1 0.47137 Yes

822 IPI00757373 Farp1 protein;Farp1 proFarp1;Farp1;Farp1 T24 1 11 LGAPENSGISTLER LGAPENSGIS(0.046)T(0._LGAPENSGIST(ph)LER_ 1.0 0.4006 Yes

86 IPI00623114 Cadherin FAT1 isoform Fat1;Fat1;Fath S4483 1 7 DMPAAGSLGSSSR DMPAAGS(0.997)LGS(0 _DMPAAGS(ph)LGSSSR_GSK3 0.6 0.0004696 Down Yes

1291 IPI00623114 Cadherin FAT1 isoform Fat1;Fat1;Fath S4486 3 10 DMPAAGSLGSSSR DMPAAGS(0.75)LGS(0.7_DMPAAGS(ph)LGS(ph)CK1 No

1296 IPI00623114 Cadherin FAT1 isoform Fat1;Fat1;Fath S4487 3 11 DMPAAGSLGSSSR DMPAAGS(0.75)LGS(0.7_DMPAAGS(ph)LGS(ph)NEK6 No

1301 IPI00623114 Cadherin FAT1 isoform Fat1;Fat1;Fath S4488 3 12 DMPAAGSLGSSSR DMPAAGS(0.75)LGS(0.7_DMPAAGS(ph)LGS(ph)S(ph)SR_ No

767 IPI00228716 Protocadherin Fat 4;FATFat4;Fatj S4878 1 7 LSQVNESDADDEDNYGALSQVNES(1)DADDEDNY_LSQVNES(ph)DADDEDNYGAR_ 1.0 0.37784 Yes

419 IPI00378206 F‐box/WD repeat‐contaFbxw8;Fbxw8 S84 1 1 SRSPPDRDATEPEPLVDQS(0.536)RS(0.459)PPDR _S(ph)RSPPDRDATEPEPCK1 1.3 0.21729 No

927 IPI00378206 F‐box/WD repeat‐contaFbxw8;Fbxw8 S86 1 3 SRSPPDRDATEPEPLVDQS(0.183)RS(0.817)PPDR _SRS(ph)PPDRDATEPEP14‐3‐3 binding 1.1 0.44798 Yes

502 IPI00223046 FH1/FH2 domain‐conta Fhod1;Fhos1 S370 1 1 SLEGGGCPVR S(1)LEGGGCPVR _S(ph)LEGGGCPVR_ AURORA 1.0 0.25805 Yes

813 IPI00881462 Pre‐mRNA 3'‐end‐proceFip1l1;Fip1l1;Fip1l1 S493 1 3 DHSPTPSVFNSDEER DHS(0.984)PT(0.008)PS _DHS(ph)PTPSVFNSDEEPKA/AKT 1.1 0.39743 Yes

832 IPI00881462 Pre‐mRNA 3'‐end‐proceFip1l1;Fip1l1;Fip1l1 T495 1 7 ERDHSPTPSVFNSDEER ERDHS(0.163)PT(0.827)_ERDHSPT(ph)PSVFNSDEER_ 1.1 0.40595 Yes

1023 IPI00458068 FK506‐binding protein 1Fkbp15;Fkbp133;Kiaa06S1091 1 3 RLSLTPDPEKGEPPALDPERLS(0.982)LT(0.018)PDP_RLS(ph)LTPDPEKGEPPAPKA/AKT 1.1 0.48689 Yes

842 IPI00921658 Filamin, alpha;Filamin‐AFlna;RP23‐436K3.1‐003S2152 1 4 RAPSVANIGSHCDLSLK RAPS(1)VANIGSHCDLSL _RAPS(ph)VANIGSHCDLPKA/AKT 1.1 0.41011 Yes

63 IPI00664670 Filamin‐C;Gamma‐filamFlnc;Abpl;Fln2;Flnc;AbpS2234 1 3 LGSFGSITR LGS(1)FGSITR _LGS(ph)FGSITR_ PKA/AKT 2.3 6.094E‐06 Up Yes

869 IPI00345373 Formin‐like protein 2;P Fmnl2;Kiaa1902;Man;F S687 2 6 ITQKASSKVTLLEANR IT(0.983)QKAS(0.508)S(_(ca)IT(ph)QKAS(ph)SKVCK1 1.1 0.4233 No

999 IPI00345373 Formin‐like protein 2;P Fmnl2;Kiaa1902;Man;F S688 2 7 ITQKASSKVTLLEANR IT(0.984)QKAS(0.128)S(_(ca)IT(ph)QKASS(ph)KVTLLEANR_ 1.1 0.4772 Yes

933 IPI00345373 Formin‐like protein 2;P Fmnl2;Kiaa1902;Man;F T683 2 2 ITQKASSKVTLLEANR IT(0.984)QKAS(0.128)S(_(ca)IT(ph)QKASS(ph)KVFHA KAPP 1.1 0.45013 Yes

456 IPI00876259 Formin binding protein Fnbp1;RP23‐243I3.2‐00S295 1 3 TVSDNSLSSSK T(0.008)VS(0.992)DNSL _TVS(ph)DNSLSSSK_ PKA 1.0 0.23668 Yes

1207 IPI00876259 Formin binding protein Fnbp1;RP23‐243I3.2‐00S298 1 6 TVSDNSLSSSK T(0.09)VS(0.431)DNS(0 _TVS(ph)DNSLSSSK_ PLK1 No

53 IPI00761177 Formin‐binding protein Fnbp1l;Toca1;Fnbp1l;ToS295 1 3 TISDGTISAAK T(0.027)IS(0.949)DGT(0_TIS(ph)DGTISAAK_ PKD 2.5 8.11E‐07 Up Yes

194 IPI00761177 Formin‐binding protein Fnbp1l;Toca1;Fnbp1l;ToS501 1 15 HSSDINHLVTQGRESPEGHSS(0.001)DINHLVT(0.0_HSSDINHLVTQGRES(phPKA 0.8 0.052042 Yes

150 IPI00761177 Formin‐binding protein Fnbp1l;Toca1;Fnbp1l;ToT496 1 10 HSSDINHLVTQGRESPEGHS(0.002)S(0.008)DINH _HSSDINHLVT(ph)QGRESPEGSYTDDANQEVR_ 0.8 0.018956 Down No

522 IPI00229601 Fibronectin type III domFndc3b;Fad104;Kiaa416S208 1 3 LNSPPSTIYK LNS(0.993)PPS(0.003)T(_LNS(ph)PPSTIYK_ CAMK2 1.0 0.26587 Yes

518 IPI00224112 Fibroblast growth factoFrs2;Frs2a S292 1 25 LEQLGKDPVSGSGAGNT LEQLGKDPVSGSGAGNT _LEQLGKDPVSGSGAGN F box bTrCP 1.0 0.26353 Yes

1229 IPI00224112 Fibroblast growth factoFrs2;Frs2a S327 1 3 LTSTSTSDTQNINNSAQRLT(0.484)S(0.484)T(0.03_LT(ph)STSTSDTQNINN PKA/AKT No

1231 IPI00224112 Fibroblast growth factoFrs2;Frs2a S329 1 5 LTSTSTSDTQNINNSAQRLT(0.23)S(0.23)T(0.23)S _LT(ph)STSTSDTQNINNSAQR_ No

1233 IPI00224112 Fibroblast growth factoFrs2;Frs2a S331 1 7 LTSTSTSDTQNINNSAQRLT(0.18)S(0.18)T(0.18)S _LT(ph)STSTSDTQNINN CK1 No

1237 IPI00224112 Fibroblast growth factoFrs2;Frs2a T326 1 2 LTSTSTSDTQNINNSAQRLT(0.484)S(0.484)T(0.03_LT(ph)STSTSDTQNINN PKA No

1240 IPI00224112 Fibroblast growth factoFrs2;Frs2a T328 1 4 LTSTSTSDTQNINNSAQRLT(0.027)S(0.473)T(0.47_LTS(ph)TSTSDTQNINN NEK6 No

1244 IPI00224112 Fibroblast growth factoFrs2;Frs2a T330 1 6 LTSTSTSDTQNINNSAQRLT(0.18)S(0.18)T(0.18)S _LT(ph)STSTSDTQNINN CK1 No

1247 IPI00224112 Fibroblast growth factoFrs2;Frs2a T333 1 9 LTSTSTSDTQNINNSAQRLT(0.117)S(0.117)T(0.11_LTSTSTSDT(ph)QNINN FHA2 Rad53p No

763 IPI00119124 FUN14 domain‐contain Fundc1 S13 1 9 NPPPQDYESDDESYEVLDNPPPQDY(0.096)ES(0.9 _NPPPQDYES(ph)DDESYCK2 1.2 0.37664 Yes

1200 IPI00119124 FUN14 domain‐contain Fundc1 S17 1 13 NPPPQDYESDDESYEVLDNPPPQDY(0.073)ES(0.0 _NPPPQDYESDDES(ph)YPLK1 No

1208 IPI00119124 FUN14 domain‐contain Fundc1 T24 1 20 NPPPQDYESDDESYEVLDNPPPQDY(0.073)ES(0.0 _NPPPQDYESDDES(ph)YNEK6 No

615 IPI00119124 FUN14 domain‐contain Fundc1 Y11 1 7 NPPPQDYESDDESYEVLDNPPPQDY(0.5)ES(0.5)DD_NPPPQDY(ph)ESDDESYEVLDLTEYAR_ 1.2 0.30751 No

1213 IPI00119124 FUN14 domain‐contain Fundc1 Y18 1 14 NPPPQDYESDDESYEVLDNPPPQDY(0.14)ES(0.22 _NPPPQDYES(ph)DDESYEGFR No

1217 IPI00119124 FUN14 domain‐contain Fundc1 Y26 1 22 NPPPQDYESDDESYEVLDNPPPQDY(0.073)ES(0.0 _NPPPQDYESDDES(ph)YEVLDLTEYAR_ No

1190 IPI00126389 Fragile X mental retardaFxr2;Fxr2h;RP23‐422L1 T600 1 1 TDGSISGDRQPVTVADYI T(0.498)DGS(0.41)IS(0.0_T(ph)DGSISGDRQPVTVFHA KAPP No

1193 IPI00126389 Fragile X mental retardaFxr2;Fxr2h;RP23‐422L1 S455 1 16 TGGPAYGPSSDPSTASETTGGPAYGPS(0.002)S(0. _TGGPAYGPSSDPST(ph CK2 No

604 IPI00130095 Ras GTPase‐activating pG3bp1;G3bp;G3bp1;G3S149 1 17 YQDEVFGGFVTEPQEESEYQDEVFGGFVTEPQEES(_YQDEVFGGFVTEPQEESCK2 1.0 0.30336 Yes

874 IPI00130095 Ras GTPase‐activating pG3bp1;G3bp;G3bp1;G3S229 1 1 STSPAPADVAPAQEDLR S(0.526)T(0.237)S(0.237_S(ph)TSPAPADVAPAQEDLR_ 1.1 0.42707 No

1183 IPI00130095 Ras GTPase‐activating pG3bp1;G3bp;G3bp1;G3S231 1 3 STSPAPADVAPAQEDLR S(0.147)T(0.113)S(0.74)_STS(ph)PAPADVAPAQEPKD No

853 IPI00124245 Ras GTPase‐activating pG3bp2;G3bp2 S225 1 1 SATPPPAEPASLPQEPPK S(0.646)AT(0.354)PPPA _S(ph)ATPPPAEPASLPQEPPK_ 1.1 0.41804 No

527 IPI00874964 Glyceraldehyde‐3‐phos Gapdh;Gapd;Gapdh;AK T186 1 22 VIHDNFGIVEGLMTTVHAVIHDNFGIVEGLMTTVHA_VIHDNFGIVEGLMTTVHAITAT(ph)QK_ 1.0 0.26732 Yes

151 IPI00460042 GTPase‐activating RapGGarnl1;Kiaa0884;Tulip1S796 1 3 SSSTSDILEPFTVER S(0.106)S(0.074)S(0.672_SSS(ph)TSDILEPFTVER_PKA/AKT 0.8 0.019035 Down No

1326 IPI00869450 Growth arrest specific 7Gas7;mCG_133182;GasS60 1 22 YYVNTTTNETTWERPSSSYYVNTTTNETTWERPS(0 _YYVNTTTNETTWERPSSCK1 No

Supplemental Table 4 GH 5min (Exp3).xlsx 7 5/8/2012



No IPI Numbers Protein Names Gene Names pAA Number of P Position in pePeptide Sequence Phospho (STY) Probabil Modified Sequence Best Motif Ratio1 of PhoRatio SignificUp‐/Down‐reLocalized phosphosite?

113 IPI00869450 Growth arrest specific 7Gas7;mCG_133182;GasS62 1 24 YYVNTTTNETTWERPSSSYYVNTTTNETTWERPS(0 _YYVNTTTNETTWERPSSSPGISAS(ph)PGPHR_ 0.7 0.0023958 Down Yes

1259 IPI00463493 Gbf1 protein Gbf1 S1298 1 10 ADAPDAGAQSDSELPSYHADAPDAGAQS(0.497)DS_ADAPDAGAQS(ph)DSECK2 No

835 IPI00463493 Gbf1 protein Gbf1 S1300 1 12 ADAPDAGAQSDSELPSYHADAPDAGAQS(0.194)DS_ADAPDAGAQSDS(ph)EGSK3 1.0 0.40817 Yes

887 IPI00463493 Gbf1 protein Gbf1 S1318 1 4 GYTSDSEVYTDHGRPGK GY(0.022)T(0.062)S(0.8 _GYTS(ph)DSEVYTDHGRCK2 1.1 0.43158 Yes

961 IPI00463493 Gbf1 protein Gbf1 S1320 1 6 GYTSDSEVYTDHGRPGK GY(0.028)T(0.028)S(0.1 _(ca)GYTSDS(ph)EVYTDHGRPGK_ 1.1 0.45966 Yes

972 IPI00463493 Gbf1 protein Gbf1 T1317 1 3 GYTSDSEVYTDHGRPGK GY(0.105)T(0.789)S(0.1 _GYT(ph)SDSEVYTDHGRCHK1/2 1.1 0.46435 Yes

1264 IPI00463493 Gbf1 protein Gbf1 T1324 1 10 GYTSDSEVYTDHGRPGK GY(0.085)T(0.085)S(0.0 _(ca)GYTSDSEVYT(ph)DHGRPGK_ No

1279 IPI00406371 Glucosamine‐‐fructose‐Gfpt1;Gfpt;Gfpt1;Gfpt S259 1 3 VDSTTCLFPVEEK VDS(0.487)T(0.487)T(0. _VDS(ph)TTCLFPVEEK_ CHK1/2 No

1285 IPI00406371 Glucosamine‐‐fructose‐Gfpt1;Gfpt;Gfpt1;Gfpt T260 1 4 VDSTTCLFPVEEK VDS(0.487)T(0.487)T(0. _VDS(ph)TTCLFPVEEK_ FHA2 Rad53p No

1292 IPI00127267 Glycine dehydrogenaseGldc S103 2 5 TVPASIRLK T(1)VPAS(1)IRLK _(ca)T(ph)VPAS(ph)IRLKCK1 Yes

381 IPI00123429 Zinc finger protein GLI3Gli3;Gli3;Gli3 S445 1 9 IKPDEDLPSPGSR IKPDEDLPS(0.991)PGS(0_IKPDEDLPS(ph)PGSR_ 0.9 0.19151 Yes

1308 IPI00351252 GMP synthase [glutami Gmps S332 1 7 TLNMTTSPEEK TLNMT(0.037)T(0.482)S_TLNMTT(ph)SPEEK_ CK2 No

1313 IPI00351252 GMP synthase [glutami Gmps T331 1 6 TLNMTTSPEEK TLNMT(0.037)T(0.482)S_TLNMTT(ph)SPEEK_ CK2 No

687 IPI00762316 Guanine nucleotide‐binGnl1;Gna‐rs1;Mmr1 S51 1 8 REEQTDTSDGESVTHHIRREEQT(0.004)DT(0.134)_REEQTDTS(ph)DGESVTCK2 1.2 0.34563 Yes

781 IPI00222461 Guanine nucleotide‐binGnl3;Ns;Gnl3;Ns S505 1 3 ELSPEQSTAGKPSDGSSA ELS(0.962)PEQS(0.018)T_ELS(ph)PEQSTAGKPSDCAMK2 1.0 0.38461 Yes

1338 IPI00222461 Guanine nucleotide‐binGnl3;Ns;Gnl3;Ns S509 1 7 ELSPEQSTAGKPSDGSSA ELS(0.332)PEQS(0.332)T_ELS(ph)PEQSTAGKPSDCK1 No

1342 IPI00222461 Guanine nucleotide‐binGnl3;Ns;Gnl3;Ns T510 1 8 ELSPEQSTAGKPSDGSSA ELS(0.332)PEQS(0.332)T_ELS(ph)PEQSTAGKPSDGSSALDR_ No

453 IPI00341196 G patch domain‐containGpatch8;Gpatc8;Kiaa05S1037 1 1 SQSPHYFQSGR S(0.959)QS(0.041)PHYF _S(ph)QSPHYFQSGR_ 1.0 0.23432 Yes

1049 IPI00122054 GPN‐loop GTPase 1;XPAGpn1;Mbdin;Xab1 S338 1 12 GTLDEEDEEADSDTDDIDGTLDEEDEEADS(0.989)D_GTLDEEDEEADS(ph)DTDDIDHR_ 1.1 0.49838 Yes

271 IPI00131457 Probable G‐protein couGpr124;Tem5 S1104 1 10 ALPTATEDGSPVLGEGPAALPT(0.011)AT(0.014)E _ALPTATEDGS(ph)PVLGCK1 0.9 0.1066 Yes

902 IPI00757356 G‐protein coupled rece Gpr98;Kiaa0686;Mass1 T1994 1 14 TRPLSVEEATQNVTLSIIR TRPLSVEEATQNVT(0.95_TRPLSVEEATQNVT(ph)FHA2 Rad53p 1.1 0.44142 Yes

753 IPI00750061 Glycogen synthase kinaGsk3b;Gsk3a S215 1 6 GEPNVSYICSR GEPNVS(0.5)Y(0.5)ICSR _GEPNVS(ph)YICSR_ GSK3 1.2 0.37348 No

1306 IPI00750061 Glycogen synthase kinaGsk3b;Gsk3a S219 1 10 GEPNVSYICSR GEPNVS(0.012)Y(0.494)_(ca)GEPNVSY(ph)ICSR_CK1 No

836 IPI00750061 Glycogen synthase kinaGsk3b;Gsk3a Y216 1 7 GEPNVSYICSR GEPNVS(0.002)Y(0.998)_GEPNVSY(ph)ICSR_ 1.0 0.40828 Yes

873 IPI00114232 Histone deacetylase 1 Hdac1 S393 1 22 MLPHAPGVQMQAIPED MLPHAPGVQMQAIPED _(ca)MLPHAPGVQMQACK2 1.1 0.42684 Yes

1019 IPI00313817 Hepatoma‐derived growHdgf;Tdrm1 S165 1 9 RAGDVLEDSPK RAGDVLEDS(1)PK _RAGDVLEDS(ph)PK_ CDK2 1.1 0.48541 Yes

1040 IPI00313817 Hepatoma‐derived growHdgf;Tdrm1 S202 1 5 NSTPSEPDSGQGPPAEEENS(0.124)T(0.124)PS(0. _NSTPS(ph)EPDSGQGPPCK1 1.1 0.49115 No

557 IPI00116442 Hepatoma‐derived growHdgfrp2;Hdgfrp2;Hdgfr S629 1 8 AQEDGQDSEDGPR AQEDGQDS(1)EDGPR _AQEDGQDS(ph)EDGPR_ 1.2 0.27888 Yes

458 IPI00123379 Vigilin;High density lipoHdlbp;Hdlbp S31 1 6 VATLNSEEENDPPTYK VATLNS(1)EEENDPPTYK_VATLNS(ph)EEENDPPTCK2 1.0 0.23743 Yes

690 IPI00222813 HIRA‐interacting protei Hirip3 S575 1 4 TLDSEEEQPR T(0.006)LDS(0.994)EEEQ_TLDS(ph)EEEQPR_ CK2 1.0 0.3463 Yes

331 IPI00228616 Histone H1.1;H1 VAR.3 Hist1h1a;H1f1 T15 1 14 SETAPVAQAASTATEKPAS(0.009)ET(0.007)APVA _SETAPVAQAASTAT(ph CK1 0.9 0.15312 No

581 IPI00230133 Histone H1.5;H1 VAR.5;Hist1h1b;H1f5 S2 1 1 SETAPAETAAPAPVEK S(0.57)ET(0.43)APAETA _S(ph)ETAPAETAAPAPVEK_ 1.0 0.29111 No

561 IPI00223713 Histone H1.2;H1 VAR.1;Hist1h1c;H1f2 S2 1 1 SEAAPAAPAAAPPAEKAPS(1)EAAPAAPAAAPPAEK_S(ph)EAAPAAPAAAPPAEKAPAK_ 1.0 0.28197 Yes

829 IPI00331597 Histone H1.3;H1 VAR.4;Hist1h1d;H1f3 S2 1 1 SETAPAAPAAPAPVEK S(0.946)ET(0.054)APAA_S(ph)ETAPAAPAAPAPVEK_ 1.0 0.40456 Yes

494 IPI00223714 Histone H1.4;H1 VAR.2;Hist1h1e;H1f4 S2 1 1 SETAPAAPAAPAPAEK S(0.908)ET(0.092)APAA_S(ph)ETAPAAPAAPAPAEK_ 1.0 0.25447 Yes

787 IPI00623776 Histone H4 Hist1h4a;Hist1h4b;H4‐5S103 1 3 RISGLIYEETR RIS(1)GLIYEETR _RIS(ph)GLIYEETR_ PKA 1.1 0.38569 Yes

548 IPI00624711 High mobility group proHmga1;Hmgi;Hmgiy;HmS88 2 11 KLEKEEEEGISQESSEEEQKLEKEEEEGIS(0.761)QES_KLEKEEEEGIS(ph)QESSGSK3 1.2 0.27484 No

403 IPI00624711 High mobility group proHmga1;Hmgi;Hmgiy;HmS91 1 14 KLEKEEEEGISQESSEEEQKLEKEEEEGISQES(0.94)S_KLEKEEEEGISQES(ph)SCK2 1.3 0.20876 Yes

233 IPI00624711 High mobility group proHmga1;Hmgi;Hmgiy;HmS92 2 15 KLEKEEEEGISQESSEEEQKLEKEEEEGISQES(1)S(1)_KLEKEEEEGISQES(ph)SCK2 1.4 0.079098 Yes

459 IPI00331612 High mobility group proHmga2;Hmgic S104 1 14 KPAQETEETSSQESAEED KPAQETEETSS(0.001)QE_KPAQETEETSSQES(ph) CK2 1.2 0.23813 Yes

1013 IPI00331612 High mobility group proHmga2;Hmgic;Hmga2 S44 1 11 KQQQEPTCEPSPK KQQQEPTCEPS(1)PK _KQQQEPTCEPS(ph)PK_CDK2 1.1 0.48214 Yes

1398 IPI00331707 Hydroxymethylglutaryl‐Hmgcs1 S486 1 18 RPFTNDHSLDEGMGLVHRPFT(0.053)NDHS(0.09 _RPFTNDHSLDEGMGLVNEK6 No

635 IPI00331707 Hydroxymethylglutaryl‐Hmgcs1 S495 1 27 RPFTNDHSLDEGMGLVHRPFTNDHSLDEGMGLVH_RPFTNDHSLDEGMGLVCDK2 1.0 0.31866 Yes

940 IPI00338745 Non‐histone chromoso Hmgn1;Hmg‐14;Hmg14S84 1 23 QADVADQQTTELPAENGQADVADQQTTELPAENG_(ca)QADVADQQTTELP CK1 1.1 0.45309 No

667 IPI00338745 Non‐histone chromoso Hmgn1;Hmg‐14;Hmg14S87 1 26 QADVADQQTTELPAENGQADVADQQTTELPAENG_QADVADQQTTELPAENCK2 1.2 0.33864 Yes

128 IPI00338745 Non‐histone chromoso Hmgn1;Hmg‐14;Hmg14T70 2 9 QADVADQQTTELPAENGQADVADQQT(0.512)T(0_QADVADQQT(ph)TELPFHA2 Rad53p 1.6 0.010135 Up No

129 IPI00338745 Non‐histone chromoso Hmgn1;Hmg‐14;Hmg14T71 2 10 QADVADQQTTELPAENGQADVADQQT(0.512)T(0_QADVADQQT(ph)TELPAENGETENQS(ph)PASEE1.6 0.010135 Up No

1270 IPI00338745 Non‐histone chromoso Hmgn1;Hmg‐14;Hmg14T80 2 19 QADVADQQTTELPAENGQADVADQQT(0.408)T(0_(ca)QADVADQQT(ph)TELPAENGET(ph)ENQSPASEEEKEAK_ No

782 IPI00553777 Heterogeneous nuclearHnrnpa1;Fli‐2;Hnrpa1;TS4 1 1 SESPKEPEQLR S(0.976)ES(0.024)PKEPE_S(ph)ESPKEPEQLR_ 1.1 0.38498 Yes

793 IPI00553777 Heterogeneous nuclearHnrnpa1;Fli‐2;Hnrpa1;TS6 1 3 SESPKEPEQLR S(0.002)ES(0.998)PKEPE_SES(ph)PKEPEQLR_ CDK1 1.0 0.38734 Yes

1015 IPI00269661 Heterogeneous nuclearHnrnpa3;Hnrpa3;HnrnpY361 1 6 SSGSPYGGGYGSGGGSGS(0.011)S(0.007)GS(0.0 _SSGSPY(ph)GGGYGSGGGSGGYGSR_ 1.1 0.48312 Yes

649 IPI00874321 Heterogeneous nuclearHnrnpc;Hnrpc;Hnrnpc;HS306 1 15 DDEKEPEEGEDDRDSAN DDEKEPEEGEDDRDS(0.9_DDEKEPEEGEDDRDS(pPKA 1.2 0.32698 Yes

303 IPI00874321 Heterogeneous nuclearHnrnpc;Hnrpc;Hnrnpc;HS313 1 22 DDEKEPEEGEDDRDSAN DDEKEPEEGEDDRDS(0.5_DDEKEPEEGEDDRDS(ph)ANGEDDS_ 0.9 0.13065 No

693 IPI00874321 Heterogeneous nuclearHnrnpc;Hnrpc;Hnrnpc;HS241 1 4 NEKSEEEQSSASVK NEKS(1)EEEQSSASVK _NEKS(ph)EEEQSSASVK CK2 1.0 0.34762 Yes

572 IPI00874321 Heterogeneous nuclearHnrnpc;Hnrpc;Hnrnpc;HS268 1 10 MESEAGADDSAEEGDLL MESEAGADDS(1)AEEGD_M(ox)ESEAGADDS(ph)CK2 1.0 0.28671 Yes

1368 IPI00330958 Heterogeneous nuclearHnrnpd;Auf1;Hnrpd;HnS80 1 13 IDASKNEEDEGHSNSSPR IDAS(0.002)KNEEDEGHS_IDASKNEEDEGHS(ph)NSSPR_ No

724 IPI00330958 Heterogeneous nuclearHnrnpd;Auf1;Hnrpd;HnS82 1 15 IDASKNEEDEGHSNSSPR IDAS(0.001)KNEEDEGHS_(ca)IDASKNEEDEGHSNS(ph)SPR_ 1.2 0.35951 Yes

607 IPI00330958 Heterogeneous nuclearHnrnpd;Auf1;Hnrpd;HnS83 1 16 IDASKNEEDEGHSNSSPR IDASKNEEDEGHS(0.006 _IDASKNEEDEGHSNSS(pPolo box 1.2 0.30502 Yes

338 IPI00224729 Heterogeneous nuclearHnrnph2;Hnrph2;HnrnpS104 1 6 HTGPNSPDTANDGFVR HTGPNS(0.995)PDT(0.0 _HTGPNS(ph)PDTANDGWW GroupIV 1.3 0.16125 Yes

261 IPI00224729 Heterogeneous nuclearHnrnph2;Hnrph2;HnrnpT107 1 9 HTGPNSPDTANDGFVR HTGPNS(0.006)PDT(0.9 _HTGPNSPDT(ph)ANDGFHA1 Rad53p 1.4 0.10104 Yes

382 IPI00224575 Heterogeneous nuclearHnrnpk;Hnrpk;Hnrnpk; S116 1 14 KIIPTLEEGLQLPSPTATSQKIIPTLEEGLQLPS(0.95)P _KIIPTLEEGLQLPS(ph)PTATSQLPLESDAVECLNYQ1.3 0.19329 Yes

1374 IPI00224575 Heterogeneous nuclearHnrnpk;Hnrpk;Hnrnpk; T118 1 16 KIIPTLEEGLQLPSPTATSQKIIPT(0.093)LEEGLQLPS _KIIPTLEEGLQLPS(ph)PTFHA KAPP No

1376 IPI00224575 Heterogeneous nuclearHnrnpk;Hnrpk;Hnrnpk; T120 1 18 KIIPTLEEGLQLPSPTATSQKIIPT(0.001)LEEGLQLPS _KIIPTLEEGLQLPSPTAT( FHA2 Rad53p No

890 IPI00224575 Heterogeneous nuclearHnrnpk;Hnrpk;Hnrnpk; S284 1 6 DYDDMSPR DYDDMS(1)PR _DYDDMS(ph)PR_ CDK2 1.1 0.43322 Yes

1381 IPI00224575 Heterogeneous nuclearHnrnpk;Hnrpk;Hnrnpk; T13 1 13 METEQPEETFPNTETNG MET(0.229)EQPEET(0.2 _M(ox)ETEQPEETFPNT(ph)ETNGEFGK_ No

1383 IPI00224575 Heterogeneous nuclearHnrnpk;Hnrpk;Hnrnpk; T15 1 15 METEQPEETFPNTETNG MET(0.229)EQPEET(0.2 _M(ox)ETEQPEETFPNT( CK2 No
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871 IPI00224575 Heterogeneous nuclearHnrnpk;Hnrpk;Hnrnpk; T3 1 3 METEQPEETFPNTETNG MET(0.997)EQPEET(0.0 _MET(ph)EQPEETFPNTETNGEFGK_ 1.1 0.42591 Yes

735 IPI00458583 Heterogenous nuclear rHnrnpu;Hnrpu;hnRNP US247 1 3 AKSPQPPVEEEDEHFDDTAKS(1)PQPPVEEEDEHFD_AKS(ph)PQPPVEEEDEHCAMK2 1.2 0.36592 Yes

481 IPI00458583 Heterogenous nuclear rHnrnpu;Hnrpu;hnRNP UT262 1 18 AKSPQPPVEEEDEHFDDTAKS(0.268)PQPPVEEED _AKSPQPPVEEEDEHFDDPLK1 1.2 0.24776 No

758 IPI00458583 Heterogenous nuclear rHnrnpu;Hnrpu;hnRNP UT268 1 24 AKSPQPPVEEEDEHFDDTAKS(0.039)PQPPVEEED _AKSPQPPVEEEDEHFDDTVVCLDT(ph)YNCDLHFK1.2 0.37512 Yes

697 IPI00123501 Heterogeneous nuclearHnrnpul1;Hnrpul1;HnrnS195 1 3 GRSPQPPAEEDEDDFDDGRS(1)PQPPAEEDEDDF _GRS(ph)PQPPAEEDED CAMK2 1.2 0.34868 Yes

966 IPI00123501 Heterogeneous nuclearHnrnpul1;Hnrpul1;HnrnT210 1 19 RGRSPQPPAEEDEDDFD RGRS(0.287)PQPPAEED_RGRSPQPPAEEDEDDFDPLK1 1.1 0.46176 No

399 IPI00123501 Heterogeneous nuclearHnrnpul1;Hnrpul1;HnrnT216 1 25 RGRSPQPPAEEDEDDFD RGRS(0.075)PQPPAEED_RGRSPQPPAEEDEDDFDDTLVAIDT(ph)YNCDLHF0.9 0.20481 No

614 IPI00123501 Heterogeneous nuclearHnrnpul1;Hnrpul1;HnrnY217 1 26 RGRSPQPPAEEDEDDFD RGRS(0.176)PQPPAEED_RGRSPQPPAEEDEDDFDEGFR 1.2 0.30668 No

531 IPI00849047 Heterogeneous nuclearHnrnpul2;Hnrpul2;ManS224 1 1 SKSPPPPEEEAKDEEEDQ S(0.552)KS(0.448)PPPPE_S(ph)KSPPPPEEEAKDEEEDQTLVNLDTYTSDLHFQ1.2 0.26768 No

1388 IPI00849047 Heterogeneous nuclearHnrnpul2;Hnrpul2;ManS251 1 28 SKSPPPPEEEAKDEEEDQ S(0.103)KS(0.105)PPPPE_SKSPPPPEEEAKDEEEDQTLVNLDTYTS(ph)DLHFQISK_ No

1389 IPI00849047 Heterogeneous nuclearHnrnpul2;Hnrpul2;ManS258 1 35 SKSPPPPEEEAKDEEEDQ S(0.156)KS(0.151)PPPPE_SKSPPPPEEEAKDEEEDQTLVNLDTYTSDLHFQIS(ph)K_ No

1390 IPI00849047 Heterogeneous nuclearHnrnpul2;Hnrpul2;ManT250 1 27 SKSPPPPEEEAKDEEEDQ S(0.071)KS(0.071)PPPPE_SKSPPPPEEEAKDEEEDQFHA2 Rad53p No

1006 IPI00849047 Heterogeneous nuclearHnrnpul2;Hnrpul2;ManS159 1 1 SGDETPGSEAPGDK S(1)GDETPGSEAPGDK _S(ph)GDETPGSEAPGDKCK2 1.1 0.47987 Yes

130 IPI00849047 Heterogeneous nuclearHnrnpul2;Hnrpul2;ManT163 1 5 SGDETPGSEAPGDK S(0.023)GDET(0.861)PG_SGDET(ph)PGSEAPGDKFHA KAPP 0.7 0.010421 Down Yes

956 IPI00121760 Heterogeneous nuclearHnrpll;Hnrpll S37 1 11 LKTEEGEIVYSAEESENR LKTEEGEIVY(0.01)S(0.99_LKTEEGEIVYS(ph)AEES CK2 1.1 0.45814 Yes

720 IPI00330804 Heat shock protein HSPHsp90aa1;Hsp86;Hsp86S263 1 13 ESDDKPEIEDVGSDEEEE ESDDKPEIEDVGS(1)DEE _ESDDKPEIEDVGS(ph)DCK2 1.2 0.35851 Yes

841 IPI00229080 Heat shock protein 84bHsp90ab1;Hsp84b;HspcS255 1 6 IEDVGSDEEDDSGKDK IEDVGS(1)DEEDDSGKDK_IEDVGS(ph)DEEDDSGKCK2 1.0 0.40961 Yes

928 IPI00229080 Heat shock protein 84bHsp90ab1;Hsp84b;HspcS261 1 12 IEDVGSDEEDDSGKDKK IEDVGS(0.175)DEEDDS(_IEDVGSDEEDDS(ph)GKDKK_ 1.1 0.4481 Yes

814 IPI00123802 Heat shock protein 105Hsph1;Hsp105;Hsp110;S810 1 3 IESPKLER IES(1)PKLER _(ca)IES(ph)PKLER_ CDK1 1.0 0.39802 Yes

670 IPI00221566 HIV Tat‐specific factor 1Htatsf1 S724 1 5 LFDDSDER LFDDS(1)DER _LFDDS(ph)DER_ 1.0 0.34036 Yes

678 IPI00463909 E3 ubiquitin‐protein ligaHuwe1;Kiaa0312;Ureb1S1395 1 3 AESPEEVACR AES(1)PEEVACR _AES(ph)PEEVACR_ CAMK2 1.2 0.34139 Yes

903 IPI00463909 E3 ubiquitin‐protein ligaHuwe1;Kiaa0312;Ureb1S1907 1 6 GSGTASDDEFENLR GS(0.011)GT(0.011)AS(0_GSGTAS(ph)DDEFENLRCK2 1.1 0.44152 Yes

1400 IPI00761863 Insulin‐like growth factoIgf2bp2;Imp2;Vickz2;IgfS161 1 10 ISYIPDEEVSSPSPPHR IS(0.003)Y(0.008)IPDEEV_ISYIPDEEVS(ph)SPSPPHR_ No

1001 IPI00761863 Insulin‐like growth factoIgf2bp2;Imp2;Vickz2;IgfS162 1 11 ISYIPDEEVSSPSPPHR ISYIPDEEVS(0.092)S(0.8_ISYIPDEEVSS(ph)PSPPHERK/MAPK 1.1 0.47798 Yes

850 IPI00761863 Insulin‐like growth factoIgf2bp2;Imp2;Vickz2;IgfS164 1 13 ISYIPDEEVSSPSPPHR ISYIPDEEVSSPS(1)PPHR _ISYIPDEEVSSPS(ph)PPHCK1 1.1 0.41352 Yes

737 IPI00331315 Insulin‐like growth factoIgf2bp3;Vickz3 S165 1 15 VAYIPDETAAQQNPSPQ VAYIPDETAAQQNPS(1)P_VAYIPDETAAQQNPS(ph)PQLR_ 1.0 0.36621 Yes

582 IPI00308971 Cation‐independent maIgf2r S2401 1 14 AEALSSLHGDDQDSEDEVAEALSSLHGDDQDS(1)ED_AEALSSLHGDDQDS(phCK2 1.0 0.2913 Yes

1356 IPI00308971 Cation‐independent maIgf2r S2476 1 8 LVSFHDDSDEDLLHI LVSFHDDS(1)DEDLLHI _(ca)LVSFHDDS(ph)DEDLLHI_ Yes

1358 IPI00308971 Cation‐independent maIgf2r T2407 1 20 AEALSSLHGDDQDSEDEVAEALS(0.002)S(0.014)LH_AEALSSLHGDDQDS(phCK2 No

224 IPI00120155 Interleukin‐6 receptor sIl6st S665 1 7 SHIAQWSPHTPPR SHIAQWS(0.991)PHT(0._SHIAQWS(ph)PHTPPR_ 0.8 0.070977 Yes

1010 IPI00319956 Protein IMPACT;Imprin Impact S137 1 8 TEEVEVESEEDPILEHPPE TEEVEVES(1)EEDPILEHP_TEEVEVES(ph)EEDPILEHPPENPVK_ 1.1 0.48116 Yes

866 IPI00319956 Protein IMPACT;Imprin Impact T130 1 2 KTEEVEVESEEDPILEHPPKT(0.5)EEVEVES(0.5)EED_KT(ph)EEVEVESEEDPILEHPPENPVK_ 1.1 0.42239 No

750 IPI00896646 Tyrosine‐protein kinaseInsrr;mCG_3075;Insrr;IrS989 1 6 ELGQGSFGMVYEGLAR ELGQGS(0.5)FGMVY(0.5_(ca)ELGQGS(ph)FGMVYEGLAR_ 1.0 0.37209 No

751 IPI00896646 Tyrosine‐protein kinaseInsrr;mCG_3075;Insrr;IrY994 1 11 ELGQGSFGMVYEGLAR ELGQGS(0.5)FGMVY(0.5_(ca)ELGQGS(ph)FGMVALK 1.0 0.37209 No

411 IPI00453578 Interferon regulatory faIrf2bp1;Irf2bp1 S384 1 3 KASPEPEGETAGK KAS(0.997)PEPEGET(0.0_KAS(ph)PEPEGETAGK_PKA/AKT 1.3 0.21337 Yes

1029 IPI00453578 Interferon regulatory faIrf2bp1;Irf2bp1 S436 1 9 NVAEALGHSPKDPGGGGNVAEALGHS(1)PKDPGG_NVAEALGHS(ph)PKDPGCDK1 1.1 0.48864 Yes

982 IPI00854942 Putative uncharacterizeIrf2bp2 S362 1 11 LEEPPELNRQSPNPR LEEPPELNRQS(1)PNPR _LEEPPELNRQS(ph)PNPPKA 1.1 0.4681 Yes

1327 IPI00854942 Putative uncharacterizeIrf2bp2 S419 1 4 RPASVSSAAAEHEAR RPAS(0.462)VS(0.462)S _RPAS(ph)VSSAAAEHEACAMK2 No

1329 IPI00854942 Putative uncharacterizeIrf2bp2 S421 1 6 RPASVSSAAAEHEAR RPAS(0.462)VS(0.462)S _RPAS(ph)VSSAAAEHEAR_ No

892 IPI00854942 Putative uncharacterizeIrf2bp2 S536 1 4 RKPSPEPEGEVGPPK RKPS(1)PEPEGEVGPPK _RKPS(ph)PEPEGEVGPPPKA/AKT 1.1 0.43479 Yes

311 IPI00119627 Insulin receptor substraIrs1;Irs‐1;Irs1;mCG_203S1097 1 3 HSSETFSAPTR HS(0.004)S(0.996)ETFSA_HSS(ph)ETFSAPTR_ PIM1/2 0.9 0.13779 Yes

190 IPI00923679 Insulin receptor substraIrs2;Irs2 S556 1 3 RVSGDGAQDLDR RVS(1)GDGAQDLDR _RVS(ph)GDGAQDLDR_PKA 1.5 0.048389 Up Yes

125 IPI00137400 Inositol 1,4,5‐trisphosp Itpr3 S934 1 3 KQSVFGASSLPAGVGVPEKQS(0.714)VFGAS(0.143_KQS(ph)VFGASSLPAGVCAMK2 1.7 0.0084638 Up No

963 IPI00831223 Intersectin‐1;EH and SHItsn1;Ese1;Itsn;Itsn1;Es S334 1 6 LPEEPSSEDEQQPEK LPEEPS(0.886)S(0.114)E_LPEEPS(ph)SEDEQQPEK_ 1.1 0.46033 Yes

348 IPI00831223 Intersectin‐1;EH and SHItsn1;Ese1;Itsn;Itsn1;Es S335 1 7 LPEEPSSEDEQQPEK LPEEPS(0.113)S(0.887)E_LPEEPSS(ph)EDEQQPE CK2 0.9 0.16673 Yes

818 IPI00876351 potassium channel tetr Kctd18 S349 1 17 AAQCSVATGASGHAPASAAQCSVATGAS(0.002)G_AAQCSVATGASGHAPAWW GroupIV 1.1 0.39934 Yes

367 IPI00464324 Uncharacterized protei Kiaa0754 S275 1 5 EKTESELKFEEDER EKT(0.119)ES(0.881)ELK_EKTES(ph)ELKFEEDER_ 1.3 0.18108 Yes

73 IPI00454081 Kinesin‐like protein KIF2Kif21a;Kiaa1708;Kif21a S855 1 3 KLSSSESPAPDTGSSAASGKLS(0.97)S(0.026)S(0.00_KLS(ph)SSESPAPDTGSSPKA 2.1 8.458E‐05 Up Yes

434 IPI00120089 Kinesin light chain 4;KinKlc4;Knsl8 S590 1 3 AASLNYLNQPNAAPLQV AAS(0.999)LNY(0.001)L _AAS(ph)LNYLNQPNAA PKA 1.0 0.2274 Yes

918 IPI00230429 Importin subunit alpha‐Kpna3;Qip2;Kpna3 S60 1 11 NVPQEESLEDSDVDADFKNVPQEESLEDS(1)DVDA _NVPQEESLEDS(ph)DVDNEK6 1.1 0.44648 Yes

594 IPI00129792 Importin subunit alpha‐Kpna4;Qip1 S60 1 11 NVPQEDICEDSDIDGDYRNVPQEDICEDS(1)DIDGD_NVPQEDICEDS(ph)DIDGDYR_ 1.0 0.29583 Yes

739 IPI00311761 Protein KRI1 homolog Kri1 S148 1 7 YVDEDNSDGETVDHR YVDEDNS(0.953)DGET(0_YVDEDNS(ph)DGETVD CK2 1.2 0.36726 Yes

364 IPI00623208 Kinase suppressor of RaKsr1;Ksr;Ksr1;Ksr;Ksr1;KS518 1 19 TDVLGVHEAEAEEPEAGKTDVLGVHEAEAEEPEAGK_TDVLGVHEAEAEEPEAGCK2 0.9 0.17871 Yes

855 IPI00122559 Kinectin;Kinectin;KinectKtn1;Ktn1;Ktn1;Ktn1;Kt S75 1 10 EIQNGTLRESDSEHVPR EIQNGT(0.002)LRES(0.9_EIQNGTLRES(ph)DSEH PKA 1.1 0.41931 Yes

1165 IPI00929786 La‐related protein 1;La  Larp1;Kiaa0731;Larp S298 1 12 VEPAWHDQDETSSVKSDVEPAWHDQDET(0.059) _VEPAWHDQDETS(ph)SGSK3 No

1169 IPI00929786 La‐related protein 1;La  Larp1;Kiaa0731;Larp S299 1 13 VEPAWHDQDETSSVKSDVEPAWHDQDET(0.168) _VEPAWHDQDETSS(ph)VKSDGAGGAR_ No

1174 IPI00929786 La‐related protein 1;La  Larp1;Kiaa0731;Larp S302 1 16 VEPAWHDQDETSSVKSDVEPAWHDQDET(0.059) _VEPAWHDQDETS(ph)SCK1 No

679 IPI00929786 La‐related protein 1;La  Larp1;Kiaa0731;Larp S525 1 5 GLSASLPDLDSESWIEVK GLS(0.113)AS(0.886)LPD_GLSAS(ph)LPDLDSESWNEK6 1.0 0.34169 Yes

733 IPI00929786 La‐related protein 1;La  Larp1;Kiaa0731;Larp S751 1 9 SLPTTVPESPNYR SLPTTVPES(0.988)PNY(0_SLPTTVPES(ph)PNYR_ ERK/MAPK 1.0 0.36309 Yes

749 IPI00929786 La‐related protein 1;La  Larp1;Kiaa0731;Larp S81 1 15 ESPRPPAAAEAPAGSDGEESPRPPAAAEAPAGS(1)D_ESPRPPAAAEAPAGS(p CK2 1.0 0.37197 Yes

859 IPI00929786 La‐related protein 1;La  Larp1;Kiaa0731;Larp T626 1 7 ILIVTQTPPYMR ILIVTQT(0.997)PPY(0.00_ILIVTQT(ph)PPYM(ox)R_ 1.1 0.42052 Yes

1177 IPI00929786 La‐related protein 1;La  Larp1;Kiaa0731;Larp Y754 1 12 SLPTTVPESPNYR SLPTT(0.003)VPES(0.49 _SLPTTVPES(ph)PNYR_ No

144 IPI00340860 La‐related protein 7;La  Larp7;D3Wsu161e T251 1 1 TASEGSEAETPEAPK T(0.613)AS(0.383)EGS(0_T(ph)ASEGSEAETPEAP PKA 1.6 0.016033 Up No

616 IPI00474486 RNA polymerase‐associ Leo1;Gm185 S631 1 4 KLNSDEEGESSGK KLNS(1)DEEGESSGK _KLNS(ph)DEEGESSGK_CK2 1.2 0.30911 Yes

588 IPI00474486 RNA polymerase‐associ Leo1;Gm185 S659 1 5 KYVISDEEEEEDD KY(0.003)VIS(0.997)DEE_KYVIS(ph)DEEEEEDD_ CK2 1.2 0.29372 Yes

516 IPI00229517 Galectin‐1;Lectin galactLgals1;Gbp S8 1 7 ACGLVASNLNLKPGECLKACGLVAS(1)NLNLKPGEC_ACGLVAS(ph)NLNLKPGNEK6 1.0 0.2633 Yes
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223 IPI00112339 LIM domain and actin‐bLima1;D15Ertd366e;Ep S225 1 3 RLSENNCSLDDWEIGAG RLS(0.985)ENNCS(0.015_RLS(ph)ENNCSLDDWE PKA 1.4 0.070318 Yes

185 IPI00112339 LIM domain and actin‐bLima1;D15Ertd366e;Ep S230 1 8 RLSENNCSLDDWEIGAG RLS(0.046)ENNCS(0.954_RLSENNCS(ph)LDDWEIGAGHLSSSAFNSEK_ 1.5 0.044672 Up Yes

1045 IPI00112339 LIM domain and actin‐bLima1;D15Ertd366e;Ep S360 1 13 SEAQQPMHPKPLSPDARSEAQQPMHPKPLS(1)PD_SEAQQPMHPKPLS(ph)WW GroupIV 1.1 0.49473 Yes

943 IPI00112339 LIM domain and actin‐bLima1;D15Ertd366e;Ep S485 1 19 SDNEETLGRPAQPPNAG SDNEETLGRPAQPPNAG _SDNEETLGRPAQPPNAGES(ph)PHSPGVEDAPIAK1.1 0.45436 No

981 IPI00112339 LIM domain and actin‐bLima1;D15Ertd366e;Ep S488 1 22 SDNEETLGRPAQPPNAG SDNEETLGRPAQPPNAG _SDNEETLGRPAQPPNAGWW GroupIV 1.1 0.4678 Yes

1225 IPI00112339 LIM domain and actin‐bLima1;D15Ertd366e;Ep T472 1 6 SDNEETLGRPAQPPNAG S(0.208)DNEET(0.412)L _SDNEET(ph)LGRPAQPPPLK1 No

1251 IPI00620256 Lamin‐A/C Lmna;Lmn1 S570 1 2 GSHCSGSGDPAEYNLR GS(0.454)HCS(0.454)GS_(ca)GS(ph)HCSGSGDPAPKA No

504 IPI00620256 Lamin‐A/C Lmna;Lmn1 S573 1 5 GSHCSGSGDPAEYNLR GS(0.005)HCS(0.995)GS_GSHCS(ph)GSGDPAEYNCK1 1.0 0.25889 Yes

1255 IPI00620256 Lamin‐A/C Lmna;Lmn1 S575 1 7 GSHCSGSGDPAEYNLR GS(0.333)HCS(0.333)GS_GS(ph)HCSGSGDPAEYNLR_ No

552 IPI00620256 Lamin‐A/C Lmna;Lmn1 S629 1 1 SVGGSGGGSFGDNLVTRS(0.925)VGGS(0.073)GG_S(ph)VGGSGGGSFGDNCK1 1.0 0.27809 Yes

344 IPI00620256 Lamin‐A/C Lmna;Lmn1 S633 1 5 SVGGSGGGSFGDNLVTRS(0.021)VGGS(0.979)GG_SVGGS(ph)GGGSFGDNGSK3 0.9 0.16454 Yes

688 IPI00620256 Lamin‐A/C Lmna;Lmn1 T548 1 3 SLTMVEDNEDDDEDGEES(0.15)LT(0.85)MVEDN _SLT(ph)MVEDNEDDDECHK1/2 1.2 0.34584 Yes

1293 IPI00620256 Lamin‐A/C;Lamin‐A/C Lmna;Lmn1;Lmna;Lmn1S17 1 6 SGAQASSTPLSPTR S(0.001)GAQAS(0.333)S_SGAQAS(ph)STPLSPTR_ No

335 IPI00620256 Lamin‐A/C;Lamin‐A/C Lmna;Lmn1;Lmna;Lmn1S18 1 7 SGAQASSTPLSPTR SGAQAS(0.004)S(0.936 _SGAQASS(ph)TPLSPTR GSK3 0.9 0.15599 Yes

519 IPI00620256 Lamin‐A/C;Lamin‐A/C Lmna;Lmn1;Lmna;Lmn1S22 1 11 SGAQASSTPLSPTR SGAQASSTPLS(0.994)PT_SGAQASSTPLS(ph)PTRWW GroupIV 1.2 0.26362 Yes

792 IPI00400300 Lamin‐A/C;Lamin‐A/C Lmna;Lmn1;Lmna;Lmn1S570 1 25 SLTMVEDNEDDDEDGEESLTMVEDNEDDDEDGEE_SLTMVEDNEDDDEDGEPKA 1.0 0.38726 Yes

692 IPI00400300 Lamin‐A/C;Lamin‐A/C Lmna;Lmn1;Lmna;Lmn1S572 1 27 SLTMVEDNEDDDEDGEESLTMVEDNEDDDEDGEE_SLTM(ox)VEDNEDDDEDGEELLHHHRVS(ph)GSR1.0 0.34709 No

218 IPI00620256 Lamin‐A/C;Lamin‐A/C Lmna;Lmn1;Lmna;Lmn1T19 1 8 SGAQASSTPLSPTR S(0.001)GAQAS(0.019)S_SGAQASST(ph)PLSPTR Polo box 0.8 0.065483 Yes

854 IPI00620256 Lamin‐A/C;Lamin‐A/C Lmna;Lmn1;Lmna;Lmn1T24 1 13 SGAQASSTPLSPTR SGAQASSTPLS(0.5)PT(0 _SGAQASSTPLS(ph)PTR NEK6 1.1 0.41827 No

689 IPI00400300 Lamin‐A/C;Lamin‐A/C Lmna;Lmn1;Lmna;Lmn1T548 1 3 SLTMVEDNEDDDEDGEES(0.15)LT(0.85)MVEDN _SLT(ph)MVEDNEDDDECHK1/2 1.2 0.34584 Yes

352 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1S390 1 4 LRLSPSPTSQR LRLS(0.928)PS(0.071)PT_(ca)LRLS(ph)PSPTSQR_PKA 0.9 0.17006 Yes

192 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1S392 1 6 LRLSPSPTSQR LRLS(0.029)PS(0.971)PT_LRLSPS(ph)PTSQR_ NEK6 0.8 0.05045 Yes

41 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1S395 2 9 LRLSPSPTSQR LRLS(0.386)PS(0.386)PT_LRLS(ph)PSPTS(ph)QR_CK1 0.3 2.007E‐11 Down Yes

1132 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1S403 1 2 ASSHSSQSQGGGSVTK AS(0.455)S(0.455)HS(0. _AS(ph)SHSSQSQGGGS PKA No

1136 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1S404 1 3 ASSHSSQSQGGGSVTK AS(0.455)S(0.455)HS(0. _AS(ph)SHSSQSQGGGS PKA/AKT No

1137 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1S406 1 5 ASSHSSQSQGGGSVTK AS(0.114)S(0.114)HS(0. _ASSHS(ph)SQSQGGGS CK1 No

1140 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1S407 1 6 ASSHSSQSQGGGSVTK AS(0.114)S(0.114)HS(0. _ASSHS(ph)SQSQGGGS CK1 No

1142 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1T394 2 8 LRLSPSPTSQR LRLS(0.386)PS(0.386)PT_LRLS(ph)PSPTS(ph)QR_ No

1138 IPI00849159 similar to DNA cytosine LOC100048887 S217 1 9 TTGVGGTGSATSCR TTGVGGT(0.05)GS(0.31_(ca)TTGVGGTGS(ph)ATSCR_ No

498 IPI00849159 similar to DNA cytosine LOC100048887 S220 1 12 TTGVGGTGSATSCR TTGVGGT(0.017)GS(0.1 _(ca)TTGVGGTGSATS(p CK1 1.0 0.25752 Yes

740 IPI00172202 Protein LSM14 homologLsm14a;Fam61a S216 1 2 RSPVPARPLPPTSQK RS(1)PVPARPLPPTSQK _RS(ph)PVPARPLPPTSQPKA 1.2 0.36826 Yes

979 IPI00874393 Latent‐transforming groLtbp2;Ltbp2 S491 1 13 VRGELDPVLEDNSVETR VRGELDPVLEDNS(0.974_VRGELDPVLEDNS(ph)VPLK1 1.1 0.4673 Yes

484 IPI00607974 Protein MAK16 homoloMak16;Rbm13 S197 2 9 ALEKQEAESDSEDEDEEE ALEKQEAES(1)DS(1)EDE_ALEKQEAES(ph)DS(ph)CK2 1.2 0.24977 Yes

485 IPI00607974 Protein MAK16 homoloMak16;Rbm13 S199 2 11 ALEKQEAESDSEDEDEEE ALEKQEAES(1)DS(1)EDE_ALEKQEAES(ph)DS(ph)CK2 1.2 0.24977 Yes

1021 IPI00676243 Microtubule‐associatedMap1a;Mtap1;Mtap1a;S2027 1 9 VPSAPGQESPVPDTK VPS(0.001)APGQES(0.9 _VPSAPGQES(ph)PVPDTK_ 1.1 0.48585 Yes

206 IPI00676243 Microtubule‐associatedMap1a;Mtap1;Mtap1a;S905 1 12 AELEEMEEVHPSDEEEEEAELEEMEEVHPS(1)DEEE_AELEEMEEVHPS(ph)DECK2 0.8 0.060625 Yes

1106 IPI00223621 Microtubule‐associatedMap1s;Bpy2ip1;Map8;MS658 1 1 STSPHDVDLCLVSPCEFSHS(0.396)T(0.302)S(0.302_S(ph)TSPHDVDLCLVSP PKA No

623 IPI00223621 Microtubule‐associatedMap1s;Bpy2ip1;Map8;MS660 1 4 RSTSPHDVDLCLVSPCEFSRS(0.206)T(0.206)S(0.52_RSTS(ph)PHDVDLCLVS CAMK2 1.2 0.3114 No

1109 IPI00223621 Microtubule‐associatedMap1s;Bpy2ip1;Map8;MT659 1 3 RSTSPHDVDLCLVSPCEFSRS(0.333)T(0.333)S(0.33_RS(ph)TSPHDVDLCLVS CHK1/2 No

87 IPI00874452 72 kDa protein  Map3k2 S180 1 4 DRSSPPPGYIPDELHQIARDRS(0.011)S(0.989)PPP _DRSS(ph)PPPGYIPDELHPolo box 0.6 0.0005296 Down Yes

407 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt S345 1 18 DVAPPMEEEIVPGNDTTSDVAPPMEEEIVPGNDT(0_DVAPPMEEEIVPGNDTTCDK1 1.3 0.2109 Yes

691 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt S475 1 3 DMSPLPESEVTLGK DMS(1)PLPESEVTLGK _DMS(ph)PLPESEVTLGKCHK1 1.0 0.3465 Yes

791 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt S506 1 11 VAEFNNVTPLSEEEVTSV VAEFNNVT(0.007)PLS(0_VAEFNNVTPLS(ph)EEE CK2 1.1 0.38705 Yes

671 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt S517 1 3 DMSPSAETEAPLAK DMS(1)PSAETEAPLAK _DMS(ph)PSAETEAPLAK_ 1.0 0.3405 Yes

1129 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt T343 1 16 DVAPPMEEEIVPGNDTTSDVAPPMEEEIVPGNDT(0_DVAPPMEEEIVPGNDT(ph)TSPK_ No

1133 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt T344 1 17 DVAPPMEEEIVPGNDTTSDVAPPMEEEIVPGNDT(0_DVAPPMEEEIVPGNDT(ph)TSPK_ No

1126 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt T522 1 8 DMSPSAETEAPLAK DMS(0.312)PS(0.204)AE_(ca)DM(ox)SPSAET(ph CK1 No

565 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt S1046 1 3 VGSLDNVGHLPAGGAVKVGS(1)LDNVGHLPAGGA_VGS(ph)LDNVGHLPAGGAVK_ 1.0 0.28441 Yes

699 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt S667 1 21 AAVGVTGNDITTPPNKEPAAVGVT(0.001)GNDIT(0_AAVGVTGNDITTPPNKEWW GroupIV 1.2 0.34942 Yes

232 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt S785 1 3 ATSPSTLVSTGPSSR AT(0.077)S(0.923)PSTLV_ATS(ph)PSTLVSTGPSSRPKD 0.9 0.075848 Yes

503 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt S914 1 3 VGSTENIK VGS(0.991)T(0.009)ENI _VGS(ph)TENIK_ CK1 1.0 0.2585 Yes

1148 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt T784 1 2 ATSPSTLVSTGPSSR AT(0.497)S(0.497)PS(0. _AT(ph)SPSTLVSTGPSSRCK1 No

856 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt T915 1 6 SKVGSTENIK SKVGS(0.072)T(0.928)E _SKVGST(ph)ENIK_ FHA2 Rad53p 1.1 0.41966 Yes

229 IPI00923108 Map4k4 protein;MKIAAMap4k4;Map4k4;mKIAAS684 1 3 RDSPLQGGGQQNSQAGRDS(1)PLQGGGQQNSQ _RDS(ph)PLQGGGQQNSCHK1/2 0.9 0.074322 Yes

22 IPI00119663 Mitogen‐activated protMapk1;Erk2;Mapk;PrkmT179 1 9 VADPDHDHTGFLTEYVA VADPDHDHT(0.442)GFL_VADPDHDHT(ph)GFLT FHA2 Rad53p 8.7 5.009E‐33 Up No

58 IPI00119663 Mitogen‐activated protMapk1;Erk2;Mapk;PrkmY185 1 15 VADPDHDHTGFLTEYVA VADPDHDHTGFLT(0.095_VADPDHDHTGFLTEY(ph)VATR_ 2.4 2.421E‐06 Up Yes

43 IPI00230277 Mitogen‐activated protMapk3;Erk1;Prkm3;Ma T208 1 18 IADPEHDHTGFLTEYVAT IADPEHDHT(0.068)GFLT_IADPEHDHTGFLTEYVAT(ph)R_ 3.0 1.82E‐09 Up No

44 IPI00230277 Mitogen‐activated protMapk3;Erk1;Prkm3;Ma Y205 1 15 IADPEHDHTGFLTEYVAT IADPEHDHTGFLT(0.105 _IADPEHDHTGFLTEY(ph)VATR_ 2.9 1.695E‐08 Up Yes

1009 IPI00229534 Myristoylated alanine‐rMarcks;Macs S138 1 8 AEDGAAPSPSSETPK AEDGAAPS(0.878)PS(0. _AEDGAAPS(ph)PSSETPK_ 1.1 0.48113 Yes

221 IPI00229534 Myristoylated alanine‐rMarcks;Macs S140 1 10 AEDGAAPSPSSETPKKK AEDGAAPS(0.145)PS(0. _AEDGAAPSPS(ph)SETPKKK_ 1.4 0.067963 No

994 IPI00229534 Myristoylated alanine‐rMarcks;Macs S141 1 11 AEDGAAPSPSSETPK AEDGAAPSPS(0.05)S(0.8_AEDGAAPSPSS(ph)ETPCK1 1.1 0.47516 Yes

746 IPI00229534 Myristoylated alanine‐rMarcks;Macs S46 1 6 VNGDASPAAAEPGAK VNGDAS(1)PAAAEPGAK_VNGDAS(ph)PAAAEPGAK_ 1.2 0.3709 Yes

947 IPI00229534 Myristoylated alanine‐rMarcks;Macs T143 1 13 AEDGAAPSPSSETPK AEDGAAPSPSSET(1)PK _AEDGAAPSPSSET(ph)PCDK2 1.1 0.45551 Yes

1051 IPI00281011 MARCKS‐related protei Marcksl1;Mlp;Mrp T85 1 8 GEVAPKETPK GEVAPKET(1)PK _GEVAPKET(ph)PK_ CDK2 1.1 0.49883 Yes

154 IPI00554855 Serine/threonine‐proteMark2;Emk;Mark2;EmkT208 1 3 LDTFCGSPPYAAPELFQGLDT(1)FCGSPPYAAPELFQ_LDT(ph)FCGSPPYAAPELFQGK_ 0.8 0.024203 Down Yes

116 IPI00453826 Matrin‐3 Matr3 S188 1 3 RDSFDDRGPSLNPVLDYDRDS(0.999)FDDRGPS(0. _RDS(ph)FDDRGPSLNPVPKA 1.8 0.0026584 Up Yes
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84 IPI00453826 Matrin‐3 Matr3 S195 1 10 RDSFDDRGPSLNPVLDYDRDS(0.056)FDDRGPS(0. _RDSFDDRGPS(ph)LNPVCAMK2 2.0 0.0003883 Up Yes

1294 IPI00453826 Matrin‐3 Matr3 S206 1 21 RDSFDDRGPSLNPVLDYDRDS(0.28)FDDRGPS(0.2 _RDS(ph)FDDRGPSLNPVLDYDHGSR_ No

302 IPI00453826 Matrin‐3 Matr3 S604 2 9 SYSPDGKESPSDKK S(0.435)Y(0.282)S(0.282_S(ph)YSPDGKES(ph)PSDKK_ 1.3 0.12941 Yes

334 IPI00323820 DNA replication licensinMcm2;Bm28;Cdcl1;KiaaS139 1 6 GLLYDSSEEDEERPAR GLLY(0.002)DS(0.86)S(0_GLLYDS(ph)SEEDEERPACK2 1.3 0.15596 Yes

216 IPI00323820 DNA replication licensinMcm2;Bm28;Cdcl1;KiaaS140 1 8 RGLLYDSSEEDEERPAR RGLLY(0.201)DS(0.201) _RGLLYDSS(ph)EEDEERPAR_ 1.4 0.065241 No

1185 IPI00323820 DNA replication licensinMcm2;Bm28;Cdcl1;KiaaS26 1 8 RISDPLTSSPGR RIS(0.059)DPLT(0.466)S_RISDPLT(ph)SSPGR_ No

432 IPI00323820 DNA replication licensinMcm2;Bm28;Cdcl1;KiaaS27 1 8 ISDPLTSSPGR ISDPLTSS(1)PGR _ISDPLTSS(ph)PGR_ Polo box 1.2 0.22522 Yes

1188 IPI00323820 DNA replication licensinMcm2;Bm28;Cdcl1;KiaaT25 1 7 RISDPLTSSPGR RIS(0.059)DPLT(0.466)S_RISDPLT(ph)SSPGR_ No

227 IPI00108338 DNA replication licensinMcm3;Mcmd;Mcmd3 S668 1 3 KASEDESDLEDEEEKSQE KAS(0.785)EDES(0.213) _KAS(ph)EDESDLEDEEE CK2 1.4 0.073538 Yes

374 IPI00108338 DNA replication licensinMcm3;Mcmd;Mcmd3 S672 1 7 KASEDESDLEDEEEKSQE KAS(0.031)EDES(0.969) _KASEDES(ph)DLEDEEE CK2 1.3 0.18467 Yes

390 IPI00753701 Mediator of DNA damaMdc1;Kiaa0170 S168 1 7 VLLAADSEEEGDFPSGR VLLAADS(1)EEEGDFPSG_VLLAADS(ph)EEEGDFPCK2 1.3 0.19899 Yes

310 IPI00129226 E3 ubiquitin‐protein ligaMdm2;Mdm2;Mdm2 S183 1 1 SLSFDPSLGLCELR S(0.644)LS(0.356)FDPSL_S(ph)LSFDPSLGLCELR_PKA/AKT 1.3 0.13546 No

538 IPI00224399 Mediator of RNA polymMed19 S226 1 4 NRHSPDHPGMGSSQASSNRHS(0.996)PDHPGMG_NRHS(ph)PDHPGMGSSPKA 1.2 0.27081 Yes

15 IPI00224399 Mediator of RNA polymMed19 S234 7 12 NRHSPDHPGMGSSQASSNRHS(0.992)PDHPGMG_(ca)NRHS(ph)PDHPGMGSK3 9.6 2.659E‐36 Up No

16 IPI00224399 Mediator of RNA polymMed19 S235 7 13 NRHSPDHPGMGSSQASSNRHS(0.992)PDHPGMG_(ca)NRHS(ph)PDHPGMGSK3 9.6 2.659E‐36 Up No

17 IPI00224399 Mediator of RNA polymMed19 S238 7 16 NRHSPDHPGMGSSQASSNRHS(0.992)PDHPGMG_(ca)NRHS(ph)PDHPGMCK1 9.6 2.659E‐36 Up No

18 IPI00224399 Mediator of RNA polymMed19 S239 7 17 NRHSPDHPGMGSSQASSNRHS(0.992)PDHPGMG_(ca)NRHS(ph)PDHPGMCK1 9.6 2.659E‐36 Up No

19 IPI00224399 Mediator of RNA polymMed19 S240 7 18 NRHSPDHPGMGSSQASSNRHS(0.992)PDHPGMG_(ca)NRHS(ph)PDHPGM(ox)GS(ph)S(ph)QAS(ph9.6 2.659E‐36 Up No

20 IPI00224399 Mediator of RNA polymMed19 S241 7 19 NRHSPDHPGMGSSQASSNRHS(0.992)PDHPGMG_(ca)NRHS(ph)PDHPGMCK1 9.6 2.659E‐36 Up No

21 IPI00224399 Mediator of RNA polymMed19 S242 7 20 NRHSPDHPGMGSSQASSNRHS(0.992)PDHPGMG_(ca)NRHS(ph)PDHPGMCK1 9.6 2.659E‐36 Up No

980 IPI00228590 Microfibrillar‐associate Mfap1 T267 1 10 SLAALDALNTDDENDEEES(0.153)LAALDALNT(0.8_SLAALDALNT(ph)DDENCK2 1.1 0.46746 Yes

1080 IPI00222037 Melanoma inhibitory acMia3;Kiaa0268;Mia3;Ki S1765 1 14 HSASDPGPAPVVNSSSR HS(0.004)AS(0.017)DPG_HSASDPGPAPVVNS(phGSK3 No

1082 IPI00222037 Melanoma inhibitory acMia3;Kiaa0268;Mia3;Ki S1766 1 15 HSASDPGPAPVVNSSSR HSASDPGPAPVVNS(0.05_HSASDPGPAPVVNSS(pGSK3 No

1087 IPI00222037 Melanoma inhibitory acMia3;Kiaa0268;Mia3;Ki S1767 1 16 HSASDPGPAPVVNSSSR HSASDPGPAPVVNS(0.05_HSASDPGPAPVVNSS(pGSK3 No

304 IPI00222037 Melanoma inhibitory acMia3;Kiaa0268;Mia3;Ki S1916 1 15 DSLPSGPREEAKPASPSSVDSLPSGPREEAKPAS(0.9 _DSLPSGPREEAKPAS(phWW GroupIV 1.3 0.1318 Yes

1076 IPI00222037 Melanoma inhibitory acMia3;Kiaa0268;Mia3;Ki S1918 1 9 EEAKPASPSSVQDR EEAKPAS(0.468)PS(0.46_EEAKPAS(ph)PSSVQDR_ No

1077 IPI00222037 Melanoma inhibitory acMia3;Kiaa0268;Mia3;Ki S1919 1 18 DSLPSGPREEAKPASPSSVDS(0.02)LPS(0.01)GPRE _DSLPSGPREEAKPASPS(CK1 No

66 IPI00280103 JRAB;Putative uncharacMicall2;JRAB;mCG_121 S766 1 16 RKPCPAGSGPSPAALSPS RKPCPAGSGPSPAALS(0._RKPCPAGSGPSPAALS(pGSK3 0.5 1.862E‐05 Down Yes

833 IPI00720036 Myosin phosphatase RhMprip;Kiaa0864;Mrip;RS1018 1 1 SKSVIEQVSWDN S(0.999)KS(0.001)VIEQV_S(ph)KSVIEQVSWDN_ 1.0 0.40644 Yes

695 IPI00720036 Myosin phosphatase RhMprip;Kiaa0864;Mrip;RS1020 1 3 SKSVIEQVSWDN S(0.027)KS(0.973)VIEQV_SKS(ph)VIEQVSWDN_ CAMK2 1.0 0.34813 Yes

134 IPI00720036 Myosin phosphatase RhMprip;Kiaa0864;Mrip;RS292 1 13 AEEQLPPLLSPPSPSTPHSAEEQLPPLLS(0.001)PPS _AEEQLPPLLSPPS(ph)PSWW GroupIV 0.7 0.011856 Down Yes

1248 IPI00720036 Myosin phosphatase RhMprip;Kiaa0864;Mrip;RS294 1 15 AEEQLPPLLSPPSPSTPHSAEEQLPPLLS(0.06)PPS(0_AEEQLPPLLSPPS(ph)PSGSK3 No

1252 IPI00720036 Myosin phosphatase RhMprip;Kiaa0864;Mrip;RT295 1 16 AEEQLPPLLSPPSPSTPHSAEEQLPPLLS(0.06)PPS(0_AEEQLPPLLSPPS(ph)PSWW GroupIV No

938 IPI00720036 Myosin phosphatase RhMprip;Kiaa0864;Mrip;RS543 1 1 SKTFDWAEFRPIQQALAQS(0.926)KT(0.074)FDWA_S(ph)KTFDWAEFRPIQQALAQER_ 1.1 0.45216 Yes

978 IPI00720036 Myosin phosphatase RhMprip;Kiaa0864;Mrip;RT545 1 3 SKTFDWAEFRPIQQALAQS(0.137)KT(0.863)FDWA_SKT(ph)FDWAEFRPIQQCAMK2 1.1 0.46704 Yes

29 IPI00118853 Double‐strand break reMre11a;Mre11;Mre11aS686 1 6 GVDFESDEDDDDDPFMSGVDFES(1)DEDDDDDPF_GVDFES(ph)DEDDDDDPFM(ox)SSSCPR_ 0.2 8.198E‐25 Down Yes

958 IPI00896700 Mtap1b protein;MicrotMtap1b;Map1b;Mtap1 S1371 2 2 ASLSPMDEPVPDSESPVEAS(0.657)LS(0.657)PMD_AS(ph)LS(ph)PM(ox)D AURORA 1.1 0.45871 No

959 IPI00896700 Mtap1b protein;MicrotMtap1b;Map1b;Mtap1 S1373 2 4 ASLSPMDEPVPDSESPVEAS(0.657)LS(0.657)PMD_AS(ph)LS(ph)PM(ox)DEPVPDSESPVEK_ 1.1 0.45871 No

1201 IPI00896700 Mtap1b protein;MicrotMtap1b;Map1b;Mtap1 S1382 1 13 ASLSPMDEPVPDSESPVEASLSPMDEPVPDS(0.5)E _ASLSPMDEPVPDS(ph)ESPVEK_ No

1025 IPI00896700 Mtap1b protein;MicrotMtap1b;Map1b;Mtap1 S1384 1 15 ASLSPMDEPVPDSESPVEAS(0.139)LS(0.139)PMD_ASLSPMDEPVPDSES(p CK2 1.1 0.487 No

648 IPI00896700 Mtap1b protein;MicrotMtap1b;Map1b;Mtap1 S1422 1 4 RSESPFEGK RS(0.001)ES(0.999)PFEG_RSES(ph)PFEGK_ CAMK2 1.0 0.32663 Yes

135 IPI00896700 Mtap1b protein;MicrotMtap1b;Map1b;Mtap1 S614 1 9 EVSSKEEQSPVKAEVAEK EVS(0.033)S(0.155)KEEQ_EVSSKEEQS(ph)PVKAE CDK2 1.6 0.012416 Up Yes

305 IPI00330599 Protein LYRIC;Lysine‐ricMtdh;Lyric S423 1 12 SQEPISNDQKVSDDDKEKSQEPIS(0.014)NDQKVS(_SQEPISNDQKVS(ph)DDDKEK_ 1.3 0.13182 Yes

470 IPI00226263 Matrix‐remodeling‐assoMxra7;Tmap1;Mxra7;R S79 1 7 VAEPEESEAEEPAAEGR VAEPEES(1)EAEEPAAEG_VAEPEES(ph)EAEEPAACK2 1.0 0.24365 Yes

590 IPI00331361 Myb‐binding protein 1AMybbp1a;P160;Mybbp S1325 1 3 SPSLLQSGVK S(0.094)PS(0.906)LLQSG_SPS(ph)LLQSGVK_ PKD 1.0 0.29491 Yes

1265 IPI00757312 Myosin, heavy polypep Myh10;RP23‐396M19.2S1989 1 8 QLHIEGASLELSDDDTESKQLHIEGAS(0.498)LELS(0_(ca)QLHIEGAS(ph)LELSGSK3 No

857 IPI00757312 Myosin, heavy polypep Myh10;RP23‐396M19.2S1993 1 13 RQLHIEGASLELSDDDTESRQLHIEGASLELS(1)DDD _RQLHIEGASLELS(ph)DDNEK6 1.1 0.4197 Yes

1269 IPI00757312 Myosin, heavy polypep Myh10;RP23‐396M19.2T1997 1 17 RQLHIEGASLELSDDDTESRQLHIEGAS(0.256)LELS _RQLHIEGAS(ph)LELSDDDTESK_ No

1043 IPI00123181 Myosin‐9;Myosin heavyMyh9 S1943 1 7 KGTGDCSDEEVDGK KGTGDCS(1)DEEVDGK _KGTGDCS(ph)DEEVDG CK2 1.1 0.49274 Yes

960 IPI00123181 Myosin‐9;Myosin heavyMyh9 T1939 1 3 KGTGDCSDEEVDGK KGT(0.881)GDCS(0.119 _(ca)KGT(ph)GDCSDEEVPKA 1.1 0.45885 Yes

682 IPI00649326 Myosin‐XVIIIa;Myosin cMyo18a;Myspdz;Myo1 S2028 1 16 SSSPTSHWKPLAPDPSDDSSSPTSHWKPLAPDPS(1)_SSSPTSHWKPLAPDPS( CK2 1.0 0.34251 Yes

60 IPI00754649 Myosin‐Ic;Myosin I betaMyo1c S6 1 4 YRASALGSDGVR Y(0.014)RAS(0.986)ALG_YRAS(ph)ALGSDGVR_ PKA 0.5 3.449E‐06 Down Yes

1256 IPI00890268 Myosin Va;Myosin‐Va;DMyo5a;RP24‐189I2.1‐00T1650 1 1 TSSIADEGTYTLDSILR T(0.492)S(0.254)S(0.254_T(ph)SSIADEGTYTLDSI PKA No

820 IPI00464223 Myoferlin;Fer‐1‐like proMyof;Fer1l3;Kiaa1207;MS174 1 7 GPSGTVSEAQLAR GPSGTVS(1)EAQLAR _GPSGTVS(ph)EAQLAR_CK1 1.0 0.39948 Yes

976 IPI00111831 Nascent polypeptide‐asNaca;Gm1878;Naca S2138 1 22 VQGEAVSNIQENTQTPTVVQGEAVSNIQENTQTPT _VQGEAVSNIQENTQTPTCK2 1.1 0.46642 Yes

911 IPI00111831 Nascent polypeptide‐asNaca;Gm1878;Naca T2133 1 17 VQGEAVSNIQENTQTPTVVQGEAVSNIQENTQT(0. _VQGEAVSNIQENTQTPTCK2 1.1 0.44377 Yes

69 IPI00115895 NAD kinase;Poly(P)/ATPNadk;Nadk;RP23‐183D1S46 1 1 SLSASPALGSTK S(0.986)LS(0.014)ASPAL_S(ph)LSASPALGSTK_ GSK3 0.6 3.6E‐05 Down Yes

67 IPI00458056 Nuclear cap‐binding proNcbp1 S22 1 3 KTSDANETEDHLESLICK KT(0.082)S(0.917)DANE_KTS(ph)DANETEDHLESPKA 2.2 2.912E‐05 Up Yes

1117 IPI00309413 SH2/SH3 adaptor proteNck2;mNck‐beta;mCG_S90 1 3 DASPTPSTDAEYPANGSGDAS(0.321)PT(0.321)PS _DAS(ph)PTPSTDAEYPACAMK2 No

1121 IPI00309413 SH2/SH3 adaptor proteNck2;mNck‐beta;mCG_S94 1 7 DASPTPSTDAEYPANGSGDAS(0.321)PT(0.321)PS _DAS(ph)PTPSTDAEYPACK1 No

1124 IPI00309413 SH2/SH3 adaptor proteNck2;mNck‐beta;mCG_T92 1 5 DASPTPSTDAEYPANGSGDAS(0.321)PT(0.321)PS _DAS(ph)PTPSTDAEYPANGSGADR_ No

555 IPI00317794 Nucleolin;Protein C23 Ncl;Nuc S145 2 4 KEDSDEDEDEEDEDDSD KEDS(1)DEDEDEEDEDDS_KEDS(ph)DEDEDEEDEDDS(ph)DEDEDDEEEDEF 1.2 0.27879 Yes

556 IPI00317794 Nucleolin;Protein C23 Ncl;Nuc S157 2 16 KEDSDEDEDEEDEDDSD KEDS(1)DEDEDEEDEDDS_KEDS(ph)DEDEDEEDEDDS(ph)DEDEDDEEEDEF 1.2 0.27879 Yes

142 IPI00313525 Nuclear receptor coactiNcoa5;Ncoa5;RP23‐61OS29 2 3 DRSPIRGSPR DRS(1)PIRGS(1)PR _DRS(ph)PIRGS(ph)PR_ CDK2 1.6 0.015565 Up Yes

143 IPI00313525 Nuclear receptor coactiNcoa5;Ncoa5;RP23‐61OS34 2 8 DRSPIRGSPR DRS(1)PIRGS(1)PR _DRS(ph)PIRGS(ph)PR_ CDK2 1.6 0.015565 Up Yes

1016 IPI00274795 Nuclear receptor corep Ncor1;Rxrip13;Ncor1;N S225 1 19 QQQLEEEAAKPPEPEKPVQQQLEEEAAKPPEPEKPV_QQQLEEEAAKPPEPEKPWW GroupIV 1.1 0.48331 Yes
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203 IPI00123871 Nuclear receptor corep Ncor2;Smrt;Ncor2;SmrtS1023 1 3 SRSPVPPAEK S(0.112)RS(0.888)PVPP _SRS(ph)PVPPAEK_ 1.4 0.057045 Yes

1302 IPI00123871 Nuclear receptor corep Ncor2;Smrt;Ncor2;SmrtS359 1 6 VGQRGSGLSMSAAR VGQRGS(1)GLSMSAAR _(ca)VGQRGS(ph)GLSMPKA Yes

172 IPI00125960 Protein NDRG1;N‐myc dNdrg1;Ndr1;Ndrl;Tdd5 S330 1 3 TASGSSVTSLEGTR T(0.001)AS(0.999)GSSV _TAS(ph)GSSVTSLEGTR_PKA/AKT 1.5 0.038342 Up Yes

54 IPI00125960 Protein NDRG1;N‐myc dNdrg1;Ndr1;Ndrl;Tdd5 S333 1 6 TASGSSVTSLEGTR T(0.007)AS(0.027)GS(0. _TASGSS(ph)VTSLEGTR_CK1 0.5 9.506E‐07 Down No

115 IPI00125960 Protein NDRG1;N‐myc dNdrg1;Ndr1;Ndrl;Tdd5 T328 1 1 TASGSSVTSLEGTR T(0.975)AS(0.025)GSSV _T(ph)ASGSSVTSLEGTR_PKA/AKT 1.8 0.0025862 Up Yes

709 IPI00462445 E3 ubiquitin‐protein ligaNedd4;Kiaa0093;Nedd‐ S281 1 3 RPSPDDDLTDEDNDDMQRPS(0.932)PDDDLT(0.06_RPS(ph)PDDDLTDEDN PKA 1.0 0.35467 Yes

992 IPI00462445 E3 ubiquitin‐protein ligaNedd4;Kiaa0093;Nedd‐ S309 1 4 RQISEDVDGPDNR RQIS(1)EDVDGPDNR _RQIS(ph)EDVDGPDNR_CAMK2 1.1 0.47297 Yes

810 IPI00462445 E3 ubiquitin‐protein ligaNedd4;Kiaa0093;Nedd‐T287 1 9 RPSPDDDLTDEDNDDMQRPSPDDDLT(1)DEDNDD_RPSPDDDLT(ph)DEDN FHA1 Rad53p 1.0 0.39561 Yes

568 IPI00649115 E3 ubiquitin‐protein ligaNedd4l;Kiaa0439;Nedd S475 1 1 SLSSPTVTLSAPLEGAK S(0.533)LS(0.395)S(0.06_S(ph)LSSPTVTLSAPLEGPKD 1.2 0.28524 No

917 IPI00127241 Serine/threonine‐proteNek3 T477 1 6 LDEEDTDFEEDNENPDWLDEEDT(1)DFEEDNENPD_LDEEDT(ph)DFEEDNENCK2 1.1 0.446 Yes

173 IPI00131415 Nuclear factor 1 A‐typeNfia;Nfia;Nfia;Nfia;Nfia S310 1 8 SVEDEMDSPGEEPFYTGQSVEDEMDS(1)PGEEPFYT_SVEDEMDS(ph)PGEEP CK2 0.8 0.0388 Down Yes

378 IPI00130129 Nuclear factor 1 B‐type Nfib;Nfib;Nfib;Nfib S312 1 6 DQDMSSPTTMK DQDMS(0.003)S(0.966) _DQDMSS(ph)PTTMK_ Polo box 1.3 0.18755 Yes

1235 IPI00130129 Nuclear factor 1 B‐type Nfib;Nfib;Nfib;Nfib S325 1 8 KPEKPLFSSTSPQDSSPR KPEKPLFS(0.24)S(0.24)T_KPEKPLFS(ph)STSPQDSSPR_ No

1238 IPI00130129 Nuclear factor 1 B‐type Nfib;Nfib;Nfib;Nfib S326 1 9 KPEKPLFSSTSPQDSSPR KPEKPLFS(0.24)S(0.24)T_KPEKPLFS(ph)STSPQDSNEK6 No

336 IPI00130129 Nuclear factor 1 B‐type Nfib;Nfib;Nfib;Nfib S328 1 11 KPEKPLFSSTSPQDSSPR KPEKPLFSS(0.009)T(0.08_KPEKPLFSSTS(ph)PQDSCK1 0.9 0.15764 Yes

703 IPI00130129 Nuclear factor 1 B‐type Nfib;Nfib;Nfib;Nfib S332 1 15 KPEKPLFSSTSPQDSSPR KPEKPLFS(0.037)S(0.05 _KPEKPLFSSTSPQDS(ph CK1 1.2 0.35155 No

1242 IPI00130129 Nuclear factor 1 B‐type Nfib;Nfib;Nfib;Nfib S333 1 16 KPEKPLFSSTSPQDSSPR KPEKPLFSSTS(0.001)PQ _KPEKPLFSSTSPQDS(ph Polo box No

243 IPI00130129 Nuclear factor 1 B‐type Nfib;Nfib;Nfib;Nfib T327 1 10 KPEKPLFSSTSPQDSSPR KPEKPLFS(0.058)S(0.058_KPEKPLFSST(ph)SPQDSSPR_ 0.9 0.086901 No

326 IPI00137501 Nuclear factor 1 C‐type Nfic;Nfic;Nfic;Nfic S322 1 11 NWTEDIEGGISSPVKK NWTEDIEGGIS(0.5)S(0.5_NWTEDIEGGIS(ph)SPVKK_ 1.3 0.14743 No

327 IPI00137501 Nuclear factor 1 C‐type Nfic;Nfic;Nfic;Nfic S323 1 12 NWTEDIEGGISSPVKK NWTEDIEGGIS(0.5)S(0.5_NWTEDIEGGIS(ph)SPVPolo box 1.3 0.14743 No

997 IPI00331515 Nuclear factor 1;NucleaNfix;Nfix;Nfix S366 1 18 MAFTHHPLPVLAGVRPGMAFTHHPLPVLAGVRPG_M(ox)AFTHHPLPVLAGVPKC 1.1 0.47634 Yes

544 IPI00331515 Nuclear factor 1;NucleaNfix;Nfix;Nfix;Nfix;Nfix S285 1 1 SIDDSEMESPVDDVFYPGS(0.607)IDDS(0.393)EM_S(ph)IDDSEMESPVDDVPKA 1.2 0.27349 No

412 IPI00123474 Nuclear factor NF‐kapp Nfkb2 T425 1 13 DTDAGEGAEEPRTPPEAPDTDAGEGAEEPRT(1)PP _DTDAGEGAEEPRT(ph) WW GroupIV 1.0 0.2134 Yes

1014 IPI00421052 Nipped‐B‐like protein;DNipbl;Nipbl S2652 1 10 AITSLLGGGSPK AITSLLGGGS(1)PK _AITSLLGGGS(ph)PK_ CDK1 1.1 0.48274 Yes

1222 IPI00461536 Nucleolar protein 8 Nol8 S315 2 1 SSMSDDDVDSEDELK S(0.402)S(0.299)MS(0.2_S(ph)SM(ox)SDDDVDS(ph)EDELK_ No

626 IPI00461536 Nucleolar protein 8 Nol8 S324 2 10 SSMSDDDVDSEDELK S(0.402)S(0.299)MS(0.2_S(ph)SM(ox)SDDDVDS CK2 1.2 0.31441 Yes

944 IPI00720058 MKIAA0035 protein;PutNolc1;mKIAA0035;Nolc S563 1 5 AAKESEEEEEEEETEEK AAKES(1)EEEEEEEETEEK_AAKES(ph)EEEEEEEETECK2 1.1 0.45445 Yes

509 IPI00311453 Putative ribosomal RNANop2;Nol1 T169 1 15 AQDATAGVLWNEEDTD AQDATAGVLWNEEDT(0_AQDATAGVLWNEEDT(FHA1 Rad53p 1.0 0.26113 Yes

939 IPI00318048 Nucleolar protein 56;NuNop56;Nol5a;Nol5a;RP S513 1 5 EELASDLEEMATSSAK EELAS(1)DLEEMATSSAK_EELAS(ph)DLEEMATSS CK2 1.1 0.45239 Yes

1191 IPI00318048 Nucleolar protein 56;NuNop56;Nol5a;Nol5a;RP S521 1 16 APKEELASDLEEMATSSAAPKEELAS(0.058)DLEEM_APKEELASDLEEMAT(ph)SSAK_ No

1194 IPI00318048 Nucleolar protein 56;NuNop56;Nol5a;Nol5a;RP S522 1 17 APKEELASDLEEMATSSAAPKEELAS(0.058)DLEEM_APKEELASDLEEMAT(ph)SSAK_ No

357 IPI00318048 Nucleolar protein 56;NuNop56;Nol5a;Nol5a;RP S529 2 3 KSSPKEEVASEPEEAASPTKS(0.142)S(0.858)PKEEV_KSS(ph)PKEEVAS(ph)E Polo box 1.3 0.17259 Yes

863 IPI00318048 Nucleolar protein 56;NuNop56;Nol5a;Nol5a;RP S536 1 5 EEVASEPEEAASPTTPK EEVAS(1)EPEEAASPTTP _EEVAS(ph)EPEEAASPTTCK2 1.1 0.4217 Yes

916 IPI00318048 Nucleolar protein 56;NuNop56;Nol5a;Nol5a;RP S543 2 12 EEVASEPEEAASPTTPK EEVAS(1)EPEEAAS(0.75 _EEVAS(ph)EPEEAAS(ph)PTTPK_ 1.1 0.44591 Yes

776 IPI00318048 Nucleolar protein 56;NuNop56;Nol5a;Nol5a;RP T520 1 16 KAPKEELASDLEEMATSS KAPKEELAS(0.002)DLEE_KAPKEELASDLEEMAT( FHA KAPP 1.2 0.38202 Yes

454 IPI00463468 Nucleolar protein 58;NuNop58;Nol5 S509 1 8 HIKEEPLSEEEPCTSTAVP HIKEEPLS(1)EEEPCTSTA _HIKEEPLS(ph)EEEPCTS CK2 1.2 0.23491 Yes

1202 IPI00463468 Nucleolar protein 58;NuNop58;Nol5 S516 1 15 HIKEEPLSEEEPCTSTAVP HIKEEPLS(0.002)EEEPCT_HIKEEPLSEEEPCT(ph)STAVPSPEKK_ No

772 IPI00463468 Nucleolar protein 58;NuNop58;Nol5 S521 1 20 HIKEEPLSEEEPCTSTAVP HIKEEPLS(0.089)EEEPCT_HIKEEPLSEEEPCT(ph)S ERK/MAPK 1.2 0.37952 No

1209 IPI00463468 Nucleolar protein 58;NuNop58;Nol5 T515 1 14 HIKEEPLSEEEPCTSTAVP HIKEEPLS(0.002)EEEPCT_HIKEEPLSEEEPCT(ph)S FHA KAPP No

1214 IPI00463468 Nucleolar protein 58;NuNop58;Nol5 T517 1 16 HIKEEPLSEEEPCTSTAVP HIKEEPLS(0.002)EEEPCT_HIKEEPLSEEEPCT(ph)STAVPSPEKK_ No

404 IPI00127415 Nucleophosmin;NucleoNpm1;Npm1;Npm1;RP2S70 1 25 TVSLGAGAKDELHIVEAE T(0.001)VS(0.001)LGAG_TVSLGAGAKDELHIVEA CDK2 1.3 0.20948 Yes

13 IPI00127415 Nucleophosmin;NucleoNpm1;Npm1;Npm1;RP2T75 1 30 TVSLGAGAKDELHIVEAE T(0.056)VS(0.06)LGAGA_TVSLGAGAKDELHIVEA AURORA 0.1 8.074E‐39 Down No

14 IPI00127415 Nucleophosmin;NucleoNpm1;Npm1;Npm1;RP2T78 1 33 TVSLGAGAKDELHIVEAE T(0.056)VS(0.06)LGAGA_TVSLGAGAKDELHIVEAEAMNYEGSPIKVT(ph)LA 0.1 8.074E‐39 Down No

99 IPI00856881 Glucocorticoid receptorNr3c1;Nr3c1;Grl;Grl1;NT168 1 10 SSTPAAGCATPTEKEFPQSSTPAAGCAT(0.838)PT(_SSTPAAGCAT(ph)PTEKCK2 1.8 0.0012795 Up Yes

286 IPI00664246 Putative uncharacterizeNrbp1;Nrbp;Nrbp1;MadT439 1 1 TPTPEPAEVETR T(0.643)PT(0.357)PEPA _T(ph)PTPEPAEVETR_ ERK/MAPK 1.3 0.11473 No

373 IPI00664246 Putative uncharacterizeNrbp1;Nrbp;Nrbp1;MadT441 1 3 TPTPEPAEVETR T(0.006)PT(0.994)PEPA _TPT(ph)PEPAEVETR_ 1.3 0.18431 Yes

254 IPI00648408 Nardilysin, N‐arginine dNrd1;RP23‐188A12.1‐0 S85 1 6 LGADESEEEGR LGADES(1)EEEGR _LGADES(ph)EEEGR_ CK2 0.9 0.098462 Yes

661 IPI00387232 NSFL1 cofactor p47;p97Nsfl1c;Nsfl1c;Nsfl1c;NsfS116 1 3 KKSPNELVDDLFK KKS(1)PNELVDDLFK _KKS(ph)PNELVDDLFK_ PKA 1.2 0.33424 Yes

240 IPI00894870 tRNA (cytosine‐5‐)‐met Nsun2;D13Wsu123e;M S23 1 15 RFQQPPQPEGEEDASDGRFQQPPQPEGEEDAS(1) _RFQQPPQPEGEEDAS(ph)DGGR_ 0.9 0.084595 Yes

934 IPI00894870 tRNA (cytosine‐5‐)‐met Nsun2;D13Wsu123e;M S723 1 12 EGVILTNENAASPEQPGDEGVILTNENAAS(1)PEQP_EGVILTNENAAS(ph)PEQPGDEDAK_ 1.1 0.45035 Yes

1039 IPI00894870 tRNA (cytosine‐5‐)‐met Nsun2;D13Wsu123e;M T717 1 6 EGVILTNENAASPEQPGDEGVILT(0.5)NENAAS(0.5_(ca)EGVILT(ph)NENAASPEQPGDEDAK_ 1.1 0.49101 No

307 IPI00132314 Nucleobindin‐1;CALNUCNucb1;Nuc;Nucb;Nucb1S81 1 1 SGKLSQELDFVSHNVR S(0.893)GKLS(0.107)QE _S(ph)GKLSQELDFVSHNGSK3 1.3 0.13325 Yes

292 IPI00132314 Nucleobindin‐1;CALNUCNucb1;Nuc;Nucb;Nucb1S85 1 5 SGKLSQELDFVSHNVR SGKLS(1)QELDFVSHNVR_SGKLS(ph)QELDFVSHNCK1 1.3 0.1221 Yes

1171 IPI00132314 Nucleobindin‐1;CALNUCNucb1;Nuc;Nucb;Nucb1S92 1 12 SGKLSQELDFVSHNVR S(0.272)GKLS(0.261)QE _SGKLSQELDFVS(ph)HNVR_ No

1320 IPI00341869 Nuclear ubiquitous caseNucks1;Nucks S14 1 6 KVVDYSQFQESDDADEDKVVDY(0.078)S(0.461)Q_(ca)KVVDYS(ph)QFQESDDADEDYGR_ No

668 IPI00341869 Nuclear ubiquitous caseNucks1;Nucks S19 1 10 VVDYSQFQESDDADEDYVVDYSQFQES(1)DDADE_VVDYSQFQES(ph)DDADEDYGR_ 1.2 0.33938 Yes

388 IPI00341869 Nuclear ubiquitous caseNucks1;Nucks S214 1 8 EEDEEAESPPEKK EEDEEAES(1)PPEKK _EEDEEAES(ph)PPEKK_ CK2 1.3 0.19737 Yes

361 IPI00341869 Nuclear ubiquitous caseNucks1;Nucks S58 1 6 NSQEDSEDSEEKDVK NSQEDS(0.986)EDS(0.0 _NSQEDS(ph)EDSEEKDVCK1 1.3 0.17803 Yes

650 IPI00341869 Nuclear ubiquitous caseNucks1;Nucks S61 2 9 NSQEDSEDSEEKDVK NS(0.002)QEDS(0.998)E_NSQEDS(ph)EDS(ph)EECK1 1.2 0.32842 Yes

1053 IPI00130438 7,8‐dihydro‐8‐oxoguan Nudt1;Mth1 S2 2 2 MSTSRLYTLVLVLQPQR MS(0.385)T(0.385)S(0.2_MS(ph)TSRLY(ph)TLVLVLQPQR_ No

1054 IPI00130438 7,8‐dihydro‐8‐oxoguan Nudt1;Mth1 S4 2 4 MSTSRLYTLVLVLQPQR MS(0.339)T(0.339)S(0.3_MS(ph)TSRLY(ph)TLVLVLQPQR_ No

1055 IPI00130438 7,8‐dihydro‐8‐oxoguan Nudt1;Mth1 T3 2 3 MSTSRLYTLVLVLQPQR MS(0.385)T(0.385)S(0.2_MS(ph)TSRLY(ph)TLVL FHA2 Rad53p No

1056 IPI00130438 7,8‐dihydro‐8‐oxoguan Nudt1;Mth1 T8 2 8 MSTSRLYTLVLVLQPQR MS(0.334)T(0.334)S(0.3_MS(ph)TSRLY(ph)TLVL CAMK2 No

4 IPI00130438 7,8‐dihydro‐8‐oxoguan Nudt1;Mth1 Y7 2 7 MSTSRLYTLVLVLQPQR MS(0.385)T(0.385)S(0.2_MS(ph)TSRLY(ph)TLVL ALK 0.02 1E‐109 Down No

360 IPI00263048 Putative uncharacterizeNuma1 S1739 1 14 TQPDGTSVPGEPASPISQTQPDGTSVPGEPAS(0.99_TQPDGTSVPGEPAS(phWW GroupIV 1.3 0.17483 Yes

1318 IPI00263048 Putative uncharacterizeNuma1 S1742 1 17 TQPDGTSVPGEPASPISQT(0.029)QPDGT(0.031)S_TQPDGTSVPGEPAS(phCK1 No
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1271 IPI00129535 Nuclear pore complex pNup160;Gtl1‐13;Kiaa01S1113 1 14 LIRPEYAWIVQPASGAVS LIRPEY(0.225)AWIVQPA_LIRPEYAWIVQPAS(ph) GSK3 No

1274 IPI00129535 Nuclear pore complex pNup160;Gtl1‐13;Kiaa01S1117 1 18 LIRPEYAWIVQPASGAVS LIRPEY(0.225)AWIVQPA_LIRPEYAWIVQPAS(ph) CK1 No

483 IPI00129535 Nuclear pore complex pNup160;Gtl1‐13;Kiaa01S1123 1 24 LIRPEYAWIVQPASGAVS LIRPEYAWIVQPAS(0.00 _LIRPEYAWIVQPASGAVCDK2 1.2 0.24944 Yes

1280 IPI00129535 Nuclear pore complex pNup160;Gtl1‐13;Kiaa01Y1105 1 6 LIRPEYAWIVQPASGAVS LIRPEY(0.331)AWIVQPA_LIRPEY(ph)AWIVQPAS ALK No

213 IPI00474558 Nup98 protein;Nup98 pNup98;Nup98 S297 1 6 YGLQDSDEEEEEHPPK Y(0.007)GLQDS(0.993)D_YGLQDS(ph)DEEEEEHPCK2 1.4 0.063441 Yes

365 IPI00474558 Nup98 protein;Nup98 pNup98;Nup98 S436 1 16 FGHIPSKGETVQEICSPR FGHIPSKGET(0.002)VQE_FGHIPSKGETVQEICS(p CDK1 1.3 0.18047 Yes

1218 IPI00869414 NACHT and WD repeat Nwd1 S1484 3 5 IIPTSNGFMAPTSHGYLIRIIPT(0.585)S(0.585)NGF_(ca)IIPT(ph)S(ph)NGFM(ox)APTSHGY(ph)LIR_ No

1221 IPI00869414 NACHT and WD repeat Nwd1 S1492 3 13 IIPTSNGFMAPTSHGYLIRIIPT(0.585)S(0.585)NGF_(ca)IIPT(ph)S(ph)NGFM(ox)APTSHGY(ph)LIR_ No

1227 IPI00869414 NACHT and WD repeat Nwd1 Y1495 3 16 IIPTSNGFMAPTSHGYLIRIIPT(0.585)S(0.585)NGF_(ca)IIPT(ph)S(ph)NGFM(ox)APTSHGY(ph)LIR_ Yes

1072 IPI00750945 Outer dense fiber proteOdf2;Odf84;Odf2;Odf84S49 1 1 SSTPPLHVHVDENTPVHVS(0.374)S(0.313)T(0.313_S(ph)STPPLHVHVDENTPVHVHIK_ No

1065 IPI00162970 Olfactory receptor 62 Olfr62;RP23‐154A15.3‐ S140 1 6 YKVIMSPLLR YKVIMS(1)PLLR _YKVIM(ox)S(ph)PLLR_ Yes

710 IPI00918049 Oxysterol‐binding proteOsbpl11 S188 1 6 SFSLASSGNSPISQR S(0.004)FS(0.004)LAS(0 _SFSLAS(ph)SGNSPISQRCK1 1.0 0.35529 Yes

800 IPI00918049 Oxysterol‐binding proteOsbpl11 S192 1 10 SFSLASSGNSPISQR S(0.001)FS(0.001)LAS(0 _SFSLASSGNS(ph)PISQRCK1 1.0 0.39245 Yes

1143 IPI00462728 MKIAA0704 protein;Ox Osbpl3;mKIAA0704;OsbS302 1 3 LHSSNPNLSTLDFGEEK LHS(0.498)S(0.498)NPN_LHS(ph)SNPNLSTLDFG CAMK2 No

1145 IPI00462728 MKIAA0704 protein;Ox Osbpl3;mKIAA0704;OsbS303 1 4 LHSSNPNLSTLDFGEEK LHS(0.498)S(0.498)NPN_LHS(ph)SNPNLSTLDFG NEK6 No

1069 IPI00221706 Osteopetrosis‐associateOstm1;Gl S329 1 4 SSTSFANIQENAT S(0.016)S(0.012)T(0.012_SSTS(ph)FANIQENAT_ CK1 Yes

265 IPI00463065 Novel protein similar toOTTMUSG00000019145S384 1 3 DASPPGSEPEIDR DAS(1)PPGSEPEIDR _DAS(ph)PPGSEPEIDR_ CAMK2 1.4 0.10341 Yes

191 IPI00463065 Novel protein similar toOTTMUSG00000019145S388 2 7 DASPPGSEPEIDR DAS(1)PPGS(1)EPEIDR _DAS(ph)PPGS(ph)EPEI CK2 1.5 0.048633 Up Yes

62 IPI00654216 Putative uncharacterizeOxr1;Oxr1;C7;Gm1238; S194 1 3 VVSSTSEEEEAFTEK VVS(0.994)S(0.001)T(0. _VVS(ph)STSEEEEAFTEKCAMK2 2.3 5.448E‐06 Up Yes

70 IPI00654216 Putative uncharacterizeOxr1;Oxr1;C7;Gm1238; S195 1 4 VVSSTSEEEEAFTEK VVS(0.071)S(0.851)T(0. _VVSS(ph)TSEEEEAFTEKCK2 2.1 5.388E‐05 Up Yes

819 IPI00119305 Proliferation‐associatedPa2g4;Ebp1;Plfap S2 1 1 SGEDEQQEQTIAEDLVVTS(1)GEDEQQEQTIAEDLV_S(ph)GEDEQQEQTIAEDLVVTK_ 1.1 0.39936 Yes

912 IPI00229884 Serine/threonine‐protePak2 S141 1 3 YLSFTPPEK YLS(0.997)FT(0.003)PPE_YLS(ph)FTPPEK_ 1.1 0.44405 Yes

284 IPI00830990 p21 (CDKN1A)‐activatedPak3;RP23‐45O6.1‐009 S207 1 12 TASEPPLAPPVSEEEDEEETASEPPLAPPVS(1)EEED _TASEPPLAPPVS(ph)EEECK2 0.9 0.11283 Yes

77 IPI00129298 Paralemmin;Paralemm Palm;Palm T141 2 10 SETLVNAQQTPLGTPK SETLVNAQQT(1)PLGT(1 _SETLVNAQQT(ph)PLGT(ph)PK_ 0.6 0.0002022 Down Yes

78 IPI00129298 Paralemmin;Paralemm Palm;Palm T145 2 14 SETLVNAQQTPLGTPK SETLVNAQQT(1)PLGT(1 _SETLVNAQQT(ph)PLGT(ph)PK_ 0.6 0.0002022 Down Yes

158 IPI00470003 Alpha‐parvin;ActopaxinParva;Actp;MNCb‐0301S14 1 1 SPTPKSPPSR S(0.507)PT(0.076)PKS(0_(ca)S(ph)PTPKSPPSR_ WW GroupIV 0.8 0.028085 Down No

174 IPI00470003 Alpha‐parvin;ActopaxinParva;Actp;MNCb‐0301T16 2 9 SPLVPKSPTPKSPPSR SPLVPKS(0.215)PT(0.79 _SPLVPKSPT(ph)PKS(phCDK1 1.5 0.038965 Up Yes

1298 IPI00127707 Poly(rC)‐binding proteinPcbp2;Cbp;Hnrnpx;Hnr S183 1 11 GVTIPYRPKPSSSPVIFAG GVT(0.001)IPY(0.022)RP_GVTIPYRPKPS(ph)SSPVIFAGGQDR_ No

922 IPI00127707 Poly(rC)‐binding proteinPcbp2;Cbp;Hnrnpx;Hnr S184 1 12 GVTIPYRPKPSSSPVIFAG GVTIPYRPKPS(0.133)S(0_GVTIPYRPKPSS(ph)SPVIFAGGQDR_ 1.1 0.44715 No

1303 IPI00127707 Poly(rC)‐binding proteinPcbp2;Cbp;Hnrnpx;Hnr S185 1 13 GVTIPYRPKPSSSPVIFAG GVTIPY(0.001)RPKPS(0. _GVTIPYRPKPSS(ph)SPVPolo box No

393 IPI00828325 Pericentriolar material  Pcm1;Pcm1 S65 1 6 VTNAISPESSPGVGR VTNAIS(1)PESSPGVGR _VTNAIS(ph)PESSPGVG GSK3 1.3 0.2016 Yes

366 IPI00828325 Pericentriolar material  Pcm1;Pcm1 S69 2 10 VTNAISPESSPGVGR VT(0.218)NAIS(0.744)PE_VTNAIS(ph)PESS(ph)PGPolo box 0.9 0.18082 Yes

306 IPI00115490 Choline‐phosphate cyti Pcyt1a;Ctpct;Pcyt1 S315 1 6 MLQAISPK MLQAIS(1)PK _M(ox)LQAIS(ph)PK_ CDK1 0.9 0.13221 Yes

1003 IPI00352475 28 kDa heat‐ and acid‐sPdap1 S57 2 1 SLDSDESEDEDDDYQQK S(0.711)LDS(0.289)DES(_S(ph)LDSDES(ph)EDEDAURORA 1.1 0.47813 No

1004 IPI00352475 28 kDa heat‐ and acid‐sPdap1 S63 2 7 SLDSDESEDEDDDYQQK S(0.711)LDS(0.289)DES(_S(ph)LDSDES(ph)EDEDCK2 1.1 0.47813 Yes

921 IPI00551454 Protein RRP5 homolog; Pdcd11;Alg4;Kiaa0185 S1490 1 10 KSGAAEEDDSGVEVYYREKS(0.005)GAAEEDDS(0. _KSGAAEEDDS(ph)GVEVCK2 1.1 0.44706 Yes

36 IPI00323064 Programmed cell deathPdcd4;Ma3;Tis S457 1 4 RFVSEGDGGR RFVS(1)EGDGGR _RFVS(ph)EGDGGR_ PKA/AKT 3.8 2.594E‐13 Up Yes

39 IPI00323064 Programmed cell deathPdcd4;Ma3;Tis S76 1 7 DSGRGDSVSDNGSEAVRDSGRGDS(0.988)VS(0.0 _DSGRGDS(ph)VSDNGSCAMK2 3.5 1.363E‐11 Up Yes

779 IPI00323064 Programmed cell deathPdcd4;Ma3;Tis S94 1 8 SGVAVPTSPK SGVAVPT(0.072)S(0.928_SGVAVPTS(ph)PK_ WW GroupIV 1.1 0.38387 Yes

547 IPI00323064 Programmed cell deathPdcd4;Ma3;Tis T93 1 7 SGVAVPTSPK SGVAVPT(0.913)S(0.087_SGVAVPT(ph)SPK_ 1.2 0.27483 Yes

852 IPI00885252 Programmed cell deathPdcd5;Tfar19 S198 1 5 KVMDSDEDDADY KVMDS(1)DEDDADY _KVM(ox)DS(ph)DEDDADY_ 1.1 0.41782 Yes

654 IPI00885252 Programmed cell deathPdcd5;Tfar19 Y205 1 13 RKVMDSDEDDADY RKVMDS(0.5)DEDDADY _RKVMDS(ph)DEDDADY_ 1.2 0.3309 No

137 IPI00337893 Pyruvate dehydrogenasPdha1;Pdha‐1 S232 1 6 YGMGTSVER YGMGT(0.039)S(0.961)V_YGMGTS(ph)VER_ 0.7 0.012838 Down Yes

262 IPI00337893 Pyruvate dehydrogenasPdha1;Pdha‐1 S293 1 5 YHGHSMSDPGVSYR YHGHS(0.995)MS(0.005_YHGHS(ph)MSDPGVSYR_ 1.4 0.10133 Yes

1036 IPI00337893 Pyruvate dehydrogenasPdha1;Pdha‐1 S295 1 7 YHGHSMSDPGVSYR Y(0.007)HGHS(0.178)M_YHGHSM(ox)S(ph)DPGVSYR_ 1.1 0.48975 Yes

226 IPI00337893 Pyruvate dehydrogenasPdha1;Pdha‐1 S300 2 12 YHGHSMSDPGVSYR Y(0.592)HGHS(0.404)M_Y(ph)HGHSMSDPGVS(ph)YR_ 0.8 0.072601 Yes

104 IPI00337893 Pyruvate dehydrogenasPdha1;Pdha‐1 T231 1 5 YGMGTSVER YGMGT(0.5)S(0.5)VER _YGMGT(ph)SVER_ CK2 0.7 0.0016225 Down No

196 IPI00337893 Pyruvate dehydrogenasPdha1;Pdha‐1 Y289 2 1 YHGHSMSDPGVSYR Y(0.592)HGHS(0.404)M_Y(ph)HGHSMSDPGVS(ph)YR_ 1.4 0.054334 No

1116 IPI00337893 Pyruvate dehydrogenasPdha1;Pdha‐1 Y301 2 13 YHGHSMSDPGVSYR Y(0.141)HGHS(0.753)M_YHGHS(ph)MSDPGVS(ph)YR_ No

171 IPI00222496 Protein disulfide‐isome Pdia6;Txndc7 S433 1 13 DGELPVEDDIDLSDVELD DGELPVEDDIDLS(1)DVE_DGELPVEDDIDLS(ph)DCK2 0.8 0.036903 Down Yes

368 IPI00153375 PDZ and LIM domain prPdlim2;Pdlim2 S204 1 10 VLLHSPGRPSSPR VLLHS(0.032)PGRPS(0.9_(ca)VLLHSPGRPS(ph)SPPKA 0.9 0.18123 Yes

558 IPI00153375 PDZ and LIM domain prPdlim2;Pdlim2 S205 1 11 VLLHSPGRPSSPR VLLHS(0.001)PGRPS(0.0_VLLHSPGRPSS(ph)PR_ PKC 1.0 0.28019 Yes

478 IPI00323609 3‐phosphoinositide‐depPdpk1;Pdk1;Pdpk1;Pdp S244 1 3 ANSFVGTAQYVSPELLTE ANS(1)FVGTAQYVSPELL_ANS(ph)FVGTAQYVSPECAMK2 1.0 0.24617 Yes

815 IPI00845638 Sister chromatid cohesiPds5b;Aprin;As3;Kiaa09S1358 1 3 AESPETSAVESTQSTPQK AES(1)PETSAVESTQSTPQ_AES(ph)PETSAVESTQSTCAMK2 1.1 0.39803 Yes

1146 IPI00845638 Sister chromatid cohesiPds5b;Aprin;As3;Kiaa09S1362 1 7 AESPETSAVESTQSTPQK AES(0.324)PET(0.324)S(_AES(ph)PETSAVESTQSTCK2 No

1176 IPI00845638 Sister chromatid cohesiPds5b;Aprin;As3;Kiaa09T1361 1 6 AESPETSAVESTQSTPQK AES(0.324)PET(0.324)S(_AES(ph)PETSAVESTQSTCK1 No

1178 IPI00845638 Sister chromatid cohesiPds5b;Aprin;As3;Kiaa09T1370 1 15 AESPETSAVESTQSTPQK AES(0.088)PET(0.088)S(_AESPETSAVESTQST(phPolo box No

1149 IPI00845638 Sister chromatid cohesiPds5b;Aprin;As3;Kiaa09S1156 3 5 METVSNASSSSNPSSPGRMET(0.439)VS(0.439)NA_MET(ph)VSNAS(ph)S(pGSK3 No

1154 IPI00845638 Sister chromatid cohesiPds5b;Aprin;As3;Kiaa09S1159 3 8 METVSNASSSSNPSSPGRMET(0.439)VS(0.439)NA_MET(ph)VSNAS(ph)S(pCK1 No

1159 IPI00845638 Sister chromatid cohesiPds5b;Aprin;As3;Kiaa09S1160 3 9 METVSNASSSSNPSSPGRMET(0.439)VS(0.439)NA_MET(ph)VSNAS(ph)S(pCK1 No

1164 IPI00845638 Sister chromatid cohesiPds5b;Aprin;As3;Kiaa09S1161 3 10 METVSNASSSSNPSSPGRMET(0.439)VS(0.439)NA_MET(ph)VSNAS(ph)S(pGSK3 No

1166 IPI00845638 Sister chromatid cohesiPds5b;Aprin;As3;Kiaa09S1162 3 11 METVSNASSSSNPSSPGRMET(0.439)VS(0.439)NA_MET(ph)VSNAS(ph)S(pCK1 No

1172 IPI00845638 Sister chromatid cohesiPds5b;Aprin;As3;Kiaa09S1165 3 14 METVSNASSSSNPSSPGRMET(0.439)VS(0.439)NA_MET(ph)VSNAS(ph)S(pCK1 No

1002 IPI00845638 Sister chromatid cohesiPds5b;Aprin;As3;Kiaa09S1166 1 15 METVSNASSSSNPSSPGRMETVSNASSSSNPS(0.00_M(ox)ETVSNASSSSNPSWW GroupIV 1.1 0.47806 Yes

1181 IPI00845638 Sister chromatid cohesiPds5b;Aprin;As3;Kiaa09T1154 3 3 METVSNASSSSNPSSPGRMET(0.439)VS(0.439)NA_MET(ph)VSNAS(ph)S(pCAMK2 No

274 IPI00121013 Astrocytic phosphoprotPea15;Pea15a;Pea15;PeS116 1 7 DIIRQPSEEEIIK DIIRQPS(1)EEEIIK _DIIRQPS(ph)EEEIIK_ PKD 0.9 0.10757 Yes

Supplemental Table 4 GH 5min (Exp3).xlsx 13 5/8/2012



No IPI Numbers Protein Names Gene Names pAA Number of P Position in pePeptide Sequence Phospho (STY) Probabil Modified Sequence Best Motif Ratio1 of PhoRatio SignificUp‐/Down‐reLocalized phosphosite?

109 IPI00555140 Phosphoglucomutase‐1Pgm1;Pgm2;Pgm2;RP24S117 1 10 AIGGIILTASHNPGGPNG AIGGIILT(0.004)AS(0.99_(ca)AIGGIILTAS(ph)HNNEK6 0.7 0.0021296 Down Yes

98 IPI00555140 Phosphoglucomutase‐1Pgm1;Pgm2;Pgm2;RP24T115 1 8 AIGGIILTASHNPGGPNG AIGGIILT(0.5)AS(0.5)HN_AIGGIILT(ph)ASHNPGGPNGDFGIK_ 0.6 0.0012542 Down No

762 IPI00319973 Membrane‐associated  Pgrmc1;Pgrmc S181 1 9 EGEEPTVYSDDEEPKDET EGEEPT(0.001)VY(0.021_EGEEPTVYS(ph)DDEEPCK2 1.2 0.37663 Yes

1092 IPI00319973 Membrane‐associated  Pgrmc1;Pgrmc T178 1 6 EGEEPTVYSDDEEPKDET EGEEPT(0.304)VY(0.304_EGEEPT(ph)VYSDDEEPPLK1 No

288 IPI00319973 Membrane‐associated  Pgrmc1;Pgrmc Y180 1 8 EGEEPTVYSDDEEPKDET EGEEPT(0.049)VY(0.766_EGEEPTVY(ph)SDDEEPKDETARK_ 1.3 0.11601 Yes

1127 IPI00648030 Phosphatase and actin  Phactr4;Kiaa4120;PhactS126 1 1 SSSPVLVEEEPER S(0.475)S(0.263)S(0.263_S(ph)SSPVLVEEEPER_ CK1 No

785 IPI00123868 PHD finger protein 2;GRPhf2 S873 1 8 DSDYVYPSLESDEDNPVFDSDYVY(0.003)PS(0.875_DSDYVYPS(ph)LESDEDNPVFK_ 1.0 0.38534 Yes

861 IPI00123868 PHD finger protein 2;GRPhf2 S876 1 11 DSDYVYPSLESDEDNPVFDSDYVYPS(0.009)LES(0._DSDYVYPSLES(ph)DEDCK1 1.1 0.42124 Yes

1369 IPI00377615 Phf3 protein Phf3 S1147 1 23 KHSDNEAESLADALSSTT KHS(0.043)DNEAES(0.0 _KHSDNEAESLADALSSTTNILT(ph)SDLFEEEKQESPK_ No

895 IPI00377615 Phf3 protein Phf3 S1157 1 33 KHSDNEAESLADALSSTT KHS(0.001)DNEAES(0.0 _KHSDNEAESLADALSST CDK1 1.1 0.4356 No

396 IPI00377615 Phf3 protein Phf3 S377 1 12 NTVDIVDKPENSPQRNELNT(0.001)VDIVDKPENS(_NTVDIVDKPENS(ph)PQCDK2 1.3 0.20365 Yes

40 IPI00377615 Phf3 protein;Phf3 protePhf3;Phf3 S658 1 1 SFSLDEPPLFIPDNIATVK S(0.613)FS(0.387)LDEPP_S(ph)FSLDEPPLFIPDNIACK1 3.5 1.428E‐11 Up No

1364 IPI00137302 PHD finger protein 6;PHPhf6;Kiaa1823;Phf6;Kia S154 1 21 TAHNSEADLEESFNEHEL TAHNSEADLEES(0.001)F_TAHNSEADLEESFNEHENEK6 No

1365 IPI00137302 PHD finger protein 6;PHPhf6;Kiaa1823;Phf6;Kia S155 1 22 TAHNSEADLEESFNEHEL TAHNSEADLEES(0.001)F_TAHNSEADLEESFNEHEWW GroupIV No

595 IPI00311490 PH‐interacting protein; Phip;Ndrp;Wdr11 S1783 1 9 TAFYNEDDSEEEQR TAFYNEDDS(1)EEEQR _TAFYNEDDS(ph)EEEQRCK2 1.0 0.29651 Yes

1180 IPI00403827 Pleckstrin homology‐lik Phldb2;Ll5b;Phldb2;Ll5 S465 1 3 RLSAGTTVADVQK RLS(0.333)AGT(0.333)T _RLS(ph)AGTTVADVQK_PKA No

821 IPI00403827 Pleckstrin homology‐lik Phldb2;Ll5b;Phldb2;Ll5 S486 1 4 LQLSDEESVFEDALVCPD LQLS(1)DEESVFEDALVC _LQLS(ph)DEESVFEDALVCK2 1.0 0.39999 Yes

893 IPI00403827 Pleckstrin homology‐lik Phldb2;Ll5b;Phldb2;Ll5 S490 1 8 LQLSDEESVFEDALVCPD LQLS(0.105)DEES(0.895_LQLSDEES(ph)VFEDALVPLK 1.1 0.4349 Yes

476 IPI00403827 Pleckstrin homology‐lik Phldb2;Ll5b;Phldb2;Ll5 S510 1 3 KGSLQDVDVAGFGNLGHKGS(1)LQDVDVAGFGNL_KGS(ph)LQDVDVAGFGPKA 1.2 0.24538 Yes

111 IPI00403827 Pleckstrin homology‐lik Phldb2;Ll5b;Phldb2;Ll5 T468 1 6 RLSAGTTVADVQK RLS(0.112)AGT(0.777)T _RLSAGT(ph)TVADVQK_CK1 1.8 0.0023391 Up Yes

1182 IPI00403827 Pleckstrin homology‐lik Phldb2;Ll5b;Phldb2;Ll5 T469 1 7 RLSAGTTVADVQK RLS(0.333)AGT(0.333)T _RLS(ph)AGTTVADVQK_FHA1 Rad53p No

369 IPI00403827 Pleckstrin homology‐lik Phldb2;Ll5b;Phldb2;Ll5 S981 1 8 AHLPLGQSNSCGSVLPHSAHLPLGQS(0.561)NS(0. _AHLPLGQS(ph)NSCGSVNEK6 1.3 0.18146 No

1195 IPI00403827 Pleckstrin homology‐lik Phldb2;Ll5b;Phldb2;Ll5 S983 1 10 AHLPLGQSNSCGSVLPHSAHLPLGQS(0.498)NS(0. _AHLPLGQS(ph)NSCGSVLPHSLATMTK_ No

643 IPI00403827 Pleckstrin homology‐lik Phldb2;Ll5b;Phldb2;Ll5 S986 1 13 AHLPLGQSNSCGSVLPHSAHLPLGQS(0.035)NS(0. _AHLPLGQSNSCGS(ph)VCK1 1.0 0.32465 Yes

954 IPI00881116 PHD and RING finger doPhrf1;Kiaa1542;Phrf1;K S1201 1 3 EVSPAPATQGESR EVS(1)PAPATQGESR _EVS(ph)PAPATQGESR_CAMK2 1.1 0.4576 Yes

295 IPI00918347 Phosphatidylinositol‐4‐ Pip5k1c;Kiaa0589;Pip5kS554 1 3 TQSSGQDGRPQEEPHAET(0.167)QS(0.696)S(0.1 _TQS(ph)SGQDGRPQEEPKA/AKT 1.3 0.12314 No

231 IPI00884540 Polycystin‐2 delta7 vari Pkd2;Pkd2 S806 1 1 SLDDSEEEDDEDSGHSSRS(0.558)LDDS(0.441)EE _S(ph)LDDSEEEDDEDSGGSK3 0.9 0.075253 No

435 IPI00884540 Polycystin‐2 delta7 vari Pkd2;Pkd2 S810 1 5 SLDDSEEEDDEDSGHSSRSLDDS(1)EEEDDEDSGHS_SLDDS(ph)EEEDDEDSGCK2 1.0 0.22764 Yes

497 IPI00474711 Putative uncharacterizePkn1;Pkn1;Pkn;Prk1;PrkS925 1 18 TDVSNFDEEFTGEAPTLS TDVSNFDEEFTGEAPT(0._TDVSNFDEEFTGEAPTL CDK2 1.0 0.25732 Yes

1066 IPI00474711 Putative uncharacterizePkn1;Pkn1;Pkn;Prk1;PrkT781 1 1 TSTFCGTPEFLAPEVLTDTT(0.327)S(0.224)T(0.224_T(ph)STFCGTPEFLAPEVLTDTSYTR_ No

26 IPI00312414 Serine/threonine‐protePkn2;Prkcl2;Pkn2;Prkcl2S581 1 2 ASSLGETDESSELR AS(0.5)S(0.5)LGETDESS _AS(ph)SLGETDESSELR_PKA 6.7 1.05E‐25 Up No

27 IPI00312414 Serine/threonine‐protePkn2;Prkcl2;Pkn2;Prkcl2S582 1 3 ASSLGETDESSELR AS(0.5)S(0.5)LGETDESS _AS(ph)SLGETDESSELR_CAMK2 6.7 1.05E‐25 Up No

1089 IPI00312414 Serine/threonine‐protePkn2;Prkcl2;Pkn2;Prkcl2T813 1 1 TSTFCGTPEFLAPEVLTET T(0.306)S(0.231)T(0.23 _T(ph)STFCGTPEFLAPEVLTETSYTR_ No

507 IPI00312414 Serine/threonine‐protePkn2;Prkcl2;Pkn2;Prkcl2T957 1 20 GREDVSNFDDEFTSEAPI GREDVSNFDDEFTS(0.00_GREDVSNFDDEFTSEAPCDK2 1.2 0.26053 Yes

646 IPI00111169 Cytosolic phospholipasePla2g4a;Cpla2;Pla2g4;PS437 1 10 HIVSNDSSDSDDEAQGPKHIVSNDSSDS(1)DDEAQG_HIVSNDSSDS(ph)DDEACK2 1.2 0.3258 Yes

655 IPI00130046 Plcd1 protein;1‐phosphPlcd1;Plcd1;Plcd S460 1 20 KLGGLLPAGGENGPEATDKLGGLLPAGGENGPEAT(_KLGGLLPAGGENGPEATDVS(ph)DEDEAAEMEDE1.0 0.33217 Yes

1203 IPI00400215 Plectin‐1;Plectin‐6 Plec1 S20 1 3 RTSSEDNLYLAVLR RT(0.333)S(0.333)S(0.33_RT(ph)SSEDNLYLAVLR_PKA No

204 IPI00400215 Plectin‐1;Plectin‐6 Plec1 S21 1 3 TSSEDNLYLAVLR T(0.083)S(0.035)S(0.882_TSS(ph)EDNLYLAVLR_ PKA 0.8 0.058354 Yes

156 IPI00400215 Plectin‐1;Plectin‐6 Plec1 T19 1 2 RTSSEDNLYLAVLR RT(0.748)S(0.126)S(0.12_RT(ph)SSEDNLYLAVLR_CK2 0.8 0.027906 Down No

71 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1S4243 1 1 SSSVGSSSSYPISSAGPR S(0.558)S(0.288)S(0.153_S(ph)SSVGSSSSYPISSA PKA/AKT 2.1 6.85E‐05 Up No

74 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1S4245 1 3 SSSVGSSSSYPISSAGPR S(0.103)S(0.06)S(0.837)_SSS(ph)VGSSSSYPISSA PKA/AKT 2.1 8.494E‐05 Up Yes

1272 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1S4255 1 13 SSSVGSSSSYPISSAGPR S(0.066)S(0.067)S(0.067_SSSVGSSSSYPIS(ph)SA CK1 No

1275 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1S4256 1 14 SSSVGSSSSYPISSAGPR S(0.066)S(0.067)S(0.067_SSSVGSSSSYPIS(ph)SAGPR_ No

138 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1S4472 1 4 GYYSPYSVSGSGSTAGSR GY(0.004)Y(0.06)S(0.93 _GYYS(ph)PYSVSGSGSTAGSR_ 0.7 0.013447 Down Yes

1253 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1S4477 1 9 GYYSPYSVSGSGSTAGSR GY(0.055)Y(0.055)S(0.0 _GYYSPYSVS(ph)GSGST GSK3 No

1257 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1S4479 1 11 GYYSPYSVSGSGSTAGSR GY(0.055)Y(0.055)S(0.0 _GYYSPYSVS(ph)GSGST CK1 No

1261 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1S4481 1 13 GYYSPYSVSGSGSTAGSR GY(0.055)Y(0.055)S(0.0 _GYYSPYSVS(ph)GSGST GSK3 No

1266 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1S4485 1 17 GYYSPYSVSGSGSTAGSR GY(0.055)Y(0.055)S(0.0 _GYYSPYSVS(ph)GSGST GSK3 No

534 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1S580 1 7 NDESQLSPATR NDESQLS(0.995)PAT(0.0_NDESQLS(ph)PATR_ CK1 1.0 0.26961 Yes

466 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1T3889 1 4 KQITVEELVR KQIT(1)VEELVR _KQIT(ph)VEELVR_ PKD 1.0 0.24158 Yes

1281 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1T4482 1 14 GYYSPYSVSGSGSTAGSR GY(0.055)Y(0.055)S(0.0 _GYYSPYSVS(ph)GSGST CK1 No

1286 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1Y4470 1 2 GYYSPYSVSGSGSTAGSR GY(0.312)Y(0.312)S(0.3 _GY(ph)YSPYSVSGSGSTAGSR_ No

1289 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1Y4471 1 3 GYYSPYSVSGSGSTAGSR GY(0.312)Y(0.312)S(0.3 _GY(ph)YSPYSVSGSGSTAGSR_ No

1162 IPI00403031 Pleckstrin homology doPlekho2;Plekhq1 S394 1 2 SSSLGDLLR S(0.06)S(0.47)S(0.47)LG_SS(ph)SLGDLLR_ PKA No

605 IPI00403031 Pleckstrin homology doPlekho2;Plekhq1 S395 1 3 SSSLGDLLR S(0.01)S(0.005)S(0.985)_SSS(ph)LGDLLR_ CAMK2 1.2 0.3042 Yes

591 IPI00229072 Probable transcription fPml;Pml S17 1 7 VPAPPGSPCR VPAPPGS(1)PCR _VPAPPGS(ph)PCR_ ERK/MAPK 1.2 0.29534 Yes

1287 IPI00229072 Probable transcription fPml;Pml S528 1 3 ATSPPHLDGTSNPESTVPAT(0.483)S(0.483)PPHL _AT(ph)SPPHLDGTSNPESTVPEKK_ No

684 IPI00110298 DNA polymerase delta  Pold3;Pold3 S306 1 5 RVDLSDEEAKETEHLK RVDLS(1)DEEAKETEHLK _RVDLS(ph)DEEAKETEHCK2 1.2 0.34422 Yes

580 IPI00944006 Putative uncharacterizePpan;mCG_67924;PpanS362 1 7 ARADGDSDAEDPGAPPEARADGDS(1)DAEDPGAP_ARADGDS(ph)DAEDPGCK2 1.2 0.29033 Yes

103 IPI00223459 Lipid phosphate phosphPpap2a;Hpic53;Lpp1;PpS274 1 14 KEEDPHTTLHETASSR KEEDPHT(0.005)T(0.014_KEEDPHTTLHETAS(ph)SR_ 0.7 0.0016143 Down No

1234 IPI00223459 Lipid phosphate phosphPpap2a;Hpic53;Lpp1;PpS275 1 15 KEEDPHTTLHETASSR KEEDPHT(0.018)T(0.039_KEEDPHTTLHETAS(ph) GSK3 No

136 IPI00223459 Lipid phosphate phosphPpap2a;Hpic53;Lpp1;PpT272 1 12 KEEDPHTTLHETASSR KEEDPHT(0.002)T(0.01)_KEEDPHTTLHET(ph)AS NEK6 0.7 0.012605 Down Yes

278 IPI00664998 Liprin‐beta‐1;Protein tyPpfibp1;Kiaa1230;PpfibS788 1 4 RRPSDENSITPSEVQQWTRRPS(0.875)DENS(0.053_RRPS(ph)DENSITPSEVQCHK1/2 1.4 0.10922 Yes

363 IPI00664998 Liprin‐beta‐1;Protein tyPpfibp1;Kiaa1230;PpfibS792 1 8 RRPSDENSITPSEVQQWTRRPS(0.169)DENS(0.564_RRPSDENS(ph)ITPSEVQPLK1 0.9 0.17826 No

177 IPI00664998 Liprin‐beta‐1;Protein tyPpfibp1;Kiaa1230;PpfibS992 2 6 DFAARSPSASITDEDSNV DFAARS(0.889)PS(0.172_DFAARS(ph)PSAS(ph)ITGSK3 1.5 0.04098 Up Yes

178 IPI00664998 Liprin‐beta‐1;Protein tyPpfibp1;Kiaa1230;PpfibS996 2 10 DFAARSPSASITDEDSNV DFAARS(0.889)PS(0.172_DFAARS(ph)PSAS(ph)ITCK1 1.5 0.04098 Up Yes
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1260 IPI00664998 Liprin‐beta‐1;Protein tyPpfibp1;Kiaa1230;PpfibS593 1 1 SQSTTFNPDDMSEPEFK S(0.388)QS(0.3)T(0.3)T(_S(ph)QSTTFNPDDMSE NIMA No

321 IPI00664998 Liprin‐beta‐1;Protein tyPpfibp1;Kiaa1230;PpfibS595 1 3 SQSTTFNPDDMSEPEFK S(0.114)QS(0.805)T(0.0 _SQS(ph)TTFNPDDMSE PKA/AKT 0.9 0.14359 Yes

543 IPI00664998 Liprin‐beta‐1;Protein tyPpfibp1;Kiaa1230;PpfibS573 1 16 SKGSQGTSPFPMSPPSPDS(0.001)KGS(0.001)QGT_SKGSQGTSPFPMSPPS(WW GroupIV 1.0 0.27255 No

998 IPI00554989 Peptidyl‐prolyl cis‐transPpia T5 1 5 MVNPTVFFDITADDEPLGMVNPT(1)VFFDITADDE _MVNPT(ph)VFFDITADDEPLGR_ 1.1 0.47679 Yes

219 IPI00349306 Peptidyl‐prolyl cis‐transPpig;Ppig;RP23‐174C9.2S395 1 12 SELNEIKENQRSPVR SELNEIKENQRS(1)PVR _SELNEIKENQRS(ph)PV CDK2 1.4 0.066505 Yes

957 IPI00110280 Peptidyl‐prolyl cis‐transPpil4 S178 1 23 INHTVILDDPFDDPPDLLI INHTVILDDPFDDPPDLLI _INHTVILDDPFDDPPDLLIPDRS(ph)PEPTKEQLDSG1.1 0.45832 Yes

1346 IPI00110280 Peptidyl‐prolyl cis‐transPpil4 S188 1 33 INHTVILDDPFDDPPDLLI INHT(0.075)VILDDPFDD_INHTVILDDPFDDPPDLLIPDRS(ph)PEPTKEQLDSGR_ No

566 IPI00110280 Peptidyl‐prolyl cis‐transPpil4 T159 1 4 INHTVILDDPFDDPPDLLI INHT(0.709)VILDDPFDD_INHT(ph)VILDDPFDDP FHA2 Rad53p 1.2 0.28453 No

1349 IPI00110280 Peptidyl‐prolyl cis‐transPpil4 T182 1 27 INHTVILDDPFDDPPDLLI INHT(0.02)VILDDPFDDP_INHTVILDDPFDDPPDLLIPDRS(ph)PEPTK_ No

757 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391S445 1 4 KTGSYGALAEISASK KT(0.004)GS(0.993)Y(0. _KTGS(ph)YGALAEISASKPKD 1.2 0.37466 Yes

23 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391S507 1 3 LASTSDIEEK LAS(0.998)T(0.002)SDIE_LAS(ph)TSDIEEK_ CAMK2 8.6 9.464E‐33 Up Yes

1083 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391S509 1 5 LASTSDIEEK LAS(0.333)T(0.333)S(0.3_LAS(ph)TSDIEEK_ CK2 No

121 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391S870 1 20 STGVSFWTQDSDENEQESTGVSFWTQDSDENEQE_STGVSFWTQDSDENEQPKA 1.7 0.0050341 Up No

606 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391T443 1 1 TGSYGALAEISASK T(0.628)GS(0.346)Y(0.0 _T(ph)GSYGALAEISASK_NIMA 1.2 0.305 No

1088 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391T508 1 4 LASTSDIEEK LAS(0.333)T(0.333)S(0.3_LAS(ph)TSDIEEK_ NEK6 No

75 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391S693 1 2 RSTQGVTLTDLQEAEK RS(0.838)T(0.161)QGVT_RS(ph)TQGVTLTDLQEAPKA 0.6 0.000121 Down Yes

76 IPI00671847 Ppp1r12a protein;MCG Ppp1r12a;mCG_122391T694 1 3 RSTQGVTLTDLQEAEK RS(0.003)T(0.997)QGVT_RST(ph)QGVTLTDLQEAPKA 0.6 0.0001523 Down Yes

145 IPI00380331 Protein phosphatase 2APpp2r5d;mCG_2696 S566 1 3 RKSELPQDVYTIK RKS(1)ELPQDVYTIK _RKS(ph)ELPQDVYTIK_ CHK1/2 0.8 0.016576 Down Yes

1352 IPI00230005 cAMP‐dependent protePrkaca;Pkaca;Prkaca;PkS213 1 18 TWTLCGTPEYLAPEIILSK T(0.269)WT(0.252)LCGT_TWTLCGTPEYLAPEIILS(ph)K_ No

438 IPI00230005 cAMP‐dependent protePrkaca;Pkaca;Prkaca;PkT196 1 1 TWTLCGTPEYLAPEIILSK T(0.811)WT(0.162)LCGT_T(ph)WTLCGTPEYLAPEFHA2 Rad53p 1.0 0.22839 Yes

530 IPI00119575 Putative uncharacterizePrkar1a;Prkar1a;Prkar1 S212 1 9 TDSREDEISPPPPNPVVK TDSREDEIS(1)PPPPNPVV_TDSREDEIS(ph)PPPPNPVVK_ 1.0 0.2675 Yes

1046 IPI00169788 Protein kinase, cAMP d Prkar2a;mCG_16488;PrS97 1 3 RVSVCAETFNPDEEEEDNRVS(0.996)VCAET(0.004_RVS(ph)VCAETFNPDEEAURORA‐A 1.1 0.49507 Yes

780 IPI00169788 Protein kinase, cAMP d Prkar2a;mCG_16488;PrT102 1 8 RVSVCAETFNPDEEEEDNRVS(0.5)VCAET(0.5)FNP_RVS(ph)VCAETFNPDEEEEDNDPR_ 1.1 0.38444 No

847 IPI00224570 cAMP‐dependent protePrkar2b S112 1 3 RASVCAEAYNPDEEEDDARAS(1)VCAEAYNPDEEED_RAS(ph)VCAEAYNPDEEAURORA‐A 1.1 0.41271 Yes

180 IPI00321446 Protein kinase C alpha tPrkca;Pkca;Prkca;RP23‐T497 1 1 TFCGTPDYIAPEIIAYQPYGT(0.957)FCGT(0.042)PD_T(ph)FCGTPDYIAPEIIAYQPYGK_ 0.8 0.041901 Down Yes

1262 IPI00227880 Protein kinase C delta t Prkcd;Pkcd;Prkcd;Pkcd; S530 1 2 ASTFCGTPDYIAPEILQGLAS(0.5)T(0.5)FCGTPDYIA_AS(ph)TFCGTPDYIAPEIPKA No

1267 IPI00227880 Protein kinase C delta t Prkcd;Pkcd;Prkcd;Pkcd; T531 1 3 ASTFCGTPDYIAPEILQGLAS(0.5)T(0.5)FCGTPDYIA_AS(ph)TFCGTPDYIAPEICAMK2 No

1273 IPI00227880 Protein kinase C delta t Prkcd;Pkcd;Prkcd;Pkcd; T535 1 7 ASTFCGTPDYIAPEILQGLAS(0.328)T(0.328)FCGT _AS(ph)TFCGTPDYIAPEILQGLK_ No

807 IPI00122084 Serine/threonine‐protePrkd1;Pkcm;Pkd;Prkcm S748 1 1 SVVGTPAYLAPEVLR S(1)VVGTPAYLAPEVLR _S(ph)VVGTPAYLAPEVL NIMA 1.1 0.39484 Yes

1258 IPI00480507 Pre‐mRNA‐processing f Prpf19;Prp19;Snev;PrpfS2 1 1 SLICSISNEVPEHPCVSPVSS(0.373)LICS(0.313)IS(0 _S(ph)LICSISNEVPEHPC GSK3 No

1249 IPI00896672 PRP4 pre‐mRNA procesPrpf4b;mCG_22253;PrpS852 1 21 LCDFGSASHVADNDITPYLCDFGSASHVADNDIT(0 _LCDFGSASHVADNDITPY(ph)LVSR_ No

410 IPI00896672 PRP4 pre‐mRNA procesPrpf4b;mCG_22253;PrpS94 1 12 EVIEASDKEGLSPAKR EVIEAS(0.004)DKEGLS(0_EVIEASDKEGLS(ph)PAKCDK2 1.3 0.2119 Yes

726 IPI00896672 PRP4 pre‐mRNA procesPrpf4b;mCG_22253;PrpY849 1 18 LCDFGSASHVADNDITPYLCDFGSAS(0.001)HVAD _LCDFGSASHVADNDITPY(ph)LVSR_ 1.2 0.35996 Yes

398 IPI00153950 Phosphoribosyl pyroph Prpsap2 S227 1 23 LGIAVIHGEAQDAESDLV LGIAVIHGEAQDAESDLV _LGIAVIHGEAQDAESDL PKA 0.9 0.20478 Yes

909 IPI00118248 Paired mesoderm homePrrx1;Pmx;Pmx1;Prrx1; S21 1 3 LDSPGNLDTLQAK LDS(1)PGNLDTLQAK _LDS(ph)PGNLDTLQAK_CAMK2 1.1 0.44362 Yes

919 IPI00115257 PC4 and SFRS1‐interact Psip1;Ledgf;Psip1;LedgfS106 1 6 QSNASSDVEVEEK QSNAS(0.08)S(0.92)DVE_QSNASS(ph)DVEVEEK_CK2 1.1 0.4467 Yes

270 IPI00115257 PC4 and SFRS1‐interact Psip1;Ledgf;Psip1;LedgfS129 1 16 ETNVSKEDTDQEEKASNEETNVSKEDTDQEEKAS(0 _ETNVSKEDTDQEEKAS(ph)NEDVTK_ 1.4 0.10628 Yes

272 IPI00115257 PC4 and SFRS1‐interact Psip1;Ledgf;Psip1;LedgfT122 1 9 ETNVSKEDTDQEEKASNEET(0.003)NVS(0.046)KE _ETNVSKEDT(ph)DQEEKPKD 1.4 0.10718 Yes

825 IPI00331644 Proteasome subunit alpPsma3 S250 1 9 ESLKEEDESDDDNM ESLKEEDES(1)DDDNM _ESLKEEDES(ph)DDDNM_ 1.1 0.40247 Yes

849 IPI00127989 Prostaglandin E synthasPtges3;Sid3177;Tebp S113 1 6 DWEDDSDEDMSNFDR DWEDDS(1)DEDMSNFD_DWEDDS(ph)DEDM(ox)SNFDR_ 1.1 0.41335 Yes

1219 IPI00387213 Protein tyrosine phosphPtpn12;mCG_6416 S326 1 18 IADGNEITTGTMVSSIDSEIADGNEITTGTMVS(0.00_IADGNEITTGTMVSSIDSCK1 No

1223 IPI00387213 Protein tyrosine phosphPtpn12;mCG_6416 S331 1 23 IADGNEITTGTMVSSIDSEIADGNEITTGTMVS(0.00_IADGNEITTGTMVSSIDS(ph)EKQDSPPPKPPR_ No

727 IPI00387213 Protein tyrosine phosphPtpn12;mCG_6416;Ptp S588 1 24 TVSSTPNSTAEEEAHDLT TVSSTPNSTAEEEAHDLT _TVSSTPNSTAEEEAHDLTPolo box 1.0 0.36007 Yes

3 IPI00459843 Putative uncharacterizePtprn2 S89 1 2 LSRTDNMNFGNNNNK LS(0.975)RT(0.025)DNM_LS(ph)RTDNMNFGNNNNK_ 104.9 2.42E‐152 Up Yes

659 IPI00117689 Polymerase I and transcPtrf S169 1 15 VMIYQDEVKLPAKLSVSKVMIYQDEVKLPAKLS(0.9_VMIYQDEVKLPAKLS(phAURORA 1.2 0.33369 Yes

1321 IPI00117689 Polymerase I and transcPtrf S171 1 17 VMIYQDEVKLPAKLSVSKVMIY(0.014)QDEVKLPA _VMIYQDEVKLPAKLS(phNEK6 No

182 IPI00117689 Polymerase I and transcPtrf S302 1 1 SFTPDHVVYAR S(0.999)FT(0.001)PDHV_S(ph)FTPDHVVYAR_ NIMA 0.8 0.042843 Down Yes

188 IPI00117689 Polymerase I and transcPtrf;Ptrf;Ptrf S38 1 6 ATEEPSGTGSDELIKSDQVAT(0.035)EEPS(0.833)G _ATEEPS(ph)GTGSDELIKGSK3 0.8 0.046839 Down Yes

610 IPI00117689 Polymerase I and transcPtrf;Ptrf;Ptrf S42 1 10 ATEEPSGTGSDELIK ATEEPS(0.001)GT(0.068_ATEEPSGTGS(ph)DELIKCK1 1.0 0.30562 Yes

1332 IPI00117689 Polymerase I and transcPtrf;Ptrf;Ptrf T34 1 2 ATEEPSGTGSDELIK AT(0.376)EEPS(0.196)G _AT(ph)EEPSGTGSDELIKPKA No

537 IPI00117689 Polymerase I and transcPtrf;Ptrf;Ptrf T40 2 8 ATEEPSGTGSDELIK ATEEPS(0.989)GT(0.909_ATEEPS(ph)GT(ph)GSDFHA1 Rad53p 1.0 0.27067 Yes

550 IPI00330262 Pumilio homolog 1;PumPum1;Kiaa0099;Pum1;KT712 1 5 RDSLTGSSDLYKR RDS(0.075)LT(0.867)GS _RDSLT(ph)GSSDLYKR_ FHA KAPP 1.2 0.27782 Yes

886 IPI00112203 Pumilio homolog 2;PutaPum2;Kiaa0235;Pum2;PS136 1 4 GKASPFEEDQNR GKAS(1)PFEEDQNR _GKAS(ph)PFEEDQNR_ CK2 1.1 0.43146 Yes

989 IPI00128867 Transcriptional activatoPurb S316 1 11 RGGGSGGGDESEGEEVDRGGGSGGGDES(1)EGEE_RGGGSGGGDES(ph)EGCK2 1.1 0.47112 Yes

91 IPI00165881 Paxillin;Paxillin Pxn;Pxn S119 1 9 AGEEEHVYSFPNK AGEEEHVY(0.148)S(0.85_AGEEEHVYS(ph)FPNK_ 0.6 0.0006659 Down Yes

567 IPI00165881 Paxillin;Paxillin Pxn;Pxn Y118 1 8 AGEEEHVYSFPNK AGEEEHVY(0.991)S(0.00_AGEEEHVY(ph)SFPNK_ABL 1.0 0.28496 Yes

257 IPI00480432 MKIAA0857 protein;Ra Rab11fip5;mKIAA0857; S307 1 3 TYSDEASQLR T(0.003)Y(0.001)S(0.995_TYS(ph)DEASQLR_ PKA 1.4 0.099161 Yes

55 IPI00108335 DNA repair protein RADRad50;Rad50;Rad50 S557 3 1 SRHSDELTSLLGYFPNKK S(0.612)RHS(0.39)DELT _(ca)S(ph)RHSDELT(ph) PKD 0.5 1.212E‐06 Down No

56 IPI00108335 DNA repair protein RADRad50;Rad50;Rad50 S565 3 9 SRHSDELTSLLGYFPNKK S(0.612)RHS(0.39)DELT _(ca)S(ph)RHSDELT(ph)S(ph)LLGYFPNKK_ 0.5 1.212E‐06 Down Yes

1163 IPI00135190 Ran‐binding protein 3 Ranbp3 S28 2 1 SAGSSSPEAGEDSDHEDGS(0.269)AGS(0.249)S(0. _S(ph)AGSSSPEAGEDS(pGSK3 No

489 IPI00135190 Ran‐binding protein 3 Ranbp3 S33 2 6 SAGSSSPEAGEDSDHEDGS(0.006)AGS(0.026)S(0. _SAGSSS(ph)PEAGEDS(pPolo box 1.2 0.25132 Yes

1028 IPI00135190 Ran‐binding protein 3 Ranbp3 S40 1 13 SAGSSSPEAGEDSDHEDGSAGSSSPEAGEDS(1)DHE_SAGSSSPEAGEDS(ph)DCK2 1.1 0.48795 Yes

50 IPI00135190 Ran‐binding protein 3 Ranbp3 S58 1 3 TSSLTHSEEK T(0.001)S(0.055)S(0.944_TSS(ph)LTHSEEK_ PKA/AKT 2.5 6.14E‐07 Up Yes

85 IPI00719915 Ribonucleoprotein PTB‐Raver1;Kiaa1978 S576 1 3 LLSPIASNR LLS(1)PIASNR _LLS(ph)PIASNR_ CAMK2 1.9 0.0004552 Up Yes

493 IPI00719915 Ribonucleoprotein PTB‐Raver1;Kiaa1978 S626 1 4 HKMSPPPSSFNEPR HKMS(0.974)PPPS(0.02 _HKMS(ph)PPPSSFNEPRGSK3 1.0 0.25422 Yes

551 IPI00113372 RB1‐inducible coiled‐coRb1cc1;Cc1;Kiaa0203;R S237 1 1 STELVLSPDMPR S(0.663)T(0.337)ELVLSP_S(ph)TELVLSPDMPR_ NIMA 1.2 0.27802 No
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638 IPI00468834 RNA‐binding protein 10Rbm10;Kiaa0122;Rbm1S646 1 8 LASDDRPSPPR LASDDRPS(1)PPR _LASDDRPS(ph)PPR_ CDK2 1.2 0.32212 Yes

718 IPI00340815 Rbm15 protein Rbm15 S293 1 3 SLSPGGAALGYR S(0.096)LS(0.904)PGGA_SLS(ph)PGGAALGYR_ CAMK2 1.2 0.35824 Yes

386 IPI00170394 Splicing factor 45;45 kDRbm17;Spf45 S155 1 6 RPDPDSDEDEDYER RPDPDS(1)DEDEDYER _RPDPDS(ph)DEDEDYER_ 1.3 0.19537 Yes

905 IPI00421119 RNA‐binding protein 25Rbm25;Rbm25 S675 1 6 LGASNSPGQPNSVK LGASNS(1)PGQPNSVK _LGASNS(ph)PGQPNSVK_ 1.1 0.44242 Yes

1038 IPI00828361 RNA‐binding protein 26Rbm26;Rbm26;Rbm26; S127 1 5 RLNHSPPQSSSR RLNHS(0.972)PPQS(0.00_RLNHS(ph)PPQSSSR_ NEK6 1.1 0.491 Yes

665 IPI00759858 RNA‐binding protein 33Rbm33;Prr8;Rbm33;PrrS243 1 6 DIKEESDEEDDDDEESGRDIKEES(1)DEEDDDDEES _DIKEES(ph)DEEDDDDECK2 1.2 0.33633 Yes

712 IPI00759858 RNA‐binding protein 33Rbm33;Prr8;Rbm33;PrrS41 1 8 AADEDWDSELEDDLLGE AADEDWDS(1)ELEDDLL _AADEDWDS(ph)ELEDDCK2 1.0 0.35682 Yes

920 IPI00223371 RNA‐binding protein 39Rbm39;Caper;Rnpc2;RbS97 1 3 YRSPYSGPK Y(0.004)RS(0.957)PY(0.0_YRS(ph)PYSGPK_ PKA/AKT 1.1 0.44705 Yes

598 IPI00223371 RNA‐binding protein 39Rbm39;Caper;Rnpc2;RbS136 1 3 DKSPVREPIDNLTPEER DKS(1)PVREPIDNLTPEER_DKS(ph)PVREPIDNLTP CDK2 1.2 0.30016 Yes

608 IPI00130160 RNA‐binding protein 5; Rbm5;Luca15;Rbm5;Lu S59 1 4 DYDSPERER DYDS(1)PERER _DYDS(ph)PERER_ CDK2 1.2 0.30512 Yes

715 IPI00130160 RNA‐binding protein 5; Rbm5;Luca15;Rbm5;Lu S78 1 11 NSDRSEDGYHSDGDYGENS(0.001)DRS(0.004)ED_NSDRSEDGYHS(ph)DGDYGEHDYR_ 1.0 0.35761 Yes

672 IPI00410937 RNA‐binding protein 8ARbm8a;Rbm8;Rbm8a;R S56 1 7 MREDYDSVEQDGDEPG MREDYDS(1)VEQDGDEP_M(ox)REDYDS(ph)VEQDGDEPGPQR_ 1.2 0.34098 Yes

179 IPI00663587 Putative uncharacterizeRbmxrt;Rbmx;Hnrnpg;HS165 1 5 RSTPSGPVR RSTPS(1)GPVR _RSTPS(ph)GPVR_ CK1 1.5 0.041863 Up Yes

280 IPI00663587 Putative uncharacterizeRbmxrt;Rbmx;Hnrnpg;HT163 1 3 RSTPSGPVR RS(0.008)T(0.984)PS(0.0_RST(ph)PSGPVR_ Polo box 1.3 0.11197 Yes

1052 IPI00663587 Putative uncharacterizeRbmxrt;Rbmx;RP23‐372S205 1 5 DVYLSPR DVYLS(1)PR _DVYLS(ph)PR_ CDK1 1.1 0.49953 Yes

1 IPI00349293 Ring finger and CCCH‐tyRc3h2;Mnab;Rc3h2;RP2S895 2 9 EEDPIIPFSDGPIISKWGA EEDPIIPFS(0.999)DGPIIS_(ca)EEDPIIPFS(ph)DGPIISKWGAIS(ph)R_ 0.001 0 Down Yes

2 IPI00349293 Ring finger and CCCH‐tyRc3h2;Mnab;Rc3h2;RP2S907 2 21 EEDPIIPFSDGPIISKWGA EEDPIIPFS(0.999)DGPIIS_(ca)EEDPIIPFS(ph)DGPIISKWGAIS(ph)R_ 0.003 2.75E‐271 Down Yes

345 IPI00123762 Putative uncharacterizeRcc1;Rcc1;Chc1;Rcc1;WS11 1 3 RRSPPEDAIPK RRS(1)PPEDAIPK _RRS(ph)PPEDAIPK_ PKD 1.3 0.16541 Yes

593 IPI00395067 Negative elongation facRdbp;D17h6s45;Nelfe;RS115 1 3 SMSADEDLQEPSR S(0.004)MS(0.996)ADED_SM(ox)S(ph)ADEDLQE CAMK2 1.2 0.29562 Yes

250 IPI00119795 RalBP1‐associated Eps dReps1;Reps1 S708 1 3 LKSEDELRPDVDEHTQK LKS(0.998)EDELRPDVDE_LKS(ph)EDELRPDVDEHPKA/AKT 1.4 0.094161 Yes

499 IPI00120529 Putative uncharacterizeRfc1;Recc1 S68 2 5 IINDSDSESEETVQVK IINDS(0.958)DS(0.958)E_IINDS(ph)DS(ph)ESEETCK2 1.2 0.25794 Yes

500 IPI00120529 Putative uncharacterizeRfc1;Recc1 S70 2 7 IINDSDSESEETVQVK IINDS(0.958)DS(0.958)E_IINDS(ph)DS(ph)ESEETCK2 1.2 0.25794 Yes

12 IPI00309304 Regulator of G‐protein  Rgs2 S19 1 1 SAGNGPKVEEK S(1)AGNGPKVEEK _(ca)S(ph)AGNGPKVEEK_ 12.1 5.602E‐44 Up Yes

1175 IPI00122131 Ras and Rab interactor  Rin1 S338 1 1 SMSSAFCSLLAPER S(0.374)MS(0.309)S(0.3_S(ph)MSSAFCSLLAPER NEK6 No

181 IPI00122131 Ras and Rab interactor  Rin1 S341 1 4 SMSSAFCSLLAPER S(0.118)MS(0.079)S(0.8_SMSS(ph)AFCSLLAPER CK1 0.8 0.042036 Down Yes

217 IPI00122131 Ras and Rab interactor  Rin1 S345 1 8 SMSSAFCSLLAPER S(0.098)MS(0.092)S(0.0_SMSSAFCS(ph)LLAPER CK1 0.8 0.065322 No

675 IPI00453849 mRNA cap guanine‐N7  Rnmt;Kiaa0398;Rnmt;K S15 1 9 ASVASDPESPPGGNEPAAASVASDPES(1)PPGGNEP_ASVASDPES(ph)PPGGNERK/MAPK 1.0 0.34126 Yes

1198 IPI00403755 Likely ortholog of H. sapRP23‐102G9.3;RP23‐10 Y313 1 11 MDLLTTVQTHYK MDLLT(0.001)T(0.001)V_MDLLTTVQT(ph)HYK_ ALK No

529 IPI00869441 Uncharacterized protei RP23‐263M10.5;12000 S25 1 13 AEAPAGPALGLPSPEVES AEAPAGPALGLPS(1)PEV_AEAPAGPALGLPS(ph)PEVESGLER_ 1.2 0.26748 Yes

741 IPI00869441 Uncharacterized protei RP23‐263M10.5;12000 S30 1 18 AEAPAGPALGLPSPEVES AEAPAGPALGLPS(0.5)P _AEAPAGPALGLPS(ph)PCK2 1.0 0.36863 No

830 IPI00111412 60S ribosomal protein LRpl4 S295 1 4 ILKSPEIQR ILKS(1)PEIQR _(ca)ILKS(ph)PEIQR_ 1.1 0.40568 Yes

802 IPI00314950 60S acidic ribosomal pr Rplp0;Arbp S304 2 7 AEAKEESEESDEDMGFG AEAKEES(1)EES(1)DEDM_AEAKEES(ph)EES(ph)DEDM(ox)GFGLFD_ 1.0 0.39277 Yes

803 IPI00314950 60S acidic ribosomal pr Rplp0;Arbp S307 2 10 AEAKEESEESDEDMGFG AEAKEES(1)EES(1)DEDM_AEAKEES(ph)EES(ph)DCK1 1.0 0.39277 Yes

875 IPI00113377 60S acidic ribosomal pr Rplp1 S101 2 4 KEESEESEDDMGFGLFD KEES(1)EES(1)EDDMGFG_KEES(ph)EES(ph)EDDMGFGLFD_ 1.1 0.4273 Yes

876 IPI00113377 60S acidic ribosomal pr Rplp1 S104 2 7 KEESEESEDDMGFGLFD KEES(1)EES(1)EDDMGFG_KEES(ph)EES(ph)EDDMCK1 1.1 0.4273 Yes

1034 IPI00139795 60S acidic ribosomal pr Rplp2 S102 2 4 KEESEESDDDMGFGLFD KEES(1)EES(1)DDDMGF _KEES(ph)EES(ph)DDDM(ox)GFGLFD_ 1.1 0.48957 Yes

1035 IPI00139795 60S acidic ribosomal pr Rplp2 S105 2 7 KEESEESDDDMGFGLFD KEES(1)EES(1)DDDMGF _KEES(ph)EES(ph)DDDMCK1 1.1 0.48957 Yes

711 IPI00750262 Regulation of nuclear p Rprd1b;Crept;Rprd1b;CS165 1 18 TFQQIQEEEDDDYPGSYSTFQQIQEEEDDDY(0.001_TFQQIQEEEDDDYPGSYS(ph)PQDPSAGPLLTEEL 1.2 0.35661 Yes

559 IPI00454123 Regulation of nuclear p Rprd2;Kiaa0460;Rprd2; S392 1 8 DVEDMELSDVEDDGSK DVEDMELS(1)DVEDDGS_DVEDMELS(ph)DVEDDCK2 1.2 0.28031 Yes

969 IPI00173160 40S ribosomal protein SRps27 S11 1 6 DLLHPSPEEEKRK DLLHPS(1)PEEEKRK _DLLHPS(ph)PEEEKRK_ CK2 1.1 0.46315 Yes

798 IPI00134599 40S ribosomal protein SRps3 S224 1 10 DEILPTTPISEQK DEILPT(0.069)T(0.197)P_DEILPTTPIS(ph)EQK_ CK1 1.1 0.39151 No

881 IPI00134599 40S ribosomal protein SRps3 T220 1 6 DEILPTTPISEQK DEILPT(0.5)T(0.5)PISEQ _DEILPT(ph)TPISEQK_ FHA2 Rad53p 1.1 0.42939 No

975 IPI00134599 40S ribosomal protein SRps3 T221 1 7 DEILPTTPISEQK DEILPT(0.074)T(0.852)P_DEILPTT(ph)PISEQK_ WW GroupIV 1.1 0.46552 Yes

932 IPI00944141 Putative uncharacterizeRps5;mCG_22552;Rps5 T2 1 1 TEWEAATPAVAETPDIK T(0.997)EWEAAT(0.003_T(ph)EWEAATPAVAET CK2 1.1 0.44979 Yes

1295 IPI00114333 Ribosomal protein S6 k Rps6ka3;Rps6ka‐rs1;Rs S227 1 3 AYSFCGTVEYMAPEVVN AY(0.489)S(0.489)FCGT _AY(ph)SFCGTVEYMAPEVVNR_ No

1300 IPI00114333 Ribosomal protein S6 k Rps6ka3;Rps6ka‐rs1;Rs Y226 1 2 AYSFCGTVEYMAPEVVN AY(0.489)S(0.489)FCGT _AY(ph)SFCGTVEYMAPEVVNR_ No

82 IPI00411051 Regulatory‐associated pRptor;Raptor;Rptor;RapS863 1 14 ILDTSSLTQSAPASPTNK ILDTSSLT(0.072)QS(0.01_ILDTSSLTQSAPAS(ph)PWW GroupIV 2.0 0.0003539 Up Yes

613 IPI00323822 Ras‐related protein R‐RRras2 S186 1 10 KFQEQECPPSPEPTRK KFQEQECPPS(0.999)PEP_KFQEQECPPS(ph)PEPTWW GroupIV 1.0 0.30625 Yes

277 IPI00110856 Ribosomal RNA processRrp1;Nnp1;Rrp1;Nnp1; S434 1 4 EAGSEAESSSADPGPGR EAGS(0.997)EAES(0.002_EAGS(ph)EAESSSADPGCK2 0.9 0.10861 Yes

962 IPI00420344 RRP12‐like protein Rrp12;Kiaa0690 S1081 1 11 GDSIEEILADSEDEDEEEE GDSIEEILADS(1)EDEDEE_GDSIEEILADS(ph)EDEDCK2 1.1 0.46 Yes

269 IPI00458958 RRP15‐like protein;RiboRrp15 S265 1 6 DWDKESEGEEPAGGR DWDKES(1)EGEEPAGGR_DWDKES(ph)EGEEPAGCK2 1.4 0.10616 Yes

948 IPI00471271 Rsrc2 protein Rsrc2 S17 1 9 DGLALEKTSPDREK DGLALEKT(0.113)S(0.88_DGLALEKTS(ph)PDREKCDK2 1.1 0.45571 Yes

656 IPI00471271 Rsrc2 protein Rsrc2 S30 1 8 KKEQSDISISPR KKEQSDIS(0.874)IS(0.12_KKEQSDIS(ph)ISPR_ PLK1 1.2 0.33288 Yes

473 IPI00471271 Rsrc2 protein Rsrc2 S32 1 8 EQSDISISPR EQSDIS(0.011)IS(0.989) _EQSDISIS(ph)PR_ CDK1 1.0 0.24433 Yes

898 IPI00471271 Rsrc2 protein Rsrc2 T16 1 8 DGLALEKTSPDREK DGLALEKT(0.5)S(0.5)PD_DGLALEKT(ph)SPDREK FHA1 Rad53p 1.1 0.43901 No

1282 IPI00469392 Reticulon‐4;Neurite outRtn4;Kiaa0886;Nogo;RtS832 1 2 ESETFSDSSPIEIIDEFPTFVES(0.324)ET(0.324)FS(0 _ES(ph)ETFSDSSPIEIIDE GSK3 No

1288 IPI00469392 Reticulon‐4;Neurite outRtn4;Kiaa0886;Nogo;RtS836 1 6 ESETFSDSSPIEIIDEFPTFVES(0.324)ET(0.324)FS(0 _ES(ph)ETFSDSSPIEIIDE CK1 No

734 IPI00469392 Reticulon‐4;Neurite outRtn4;Kiaa0886;Nogo;RtS953 1 8 EAEEKLPSDTEKEDR EAEEKLPS(0.573)DT(0.4_EAEEKLPS(ph)DTEKED CK2 1.2 0.36494 No

1290 IPI00469392 Reticulon‐4;Neurite outRtn4;Kiaa0886;Nogo;RtT834 1 4 ESETFSDSSPIEIIDEFPTFVES(0.324)ET(0.324)FS(0 _ES(ph)ETFSDSSPIEIIDE FHA1 Rad53p No

296 IPI00469392 Reticulon‐4;Neurite outRtn4;Kiaa0886;Nogo;RtS105 1 16 GPLPAAPPTAPERQPSWGPLPAAPPT(0.001)APER_GPLPAAPPTAPERQPS( CAMK2 0.9 0.12508 Yes

728 IPI00470167 RTN4;Reticulon 4 Rtn4;RP23‐176O5.4‐00 S165 1 3 RGSGSVVVDLLYWR RGS(0.897)GS(0.103)VV_RGS(ph)GSVVVDLLYW PKA/AKT 1.0 0.36102 Yes

468 IPI00122174 MKIAA0138 protein;ScaSafb2;mKIAA0138;Safb S404 1 7 APTAALSPEPQDSK APTAALS(1)PEPQDSK _APTAALS(ph)PEPQDSKCK1 1.2 0.24319 Yes

287 IPI00122174 MKIAA0138 protein;ScaSafb2;mKIAA0138;Safb S410 1 13 APTAALSPEPQDSKEDVKAPTAALS(0.011)PEPQDS_APTAALSPEPQDS(ph)KEDVKK_ 1.3 0.11525 Yes

523 IPI00719971 Serine/threonine‐proteSaps3;D19Ertd703e;Kia S617 1 9 IQQFDDGGSDEEDIWEE IQQFDDGGS(1)DEEDIW_IQQFDDGGS(ph)DEED CK2 1.0 0.26609 Yes

346 IPI00338954 SAM and SH3 domain‐cSash1 S829 1 1 SHSLDDLQGDADVGK S(0.645)HS(0.355)LDDL _S(ph)HSLDDLQGDADVCK1 0.9 0.16552 No

877 IPI00344430 Splicing factor, arginineScaf1;Sfrs19 S676 2 3 APSPAPAVSPK APS(1)PAPAVS(1)PK _APS(ph)PAPAVS(ph)PKCAMK2 1.1 0.42825 Yes
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878 IPI00344430 Splicing factor, arginineScaf1;Sfrs19 S682 2 9 APSPAPAVSPK APS(1)PAPAVS(1)PK _APS(ph)PAPAVS(ph)PKCDK2 1.1 0.42825 Yes

320 IPI00177200 Scavenger receptor clasScarf2;Srec2 S672 1 9 HSAAAAAPSPPPAGR HSAAAAAPS(1)PPPAGR _HSAAAAAPS(ph)PPPAGR_ 0.9 0.14346 Yes

1299 IPI00454106 Protein LAP4;Protein scScrib;Kiaa0147;Lap4;Sc S1536 2 12 LAEAPSPAPTPSPTPLEDFLAEAPS(0.002)PAPT(0.1_LAEAPSPAPTPS(ph)PTPLEDFGLQTSASPGRLS(ph)PDFVEELR_ No

132 IPI00454106 Protein LAP4;Protein scScrib;Kiaa0147;Lap4;Sc S1550 2 26 LAEAPSPAPTPSPTPLEDFLAEAPSPAPTPS(0.001)P_LAEAPSPAPTPSPTPLEDCDK2 0.7 0.011522 Down Yes

629 IPI00454106 Protein LAP4;Protein scScrib;Kiaa0147;Lap4;Sc S1555 2 31 LAEAPSPAPTPSPTPLEDFLAEAPSPAPTPS(0.001)P_LAEAPSPAPTPSPTPLEDPKA 1.2 0.31593 Yes

1304 IPI00454106 Protein LAP4;Protein scScrib;Kiaa0147;Lap4;Sc T1538 2 14 LAEAPSPAPTPSPTPLEDFLAEAPS(0.002)PAPT(0.1_LAEAPSPAPTPS(ph)PTPCK2 No

152 IPI00454106 Protein LAP4;Protein scScrib;Kiaa0147;Lap4;Sc S1497 1 3 MKSLEQDALR MKS(1)LEQDALR _M(ox)KS(ph)LEQDALR_CAMK2 0.8 0.021854 Down Yes

577 IPI00454106 Protein LAP4;Protein scScrib;Kiaa0147;Lap4;Sc S508 1 17 RNEAFVCKPDPSPPSPSE RNEAFVCKPDPS(0.003) _RNEAFVCKPDPSPPSPS CK2 1.2 0.28858 Yes

525 IPI00135660 Serum deprivation‐respSdpr;Sdr S287 2 1 SSPFKVSPLSFGR S(0.659)S(0.341)PFKVS(_S(ph)SPFKVS(ph)PLSFGCK1 1.0 0.267 No

301 IPI00135660 Serum deprivation‐respSdpr;Sdr S288 2 7 ASSGKSSPFKVSPLSFGR AS(0.031)S(0.139)GKS(0_ASSGKSS(ph)PFKVS(phPolo box 1.3 0.12823 No

1030 IPI00135660 Serum deprivation‐respSdpr;Sdr S293 1 7 SSPFKVSPLSFGR SSPFKVS(1)PLSFGR _SSPFKVS(ph)PLSFGR_ 1.1 0.48883 Yes

662 IPI00135660 Serum deprivation‐respSdpr;Sdr S359 2 5 RGNNSAVGSNADLTIEEDRGNNS(0.969)AVGS(0.7_RGNNS(ph)AVGS(ph)NGSK3 1.0 0.33549 Yes

353 IPI00135660 Serum deprivation‐respSdpr;Sdr S363 1 9 RGNNSAVGSNADLTIEEDRGNNS(0.003)AVGS(0.9_RGNNSAVGS(ph)NADLCK1 1.3 0.17081 Yes

248 IPI00135660 Serum deprivation‐respSdpr;Sdr T368 1 14 RGNNSAVGSNADLTIEEDRGNNS(0.021)AVGS(0.2_RGNNSAVGSNADLT(phPLK 1.4 0.093523 No

784 IPI00648142 Sec23ip protein;SEC23‐ Sec23ip;Sec23ip S748 1 3 KLSVGAYVSSVR KLS(1)VGAYVSSVR _KLS(ph)VGAYVSSVR_ CAMK2 1.0 0.38511 Yes

1084 IPI00648142 Sec23ip protein;SEC23‐ Sec23ip;Sec23ip S755 1 10 KLSVGAYVSSVR KLS(0.026)VGAY(0.026) _KLSVGAYVSS(ph)VR_ Yes

323 IPI00377592 Protein transport proteSec31a;Sec31l1 S614 2 2 DSDQVAQSDGEESPAAEDS(0.784)DQVAQS(0.75_DS(ph)DQVAQS(ph)DGNEK6 0.9 0.14455 No

669 IPI00377592 Protein transport proteSec31a;Sec31l1 S620 1 8 DSDQVAQSDGEESPAAEDSDQVAQS(1)DGEESPA_DSDQVAQS(ph)DGEESCK2 1.0 0.33958 Yes

1204 IPI00133030 Protein transport proteSec61b S13 1 12 PGPTPSGTNVGSSGRSPSPGPT(0.074)PS(0.126)G_PGPTPSGTNVGS(ph)SGGSK3 No

937 IPI00133030 Protein transport proteSec61b S14 1 13 PGPTPSGTNVGSSGRSPSPGPTPSGT(0.001)NVGS _PGPTPSGTNVGSS(ph)GRSPSK_ 1.1 0.45198 Yes

155 IPI00133030 Protein transport proteSec61b S17 1 16 PGPTPSGTNVGSSGRSPSPGPTPSGTNVGSS(0.002_(ca)PGPTPSGTNVGSSGCDK2 0.8 0.02503 Down Yes

1210 IPI00133030 Protein transport proteSec61b S19 1 18 PGPTPSGTNVGSSGRSPSPGPT(0.19)PS(0.19)GT(0_PGPTPSGTNVGSSGRSPCAMK2 No

930 IPI00133030 Protein transport proteSec61b S7 1 6 PGPTPSGTNVGSSGRSPSPGPT(0.001)PS(0.531)G_PGPTPS(ph)GTNVGSSGRSPSK_ 1.1 0.44919 No

1215 IPI00133030 Protein transport proteSec61b T9 1 8 PGPTPSGTNVGSSGRSPSPGPT(0.175)PS(0.175)G_(ca)PGPT(ph)PSGTNVGSSGRSPSK_ No

946 IPI00134398 Translocation protein S Sec62;Tloc1 T375 1 7 EELEQQTDGDCDEEDDDEELEQQT(1)DGDCDEED _EELEQQT(ph)DGDCDE FHA1 Rad53p 1.1 0.45482 Yes

48 IPI00403228 Sentrin‐specific proteasSenp7;Kiaa1707;Susp2; S12 1 3 RASSEIVTEGK RAS(1)SEIVTEGK _RAS(ph)SEIVTEGK_ PKA 2.7 1.541E‐07 Up Yes

817 IPI00114945 Septin‐2;Neural precursSept2;Nedd‐5;Nedd5 S218 1 9 IYHLPDAESDEDEDFKEQ IYHLPDAES(1)DEDEDFK _IYHLPDAES(ph)DEDEDFKEQTR_ 1.0 0.39827 Yes

209 IPI00923056 Sept5 protein;Septin‐5; Sept5;Sept5;Pnutl1;SepS339 1 3 MESPIPILPLPTPDAETEK MES(1)PIPILPLPTPDAET_M(ox)ES(ph)PIPILPLPT CAMK2 0.8 0.061755 Yes

985 IPI00923056 Sept5 protein;Septin‐5; Sept5;Sept5;Pnutl1;SepS225 1 13 FGIHVYQFPECDSDEDEDFGIHVYQFPECDS(1)DED_FGIHVYQFPECDS(ph)DEDEDFKQQDR_ 1.1 0.46906 Yes

106 IPI00457611 Septin‐9;SL3‐3 integratiSept9;Kiaa0991;Sint1;S S30 1 1 SFEVEEIEPPNSTPPR S(1)FEVEEIEPPNSTPPR _S(ph)FEVEEIEPPNSTPPNIMA 0.7 0.0019236 Down Yes

183 IPI00457611 Septin‐9;SL3‐3 integratiSept9;Kiaa0991;Sint1;S S85 1 9 LVDSLSQRSPKPSLR LVDS(0.006)LS(0.028)Q _LVDSLSQRS(ph)PKPSLRCDK1 0.8 0.043848 Down Yes

57 IPI00457611 Septin‐9;SL3‐3 integratiSept9;Kiaa0991;Sint1;S T143 1 9 RAEVLGHKTPEPVPR RAEVLGHKT(1)PEPVPR _RAEVLGHKT(ph)PEPVPR_ 0.5 2.081E‐06 Down Yes

524 IPI00462466 MKIAA1732 protein Setd2;BC031601;mKIAAS633 1 5 KLDESPVLKPEFIGHDGR KLDES(1)PVLKPEFIGHDG_KLDES(ph)PVLKPEFIGHNEK6 1.0 0.26637 Yes

578 IPI00454015 Splicing factor 4 Sf4 S483 1 11 ALQQHQHGYDSDEEVDSALQQHQHGY(0.203)DS _ALQQHQHGYDS(ph)DECK2 1.2 0.28917 Yes

283 IPI00420807 Splicing factor, arginineSfrs1 S199 1 6 VDGPRSPSYGR VDGPRS(0.984)PS(0.015_VDGPRS(ph)PSYGR_ WW GroupIV 1.3 0.11234 Yes

1123 IPI00420807 Splicing factor, arginineSfrs1 S201 1 10 VKVDGPRSPSYGR VKVDGPRS(0.237)PS(0. _VKVDGPRSPS(ph)YGR_CAMK2 No

383 IPI00848672 Putative uncharacterizeSfrs11;mCG_11658;SfrsS462 1 11 DYDEEEQGYDSEKEKK DYDEEEQGY(0.003)DS(0_DYDEEEQGYDS(ph)EKECK2 1.3 0.19444 Yes

696 IPI00848672 Putative uncharacterizeSfrs11;mCG_11658;SfrsS477 1 7 RPTEAVSPK RPTEAVS(1)PK _RPTEAVS(ph)PK_ CDK1 1.2 0.34837 Yes

1075 IPI00848672 Putative uncharacterizeSfrs11;mCG_11658;SfrsS510 1 14 VNGDDHHEEDMDMSD VNGDDHHEEDMDMS(1_VNGDDHHEEDM(ox)DM(ox)S(ph)D_ Yes

721 IPI00474430 Putative uncharacterizeSfrs2;Sfrs2;Pr264;Sfrs10S26 1 9 VDNLTYRTSPDTLRR VDNLT(0.004)Y(0.02)RT_VDNLTYRTS(ph)PDTLR PKA 1.2 0.35856 Yes

249 IPI00474430 Putative uncharacterizeSfrs2;Sfrs2;Pr264;Sfrs10T25 1 8 VDNLTYRTSPDTLRR VDNLT(0.004)Y(0.035)R_VDNLTYRT(ph)SPDTLR FHA1 Rad53p 1.4 0.093959 No

1078 IPI00474430 Putative uncharacterizeSfrs2;Sfrs2;Pr264;Sfrs10T29 1 12 VDNLTYRTSPDTLRR VDNLTYRT(0.001)S(0.49_VDNLTYRTS(ph)PDTLR CK1 No

1170 IPI00874991 MKIAA3013 protein;Sfr Sfrs2ip;mKIAA3013;SfrsS884 1 11 ETVVESQSSQSPSPK ET(0.001)VVES(0.029)Q_ETVVESQSSQS(ph)PSP CK1 Yes

431 IPI00874991 MKIAA3013 protein;Sfr Sfrs2ip;mKIAA3013;SfrsS886 1 13 ETVVESQSSQSPSPK ETVVESQSSQS(0.001)PS_ETVVESQSSQSPS(ph)P CDK2 1.0 0.22498 Yes

704 IPI00310880 Putative uncharacterizeSfrs6;mCG_1675 S301 1 1 SHSPLPAPPSK S(0.642)HS(0.358)PLPA _S(ph)HSPLPAPPSK_ CK1 1.2 0.35166 No

831 IPI00310880 Putative uncharacterizeSfrs6;mCG_1675 S303 1 3 SHSPLPAPPSK S(0.011)HS(0.989)PLPA _SHS(ph)PLPAPPSK_ CAMK2 1.0 0.40577 Yes

560 IPI00310880 Putative uncharacterizeSfrs6;mCG_1675 S45 1 11 NGYGFVEFEDSRDADDANGYGFVEFEDS(1)RDAD _NGYGFVEFEDS(ph)RDADDAVYELNSK_ 1.0 0.28138 Yes

83 IPI00116331 Small glutamine‐rich te Sgta;Sgt;Sgta;Sgt S303 1 1 SRTPSASHEEQQE S(0.585)RT(0.373)PS(0.0_S(ph)RTPSASHEEQQE_GSK3 2.0 0.0003747 Up No

291 IPI00116331 Small glutamine‐rich te Sgta;Sgt;Sgta;Sgt T305 1 3 SRTPSASHEEQQE S(0.138)RT(0.737)PS(0. _(ca)SRT(ph)PSASHEEQ PKA/AKT 0.9 0.12122 No

991 IPI00116331 Small glutamine‐rich te Sgta;Sgt;Sgta;Sgt T82 1 5 APDRTPPSEEDSAEAER APDRT(0.997)PPS(0.003_APDRT(ph)PPSEEDSAEFHA KAPP 1.1 0.47187 Yes

394 IPI00116907 SH3 domain‐binding pr Sh3bp5l;Kiaa1720;Sh3bS377 1 3 RGSDIGVR RGS(1)DIGVR _RGS(ph)DIGVR_ PKA/AKT 0.9 0.20231 Yes

1335 IPI00312752 Endophilin‐A2;Endophi Sh3gl1;Sh3d2b S286 1 4 ITASSSFR ITAS(0.333)S(0.333)S(0._ITAS(ph)SSFR_ No

401 IPI00312752 Endophilin‐A2;Endophi Sh3gl1;Sh3d2b S287 1 5 ITASSSFR ITAS(0.008)S(0.917)S(0._ITASS(ph)SFR_ GSK3 0.9 0.2065 Yes

395 IPI00312752 Endophilin‐A2;Endophi Sh3gl1;Sh3d2b S288 1 6 ITASSSFR ITASS(0.037)S(0.963)FR_ITASSS(ph)FR_ GSK3 0.9 0.20297 Yes

199 IPI00466258 SH3 domain‐containingSh3kbp1;Ruk;Seta;Sh3kS274 1 1 SIEVENDFLPVEK S(1)IEVENDFLPVEK _S(ph)IEVENDFLPVEK_ CAMK2 1.4 0.054872 Yes

38 IPI00125298 SHC‐transforming proteShc1;Shc;ShcA;Shc1;ShcY423 1 8 ELFDDPSYVNIQNLDK ELFDDPS(0.067)Y(0.933_ELFDDPSY(ph)VNIQNL EGFR 3.7 9.86E‐13 Up Yes

844 IPI00117932 Paired amphipathic hel Sin3a;Sin3a;Sin3a;Sin3aS833 1 4 GDLSDVEEEEEEEMDVD GDLS(1)DVEEEEEEEMDV_GDLS(ph)DVEEEEEEEMCK2 1.1 0.4112 Yes

681 IPI00117932 Paired amphipathic hel Sin3a;Sin3a;Sin3a;Sin3aT849 1 20 GDLSDVEEEEEEEMDVD GDLS(0.366)DVEEEEEEE_GDLSDVEEEEEEEMDVDEAT(ph)GAPK_ 1.0 0.34219 No

843 IPI00453688 Signal‐induced proliferaSipa1l1;Kiaa0440;Sipa1 S1564 1 3 TLSDESIYSSQR TLS(1)DESIYSSQR _TLS(ph)DESIYSSQR_ CHK1/2 1.1 0.41107 Yes

858 IPI00454140 MCG15924, isoform CR Skiv2l;SKI;Stk19;mCG_1S252 1 2 ASSLEDLVLK AS(0.5)S(0.5)LEDLVLK _AS(ph)SLEDLVLK_ PKA 1.1 0.42037 No

1018 IPI00454140 MCG15924, isoform CR Skiv2l;SKI;Stk19;mCG_1S253 1 3 ASSLEDLVLK AS(0.003)S(0.997)LEDLV_ASS(ph)LEDLVLK_ CHK1/2 1.1 0.48476 Yes

471 IPI00137194 Monocarboxylate trans Slc16a1;Mct1 S213 1 4 SKESLQEAGK SKES(1)LQEAGK _SKES(ph)LQEAGK_ AURORA 1.0 0.24403 Yes

838 IPI00137194 Monocarboxylate trans Slc16a1;Mct1 S461 1 8 EGKEDEASTDVDEKPK EGKEDEAS(0.5)T(0.5)DV_EGKEDEAS(ph)TDVDEKPK_ 1.1 0.40892 No

986 IPI00137194 Monocarboxylate trans Slc16a1;Mct1 T462 1 9 EGKEDEASTDVDEKPK EGKEDEAS(0.217)T(0.78_EGKEDEAST(ph)DVDEKFHA1 Rad53p 1.1 0.46956 Yes

521 IPI00880321 Putative uncharacterizeSlc4a1ap;Slc4a1ap;Slc4 S258 1 6 MLGEDSDEEEEANTTEG MLGEDS(1)DEEEEANTT _M(ox)LGEDS(ph)DEEEECK2 1.2 0.26499 Yes

592 IPI00622815 Sodium/hydrogen exch Slc9a1;Slc9a1;Nhe1 S697 1 3 LDSPTLSR LDS(1)PTLSR _LDS(ph)PTLSR_ GSK3 1.0 0.29559 Yes
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1085 IPI00622815 Sodium/hydrogen exch Slc9a1;Slc9a1;Nhe1 S701 1 18 ITNYLTVPAHKLDSPTLSRIT(0.023)NY(0.052)LT(0 _ITNYLTVPAHKLDS(ph)PCK1 No

25 IPI00622815 Sodium/hydrogen exch Slc9a1;Slc9a1;Nhe1 S707 1 3 IGSDPLAYEPK IGS(1)DPLAYEPK _IGS(ph)DPLAYEPK_ PKA/AKT 7.3 4.139E‐28 Up Yes

205 IPI00109311 Na(+)/H(+) exchange reSlc9a3r1;Nherf;Nherf1 S283 1 1 SASSDTSEELNSQDSPK S(0.713)AS(0.276)S(0.0 _S(ph)ASSDTSEELNSQDNEK6 0.8 0.060013 No

904 IPI00318935 SRA stem‐loop‐interact Slirp T104 1 7 ALHGAQTSDEER ALHGAQT(0.963)S(0.03 _ALHGAQT(ph)SDEER_ CK2 1.1 0.44194 Yes

467 IPI00229571 SAFB‐like transcription  Sltm;Met;Sltm;Met;SltmS289 1 9 DVQDAIAQSPEKEAK DVQDAIAQS(1)PEKEAK _DVQDAIAQS(ph)PEKEACDK2 1.2 0.24218 Yes

977 IPI00127941 Small acidic protein;Sid Smap;Sid2057 S15 1 1 SASPDDDLGSSNWEAADS(0.69)AS(0.31)PDDDLG_S(ph)ASPDDDLGSSNWEAADLGNEER_ 1.1 0.46645 No

953 IPI00127941 Small acidic protein;Sid Smap;Sid2057 S17 1 4 RSASPDDDLGSSNWEAARS(0.172)AS(0.6)PDDDL_RSAS(ph)PDDDLGSSNWPKA 1.1 0.45749 No

1192 IPI00127941 Small acidic protein;Sid Smap;Sid2057 S24 1 10 SASPDDDLGSSNWEAADS(0.16)AS(0.151)PDDDL_SASPDDDLGS(ph)SNWEAADLGNEER_ No

1196 IPI00127941 Small acidic protein;Sid Smap;Sid2057 S25 1 11 SASPDDDLGSSNWEAADS(0.16)AS(0.151)PDDDL_SASPDDDLGS(ph)SNWCK2 No

899 IPI00460668 Putative uncharacterizeSmarca4;Smarca4;Brg1 T1393 1 8 DSEAGSSTPTTSTR DSEAGS(0.001)S(0.064) _DSEAGSST(ph)PTTSTR_Polo box 1.1 0.43935 Yes

891 IPI00459742 SWI/SNF complex subu Smarcc2;Baf170;Smarc S347 1 6 DMDEPSPVPNVEEVTLP DMDEPS(1)PVPNVEEVT_DMDEPS(ph)PVPNVEEVTLPK_ 1.1 0.4337 Yes

747 IPI00132122 Structural maintenanceSmc3;Bam;Bmh;Cspg6; S1065 1 7 KGDVEGSQSQDEGEGSGKGDVEGS(0.5)QS(0.5)Q_KGDVEGS(ph)QSQDEGEGSGESER_ 1.2 0.37091 No

748 IPI00132122 Structural maintenanceSmc3;Bam;Bmh;Cspg6; S1067 1 9 KGDVEGSQSQDEGEGSGKGDVEGS(0.5)QS(0.5)Q_KGDVEGS(ph)QSQDEGCK2 1.2 0.37091 No

571 IPI00420329 MKIAA0788 protein;PutSnrnp200;Ascc3l1;mKIAS225 1 4 EEASDDDMEGDEAVVR EEAS(1)DDDMEGDEAVV_EEAS(ph)DDDMEGDEAVVR_ 1.0 0.28577 Yes

796 IPI00625105 U1 small nuclear ribonuSnrnp70;Snrp70 S226 1 8 YDERPGPSPLPHR YDERPGPS(1)PLPHR _YDERPGPS(ph)PLPHR_ 1.1 0.38931 Yes

1032 IPI00849318 Beta‐2‐syntrophin;59 k Sntb2;Snt2b2;Sntb2 S88 1 7 GPAGEASASPPVRR GPAGEAS(0.817)AS(0.1 _GPAGEAS(ph)ASPPVRR_ 1.1 0.48918 Yes

342 IPI00849318 Beta‐2‐syntrophin;59 k Sntb2;Snt2b2;Sntb2 S90 1 9 GPAGEASASPPVR GPAGEAS(0.003)AS(0.9 _GPAGEASAS(ph)PPVR_ 0.9 0.16237 Yes

1050 IPI00317298 SNW domain‐containin Snw1;Skiip S224 2 4 GPPSPPAPVMHSPSRK GPPS(1)PPAPVMHS(0.6 _GPPS(ph)PPAPVMHS(pWW GroupIV 1.1 0.49871 Yes

973 IPI00317298 SNW domain‐containin Snw1;Skiip S232 2 12 GPPSPPAPVMHSPSRK GPPS(1)PPAPVMHS(0.6 _GPPS(ph)PPAPVMHS(pCDK2 1.1 0.46529 No

935 IPI00317298 SNW domain‐containin Snw1;Skiip S234 2 14 GPPSPPAPVMHSPSRK GPPS(0.996)PPAPVMHS_GPPS(ph)PPAPVMHSPS(ph)RK_ 1.1 0.45079 No

168 IPI00654133 Protein SOLO;Protein S Solo;Solo;Solo;Solo;SoloS959 1 11 RIQQQLGEEASPR RIQQQLGEEAS(1)PR _RIQQQLGEEAS(ph)PR_CDK1 0.8 0.035197 Down Yes

549 IPI00828218 SON protein;MKIAA101Son;Son;mKIAA1019;SoS1723 1 11 ESAQAVAVALSPK ESAQAVAVALS(1)PK _ESAQAVAVALS(ph)PK_CDK1 1.2 0.27556 Yes

1090 IPI00129831 Sortilin‐related receptoSorl1;Sorl1 S1583 1 4 KMPSASCVYNVYYR KMPS(1)ASCVYNVYYR _(ca)KMPS(ph)ASCVYNVYYR_ Yes

355 IPI00753815 Spectrin alpha chain, brSptan1;Spna2;Spta2;Sp S1029 1 7 KLDPAQSASRENLLEEQGKLDPAQS(0.977)AS(0.02_KLDPAQS(ph)ASRENLLEEQGSIALR_ 0.9 0.17232 Yes

236 IPI00753815 Spectrin alpha chain, brSptan1;Spna2;Spta2;Sp S1031 1 9 KLDPAQSASRENLLEEQGKLDPAQS(0.044)AS(0.95_KLDPAQSAS(ph)RENLLEEQGSIALR_ 0.9 0.082263 Yes

358 IPI00753815 Spectrin alpha chain, brSptan1;Spna2;Spta2;Sp S1217 1 1 SLQQLAEER S(1)LQQLAEER _S(ph)LQQLAEER_ CAMK2 0.9 0.17344 Yes

490 IPI00319830 Spectrin beta chain, braSptbn1;Elf;Spnb‐2;SpnbS2102 1 4 RPPSPDPNTK RPPS(1)PDPNTK _RPPS(ph)PDPNTK_ WW GroupIV 1.0 0.25207 Yes

427 IPI00319830 Spectrin beta chain, braSptbn1;Elf;Spnb‐2;SpnbT2107 1 9 RPPSPDPNTK RPPSPDPNT(1)K _RPPSPDPNT(ph)K_ FHA KAPP 1.0 0.22384 Yes

708 IPI00222801 Neuronal proto‐oncogeSrc;Src;RP23‐169M4.1‐0S17 1 1 SLEPSENVHGAGGAFPASS(0.851)LEPS(0.149)ENV_S(ph)LEPSENVHGAGGAAURORA‐A 1.0 0.35449 Yes

651 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S915 1 5 KETESEAEDDNLDDLER KETES(1)EAEDDNLDDLE_KETES(ph)EAEDDNLDDCK2 1.2 0.32995 Yes

474 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R T913 2 3 KETESEAEDDNLDDLER KET(1)ES(1)EAEDDNLDD_KET(ph)ES(ph)EAEDDNPKA 1.2 0.24489 Yes

725 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S220 1 3 EKSPELPEPSVR EKS(1)PELPEPSVR _EKS(ph)PELPEPSVR_ 1.2 0.35984 Yes

372 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S260 1 14 APKPEPVPEPKEPSPEK APKPEPVPEPKEPS(1)PE _APKPEPVPEPKEPS(ph) CDK2 1.3 0.18367 Yes

462 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S387 2 3 RLSPSASPPR RLS(0.992)PS(0.086)AS(_(ca)RLS(ph)PSAS(ph)PPPKA/AKT 1.2 0.24051 Yes

463 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S391 2 7 RLSPSASPPR RLS(0.935)PS(0.071)AS(_RLS(ph)PSAS(ph)PPR_ CDK2 1.2 0.24051 Yes

585 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S400 2 4 HRPSSPATPPPK HRPS(0.986)S(0.899)PA_HRPS(ph)S(ph)PATPPPPKA 1.2 0.29215 Yes

586 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S401 2 5 HRPSSPATPPPK HRPS(0.986)S(0.899)PA_HRPS(ph)S(ph)PATPPPPKA/AKT 1.2 0.29215 Yes

713 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S448 1 3 RESPSPAPKPR RES(0.916)PS(0.084)PA _RES(ph)PSPAPKPR_ PKA 1.2 0.35731 Yes

330 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S450 1 5 RESPSPAPKPR RES(0.071)PS(0.929)PA _(ca)RESPS(ph)PAPKPR_ 1.3 0.14992 Yes

47 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S461 1 5 KVELSESEEDKGSK KVELS(0.739)ES(0.217)E_(ca)KVELS(ph)ESEEDKGCK2 2.8 4.712E‐08 Up No

356 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S463 1 7 KVELSESEEDKGSK KVELS(0.103)ES(0.895)E_KVELSES(ph)EEDKGSK_NEK6 1.3 0.17238 Yes

487 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S572 2 3 RRSPSPAPPPPPPPPPPR RRS(1)PS(1)PAPPPPPPP _RRS(ph)PS(ph)PAPPPPPKA/AKT 1.2 0.25054 Yes

488 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S574 2 5 RRSPSPAPPPPPPPPPPR RRS(1)PS(1)PAPPPPPPP _RRS(ph)PS(ph)PAPPPPPKA/AKT 1.2 0.25054 Yes

641 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S616 1 3 RYSPPIQR RYS(1)PPIQR _RYS(ph)PPIQR_ PKA 1.2 0.32378 Yes

418 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S635 1 3 TASPPPPPKR T(0.014)AS(0.986)PPPP _TAS(ph)PPPPPKR_ CAMK2 1.3 0.21719 Yes

1008 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S713 1 5 APQTSSPPPVR APQT(0.002)S(0.956)S(0_APQTS(ph)SPPPVR_ 1.1 0.48071 Yes

686 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S714 1 6 APQTSSPPPVRR APQT(0.012)S(0.159)S(0_APQTSS(ph)PPPVRR_ Polo box 1.2 0.34472 Yes

1197 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R T712 1 4 APQTSSPPPVR APQT(0.451)S(0.451)S(0_APQT(ph)SSPPPVR_ No

379 IPI00874854 Srrm2 protein Srrm2 S1269 1 17 AAETPAVASCWSGPQVSAAETPAVASCWSGPQVS_AAETPAVASCWSGPQVS(ph)PEHK_ 0.9 0.18792 Yes

290 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2535 1 4 RVPSPTPVPK RVPS(0.997)PT(0.003)P _RVPS(ph)PTPVPK_ PKA 1.3 0.11908 Yes

340 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; T2537 1 6 RVPSPTPVPK RVPS(0.001)PT(0.999)P _RVPSPT(ph)PVPK_ 1.3 0.16183 Yes

1230 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1066 1 1 SSSPVTELTAR S(0.44)S(0.268)S(0.268)_(ca)S(ph)SSPVTELTAR_NEK6 No

1048 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1068 1 3 SSSPVTELTAR SSS(1)PVTELTAR _SSS(ph)PVTELTAR_ CHK1/2 1.1 0.49704 Yes

783 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1077 2 12 SSSPVTELTARSPVKQDK S(0.174)S(0.148)S(0.642_SSS(ph)PVTELTARS(ph CDK2 1.1 0.385 No

884 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1097 1 4 SGMSPEQSK SGMS(1)PEQSK _SGMS(ph)PEQSK_ CK1 1.1 0.43122 Yes

1224 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1101 1 8 SGMSPEQSK S(0.037)GMS(0.482)PEQ_SGMS(ph)PEQSK_ CK1 No

719 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1151 1 4 DKFSPTQDRPESSTVLK DKFS(0.887)PT(0.091)Q_DKFS(ph)PTQDRPESSTVLK_ 1.2 0.35849 Yes

744 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1160 1 13 DKFSPTQDRPESSTVLK DKFS(0.086)PT(0.086)Q_DKFSPTQDRPESS(ph)TVLK_ 1.2 0.37029 No

808 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1278 1 5 ELSHSPPRENSFESSLEFK ELS(0.03)HS(0.968)PPR _ELSHS(ph)PPRENSFESSCDK2 1.1 0.39492 Yes

910 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1305 1 13 NSGPVSEVNTGFSPEVK NSGPVSEVNTGFS(1)PEV_NSGPVSEVNTGFS(ph)PEVK_ 1.1 0.44365 Yes

1216 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1338 1 2 RSSSELSPEVVEK RS(0.328)S(0.328)S(0.32_RS(ph)SSELSPEVVEK_ PKA No

253 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1339 1 3 RSSSELSPEVVEK RS(0.06)S(0.935)S(0.004_RSS(ph)SELSPEVVEK_ PKA 1.4 0.096684 Yes

1220 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1340 1 4 RSSSELSPEVVEK RS(0.328)S(0.328)S(0.32_RS(ph)SSELSPEVVEK_ CAMK2 No

925 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1359 1 2 VSSPVLETVQQR VS(0.5)S(0.5)PVLETVQQ_VS(ph)SPVLETVQQR_ CK1 1.1 0.44754 No

907 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S1360 1 3 VSSPVLETVQQR VS(0.003)S(0.997)PVLET_VSS(ph)PVLETVQQR_ ERK/MAPK 1.1 0.44284 Yes

45 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2224 1 12 TPAAAAAMNLASPR TPAAAAAMNLAS(1)PR _TPAAAAAMNLAS(ph)PCDK1 2.8 1.712E‐08 Up Yes
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No IPI Numbers Protein Names Gene Names pAA Number of P Position in pePeptide Sequence Phospho (STY) Probabil Modified Sequence Best Motif Ratio1 of PhoRatio SignificUp‐/Down‐reLocalized phosphosite?

1232 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2347 1 2 VSGRTSPLMLDR VS(0.47)GRT(0.47)S(0.0_VS(ph)GRTSPLM(ox)LDPKA No

542 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2351 1 6 VSGRTSPLMLDR VSGRT(0.007)S(0.993)P _VSGRTS(ph)PLMLDR_ PKA 1.2 0.27231 Yes

738 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2360 1 1 SRTPPSAPSQSR S(0.504)RT(0.407)PPS(0_S(ph)RTPPSAPSQSR_ CHK1/2 1.2 0.36684 No

1228 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2368 1 9 SRTPPSAPSQSR S(0.099)RT(0.43)PPS(0.0_SRT(ph)PPSAPSQSR_ CK1 No

298 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2404 1 19 MVQASSQSLLPPAQDRPMVQASSQSLLPPAQDRP_M(ox)VQASSQSLLPPAQWW GroupIV 1.3 0.12562 Yes

1199 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2408 1 23 MVQASSQSLLPPAQDRPMVQASSQSLLPPAQDRP_M(ox)VQASSQSLLPPAQCK1 No

1205 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2411 1 26 MVQASSQSLLPPAQDRPMVQAS(0.1)S(0.129)QS_MVQASSQSLLPPAQDRCK1 No

1211 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2414 1 29 MVQASSQSLLPPAQDRPMVQAS(0.1)S(0.129)QS_MVQASSQSLLPPAQDRCK1 No

422 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2656 1 4 RQPSPQPSPR RQPS(0.999)PQPS(0.00 _(ca)RQPS(ph)PQPSPR_CAMK2 1.2 0.22181 Yes

391 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S2660 1 8 RQPSPQPSPR RQPS(0.5)PQPS(0.5)PR _RQPS(ph)PQPSPR_ CDK1 1.3 0.19948 No

658 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; T1153 1 6 DKFSPTQDRPESSTVLK DKFS(0.009)PT(0.991)Q_DKFSPT(ph)QDRPESSTVLK_ 1.2 0.33304 Yes

198 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; T2077 1 6 PSMSPTPLDR PSMS(0.003)PT(0.997)P_PSMSPT(ph)PLDR_ FHA1 Rad53p 1.4 0.054801 Yes

584 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; T2362 1 3 SRTPPSAPSQSR S(0.12)RT(0.87)PPS(0.00_SRT(ph)PPSAPSQSR_ 14‐3‐3 binding 1.2 0.29158 Yes

339 IPI00785240 Serine/arginine repetiti Srrm2;Kiaa0324;Srrm2; S778 1 6 SLSGSSPCPK SLSGS(0.107)S(0.893)PC_SLSGSS(ph)PCPK_ Polo box 1.3 0.1616 Yes

569 IPI00830670 Sperm‐specific antigen Ssfa2;Kiaa1927;Krap;Ss S90 1 6 TPLGASLDEQSSGTPK T(0.008)PLGAS(0.977)L _TPLGAS(ph)LDEQSSGTCK2 1.0 0.28537 Yes

554 IPI00407571 FACT complex subunit SSsrp1;Ssrp1;Ssrp1;RP23S444 1 13 EGINPGYDDYADSDEDQ EGINPGYDDY(0.032)AD _EGINPGYDDYADS(ph)DEDQHDAYLER_ 1.2 0.27863 Yes

1186 IPI00407571 FACT complex subunit SSsrp1;Ssrp1;Ssrp1;RP23Y438 1 7 EGINPGYDDYADSDEDQ EGINPGY(0.323)DDY(0. _EGINPGY(ph)DDYADSDEGFR No

1189 IPI00407571 FACT complex subunit SSsrp1;Ssrp1;Ssrp1;RP23Y441 1 10 EGINPGYDDYADSDEDQ EGINPGY(0.179)DDY(0. _(ca)EGINPGYDDY(ph)ADSDEDQHDAYLER_ No

343 IPI00312188 AMSH‐like protease;AMStambpl1;Amshlp;StamS242 1 10 SDGSNFANYSPPVNR SDGSNFANY(0.001)S(0. _SDGSNFANYS(ph)PPVNR_ 0.9 0.16407 Yes

1130 IPI00153216 Signal‐transducing adapStap2;Stap2 S19 1 7 LKGAPPSHYYESFLEKK LKGAPPS(0.329)HY(0.32_(ca)LKGAPPS(ph)HYYESFLEKK_ No

1134 IPI00153216 Signal‐transducing adapStap2;Stap2 Y21 1 9 LKGAPPSHYYESFLEKK LKGAPPS(0.329)HY(0.32_(ca)LKGAPPS(ph)HYYESFLEKK_ No

553 IPI00153216 Signal‐transducing adapStap2;Stap2 Y22 1 10 LKGAPPSHYYESFLEKK LKGAPPS(0.117)HY(0.11_(ca)LKGAPPSHYY(ph)ESFLEKK_ 1.0 0.27857 Yes

1118 IPI00114979 Signal transducer and aStat5a;Mgf;Mpf Y694 1 5 AVDGYVKPQIK AVDGY(1)VKPQIK _AVDGY(ph)VKPQIK_ EGFR Yes

1122 IPI00114982 Signal transducer and aStat5b Y699 1 5 AADGYVKPQIK AADGY(1)VKPQIK _AADGY(ph)VKPQIK_ EGFR Yes

81 IPI00831595 Serine/threonine kinaseStk10;Stk10;Lok T950 1 11 LSEEAEPRPTTPSK LSEEAEPRPT(0.008)T(0. _LSEEAEPRPTT(ph)PSK_WW GroupIV 2.0 0.000348 Up Yes

848 IPI00474228 Serine/threonine‐proteStk3;Mess1;Mst2;Stk3; S316 1 15 HEEQQRELEEEEENSDEDHEEQQRELEEEEENS(0.9_HEEQQRELEEEEENS(ph)DEDELDSHTMVK_ 1.1 0.41318 Yes

1277 IPI00474228 Serine/threonine‐proteStk3;Mess1;Mst2;Stk3; S323 1 22 HEEQQRELEEEEENSDEDHEEQQRELEEEEENS(0.4_HEEQQRELEEEEENS(ph)DEDELDSHTMVK_ No

1283 IPI00474228 Serine/threonine‐proteStk3;Mess1;Mst2;Stk3; T325 1 18 ELEEEEENSDEDELDSHTMELEEEEENS(0.249)DEDE_ELEEEEENSDEDELDS(ph)HTM(ox)VK_ No

24 IPI00551236 Stathmin;PhosphoproteStmn1;Lag;Lap18;Pr22 S25 1 11 ASGQAFELILSPR ASGQAFELILS(1)PR _ASGQAFELILS(ph)PR_ CDK1 7.6 4.22E‐29 Up Yes

840 IPI00352986 Striatin Strn S245 1 10 FLESAAADFSDEDEDEDTFLESAAADFS(1)DEDEDE_FLESAAADFS(ph)DEDEDEDTDGR_ 1.0 0.40947 Yes

428 IPI00316469 Dolichyl‐diphosphooligoStt3b;Simp S495 1 8 ENPPVEDSSDEDDKRNPGENPPVEDS(0.842)S(0.15_ENPPVEDS(ph)SDEDDKCK2 1.2 0.22434 Yes

1357 IPI00316469 Dolichyl‐diphosphooligoStt3b;Simp Y508 1 21 ENPPVEDSSDEDDKRNPGENPPVEDS(0.339)S(0.32_ENPPVEDS(ph)SDEDDKEGFR No

1079 IPI00471361 STIP1 homology and U  Stub1;Chip S20 1 8 LGTGGGGSPDKSPSAQE LGT(0.498)GGGGS(0.49_LGT(ph)GGGGSPDKSPSCDK2 No

1081 IPI00471361 STIP1 homology and U  Stub1;Chip S24 1 12 LGTGGGGSPDKSPSAQE LGT(0.138)GGGGS(0.40_LGTGGGGS(ph)PDKSPSCK1 No

1086 IPI00471361 STIP1 homology and U  Stub1;Chip T15 1 3 LGTGGGGSPDKSPSAQE LGT(0.498)GGGGS(0.49_LGT(ph)GGGGSPDKSPSCAMK2 No

417 IPI00454050 Transcription elongatio Supt6h;Kiaa0162 S125 1 3 KMSDDDEDDEEEYGKEEKMS(1)DDDEDDEEEYGK_KMS(ph)DDDEDDEEEYGKEEHEK_ 1.3 0.21652 Yes

212 IPI00918245 Putative uncharacterizeSvil S260 1 5 ARYPSGSEIPVVEDEEKVDARY(0.013)PS(0.939)GS _ARYPS(ph)GSEIPVVED PKA/AKT 1.4 0.062393 Yes

984 IPI00918245 Putative uncharacterizeSvil;Svil;Svil S556 1 3 RGSLELGNPSAAHLGDELRGS(1)LELGNPSAAHLGD_RGS(ph)LELGNPSAAHLAURORA‐A 1.1 0.4687 Yes

141 IPI00918245 Putative uncharacterizeSvil;Svil;Svil T407 1 3 YQTQPVTLGEVEQVQSGY(0.11)QT(0.89)QPVTLG_YQT(ph)QPVTLGEVEQVCAMK2 0.8 0.015004 Down Yes

123 IPI00918245 Putative uncharacterizeSvil;Svil;Svil Y405 1 1 YQTQPVTLGEVEQVQSGY(0.61)QT(0.39)QPVTLG_Y(ph)QTQPVTLGEVEQVQSGK_ 0.7 0.0070677 Down No

349 IPI00317599 Synapse‐associated proSyap1 T255 1 7 DDNLPLTEAVRPKTPPVVDDNLPLT(0.643)EAVRP _DDNLPLT(ph)EAVRPKTNEK6 0.9 0.16703 No

837 IPI00317599 Synapse‐associated proSyap1 T262 1 14 DDNLPLTEAVRPKTPPVVDDNLPLT(0.003)EAVRP _DDNLPLTEAVRPKT(ph)WW GroupIV 1.1 0.40872 Yes

526 IPI00856427 Symplekin Sympk S1260 1 4 DERSPQNLSHAVEEALK DERS(0.997)PQNLS(0.00_DERS(ph)PQNLSHAVEEALK_ 1.0 0.26711 Yes

603 IPI00469184 Synemin;Desmuslin;SynSynm;Dmn;Kiaa0353;SyS780 1 18 IDFSTPFQVEEVDDVSPSPIDFSTPFQVEEVDDVS(0. _IDFSTPFQVEEVDDVSPSCDK1 1.0 0.30319 Yes

1110 IPI00662157 Synaptopodin Synpo;Kiaa1029 S116 1 8 KVMTASGSSSPVPR KVMTAS(0.003)GS(0.33_KVMTASGS(ph)SSPVPRCK1 No

1113 IPI00662157 Synaptopodin Synpo;Kiaa1029 S117 1 9 KVMTASGSSSPVPR KVMTAS(0.003)GS(0.33_KVMTASGS(ph)SSPVPRCK1 No

1119 IPI00662157 Synaptopodin Synpo;Kiaa1029 S118 1 10 KVMTASGSSSPVPR KVMTAS(0.003)GS(0.33_KVMTASGS(ph)SSPVPRPolo box No

729 IPI00662157 Synaptopodin Synpo;Kiaa1029 S132 1 1 STSFTENDLK S(0.939)T(0.03)S(0.03)F_S(ph)TSFTENDLK_ NEK6 1.0 0.36113 Yes

630 IPI00662157 Synaptopodin Synpo;Kiaa1029 S134 1 3 STSFTENDLK S(0.009)T(0.004)S(0.987_STS(ph)FTENDLK_ PKA/AKT 1.0 0.31631 Yes

931 IPI00662157 Synaptopodin;SynaptopSynpo;Kiaa1029;Synpo;S1002 1 3 MRSPQPASPAR MRS(1)PQPASPAR _MRS(ph)PQPASPAR_ CAMK2 1.1 0.44934 Yes

263 IPI00662157 Synaptopodin;SynaptopSynpo;Kiaa1029;Synpo;S1091 1 3 RGSLPTEASCTT RGS(1)LPTEASCTT _RGS(ph)LPTEASCTT_ AURORA‐A 1.4 0.10136 Yes

756 IPI00662157 Synaptopodin;SynaptopSynpo;Kiaa1029;Synpo;S567 1 3 VRSPPSYSTLYPSSDPKPSVRS(0.867)PPS(0.051)Y _VRS(ph)PPSYSTLYPSSDERK/MAPK 1.2 0.37419 Yes

9 IPI00662157 Synaptopodin;SynaptopSynpo;Kiaa1029;Synpo;S583 1 19 VRSPPSYSTLYPSSDPKPSVRS(0.026)PPS(0.021)Y _VRSPPSYSTLYPSSDPKPS(ph)HLK_ 0.1 2.894E‐59 Down Yes

573 IPI00662157 Synaptopodin;SynaptopSynpo;Kiaa1029;Synpo;S672 1 4 DRASPAAAEEAVPEWASDRAS(1)PAAAEEAVPEW_DRAS(ph)PAAAEEAVPEPKA 1.0 0.2872 Yes

786 IPI00662157 Synaptopodin;SynaptopSynpo;Kiaa1029;Synpo;S833 1 3 AASPAKPSSLDLVPNLPR AAS(0.999)PAKPSSLDLV_AAS(ph)PAKPSSLDLVP CDK2 1.0 0.38557 Yes

1060 IPI00662157 Synaptopodin;SynaptopSynpo;Kiaa1029;Synpo;S838 1 8 AASPAKPSSLDLVPNLPR AAS(0.179)PAKPS(0.411_(ca)AASPAKPS(ph)SLDLVPNLPR_ No

1062 IPI00662157 Synaptopodin;SynaptopSynpo;Kiaa1029;Synpo;S839 1 9 AASPAKPSSLDLVPNLPR AAS(0.179)PAKPS(0.411_(ca)AASPAKPS(ph)SLDLVPNLPR_ No

416 IPI00139383 TBC1 domain family meTbc1d10a;Epi64;Tbc1d1S441 1 16 AILDAEPGPRPALQPSPSIAILDAEPGPRPALQPS(0. _AILDAEPGPRPALQPS(pNEK6 1.0 0.21614 Yes

631 IPI00139383 TBC1 domain family meTbc1d10a;Epi64;Tbc1d1S443 1 18 AILDAEPGPRPALQPSPSIAILDAEPGPRPALQPS(0. _AILDAEPGPRPALQPSPS(ph)IR_ 1.0 0.31634 Yes

211 IPI00469012 TBC1 domain family meTbc1d10b S22 1 8 HGAPAAPSPPPR HGAPAAPS(1)PPPR _HGAPAAPS(ph)PPPR_ 0.8 0.062341 Yes

469 IPI00110247 TBC1 domain family meTbc1d15 S201 1 1 SLSQSFENLLDEPAYGLIQS(0.964)LS(0.018)QS(0.0_S(ph)LSQSFENLLDEPAYGSK3 1.0 0.24324 Yes

788 IPI00453842 TBC1 domain family meTbc1d2b;Kiaa1055 S959 1 11 DTSPDKGELVSDEEEDT DTSPDKGELVS(1)DEEED_DTSPDKGELVS(ph)DEECK2 1.0 0.3859 Yes

1074 IPI00453842 TBC1 domain family meTbc1d2b;Kiaa1055 T965 1 19 ERDTSPDKGELVSDEEEDERDTSPDKGELVS(0.5)D _ERDTSPDKGELVS(ph)DEEEDT_ No

1098 IPI00930819 Transcription elongatio Tcea1;Tceat;Tcea1;TceaS107 1 7 KKEPAISSQNSPEAR KKEPAIS(0.333)S(0.333)_KKEPAIS(ph)SQNSPEA GSK3 No

1101 IPI00930819 Transcription elongatio Tcea1;Tceat;Tcea1;TceaS108 1 8 KKEPAISSQNSPEAR KKEPAIS(0.333)S(0.333)_KKEPAIS(ph)SQNSPEAR_ No

901 IPI00930819 Transcription elongatio Tcea1;Tceat;Tcea1;TceaS111 1 11 KKEPAISSQNSPEAR KKEPAISS(0.001)QNS(0._KKEPAISSQNS(ph)PEA CK1 1.1 0.44047 Yes
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625 IPI00848939 Tensin‐like C1 domain‐cTenc1;Tns2;Tenc1;Tns2S1094 1 10 HLPGSGQQPSPPAR HLPGS(0.002)GQQPS(0 _HLPGSGQQPS(ph)PPAR_ 1.0 0.31395 Yes

862 IPI00112101 Tuftelin‐interacting pro Tfip11;Stip;Tip39 S211 1 13 TTQSLQDFPVADSEEEAETTQSLQDFPVADS(1)EEE_TTQSLQDFPVADS(ph)ECK2 1.1 0.42146 Yes

674 IPI00124572 Trans‐Golgi network intTgoln2;Ttgn2 S277 1 6 VSGPSSSENQEGTLTDSMVSGPS(0.003)S(0.899)S _VSGPSS(ph)SENQEGTLCK1 1.0 0.34121 Yes

1167 IPI00124572 Trans‐Golgi network intTgoln2;Ttgn2 S278 1 7 VSGPSSSENQEGTLTDSMVS(0.1)GPS(0.1)S(0.35)S_VSGPSSS(ph)ENQEGTLTDSMK_ No

1173 IPI00124572 Trans‐Golgi network intTgoln2;Ttgn2 S288 1 17 VSGPSSSENQEGTLTDSMVS(0.11)GPS(0.11)S(0.1 _VSGPSSSENQEGTLTDSNEK6 No

332 IPI00664886 THO complex 2;PutativeThoc2;RP23‐300D2.1‐00S1419 1 9 KIDSHPSPSHSSTVK KIDS(0.005)HPS(0.024)P_KIDSHPSPS(ph)HSSTVK_ 1.3 0.15408 Yes

1042 IPI00664886 THO complex 2;PutativeThoc2;RP23‐300D2.1‐00T1423 1 13 KIDSHPSPSHSSTVK KIDSHPS(0.028)PS(0.02 _KIDSHPSPSHSST(ph)VKFHA1 Rad53p 1.1 0.49272 Yes

926 IPI00556768 Thyroid hormone recepThrap3;Trap150;Thrap3S243 1 7 ASVSDLSPR ASVSDLS(1)PR _ASVSDLS(ph)PR_ CDK1 1.1 0.44755 Yes

732 IPI00556768 Thyroid hormone recepThrap3;Trap150;Thrap3S679 1 5 RIDISPSTFR RIDIS(1)PSTFR _(ca)RIDIS(ph)PSTFR_ 1.2 0.36256 Yes

1093 IPI00556768 Thyroid hormone recepThrap3;Trap150;Thrap3S681 1 7 RIDISPSTFR RIDIS(0.496)PS(0.496)T _RIDIS(ph)PSTFR_ No

275 IPI00556768 Thyroid hormone recepThrap3;Trap150;Thrap3T682 1 8 RIDISPSTFRK RIDIS(0.208)PS(0.021)T _RIDISPST(ph)FRK_ CK1 1.4 0.10778 Yes

794 IPI00323349 Tight junction protein ZTjp2;Zo2 S107 1 10 KVQVAPLQGSPPLSHDD KVQVAPLQGS(0.999)PP_KVQVAPLQGS(ph)PPLSNEK6 1.0 0.38894 Yes

620 IPI00323349 Tight junction protein ZTjp2;Zo2 S1136 1 5 GSYGSDPEEEEYR GS(0.009)Y(0.009)GS(0._GSYGS(ph)DPEEEEYR_ CK2 1.0 0.3107 Yes

315 IPI00323349 Tight junction protein ZTjp2;Zo2 Y238 1 14 SYHEAYEPDYGGGYSPSYSYHEAYEPDY(0.015)GG _SYHEAYEPDYGGGY(ph)SPSYDRR_ 1.3 0.14053 Yes

439 IPI00845563 MKIAA1547 protein;PutTle3;mKIAA1547;Tle3;TS286 1 5 DAPTSPASVASSSSTPSSKDAPT(0.014)S(0.986)PA_DAPTS(ph)PASVASSSSTWW GroupIV 1.2 0.22976 Yes

752 IPI00229647 Tln2 protein;Tln2 prote Tln2;Tln2;Tln2;mKIAA03T1844 1 5 LDEGTPPEPK LDEGT(1)PPEPK _LDEGT(ph)PPEPK_ CK2 1.2 0.37252 Yes

579 IPI00828976 Putative uncharacterizeTmpo;Tmpo;Tmpo;Lap2S157 1 1 SSTPLPTVSSSAENTR S(0.528)S(0.236)T(0.236_S(ph)STPLPTVSSSAENTCK1 1.2 0.28977 No

1057 IPI00828976 Putative uncharacterizeTmpo;Tmpo;Tmpo;Lap2S158 2 11 LREQGTESRSSTPLPTVSSLREQGT(0.238)ES(0.238_LREQGTESRS(ph)S(ph) PKA No

193 IPI00828976 Putative uncharacterizeTmpo;Tmpo;Tmpo;Lap2S165 2 9 SSTPLPTVSSSAENTR S(0.379)S(0.308)T(0.308_S(ph)STPLPTVS(ph)SSAENTR_ 1.5 0.051085 No

624 IPI00828976 Putative uncharacterizeTmpo;Tmpo;Tmpo;Lap2T159 1 3 SSTPLPTVSSSAENTR S(0.079)S(0.03)T(0.891)_SST(ph)PLPTVSSSAENTPolo box 1.2 0.31291 Yes

1058 IPI00828976 Putative uncharacterizeTmpo;Tmpo;Tmpo;mCGS66 1 6 GPPDFSSDEEREPTPVLG GPPDFS(0.493)S(0.493) _GPPDFS(ph)SDEEREPT CK2 No

1059 IPI00828976 Putative uncharacterizeTmpo;Tmpo;Tmpo;mCGS67 1 7 GPPDFSSDEEREPTPVLG GPPDFS(0.493)S(0.493) _GPPDFS(ph)SDEEREPT CK2 No

314 IPI00828976 Putative uncharacterizeTmpo;Tmpo;Tmpo;mCGT74 1 14 GPPDFSSDEEREPTPVLG GPPDFSSDEEREPT(1)PV_GPPDFSSDEEREPT(ph) CAMK2 1.3 0.14031 Yes

1022 IPI00121341 Thioredoxin‐related tra Tmx1;Txndc;Txndc1 S245 1 14 KVEEEQEADEEDVSEEEAKVEEEQEADEEDVS(1)EE_KVEEEQEADEEDVS(ph CK2 1.1 0.48673 Yes

52 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabS1022 1 15 DVGHLEEGASGGLLSPSTDVGHLEEGASGGLLS(0.9_DVGHLEEGASGGLLS(ph)PSTPHSR_ 2.5 6.597E‐07 Up Yes

583 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabS1290 1 9 NMAPGAGCSPGEPR NMAPGAGCS(1)PGEPR _NMAPGAGCS(ph)PGEPCK2 1.0 0.29152 Yes

164 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabS1375 1 6 SSGSLSPGLETEDPLEAR S(0.014)S(0.01)GS(0.08 _SSGSLS(ph)PGLETEDPLCK1 1.5 0.030931 Up Yes

513 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabS1611 2 3 VPSSDEEVVEEPQSR VPS(1)S(1)DEEVVEEPQS_VPS(ph)S(ph)DEEVVEECAMK2 1.0 0.26304 Yes

514 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabS1612 2 4 VPSSDEEVVEEPQSR VPS(1)S(1)DEEVVEEPQS_VPS(ph)S(ph)DEEVVEECK2 1.0 0.26304 Yes

241 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabS1657 1 3 NRSAEEGEVTESK NRS(1)AEEGEVTESK _NRS(ph)AEEGEVTESK_PKA/AKT 1.4 0.085639 Yes

318 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabS236 1 17 SQEGTAEIPAECQEEHSK SQEGTAEIPAECQEEHS(0_SQEGTAEIPAECQEEHS(ph)KTPEER_ 1.3 0.14323 No

657 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabS300 1 11 LANISVPASESPR LANISVPAS(0.009)ES(0. _LANISVPASES(ph)PR_ CDK1 1.0 0.33302 Yes

441 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabS527 1 5 GEGVSQVGPGTPPAPES GEGVS(0.518)QVGPGT( _GEGVS(ph)QVGPGTPPAPESPR_ 1.0 0.23019 No

914 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabS568 1 1 SPALLPSTVEGPPGAPLLQS(1)PALLPSTVEGPPGAP _S(ph)PALLPSTVEGPPG WW GroupIV 1.1 0.44512 Yes

319 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabT238 1 19 SQEGTAEIPAECQEEHSK SQEGTAEIPAECQEEHS(0_SQEGTAEIPAECQEEHS CK2 1.3 0.14323 No

371 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabT533 1 11 GEGVSQVGPGTPPAPES GEGVSQVGPGT(1)PPAP_GEGVSQVGPGT(ph)PPERK/MAPK 0.9 0.1821 Yes

449 IPI00378438 Putative uncharacterizeTns1 S1468 1 12 HLGGSGSVVPGSPSLDR HLGGSGS(0.002)VVPGS_HLGGSGSVVPGS(ph)PSERK/MAPK 1.0 0.23373 Yes

1324 IPI00751137 Putative uncharacterizeTomm70a S105 1 13 ASPALGSGHHDGSGDSL AS(0.325)PALGS(0.325) _AS(ph)PALGSGHHDGSGDSLEMSSLDR_ No

622 IPI00751137 Putative uncharacterizeTomm70a S94 1 2 ASPALGSGHHDGSGDSL AS(1)PALGSGHHDGSGD_AS(ph)PALGSGHHDGS PKA 1.2 0.31124 Yes

1322 IPI00751137 Putative uncharacterizeTomm70a S99 1 7 ASPALGSGHHDGSGDSL AS(0.497)PALGS(0.497) _AS(ph)PALGSGHHDGSGDSLEM(ox)SSLDR_ No

424 IPI00109764 DNA topoisomerase 1;DTop1;Top‐1;Top1 S114 1 8 EKENGFSSPPR EKENGFS(0.071)S(0.929_(ca)EKENGFSS(ph)PPR Polo box 1.0 0.2232 Yes

988 IPI00135443 DNA topoisomerase 2‐bTop2b S1363 1 6 YTFDFSEEEDDDAAAADDY(0.008)T(0.007)FDFS(0_YTFDFS(ph)EEEDDDAACK2 1.1 0.47035 Yes

1344 IPI00135443 DNA topoisomerase 2‐bTop2b S1376 1 19 YTFDFSEEEDDDAAAADDY(0.214)T(0.216)FDFS(0_YTFDFSEEEDDDAAAADDS(ph)NDLEELK_ No

242 IPI00135443 DNA topoisomerase 2‐bTop2b S1387 1 4 VKASPITNDGEDEFVPSDVKAS(0.977)PIT(0.023)N_VKAS(ph)PITNDGEDEFVPSDGLDKDEYAFSSGK_ 1.4 0.086086 Yes

425 IPI00135443 DNA topoisomerase 2‐bTop2b S1509 2 7 IVETINSDSDSEFGIPK IVETINS(1)DS(0.996)DS(_IVETINS(ph)DS(ph)DSEGSK3 1.2 0.22335 Yes

426 IPI00135443 DNA topoisomerase 2‐bTop2b S1511 2 9 IVETINSDSDSEFGIPK IVETINS(1)DS(0.996)DS(_IVETINS(ph)DS(ph)DSECK2 1.2 0.22335 Yes

92 IPI00135443 DNA topoisomerase 2‐bTop2b S1537 1 3 KASGSENEGDYNPGR KAS(0.923)GS(0.077)EN_KAS(ph)GSENEGDYNPGPKA 1.9 0.0007518 Up Yes

1340 IPI00135443 DNA topoisomerase 2‐bTop2b S1563 1 3 KTSFDQDSDVDIFPSDFT KT(0.481)S(0.481)FDQD_KT(ph)SFDQDSDVDIFPSDFTSEPPALPR_ No

536 IPI00135443 DNA topoisomerase 2‐bTop2b S1568 1 8 KTSFDQDSDVDIFPSDFT KT(0.013)S(0.013)FDQD_KTSFDQDS(ph)DVDIFPSDFTSEPPALPR_ 1.0 0.27037 Yes

420 IPI00135443 DNA topoisomerase 2‐bTop2b T1390 1 7 VKASPITNDGEDEFVPSDVKAS(0.5)PIT(0.5)NDGE_VKAS(ph)PITNDGEDEFCK1 1.2 0.21899 No

642 IPI00135443 DNA topoisomerase 2‐bTop2b T1562 1 1 TSFDQDSDVDIFPSDFTSET(0.52)S(0.406)FDQDS( _T(ph)SFDQDSDVDIFPS FHA1 Rad53p 1.2 0.32426 No

1037 IPI00135443 DNA topoisomerase 2‐bTop2b Y1358 1 1 YTFDFSEEEDDDAAAADDY(0.594)T(0.371)FDFS(0_Y(ph)TFDFSEEEDDDAAAADDSNDLEELK_ 1.1 0.49057 No

1011 IPI00762273 Lamina‐associated polyTor1aip1;Lap1B;Tor1aipS94 1 5 FRPASAGEEVR FRPAS(1)AGEEVR _FRPAS(ph)AGEEVR_ CAMK2 1.1 0.48123 Yes

260 IPI00755183 Tumor protein D52‐like Tpd52l2;RP23‐33L3.2‐0 S189 1 7 NSATFKSFEDR NSATFKS(1)FEDR _NSATFKS(ph)FEDR_ 0.9 0.10071 Yes

1315 IPI00755183 Tumor protein D52‐like Tpd52l2;RP23‐33L3.2‐0 T186 1 4 NSATFKSFEDR NS(0.279)AT(0.361)FKS _(ca)NSAT(ph)FKSFEDR FHA KAPP No

30 IPI00880644 Tpr protein;Putative unTpr;Tpr;Tpr;C77892 S2149 1 10 TDGFAEAIHSPQVAGVPRTDGFAEAIHS(1)PQVAGV_TDGFAEAIHS(ph)PQVAGVPR_ 6.3 4.991E‐24 Up Yes

1094 IPI00340806 TRAF3‐interacting proteTraf3ip1;Mipt3 S409 1 4 RQESTETLVVDR RQES(0.924)T(0.07)ET(0_RQES(ph)TETLVVDR_ PKA Yes

1111 IPI00131130 Transcription intermed Trim24;Tif1;Tif1a;Trim2S806 1 4 SEWSDASQKSPVHVGETS(0.025)EWS(0.325)DAS_SEWS(ph)DASQKSPVHCK1 No

1114 IPI00131130 Transcription intermed Trim24;Tif1;Tif1a;Trim2S809 1 7 SEWSDASQKSPVHVGETS(0.025)EWS(0.325)DAS_SEWS(ph)DASQKSPVHCK1 No

149 IPI00131130 Transcription intermed Trim24;Tif1;Tif1a;Trim2S812 1 10 SEWSDASQKSPVHVGETSEWS(0.005)DAS(0.005 _SEWSDASQKS(ph)PVHCK1 0.8 0.017897 Down Yes

1125 IPI00312128 Transcription intermed Trim28;Krip1;Tif1b;TrimS40 1 5 RPAASSAAAASAAASSPARPAAS(0.239)S(0.239)A_RPAAS(ph)SAAAASAAASSPAGGGGEAQELLEHCGVCR_ No

1128 IPI00312128 Transcription intermed Trim28;Krip1;Tif1b;TrimS41 1 6 RPAASSAAAASAAASSPARPAAS(0.239)S(0.239)A_RPAAS(ph)SAAAASAAASSPAGGGGEAQELLEHCGVCR_ No

1131 IPI00312128 Transcription intermed Trim28;Krip1;Tif1b;TrimS46 1 11 RPAASSAAAASAAASSPARPAAS(0.239)S(0.239)A_RPAAS(ph)SAAAASAAAGSK3 No

153 IPI00312128 Transcription intermed Trim28;Krip1;Tif1b;TrimS473 1 3 SRSGEGEVSGLLR S(0.12)RS(0.88)GEGEVS_SRS(ph)GEGEVSGLLR_ PKA 1.5 0.024199 Up Yes

1135 IPI00312128 Transcription intermed Trim28;Krip1;Tif1b;TrimS50 1 15 RPAASSAAAASAAASSPARPAAS(0.001)S(0.001)A_RPAASSAAAASAAAS(p CK1 No

872 IPI00312128 Transcription intermed Trim28;Krip1;Tif1b;TrimS51 1 16 RPAASSAAAASAAASSPARPAASSAAAASAAAS(0.1_RPAASSAAAASAAASS( Polo box 1.1 0.42651 Yes
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237 IPI00480235 Tripartite motif‐containTrim47;Trim47;Trim47 S393 1 4 GLGSNEDGLQK GLGS(1)NEDGLQK _GLGS(ph)NEDGLQK_ 0.9 0.082599 Yes

32 IPI00828306 Triple functional domai Trio;Trio;Trio S2575 2 7 TRPGAVSPLNSPLSTTFPST(0.004)RPGAVS(0.994)_TRPGAVS(ph)PLNS(ph GSK3 5.0 7.477E‐19 Up Yes

33 IPI00828306 Triple functional domai Trio;Trio;Trio S2579 2 11 TRPGAVSPLNSPLSTTFPST(0.004)RPGAVS(0.994)_TRPGAVS(ph)PLNS(ph CK1 5.0 7.477E‐19 Up Yes

760 IPI00828306 Triple functional domai Trio;Trio;Trio;Trio S1935 1 11 KSADAGSQKDSDDSAAT KS(0.001)ADAGS(0.038 _KSADAGSQKDS(ph)DDCK1 1.0 0.37546 Yes

1103 IPI00828306 Triple functional domai Trio;Trio;Trio;Trio S1938 2 5 DSDDSAATPQDETIEER DS(0.445)DDS(0.445)AA_DS(ph)DDSAATPQDET CK1 No

1107 IPI00828306 Triple functional domai Trio;Trio;Trio;Trio T1946 2 13 DSDDSAATPQDETIEER DS(0.445)DDS(0.445)AA_DS(ph)DDSAATPQDET PLK Yes

429 IPI00622738 TRIO and F‐actin‐bindinTriobp;Kiaa1662;Tara;T S1607 1 20 KADGPRPSLDYVELSPLA KADGPRPSLDYVELSPLA _KADGPRPSLDYVELSPLANEK6 1.0 0.22435 No

430 IPI00622738 TRIO and F‐actin‐bindinTriobp;Kiaa1662;Tara;T S1608 1 21 KADGPRPSLDYVELSPLA KADGPRPSLDYVELSPLA _KADGPRPSLDYVELSPLAWW GroupIV 1.0 0.22435 No

867 IPI00380829 Thyroid hormone recepTrip11 S1879 1 2 LSVHGLKPLDSPGRR LS(0.707)VHGLKPLDS(0 _LS(ph)VHGLKPLDSPGRAURORA 1.1 0.4225 No

546 IPI00380829 Thyroid hormone recepTrip11 S1888 1 11 LSVHGLKPLDSPGRR LSVHGLKPLDS(1)PGRR _LSVHGLKPLDS(ph)PGRCDK2 1.2 0.2745 Yes

406 IPI00623570 Cbp37 Trip12;Gtl6;cbp37 S312 1 3 SESPPAELPSLR S(0.103)ES(0.897)PPAEL_SES(ph)PPAELPSLR_ 14‐3‐3 binding 1.0 0.21072 Yes

1150 IPI00229801 Transformation related Trp53bp1;RP23‐437L13S267 1 6 SEDRPSSPQVSVAAVETKS(0.006)EDRPS(0.496)S _SEDRPS(ph)SPQVSVAAPKA No

506 IPI00229801 Transformation related Trp53bp1;RP23‐437L13S268 1 7 SEDRPSSPQVSVAAVETKSEDRPS(0.006)S(0.994) _SEDRPSS(ph)PQVSVAAWW GroupIV 1.2 0.25971 Yes

1155 IPI00229801 Transformation related Trp53bp1;RP23‐437L13S381 1 8 STPFIVPSSPTEQGGR STPFIVPS(0.333)S(0.333_STPFIVPS(ph)SPTEQGGR_ No

347 IPI00229801 Transformation related Trp53bp1;RP23‐437L13S382 1 9 STPFIVPSSPTEQGGR STPFIVPS(0.098)S(0.804_STPFIVPSS(ph)PTEQGGWW GroupIV 1.3 0.16586 Yes

1012 IPI00229801 Transformation related Trp53bp1;RP23‐437L13S530 1 3 MESLGSPR MES(0.5)LGS(0.5)PR _M(ox)ES(ph)LGSPR_ CK1 1.1 0.48147 No

495 IPI00229801 Transformation related Trp53bp1;RP23‐437L13S533 1 6 MESLGSPR MESLGS(1)PR _M(ox)ESLGS(ph)PR_ CDK1 1.0 0.25454 Yes

1160 IPI00229801 Transformation related Trp53bp1;RP23‐437L13T384 1 11 STPFIVPSSPTEQGGR STPFIVPS(0.333)S(0.333_STPFIVPS(ph)SPTEQGGCK1 No

89 IPI00620969 Tuberin;Tuberous scler Tsc2;Tsc2;Tsc2;Tsc2;TscS937 1 1 STSLNERPK S(0.566)T(0.283)S(0.151_S(ph)TSLNERPK_ CAMK2 1.9 0.0006194 Up No

619 IPI00113746 Splicing factor U2AF 65 U2af2;U2af65 S79 1 12 GAKEEHGGLIRSPR GAKEEHGGLIRS(1)PR _(ca)GAKEEHGGLIRS(phCDK1 1.2 0.30983 Yes

1099 IPI00407835 Ubiquitin‐associated prUbap2l;Ubap2l;Ubap2l;S633 1 8 RYPSSISSSPQKDLTQAK RY(0.001)PS(0.001)S(0.0_RYPSSISS(ph)SPQKDLTCK1 No

520 IPI00407835 Ubiquitin‐associated prUbap2l;Ubap2l;Ubap2l;S634 1 9 RYPSSISSSPQK RYPS(0.012)S(0.012)IS(0_RYPSSISSS(ph)PQK_ Polo box 1.2 0.26382 Yes

31 IPI00331539 Ubiquitin‐associated anUbash3b;Sts1;Ubash3b S542 1 1 SFQVTKEIISECK S(1)FQVTKEIISECK _S(ph)FQVTKEIISECK_ 0.2 1.274E‐23 Down Yes

333 IPI00399869 Ubiquitin‐like protein 7 Ubl7 S230 1 12 DMPGGFLFDGLSDDEDDDMPGGFLFDGLS(0.997)_DMPGGFLFDGLS(ph)DCK2 0.9 0.15539 Yes

1104 IPI00399869 Ubiquitin‐like protein 7 Ubl7 S239 1 21 DMPGGFLFDGLSDDEDDDMPGGFLFDGLS(0.365)_DMPGGFLFDGLS(ph)DDEDDFHPSTR_ No

246 IPI00648709 E3 ubiquitin‐protein ligaUbr4;Kiaa0462;Zubr1;US2743 1 6 HVTLPSSPR HVTLPS(0.951)S(0.049) _HVTLPS(ph)SPR_ GSK3 0.9 0.092682 Yes

207 IPI00648709 E3 ubiquitin‐protein ligaUbr4;Kiaa0462;Zubr1;US2744 1 7 HVTLPSSPR HVTLPS(0.06)S(0.94)PR _HVTLPSS(ph)PR_ WW GroupIV 0.8 0.060875 Yes

510 IPI00169767 E3 ubiquitin‐protein ligaUhrf2;Nirf S668 1 4 RPASDDECPGDSK RPAS(1)DDECPGDSK _RPAS(ph)DDECPGDSK_PKA 1.2 0.26158 Yes

812 IPI00128071 General vesicular trans Uso1;Vdp;Uso1;Vdp;Us S940 1 14 LKDLGHPVEEEDESGDQELKDLGHPVEEEDES(1)GD_LKDLGHPVEEEDES(ph)GDQEDDDDEIDDGDKDQ1.0 0.39724 Yes

37 IPI00420601 Ubiquitin carboxyl‐termUsp10;Ode‐1;Uchrp S223 2 19 TCDSPQNPVDFISGPVPDT(0.505)CDS(0.466)PQN_T(ph)CDSPQNPVDFISGWW GroupIV 3.8 2.762E‐13 Up Yes

316 IPI00420601 Ubiquitin carboxyl‐termUsp10;Ode‐1;Uchrp T205 1 1 TCDSPQNPVDFISGPVPDT(0.61)CDS(0.39)PQNPV_T(ph)CDSPQNPVDFISGFHA KAPP 0.9 0.14117 No

508 IPI00123410 Ubiquitin carboxyl‐termUsp24 S2044 1 6 VSDQNSPVLPK VSDQNS(1)PVLPK _VSDQNS(ph)PVLPK_ CK1 1.0 0.26087 Yes

1333 IPI00226889 U3 small nucleolar RNAUtp15 S517 1 21 NDSDPVPEHVPAELPEEKNDSDPVPEHVPAELPEEK_NDSDPVPEHVPAELPEEKT(ph)ESPTQPSDTDKNS_ No

1336 IPI00226889 U3 small nucleolar RNAUtp15 S522 1 26 NDSDPVPEHVPAELPEEKNDS(0.001)DPVPEHVPA_NDSDPVPEHVPAELPEEKTES(ph)PTQPSDTDKNS_ No

1339 IPI00226889 U3 small nucleolar RNAUtp15 S528 1 32 NDSDPVPEHVPAELPEEKNDS(0.001)DPVPEHVPA_NDSDPVPEHVPAELPEECK1 No

1343 IPI00226889 U3 small nucleolar RNAUtp15 T515 1 19 NDSDPVPEHVPAELPEEKNDSDPVPEHVPAELPEEK_NDSDPVPEHVPAELPEEKT(ph)ESPTQPSDTDKNS_ No

1347 IPI00226889 U3 small nucleolar RNAUtp15 T519 1 23 NDSDPVPEHVPAELPEEKNDSDPVPEHVPAELPEEK_NDSDPVPEHVPAELPEEFHA KAPP No

1350 IPI00226889 U3 small nucleolar RNAUtp15 T524 1 28 NDSDPVPEHVPAELPEEKNDS(0.001)DPVPEHVPA_NDSDPVPEHVPAELPEEKTES(ph)PTQPSDTDKNS_ No

285 IPI00353420 Cytoskeletal protein Utrn;utrophin S933 1 5 AAQASLNALNDPIAVEQAAAQAS(1)LNALNDPIAVE_AAQAS(ph)LNALNDPIAVEQALQEK_ 0.9 0.11334 Yes

653 IPI00118372 Vesicle‐associated memVamp4;Vamp4;mCG_22S30 1 7 NLLEDDSDEEEDFFLR NLLEDDS(1)DEEEDFFLR _NLLEDDS(ph)DEEEDFF CK2 1.0 0.33003 Yes

541 IPI00453589 Vesicle‐associated memVamp8 T54 1 9 NKTEDLEATSEHFK NKT(0.039)EDLEAT(0.92_NKTEDLEAT(ph)SEHFK NEK6 1.0 0.27197 Yes

64 IPI00624876 Vasodilator‐stimulated Vasp S317 1 3 MKSSSSVTTSEAHPSTPCMKS(0.877)S(0.053)S(0 _M(ox)KS(ph)SSSVTTSE CHK1/2 0.5 1.73E‐05 Down Yes

1206 IPI00624876 Vasodilator‐stimulated Vasp S318 1 4 MKSSSSVTTSEAHPSTPCMKS(0.317)S(0.317)S(0 _M(ox)KS(ph)SSSVTTSEAHPSTPCSSDDSDLER_ No

1212 IPI00624876 Vasodilator‐stimulated Vasp S319 1 5 MKSSSSVTTSEAHPSTPCMKS(0.317)S(0.317)S(0 _M(ox)KS(ph)SSSVTTSEAHPSTPCSSDDSDLER_ No

823 IPI00126834 Vascular cell adhesion pVcam1;Vcam‐1;Vcam1; S165 1 4 QEFSSEEMTK QEFS(0.5)S(0.5)EEMTK _QEFS(ph)SEEMTK_ CK2 1.1 0.40126 No

970 IPI00126834 Vascular cell adhesion pVcam1;Vcam‐1;Vcam1; S166 1 5 QEFSSEEMTK QEFS(0.005)S(0.995)EE _(ca)QEFSS(ph)EEMTK_ 1.1 0.46401 Yes

528 IPI00875672 versican core protein is Vcan S2281 1 5 MEDVSNEVR MEDVS(1)NEVR _M(ox)EDVS(ph)NEVR_ 1.0 0.26744 Yes

362 IPI00405227 Vinculin;Metavinculin Vcl S721 1 1 SLLDASEEAIKK S(0.999)LLDAS(0.001)EE_S(ph)LLDASEEAIKK_ 0.9 0.17814 Yes

455 IPI00122549 Voltage‐dependent ani Vdac1;Vdac5;Vdac1;Vd S117 1 8 LTFDSSFSPNTGKK LTFDS(0.011)S(0.011)FS_LTFDSSFS(ph)PNTGKK_CK1 1.2 0.23545 Yes

139 IPI00227299 Vimentin Vim S419 1 9 ISLPLPTFSSLNLR ISLPLPT(0.064)FS(0.872 _ISLPLPTFS(ph)SLNLR_ 0.8 0.014883 Down Yes

329 IPI00227299 Vimentin Vim S420 1 10 ISLPLPTFSSLNLR ISLPLPT(0.001)FS(0.008 _ISLPLPTFSS(ph)LNLR_ 0.9 0.1495 Yes

119 IPI00227299 Vimentin Vim T417 1 7 ISLPLPTFSSLNLR IS(0.036)LPLPT(0.607)FS_ISLPLPT(ph)FSSLNLR_ FHA KAPP 0.7 0.0047223 Down No

1243 IPI00227299 Vimentin;Vimentin Vim;Vim;RP23‐185P20. S54 1 4 SLYSSSPGGAYVTR S(0.128)LY(0.131)S(0.15_SLYS(ph)SSPGGAYVTR_CK1 No

1246 IPI00227299 Vimentin;Vimentin Vim;Vim;RP23‐185P20. S55 1 5 SLYSSSPGGAYVTR S(0.128)LY(0.131)S(0.15_SLYS(ph)SSPGGAYVTR_NEK6 No

436 IPI00227299 Vimentin;Vimentin Vim;Vim;RP23‐185P20. S56 1 6 SLYSSSPGGAYVTR SLYSSS(1)PGGAYVTR _SLYSSS(ph)PGGAYVTR_Polo box 1.0 0.22766 Yes

731 IPI00923704 Wings apart‐like homolWapal;Wapal;Kiaa0261S77 1 14 VEEEDTGDPFGFDSDDESVEEEDTGDPFGFDS(1)DD_VEEEDTGDPFGFDS(ph CK2 1.0 0.36255 Yes

1268 IPI00923704 Wings apart‐like homolWapal;Wapal;Kiaa0261S81 1 18 VEEEDTGDPFGFDSDDESVEEEDT(0.001)GDPFGF _VEEEDTGDPFGFDS(ph PLK1 No

475 IPI00123333 WW domain‐binding prWbp11 S237 1 9 RRDEDMLYSPELAQR RRDEDMLY(0.031)S(0.9_RRDEDM(ox)LYS(ph)PELAQR_ 1.2 0.24495 Yes

244 IPI00123333 WW domain‐binding prWbp11 Y236 1 8 RRDEDMLYSPELAQR RRDEDMLY(0.86)S(0.14_RRDEDMLY(ph)SPELAQSRC 1.4 0.08766 Yes

908 IPI00229856 WD repeat‐containing pWdr42a;D1Ucla4;H326 S100 1 5 GHGHSDEEDEEQPR GHGHS(1)DEEDEEQPR _GHGHS(ph)DEEDEEQPCK2 1.1 0.44341 Yes

894 IPI00459468 ATPase WRNIP1;WerneWrnip1;Whip;Wrnip1;WS153 1 12 RPAAAAAAGSASPR RPAAAAAAGS(0.021)AS_RPAAAAAAGSAS(ph)P CDK1 1.1 0.43515 Yes

380 IPI00121100 Protein WWC2;WW do Wwc2;D8Ertd594e;MN T999 1 3 SQTFSPGER SQT(1)FSPGER _SQT(ph)FSPGER_ PKA/AKT 0.9 0.18891 Yes

768 IPI00120046 5'‐3' exoribonuclease 2 Xrn2;Dhm1;Xrn2;Dhm1S499 2 5 KAEDSDSEPEPEDNVR KAEDS(1)DS(1)EPEPEDN_KAEDS(ph)DS(ph)EPEPCK2 1.2 0.37809 Yes

769 IPI00120046 5'‐3' exoribonuclease 2 Xrn2;Dhm1;Xrn2;Dhm1S501 2 7 KAEDSDSEPEPEDNVR KAEDS(1)DS(1)EPEPEDN_KAEDS(ph)DS(ph)EPEPCK2 1.2 0.37809 Yes

906 IPI00108989 Yap1 protein;Yes‐assoc Yap1;mCG_9891;Yap1;YS46 1 3 GDSETDLEALFNAVMNPGDS(0.5)ET(0.5)DLEALF _GDS(ph)ETDLEALFNAVCAMK2 1.1 0.44246 No

258 IPI00108989 Yap1 protein;Yes‐assoc Yap1;mCG_9891;Yap1;YT48 1 5 GDSETDLEALFNAVMNPGDS(0.195)ET(0.805)DL_GDSET(ph)DLEALFNAVCK2 1.4 0.099744 Yes
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No IPI Numbers Protein Names Gene Names pAA Number of P Position in pePeptide Sequence Phospho (STY) Probabil Modified Sequence Best Motif Ratio1 of PhoRatio SignificUp‐/Down‐reLocalized phosphosite?

1153 IPI00849786 Nuclease‐sensitive elemYbx1;Msy‐1;Msy1;NsepS166 1 9 NYQQNYQNSESGEKNEGNY(0.029)QQNY(0.029) _NYQQNYQNS(ph)ESGEKNEGSESAPEGQAQQR_ No

1158 IPI00849786 Nuclease‐sensitive elemYbx1;Msy‐1;Msy1;NsepS168 1 11 NYQQNYQNSESGEKNEGNY(0.029)QQNY(0.029) _NYQQNYQNS(ph)ESGEKNEGSESAPEGQAQQR_ No

611 IPI00849786 Nuclease‐sensitive elemYbx1;Msy‐1;Msy1;NsepS177 1 20 NYQQNYQNSESGEKNEGNY(0.001)QQNY(0.003) _NYQQNYQNSESGEKNECK2 1.0 0.30582 No

324 IPI00222801 Proto‐oncogene tyrosinYes1;Yes;Fyn;Fyn;Lck;LsT425 1 8 LIEDNEYTAR LIEDNEY(0.5)T(0.5)AR _LIEDNEY(ph)TAR_ 0.9 0.14459 No

267 IPI00222801 Proto‐oncogene tyrosinYes1;Yes;Fyn;Fyn;Lck;LsY424 1 7 LIEDNEYTAR LIEDNEY(0.997)T(0.003 _LIEDNEY(ph)TAR_ 0.9 0.10517 Yes

967 IPI00515528 Zinc finger CCCH type c Zc3h13 S1273 1 3 LRSPSNDSAHR LRS(0.999)PS(0.001)ND _LRS(ph)PSNDSAHR_ CAMK2 1.1 0.46224 Yes

482 IPI00673693 Zinc finger CCCH domaiZc3h18;Nhn1 S552 2 4 LGVSVSPSR LGVS(0.999)VS(0.997)P _LGVS(ph)VS(ph)PSR_ NEK6 1.0 0.24903 Yes

761 IPI00673693 Zinc finger CCCH domaiZc3h18;Nhn1 S554 1 6 LGVSVSPSR LGVSVS(1)PSR _LGVSVS(ph)PSR_ CDK2 1.2 0.37569 Yes

1305 IPI00673693 Zinc finger CCCH domaiZc3h18;Nhn1 S556 1 8 LGVSVSPSR LGVS(0.006)VS(0.497)P _(ca)LGVSVS(ph)PSR_ CK1 No

645 IPI00673693 Zinc finger CCCH domaiZc3h18;Nhn1 S871 1 4 ANLSPDRGSR ANLS(1)PDRGSR _ANLS(ph)PDRGSR_ CDK2 1.2 0.32577 Yes

266 IPI00673693 Zinc finger CCCH domaiZc3h18;Nhn1;Zc3h18;NS58 1 3 VQSQEETRSDEEDRASEPVQS(0.82)QEET(0.17)RS_VQS(ph)QEETRSDEEDRCAMK2 1.4 0.10396 Yes

627 IPI00136572 Zinc finger CCCH‐type aZc3hav1;Zc3hav1;Zc3haS324 1 2 ASQEFLEDGDPDGLFSR AS(1)QEFLEDGDPDGLFS_AS(ph)QEFLEDGDPDG PKA 1.0 0.31513 Yes

49 IPI00465879 Nuclear‐interacting par Zc3hc1;Nipa;Zc3hc1;NipS406 1 3 LCSSSSSDTSPR LCS(0.923)S(0.07)S(0.00_LCS(ph)SSSSDTSPR_ PKA/AKT 2.6 4.931E‐07 Up Yes

1276 IPI00124064 Probable palmitoyltran Zdhhc5;Kiaa1748;ZdhhcS376 1 2 LSRGDSLKEPTSIADSSR LS(0.499)RGDS(0.499)L _LS(ph)RGDSLKEPTSIADGSK3 No

883 IPI00124064 Probable palmitoyltran Zdhhc5;Kiaa1748;ZdhhcS380 1 6 LSRGDSLKEPTSIADSSR LS(0.002)RGDS(0.998)L _LSRGDS(ph)LKEPTSIADCHK1/2 1.1 0.43033 Yes

293 IPI00131810 Zinc finger RNA‐bindingZfr S1054 1 4 RRDSDGVDGFEAEGK RRDS(1)DGVDGFEAEGK_RRDS(ph)DGVDGFEAE PKA 1.3 0.1228 Yes

1000 IPI00126804 Zinc finger Ran‐binding Zranb2;Zfp265;Zis;Znf2 S130 1 11 ENVEYIEREESDGEYDEFGENVEY(0.001)IEREES(0. _ENVEYIEREES(ph)DGEYPKD 1.1 0.47786 Yes

539 IPI00126804 Zinc finger Ran‐binding Zranb2;Zfp265;Zis;Znf2 S163 1 7 EVEDKESEGEEEDEDEDL EVEDKES(1)EGEEEDEDE_EVEDKES(ph)EGEEEDECK2 1.2 0.27081 Yes

801 IPI00126804 Zinc finger Ran‐binding Zranb2;Zfp265;Zis;Znf2 S198 1 22 YKLDEDEDEDDADLSKYNYKLDEDEDEDDADLS(0.0_YKLDEDEDEDDADLSKYCK2 1.1 0.39263 Yes

1331 IPI00126804 Zinc finger Ran‐binding Zranb2;Zfp265;Zis;Znf2 S203 1 27 YKLDEDEDEDDADLSKYNY(0.16)KLDEDEDEDDAD_YKLDEDEDEDDADLSKYNLDAS(ph)EEEDSNK_ No

102 IPI00387422 Putative uncharacterizeZyx;Zyx;Zyx S336 1 1 SPGGPGPLTLK S(1)PGGPGPLTLK _S(ph)PGGPGPLTLK_ ERK/MAPK 1.8 0.0014985 Up Yes

501 IPI00132478 Uncharacterized protein C6orf203 homolog S106 1 7 EADEEDSDEETSYPERSEQEADEEDS(0.997)DEET(0_EADEEDS(ph)DEETSYP CK2 1.2 0.25801 Yes

839 IPI00224561 UPF0550 protein C7orf28 homolog S264 1 11 HIEPELAGRDSPVRAEMPHIEPELAGRDS(0.999)PV_HIEPELAGRDS(ph)PVR CDK2 1.1 0.40914 Yes

The End

1 The ratios are normalized to correct for unequal  amounts of  "light" and "heavy" protein in the assay.  For the peptides where a value for ""Ratio of Phosphorylations (+GH/‐GH), Normalized"" is not listed, one or both

peptide signals in the corresponding peptide pair (light and heavy) were below the threshold for quantification.
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Supplemental Table S5.  Phosphoproteomics data from the 15 min GH treatment experiment.

No IPI Numbers Protein Names Gene Names pAA Number of P Position in pePeptide Sequence Phospho (STY) Probabil Modified Sequence Best Motif Ratio1 of PhoRatio SignificUp‐/Down‐rePhosphosites Localized?

223 IPI00807758 hypothetical protein LO4930429H19Rik S9 1 9 MATVVMIPSR _(ca)MATVVMIPS(ph)R_MATVVMIPS(1)R 1.1 0.41764 Yes

128 IPI00458153 Uncharacterized protei 6330577E15Rik;633057S67 1 5 ENPPSPPTSPAAPQPR _ENPPS(ph)PPTSPAAPQENPPS(0.989)PPT(0.01) WW GroupIV 0.9 0.23774 Yes

105 IPI00458153 Uncharacterized protei 6330577E15Rik;633057S71 1 9 ENPPSPPTSPAAPQPR _ENPPSPPTS(ph)PAAPQENPPS(0.003)PPT(0.421WW GroupIV 1.3 0.19325 No

48 IPI00458153 Uncharacterized protei 6330577E15Rik;633057T70 1 8 ENPPSPPTSPAAPQPR _ENPPSPPT(ph)SPAAPQENPPS(0.045)PPT(0.478CK1 1.5 0.049621 Up Yes

62 IPI00458612 AP2‐associated protein Aak1;Kiaa1048;Aak1;Ki S621 1 8 VGSLTPPSSPK _VGSLTPPS(ph)SPK_ VGSLT(0.084)PPS(0.914)S(0.001)PK 0.8 0.07123 Yes

63 IPI00458612 AP2‐associated protein Aak1;Kiaa1048;Aak1;Ki S622 2 9 VGSLTPPSSPK _VGSLT(ph)PPSS(ph)PK_VGS(0.02)LT(0.547)PPS WW GroupIV 0.8 0.07123 Yes

116 IPI00129915 Multidrug resistance‐asAbcc1;Abcc1a;Abcc1b;MS289 1 2 GSSQLDVNEEVEALIVK _GS(ph)SQLDVNEEVEALGS(0.5)S(0.5)QLDVNEEVEALIVK 1.2 0.2177 Yes

117 IPI00129915 Multidrug resistance‐asAbcc1;Abcc1a;Abcc1b;MS290 1 3 GSSQLDVNEEVEALIVK _GS(ph)SQLDVNEEVEALGS(0.5)S(0.5)QLDVNEEVEALIVK 1.2 0.2177 Yes

281 IPI00396671 ATP‐binding cassette suAbcf1;Abcf1 S107 1 7 QLSVPASDEEDEVPAPIP _QLSVPAS(ph)DEEDEVPQLS(0.001)VPAS(0.999) CK2 1.0 0.48318 Yes

260 IPI00922962 Apoptotic chromatin coAcin1;RP23‐94B13.1‐00S1003 1 6 TAQVPSPPRGK _TAQVPS(ph)PPRGK_ TAQVPS(1)PPRGK ERK/MAPK 1.1 0.45332 Yes

344 IPI00387580 Gamma‐adducin;AdducAdd3;Addl;Add3;Addl;AS679 1 12 TEEVLSPDGSPSKSPSK _TEEVLSPDGSPS(ph)KSPTEEVLS(0.001)PDGS(0.0GSK3 Yes

345 IPI00387580 Gamma‐adducin;AdducAdd3;Addl;Add3;Addl;AS681 1 18 SPERTEEVLSPDGSPSKSP_SPERTEEVLSPDGSPSKSSPERTEEVLSPDGS(0.001CDK2 Yes

346 IPI00387580 Gamma‐adducin;AdducAdd3;Addl;Add3;Addl;AS683 1 20 SPERTEEVLSPDGSPSKSP_SPERTEEVLSPDGSPSKSSPERTEEVLSPDGS(0.001CK1 Yes

204 IPI00553798 Ahnak protein Ahnak S116 1 7 SSEVVLSGDDEDYQR _SSEVVLS(ph)GDDEDYQSSEVVLS(1)GDDEDYQR 1.1 0.38519 Yes

7 IPI00553798 Ahnak protein Ahnak S136 1 3 LRSEDGVEGDLGETQSR _LRS(ph)EDGVEGDLGETLRS(1)EDGVEGDLGETQSCAMK2 5.2 2.55E‐11 Up Yes

250 IPI00553798 Ahnak protein Ahnak S211 2 3 LPSGSGPASPTTGSAVDIR_LPS(ph)GSGPAS(ph)PTLPS(0.5)GS(0.5)GPAS(0. PKD 1.1 0.44805 No

251 IPI00553798 Ahnak protein Ahnak S213 2 5 LPSGSGPASPTTGSAVDIR_LPSGS(ph)GPAS(ph)PTLPS(0.224)GS(0.752)GP GSK3 1.1 0.44805 Yes

15 IPI00553798 Ahnak protein Ahnak S217 1 13 TVIRLPSGSGPASPTTGSA_TVIRLPSGSGPAS(ph)PTTVIRLPSGSGPAS(0.991) WW GroupIV 2.4 0.0002264 Up No

11 IPI00553798 Ahnak protein Ahnak S4890 1 9 FKAEAPLPSPK _FKAEAPLPS(ph)PK_ FKAEAPLPS(1)PK CDK1 3.7 8.79E‐08 Up Yes

136 IPI00553798 Ahnak protein Ahnak S5504 1 6 GGVTGSPEASISGSK _GGVTGS(ph)PEASISGS GGVTGS(1)PEASISGSK GSK3 0.9 0.26097 Yes

171 IPI00553798 Ahnak protein Ahnak S5522 1 2 ASLGSLEGEVEAEASSPK _AS(ph)LGSLEGEVEAEA AS(0.911)LGS(0.089)LEGAURORA 1.1 0.3324 Yes

263 IPI00553798 Ahnak protein Ahnak S5525 1 5 ASLGSLEGEVEAEASSPK _ASLGS(ph)LEGEVEAEA AS(0.082)LGS(0.918)LEGCK1 1.1 0.45523 Yes

56 IPI00553798 Ahnak protein Ahnak S5535 1 15 ASLGSLEGEVEAEASSPKG_ASLGSLEGEVEAEAS(phASLGSLEGEVEAEAS(0.5)S(0.5)PKGK 1.5 0.064798 Yes

82 IPI00553798 Ahnak protein Ahnak S5536 1 16 ASLGSLEGEVEAEASSPK _ASLGSLEGEVEAEASS(pASLGSLEGEVEAEAS(0.0 Polo box 1.3 0.137 Yes

114 IPI00553798 Ahnak protein Ahnak T5502 1 4 GGVTGSPEASISGSKGDL _GGVT(ph)GSPEASISGS GGVT(0.859)GS(0.14)PEASISGSKGDLK 0.9 0.21109 Yes

190 IPI00553798 Ahnak protein;Desmoy Ahnak;Ahnak S893 1 3 AESPEMEVNLPK _AES(ph)PEMEVNLPK_ AES(1)PEMEVNLPK 1.1 0.35616 Yes

122 IPI00850843 Putative uncharacterizeAhnak2;AI450948 S286 1 3 DMSPTSTDTEVHR _DMS(ph)PTSTDTEVHR_DMS(1)PTSTDTEVHR CAMK2 0.9 0.22955 Yes

411 IPI00850843 Putative uncharacterizeAhnak2;AI450948 T290 1 7 DMSPTSTDTEVHR _(ca)DMSPTST(ph)DTEVDMS(0.007)PT(0.026)S( CK2 Yes

42 IPI00649060 A kinase (PRKA) anchor Akap2;Palm2;RP23‐334S984 1 3 TLSMIEEEIR _TLS(ph)MIEEEIR_ T(0.094)LS(0.906)MIEEECAMK2 1.6 0.039143 Up Yes

10 IPI00857073 Proline‐rich AKT1 subst Akt1s1;Pras S255 1 1 SLPVSVPVWAFK _S(ph)LPVSVPVWAFK_ S(1)LPVSVPVWAFK GSK3 3.9 3.90E‐08 Up Yes

196 IPI00620585 Ankyrin repeat and SAMAnks1;RP23‐31O23.1‐0 S679 1 3 SPSFASEWDEIEK _SPS(ph)FASEWDEIEK_ S(0.025)PS(0.975)FASEWPKD 1.0 0.363 Yes

152 IPI00117811 AP‐3 complex subunit dAp3d1;Ap3d S760 1 8 HSSLPTESDEDIAPAQR _HSSLPTES(ph)DEDIAPAHSSLPT(0.005)ES(0.995)DEDIAPAQR 0.9 0.29012 No

325 IPI00230704 Rho guanine nucleotideArhgef7;Kiaa0142;Pak3 S560 2 3 VTSVSNPTIKPHSVPSHTD_(ca)VT(ph)SVSNPTIKPHVT(0.385)S(0.385)VS(0. CK1 No

326 IPI00230704 Rho guanine nucleotideArhgef7;Kiaa0142;Pak3 S570 2 13 VTSVSNPTIKPHSVPSHTD_(ca)VT(ph)SVSNPTIKPHVT(0.385)S(0.385)VS(0.102)NPT(0.102)IKPHS(0.235)VPS(0.235)HT(0.235)DLS(0.239)KS(No

327 IPI00230704 Rho guanine nucleotideArhgef7;Kiaa0142;Pak3 S573 2 16 VTSVSNPTIKPHSVPSHTD_(ca)VT(ph)SVSNPTIKPHVT(0.385)S(0.385)VS(0. CK1 Yes

328 IPI00230704 Rho guanine nucleotideArhgef7;Kiaa0142;Pak3 S578 2 21 VTSVSNPTIKPHSVPSHTD_(ca)VT(ph)SVSNPTIKPHVT(0.385)S(0.385)VS(0.102)NPT(0.102)IKPHS(0.235)VPS(0.235)HT(0.235)DLS(0.239)KS(Yes

28 IPI00230704 Rho guanine nucleotideArhgef7;Kiaa0142;Pak3 S580 1 23 VTSVSNPTIKPHSVPSHTD_VTSVSNPTIKPHSVPSHTVTSVSNPTIKPHSVPSHT(CDK1 0.7 0.013144 Down Yes

394 IPI00230704 Rho guanine nucleotideArhgef7;Kiaa0142;Pak3 T559 2 2 VTSVSNPTIKPHSVPSHTD_(ca)VT(ph)SVSNPTIKPHVT(0.385)S(0.385)VS(0. FHA KAPP Yes

395 IPI00230704 Rho guanine nucleotideArhgef7;Kiaa0142;Pak3 T575 2 18 VTSVSNPTIKPHSVPSHTD_(ca)VT(ph)SVSNPTIKPHVT(0.385)S(0.385)VS(0. FHA KAPP Yes

61 IPI00230704 Rho guanine nucleotideArhgef7;Kiaa0142;Pak3 S497 1 2 MSGFIYQGK _MS(ph)GFIYQGK_ MS(1)GFIYQGK PKA 1.5 0.070821 Yes

167 IPI00757909 Armadillo repeat‐conta Armc10 S43 1 1 SAEDLTDGSYDDILNAEQ_S(ph)AEDLTDGSYDDIL S(0.858)AEDLT(0.141)DGS(0.001)Y(0.001)DDILN1.0 0.32569 Yes

342 IPI00858102 Atrophin‐1;Dentatorub Atn1;Drpla S77 1 5 SEEISESESEETSAPK _SEEIS(ph)ESESEETSAPKS(0.144)EEIS(0.853)ES(0CK2 Yes

343 IPI00858102 Atrophin‐1;Dentatorub Atn1;Drpla S79 1 7 SEEISESESEETSAPK _SEEIS(ph)ESESEETSAPKS(0.002)EEIS(0.47)ES(0. CK2 No

71 IPI00857253 Alpha thalassemia/menAtrx;RP23‐170G19.5‐00Y89 1 1 YVESDDEKPTDENVNEK _Y(ph)VESDDEKPTDENVY(0.633)VES(0.367)DDEKPTDENVNEK 0.9 0.11573 No

237 IPI00458001 Ataxin‐2‐like protein;AtAtxn2l;A2lp;Atxn2l;A2lpS556 1 6 LQPSSSPETGLDPFPSR _LQPSSS(ph)PETGLDPFPLQPS(0.026)S(0.026)S(0Polo box 1.1 0.43429 Yes

291 IPI00130381 Large proline‐rich proteBat3;Bat3 S995 1 11 TSPEPQRENASPAPGTTA_TSPEPQRENAS(ph)PAPT(0.001)S(0.004)PEPQRENAS(0.993)PAPGT(0.001.0 0.49695 No

192 IPI00923656 Tyrosine‐protein kinaseBaz1b;Wbscr9;Wstf;BazS1464 1 8 LADDEGDSDSESVGQSR _LADDEGDS(ph)DSESVGLADDEGDS(0.998)DS(0. CK2 1.1 0.35787 No

162 IPI00742368 Novel protein (BC00562BC005624;RP23‐221O1 S261 1 12 VGDTEKPEPERSPPNR _VGDTEKPEPERS(ph)PPVGDTEKPEPERS(1)PPNR 1.2 0.31597 Yes

224 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S177 1 10 KAEGEPQEESPLKSK _KAEGEPQEES(ph)PLKS KAEGEPQEES(1)PLKSK CDK2 1.0 0.4202 Yes

278 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S181 1 14 KAEGEPQEESPLKSK _KAEGEPQEESPLKS(ph) KAEGEPQEES(0.077)PLKCK1 1.0 0.47775 Yes

245 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S383 1 17 GRADGDWDDQEVLDYF _GRADGDWDDQEVLDYGRADGDWDDQEVLDY(0CK2 1.0 0.44584 Yes

39 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S494 1 5 KEVQSPEQVKSEK _KEVQS(ph)PEQVKSEK_KEVQS(0.998)PEQVKS(0ERK/MAPK 0.8 0.036934 Down No

210 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S529 1 7 SIFREESPLR _SIFREES(ph)PLR_ SIFREES(1)PLR CDK2 1.0 0.39949 Yes

165 IPI00415385 Bcl‐2‐associated transc Bclaf1;Btf;Kiaa0164;Bcl S656 1 5 RIDISPSALR _RIDIS(ph)PSALR_ RIDIS(1)PSALR 1.2 0.31991 No

161 IPI00114352 Myc box‐dependent‐intBin1;Amphl;Sh3p9;Bin1S296 1 1 SPSPPPDGSPAATPEIR _S(ph)PSPPPDGSPAATPS(0.585)PS(0.415)PPPDGSPAATPEIR 1.0 0.31489 No

33 IPI00114352 Myc box‐dependent‐intBin1;Amphl;Sh3p9;Bin1S298 1 16 AQPSDNAPEKGNKSPSP _AQPSDNAPEKGNKSPS AQPSDNAPEKGNKS(0.03)PS(0.969)PPPDGS(0.000.8 0.023172 Down No

270 IPI00114352 Myc box‐dependent‐intBin1;Amphl;Sh3p9;Bin1S304 1 9 SPSPPPDGSPAATPEIR _SPSPPPDGS(ph)PAATPS(0.002)PS(0.002)PPPDGS(0.995)PAAT(0.002)P 1.0 0.4641 Yes

143 IPI00114352 Myc box‐dependent‐intBin1;Amphl;Sh3p9;Bin1T308 1 26 AQPSDNAPEKGNKSPSP _AQPSDNAPEKGNKSPS AQPSDNAPEKGNKS(0.0 FHA2 Rad53p 1.2 0.27828 Yes

3 IPI00314523 Bone morphogenetic p Bmp10 S101 2 10 FATDRTSMPSANIIR _FAT(ph)DRTSMPS(ph)AFAT(0.999)DRT(0.106)S CK1 0.1 1.13E‐55 Down Yes

75 IPI00828741 HnRNP‐associated withC130057N11Rik;Raly;RPS270 1 10 LPAPQEDTASEAGTPQG _LPAPQEDTAS(ph)EAGTLPAPQEDT(0.016)AS(0.967)EAGT(0.016)PQGEV 1.4 0.12052 Yes

60 IPI00828741 HnRNP‐associated withC130057N11Rik;Raly;RPT268 2 8 LPAPQEDTASEAGTPQG _LPAPQEDT(ph)ASEAGTLPAPQEDT(0.504)AS(0.5CK2 0.8 0.070182 Yes

261 IPI00828741 HnRNP‐associated withC130057N11Rik;Raly;RPT274 1 14 LPAPQEDTASEAGTPQG _LPAPQEDTASEAGT(ph LPAPQEDT(0.001)AS(0.003)EAGT(0.928)PQGEV 1.1 0.4536 Yes

199 IPI00119618 Calnexin Canx S563 1 11 SDAEEDGVTGSQDEEDS _SDAEEDGVTGS(ph)QDSDAEEDGVT(0.004)GS(0CK2 1.0 0.3658 Yes
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99 IPI00119618 Calnexin Canx S582 1 10 AEEDEILNRSPR _AEEDEILNRS(ph)PR_ AEEDEILNRS(1)PR CDK1 0.9 0.17936 Yes

176 IPI00133349 Calcium‐regulated heatCarhsp1 S42 1 6 GNVVPSPLPTRR _(ca)GNVVPS(ph)PLPTRGNVVPS(0.999)PLPT(0.0ERK/MAPK 1.1 0.33687 Yes

55 IPI00133349 Calcium‐regulated heatCarhsp1 S53 1 3 TFSATVR _TFS(ph)ATVR_ TFS(1)ATVR PKA/AKT 1.5 0.062937 Yes

96 IPI00551498 Girdin;Girders of actin fCcdc88a;Grdn;Kiaa1212S1704 1 3 SSSQENLLDEVMK _SSS(ph)QENLLDEVMK_S(0.098)S(0.054)S(0.848)QENLLDEVMK 0.9 0.17468 Yes

183 IPI00170037 Malcavernin;Cerebral c Ccm2;Osm;Ccm2;Osm S393 1 6 GIITDSFGR _GIITDS(ph)FGR_ GIIT(0.001)DS(0.999)FGR 1.1 0.34547 Yes

267 IPI00308149 Cyclin‐Y;Cyclin fold protCcny;Cfp1;Ccny;Cfp1 S326 1 3 SASADNLILPR _SAS(ph)ADNLILPR_ S(0.103)AS(0.897)ADNLPKA/AKT 1.1 0.46047 No

207 IPI00753875 Putative uncharacterizeCcnyl1 S350 1 1 SLSADNFIGIQR _S(ph)LSADNFIGIQR_ S(0.755)LS(0.245)ADNF NIMA 1.1 0.39447 Yes

211 IPI00410802 CD44 antigen;Phagocyt Cd44;Ly‐24;Cd44;Ly‐24 T728 1 9 LVINGGNGTVEDR _LVINGGNGT(ph)VEDR_LVINGGNGT(1)VEDR FHA1 Rad53p 1.1 0.39966 Yes

129 IPI00464128 Cell division cycle 2‐likeCdc2l5;Kiaa1791;Cdc2l5T1245 1 5 ILELTPEPDRPR _ILELT(ph)PEPDRPR_ ILELT(1)PEPDRPR NEK6 0.9 0.23988 Yes

157 IPI00138190 Cadherin‐11;OsteoblastCdh11;Cad‐11 S788 1 7 LADLYGSKDTFDDDS _LADLYGS(ph)KDTFDDDLADLY(0.102)GS(0.797) NEK6 1.2 0.30396 Yes

414 IPI00124240 Cell division protein kinCdk2;Cdk3;Cdk2;Cdc2;CY15 1 6 IGEGTYGVVYK _IGEGTY(ph)GVVYK_ IGEGT(0.071)Y(0.929)G ALK No

347 IPI00399663 Centromere‐associatedCenpe S451 2 2 TSVTSLRENSLMK _(ca)T(ph)S(ph)VTSLRENT(1)S(1)VTSLRENSLMK PKA/AKT Yes

398 IPI00399663 Centromere‐associatedCenpe T450 2 1 TSVTSLRENSLMK _(ca)T(ph)S(ph)VTSLRENT(1)S(1)VTSLRENSLMK PKA No

109 IPI00890117 Cofilin‐1;Cofilin, non‐m Cfl1;Cfl1 S3 1 2 ASGVAVSDGVIK _(ca)AS(ph)GVAVSDGV AS(1)GVAVSDGVIK 0.9 0.20239 Yes

142 IPI00222386 Charged multivesicular Chmp2b S199 1 4 ATISDEEIER _ATIS(ph)DEEIER_ ATIS(1)DEEIER CK2 1.2 0.27722 No

247 IPI00467854 CAP‐Gly domain‐contai Clip2;Cyln2;Kiaa0291;C S924 1 10 VLLLEANRHSPGPER _VLLLEANRHS(ph)PGPEVLLLEANRHS(1)PGPER PKA 1.1 0.44697 Yes

356 IPI00762331 Cordon‐bleu protein‐likCobll1;Coblr1;Kiaa0977S364 1 1 STSVDDTDKSSSEAIMVR_S(ph)TSVDDTDKSSSEA S(0.438)T(0.281)S(0.281)VDDTDKSSSEAIMVR No

50 IPI00928004 Putative uncharacterizeCopa;Copa S173 1 3 NLSPGAVESDVR _NLS(ph)PGAVESDVR_ NLS(1)PGAVESDVR 1.5 0.053828 No

311 IPI00123891 Cysteine and glycine‐ricCsrp1;Crp1;Csrp S192 1 14 GFGFGQGAGALVHSE _GFGFGQGAGALVHS(p GFGFGQGAGALVHS(1)ENEK6 Yes

236 IPI00112963 Catenin alpha‐1;102 kDCtnna1;Catna1 S641 1 8 TPEELDDSDFETEDFDVR _TPEELDDS(ph)DFETED TPEELDDS(1)DFETEDFD CK2 1.1 0.43413 Yes

69 IPI00128975 Death‐associated proteDap S51 1 11 DKDDQEWESTSPPKPTV _DKDDQEWESTS(ph)PPDKDDQEWES(0.013)T(0CDK2 1.4 0.10649 No

378 IPI00761729 Serine/threonine‐proteDclk1;Dcamkl1;Dclk;Dc S352 1 7 DLYRPLSSDDLDSVGDSV_DLYRPLS(ph)SDDLDSV DLYRPLS(0.499)S(0.499 CHK1/2 Yes

379 IPI00761729 Serine/threonine‐proteDclk1;Dcamkl1;Dclk;Dc S353 1 8 DLYRPLSSDDLDSVGDSV_DLYRPLS(ph)SDDLDSV DLYRPLS(0.499)S(0.499)DDLDS(0.002)VGDSV Yes

380 IPI00761729 Serine/threonine‐proteDclk1;Dcamkl1;Dclk;Dc S362 1 17 DLYRPLSSDDLDSVGDSV_DLYRPLSSDDLDSVGDS DLY(0.158)RPLS(0.146)SCK1 No

191 IPI00896604 Probable ATP‐depende Ddx10 T587 1 14 LASGDGDEEQDEETEDEE_LASGDGDEEQDEET(phLASGDGDEEQDEET(1)EDCK2 1.0 0.35681 No

100 IPI00120691 Nucleolar RNA helicase Ddx21;Ddx21;mCG_113S118 1 15 QADSETKEIITEEPSEEEA _QADSETKEIITEEPS(ph) QADSETKEIIT(0.005)EEPCK2 0.9 0.18436 Yes

89 IPI00113576 ATP‐dependent RNA heDdx24;Ddx24 S126 1 5 AQAVSEEEEEEEGQSSSP_AQAVS(ph)EEEEEEEGQAQAVS(1)EEEEEEEGQSSCK2 1.3 0.1578 No

246 IPI00113635 H/ACA ribonucleoproteDkc1;Dkc1;BC068171 S508 1 8 VKVVEEMSE _VKVVEEMS(ph)E_ VKVVEEMS(1)E 1.0 0.4466 Yes

76 IPI00125861 Disks large homolog 1;SDlg1;Dlgh1;Dlg1;Dlgh1; S575 1 14 EQMMNSSVSSGSGSLR _EQMMNSSVSSGSGS(p EQMMNSSVSSGS(0.013GSK3 1.4 0.12241 No

66 IPI00816914 Dedicator of cytokinesi Dock7;Gm430;Kiaa1771S900 1 5 SLSNSNPDISGTPTSPDDE_SLSNS(ph)NPDISGTPTSS(0.107)LS(0.064)NS(0.8NEK6 0.8 0.090241 Yes

14 IPI00882020 Putative uncharacterizeDpf2;Dpf2;Req;Ubid4 S142 1 5 VDDDSLGEFPVSNSR _VDDDS(ph)LGEFPVSNSVDDDS(1)LGEFPVSNSR PLK 0.6 6.61E‐05 Down No

65 IPI00114375 Dihydropyrimidinase‐reDpysl2;Crmp2;Ulip2 T509 1 13 GLYDGPVCEVSVTPK _GLYDGPVCEVSVT(ph)PGLYDGPVCEVS(0.001)V CDK1 0.8 0.078542 Yes

107 IPI00406447 Collapsin response medDpysl3;Dpysl3;Drp3;Uli T622 1 13 GMYDGPVFDLTTTPK _GMYDGPVFDLTTT(ph) GMYDGPVFDLTT(0.004 CDK1 0.9 0.20093 Yes

156 IPI00127942 Destrin;Actin‐depolymeDstn;Dsn;Sid23 S3 1 2 ASGVQVADEVCR _(ca)AS(ph)GVQVADEV AS(1)GVQVADEVCR 1.2 0.29601 Yes

181 IPI00380332 Dual specificity phosph Dusp9;RP23‐329M9.2‐0S393 1 1 SNISPNFNFMGQLLDFER_S(ph)NISPNFNFMGQLLS(0.61)NIS(0.39)PNFNF PKA 1.1 0.3442 Yes

21 IPI00118849 Dual specificity tyrosineDyrk1a;Dyrk;Dyrk1a;RP Y321 1 4 IYQYIQSR _IYQY(ph)IQSR_ IYQY(1)IQSR 0.7 0.0030188 Down No

365 IPI00848728 Enhanced at puberty prEap1;Kiaa1865 S694 1 2 NSSSPVSPASVPGQR _NS(ph)SSPVSPASVPGQNS(0.332)S(0.332)S(0.3 PKA/AKT No

366 IPI00848728 Enhanced at puberty prEap1;Kiaa1865 S695 1 3 NSSSPVSPASVPGQR _NS(ph)SSPVSPASVPGQNS(0.332)S(0.332)S(0.3 CAMK2 Yes

13 IPI00848728 Enhanced at puberty prEap1;Kiaa1865 S696 1 4 NSSSPVSPASVPGQR _NSSS(ph)PVSPASVPGQNS(0.08)S(0.08)S(0.832 Polo box 0.5 1.19E‐05 Down Yes

264 IPI00330066 Enhancer of mRNA‐dec Edc4;Edc4 S727 1 28 GPGQVSTAASALSLDLQE_GPGQVSTAASALSLDLQGPGQVSTAASALSLDLQECDK2 1.1 0.45692 No

36 IPI00320208 Elongation factor 1‐bet Eef1b;Eef1b2 S106 1 28 YGPSSVEDTTGSGAADAK_YGPSSVEDTTGSGAADAYGPSSVEDTTGSGAADAKCK2 0.8 0.032437 Down Yes

221 IPI00944009 Elongation factor 1‐deltEef1d;Eef1d;Eef1d;Eef1S541 1 18 GATPAEDDEDKDIDLFGS_GATPAEDDEDKDIDLFGGATPAEDDEDKDIDLFGSCK2 1.1 0.41713 Yes

93 IPI00402968 EH domain‐containing pEhd2 S438 1 13 GPDEAIEDGEEGSEDDAE_GPDEAIEDGEEGS(ph)EGPDEAIEDGEEGS(1)EDDAEWVVTK 0.9 0.16562 Yes

235 IPI00261239 Translation initiation fa Eif2b5 S540 1 3 AGSPQLDDIR _AGS(ph)PQLDDIR_ AGS(1)PQLDDIR CAMK2 1.1 0.43344 Yes

357 IPI00417155 Eukaryotic translation i Eif4g3;Eif4g3;Eif4g3;Eif S277 1 22 EQAGQMPETAAGEPTPE_EQAGQMPETAAGEPTPEQAGQMPETAAGEPTPEPKA Yes

358 IPI00417155 Eukaryotic translation i Eif4g3;Eif4g3;Eif4g3;Eif S278 1 23 EQAGQMPETAAGEPTPE_EQAGQMPETAAGEPTPEQAGQMPETAAGEPTPEPKA/AKT Yes

359 IPI00417155 Eukaryotic translation i Eif4g3;Eif4g3;Eif4g3;Eif S281 1 26 EQAGQMPETAAGEPTPE_EQAGQMPETAAGEPTPEQAGQMPETAAGEPTPECK1 Yes

404 IPI00417155 Eukaryotic translation i Eif4g3;Eif4g3;Eif4g3;Eif T280 1 25 EQAGQMPETAAGEPTPE_EQAGQMPETAAGEPTPEQAGQMPETAAGEPTPECK1 Yes

174 IPI00756424 Eukaryotic translation i Eif5b;If2;Eif5b;If2 S114 1 8 TSFDENDSEELEDKDSK _TSFDENDS(ph)EELEDK TSFDENDS(1)EELEDKDSK 1.1 0.3356 Yes

184 IPI00756424 Eukaryotic translation i Eif5b;If2;Eif5b;If2 S137 1 11 TARPNSEAPLSGSEDADD_TARPNSEAPLS(ph)GSE TARPNSEAPLS(0.982)GSCK2 1.1 0.34552 Yes

209 IPI00756424 Eukaryotic translation i Eif5b;If2;Eif5b;If2 S215 1 7 SVPTVDSGNEDDDSSFK _SVPTVDS(ph)GNEDDD SVPTVDS(1)GNEDDDSS CK2 1.1 0.39881 Yes

336 IPI00403406 Epb4.1l2 protein;ErythrEpb4.1l2;Epb4.1l2 S596 1 11 ATPLPAEGKSSHETLNVV_ATPLPAEGKSS(ph)HET ATPLPAEGKS(0.097)S(0.451)HET(0.451)LNVVEEK No

364 IPI00464296 Band 4.1‐like protein 3;Epb41l3;Dal1;Epb4.1l3; S962 1 10 VESTSVGSISPGGAK _VESTSVGSIS(ph)PGGA VESTS(0.001)VGS(0.113)IS(0.886)PGGAK Yes

90 IPI00464280 Epsin 2;Epsin‐2;EPS‐15‐Epn2;RP23‐155J3.7‐006S172 1 2 GSSQPNLSTSYSEQEYGK _GS(ph)SQPNLSTSYSEQGS(0.5)S(0.5)QPNLSTSY PKA 0.9 0.15866 Yes

145 IPI00464280 Epsin 2;Epsin‐2;EPS‐15‐Epn2;RP23‐155J3.7‐006S173 1 3 GSSQPNLSTSYSEQEYGK _GSS(ph)QPNLSTSYSEQGS(0.119)S(0.881)QPNLCAMK2 1.2 0.28147 Yes

37 IPI00420185 Epidermal growth factoEps15l1;Eps15‐rs;Eps15S255 1 18 STPSHGSVSSLNSTGSLSP_STPSHGSVSSLNSTGSLSSTPSHGSVSSLNSTGSLS( CDK1 0.8 0.033532 Down Yes

169 IPI00896710 Protein LAP2;Erbb2‐inteErbb2ip;Erbin;Kiaa1225S849 1 12 ASSSADVGISKSTEDLSPQ_ASSSADVGISKS(ph)TEDASSSADVGISKS(0.997)T(0.003)EDLSPQR 1.1 0.32815 Yes

405 IPI00896710 Protein LAP2;Erbb2‐inteErbb2ip;Erbin;Kiaa1225T850 1 13 ASSSADVGISKSTEDLSPQ_ASSSADVGISKS(ph)TEDAS(0.035)S(0.094)S(0.09CK1 Yes

131 IPI00223670 Protein FAM40A;Protei Fam40a;Kiaa1761;Fam4S335 1 3 AASPPASASDLIEQQQK _AAS(ph)PPASASDLIEQ AAS(0.863)PPAS(0.132) CAMK2 0.9 0.24666 Yes

54 IPI00874398 Protein FAM65A Fam65a;Kiaa1930 S417 1 7 FSTYSQSPPDTPSLR _FSTYSQS(ph)PPDTPSLRFS(0.018)T(0.018)Y(0.00CK1 0.8 0.059528 Yes

376 IPI00678532 Regulator of microtubuFam82a2;Fam82c;1200S46 1 3 SHSLPNSLDYAQASER _SHS(ph)LPNSLDYAQASS(0.055)HS(0.473)LPNS 14‐3‐3 binding Yes

377 IPI00678532 Regulator of microtubuFam82a2;Fam82c;1200S50 1 7 SHSLPNSLDYAQASER _SHS(ph)LPNSLDYAQASS(0.055)HS(0.473)LPNS NEK6 Yes

59 IPI00378206 F‐box/WD repeat‐contaFbxw8;Fbxw8 S86 1 3 SRSPPDRDATEPEPLVDQ_SRS(ph)PPDRDATEPEPS(0.193)RS(0.805)PPDR 14‐3‐3 binding 1.5 0.067597 Yes

81 IPI00921658 Filamin, alpha;Filamin‐AFlna;RP23‐436K3.1‐003S968 1 10 SPFSVGVSPSLDLSK _SPFSVGVSPS(ph)LDLSKSPFSVGVS(0.087)PS(0.9GSK3 1.4 0.1306 No

31 IPI00664670 Filamin‐C;Gamma‐filamFlnc;Abpl;Fln2;Flnc;AbpS2234 1 3 LGSFGSITR _LGS(ph)FGSITR_ LGS(1)FGSITR PKA/AKT 1.7 0.017833 Up Yes

308 IPI00119242 Formin‐binding protein Fnbp4;Fbp30;Kiaa1014 S486 1 13 ALEEGDGSVSGSSPR _ALEEGDGSVSGSS(ph)PALEEGDGS(0.003)VS(0. Polo box Yes
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68 IPI00130455 Phospholemman;FXYD  Fxyd1;Plm S83 1 14 TGEPDEEEGTFRSSIR _TGEPDEEEGTFRSS(ph) TGEPDEEEGTFRSS(1)IR AURORA 0.8 0.10333 No

175 IPI00130455 Phospholemman;FXYD  Fxyd1;Plm T79 1 10 TGEPDEEEGTFRSSIR _TGEPDEEEGT(ph)FRSS TGEPDEEEGT(0.778)FRSPLK1 1.1 0.33565 No

126 IPI00130095 Ras GTPase‐activating pG3bp1;G3bp;G3bp1;G3S229 1 1 STSPAPADVAPAQEDLR _S(ph)TSPAPADVAPAQES(0.97)T(0.015)S(0.015)PAPADVAPAQEDLR 1.2 0.23413 Yes

73 IPI00124245 Ras GTPase‐activating pG3bp2;G3bp2 S225 1 1 SATPPPAEPASLPQEPPK _S(ph)ATPPPAEPASLPQS(0.578)AT(0.422)PPPAEPASLPQEPPK 0.9 0.11808 Yes

72 IPI00124245 Ras GTPase‐activating pG3bp2;G3bp2 T227 1 11 HLEELEEKSATPPPAEPAS_HLEELEEKSAT(ph)PPPAHLEELEEKS(0.009)AT(0.991)PPPAEPASLPQEPPK 0.9 0.11659 Yes

296 IPI00114226 Endothelial transcriptioGata2 S425 3 16 GAECFEELSKCMQEKSPP_GAECFEELSKCMQEKS( GAECFEELS(0.022)KCM GSK3 Yes

297 IPI00114226 Endothelial transcriptioGata2 S429 3 20 GAECFEELSKCMQEKSPP_GAECFEELSKCMQEKS( GAECFEELS(0.022)KCM CK1 Yes

298 IPI00114226 Endothelial transcriptioGata2 S447 3 38 GAECFEELSKCMQEKSPP_GAECFEELSKCMQEKS( GAECFEELS(0.022)KCMQEKS(0.435)PPFS(0.435)AAALAGHMAPVGHLPPFS(0.436)HS(0.43No

299 IPI00114226 Endothelial transcriptioGata2 S449 3 40 GAECFEELSKCMQEKSPP_GAECFEELSKCMQEKS( GAECFEELS(0.022)KCMQEKS(0.435)PPFS(0.435)AAALAGHMAPVGHLPPFS(0.436)HS(0.43Yes

300 IPI00114226 Endothelial transcriptioGata2 S462 3 53 GAECFEELSKCMQEKSPP_GAECFEELSKCMQEKS( GAECFEELS(0.022)KCM GSK3 Yes

301 IPI00114226 Endothelial transcriptioGata2 S463 3 54 GAECFEELSKCMQEKSPP_GAECFEELSKCMQEKS( GAECFEELS(0.022)KCMQEKS(0.435)PPFS(0.435)AAALAGHMAPVGHLPPFS(0.436)HS(0.43Yes

302 IPI00114226 Endothelial transcriptioGata2 S464 3 55 GAECFEELSKCMQEKSPP_GAECFEELSKCMQEKS( GAECFEELS(0.022)KCMQEKS(0.435)PPFS(0.435)AAALAGHMAPVGHLPPFS(0.436)HS(0.43Yes

130 IPI00128615 Transcriptional repressoGatad2b;Gatad2b S136 1 17 LTPSPDIIVLSDNEASSPR _LTPSPDIIVLSDNEASS(pLTPSPDIIVLS(0.024)DNEPolo box 0.9 0.24144 Yes

153 IPI00323179 Rab GDP dissociation inGdi1;Rabgdia S65 1 10 FQILEGPPESMGR _FQILEGPPES(ph)MGR_FQILEGPPES(1)MGR 1.2 0.29154 No

216 IPI00406371 Glucosamine‐‐fructose‐Gfpt1;Gfpt;Gfpt1;Gfpt S259 1 3 VDSTTCLFPVEEK _VDS(ph)TTCLFPVEEK_ VDS(0.953)T(0.045)T(0. CHK1/2 1.1 0.40526 Yes

401 IPI00406371 Glucosamine‐‐fructose‐Gfpt1;Gfpt;Gfpt1;Gfpt T260 1 4 VDSTTCLFPVEEK _VDS(ph)TTCLFPVEEK_ VDS(0.333)T(0.333)T(0. FHA2 Rad53p No

402 IPI00406371 Glucosamine‐‐fructose‐Gfpt1;Gfpt;Gfpt1;Gfpt T261 1 5 VDSTTCLFPVEEK _VDS(ph)TTCLFPVEEK_ VDS(0.333)T(0.333)T(0.333)CLFPVEEK Yes

243 IPI00473912 PERQ amino acid‐rich wGigyf2;Kiaa0642;Perq2;T383 1 21 AGAEASEEVPQTSLSSAR _AGAEASEEVPQTSLSSA AGAEASEEVPQTSLSSAR ERK/MAPK 1.0 0.44565 Yes

419 IPI00177243 GTPase, IMAP family mGimap9 Y126 1 1 YMIILFTHK _Y(ph)MIILFTHK_ Y(1)MIILFTHK ALK No

295 IPI00112024 similar to QM protein GM4892 S116 2 6 LQTGMSGAVGKPQGTVA_(ca)LQT(ph)GMS(ph)GLQT(1)GMS(1)GAVGKPQGTVAR Yes

427 IPI00458227 similar to spermidine/s Gm5552 Y27 1 1 YEYIEDQVILTEK _(ca)Y(ph)EYIEDQVILTE Y(0.939)EY(0.061)IEDQVEGFR Yes

188 IPI00222461 Guanine nucleotide‐binGnl3;Ns S505 1 17 NAEISDVAPVEETRELSPE_NAEISDVAPVEETRELS( NAEISDVAPVEET(0.006 CAMK2 1.1 0.3522 Yes

172 IPI00131457 Probable G‐protein couGpr124;Tem5 S1104 1 10 ALPTATEDGSPVLGEGPA_ALPTATEDGS(ph)PVLGALPTAT(0.001)EDGS(0.9CK1 1.0 0.33359 Yes

154 IPI00461962 Probable G‐protein couGpr126;Dreg;Gm222 S480 1 7 LMTNNASLEDGLR _(ca)LMTNNAS(ph)LEDGLMT(0.002)NNAS(0.998CK1 1.2 0.29154 No

232 IPI00480321 Glucocorticoid receptorGrlf1;Kiaa1722 S1179 1 7 TSFSVGSDDELGPIR _TSFSVGS(ph)DDELGPIRTSFSVGS(1)DDELGPIR CK2 1.0 0.43069 Yes

313 IPI00648141 Glycogen synthase kinaGsk3a;Gsk3b S278 1 6 GEPNVSYICSR _GEPNVS(ph)YICSR_ GEPNVS(0.491)Y(0.491)GSK3 Yes

102 IPI00648141 Glycogen synthase kinaGsk3a;Gsk3b Y279 1 7 GEPNVSYICSR _GEPNVSY(ph)ICSR_ GEPNVS(0.002)Y(0.998)ICSR 0.9 0.18639 Yes

29 IPI00331241 Glutathione S‐transferaGsta3;Gstyc T68 2 4 LVQTKAILNYIASKYNLYG_(ca)LVQT(ph)KAILNY(pLVQT(1)KAILNY(0.886)IANEK6 1.7 0.015555 Up Yes

30 IPI00331241 Glutathione S‐transferaGsta3;Gstyc Y74 2 10 LVQTKAILNYIASKYNLYG_(ca)LVQT(ph)KAILNY(pLVQT(1)KAILNY(0.957)IAS(0.033)KY(0.002)NLY( 1.7 0.015555 Up Yes

198 IPI00313817 Hepatoma‐derived growHdgf;Tdrm1 S165 1 8 AGDVLEDSPKRPK _AGDVLEDS(ph)PKRPK_AGDVLEDS(1)PKRPK CDK2 1.1 0.36576 No

110 IPI00331612 High mobility group proHmga2;Hmgic S100 1 10 KPAQETEETSSQESAEED _KPAQETEETS(ph)SQES KPAQET(0.003)EET(0.14CK2 0.9 0.20442 No

337 IPI00331612 High mobility group proHmga2;Hmgic S101 1 11 KPAQETEETSSQESAEED _KPAQETEETSS(ph)QES KPAQETEET(0.001)S(0.245)S(0.377)QES(0.377)AEED No

212 IPI00331612 High mobility group proHmga2;Hmgic S104 1 14 KPAQETEETSSQESAEED _KPAQETEETSSQES(ph) KPAQETEETSSQES(1)AE CK2 1.0 0.40118 Yes

338 IPI00338745 Non‐histone chromoso Hmgn1;Hmg‐14;Hmg14S84 1 25 GKQADVADQQTTELPAE_GKQADVADQQTTELPAGKQADVADQQT(0.031)CK1 No

193 IPI00338745 Non‐histone chromoso Hmgn1;Hmg‐14;Hmg14S87 1 26 QADVADQQTTELPAENG_QADVADQQTTELPAENQADVADQQTTELPAENGCK2 1.0 0.36042 Yes

339 IPI00338745 Non‐histone chromoso Hmgn1;Hmg‐14;Hmg14S95 1 34 QADVADQQTTELPAENG_QADVADQQTTELPAENQADVADQQTTELPAENGETENQS(0.003)PAS(0.498)EEEKEAKS(0.498)D No

16 IPI00338745 Non‐histone chromoso Hmgn1;Hmg‐14;Hmg14T80 1 21 GKQADVADQQTTELPAE_GKQADVADQQTTELPAGKQADVADQQTTELPAENGET(0.938)ENQS(0.05 0.6 0.0003901 Down No

149 IPI00853914 Heterogeneous nuclearHnrnpa2b1;Hnrpa2b1;HS720 1 21 GFGDGYNGYGGGPGGG_GFGDGYNGYGGGPGG GFGDGYNGYGGGPGGGNFGGS(1)PGYGGGR 0.9 0.28897 Yes

106 IPI00853914 Heterogeneous nuclearHnrnpa2b1;Hnrpa2b1;HY723 1 24 GFGDGYNGYGGGPGGG_GFGDGYNGYGGGPGG GFGDGY(0.128)NGY(0.068)GGGPGGGNFGGS(0 0.9 0.20032 Yes

329 IPI00269661 Heterogeneous nuclearHnrnpa3;Hnrpa3;HnrnpS356 1 1 SSGSPYGGGYGSGGGSG_S(ph)SGSPYGGGYGSGGS(0.424)S(0.273)GS(0.273)PY(0.028)GGGY(0.003)GSGGGSGGYGSR Yes

253 IPI00269661 Heterogeneous nuclearHnrnpa3;Hnrpa3;HnrnpS359 1 4 SSGSPYGGGYGSGGGSG_SSGS(ph)PYGGGYGSGGS(0.094)S(0.051)GS(0.8 CK1 1.1 0.44856 Yes

268 IPI00330958 Heterogeneous nuclearHnrnpd;Auf1;Hnrpd;HnS82 1 15 IDASKNEEDEGHSNSSPR_IDASKNEEDEGHSNS(p IDASKNEEDEGHS(0.005)NS(0.928)S(0.066)PR 1.0 0.46332 Yes

322 IPI00224575 Heterogeneous nuclearHnrnpk;Hnrpk;Hnrnpk; S116 1 13 IIPTLEEGLQLPSPTATSQL_IIPTLEEGLQLPS(ph)PTAIIPTLEEGLQLPS(0.444)PT(0.444)AT(0.092)S(0.02)QLPLESDAVECLNYQHYK Yes

393 IPI00224575 Heterogeneous nuclearHnrnpk;Hnrpk;Hnrnpk; T118 1 15 IIPTLEEGLQLPSPTATSQL_IIPTLEEGLQLPS(ph)PTAIIPTLEEGLQLPS(0.444)P FHA KAPP Yes

135 IPI00224575 Heterogeneous nuclearHnrnpk;Hnrpk;Hnrnpk; S284 1 6 DYDDMSPR _DYDDMS(ph)PR_ DYDDMS(1)PR CDK2 0.9 0.25642 Yes

159 IPI00554929 Heat shock protein HSPHsp90ab1;Hsp84;Hsp84S255 1 6 IEDVGSDEEDDSGKDKK _IEDVGS(ph)DEEDDSGKIEDVGS(1)DEEDDSGKDKCK2 1.2 0.30825 Yes

78 IPI00331556 Heat shock 70 kDa protHspa4;Apg2;Hsp110 S76 1 3 AFSDPFVEAEK _AFS(ph)DPFVEAEK_ AFS(1)DPFVEAEK CAMK2 1.4 0.1278 Yes

202 IPI00463909 E3 ubiquitin‐protein ligaHuwe1;Kiaa0312;Ureb1S1907 1 6 GSGTASDDEFENLR _GSGTAS(ph)DDEFENLRGS(0.001)GT(0.006)AS(0CK2 1.1 0.37789 Yes

150 IPI00323231 Interferon‐gamma rece Ifngr1;Ifngr;Ifngr1;Ifngr T373 1 18 ALEAGGSTSAMTPDSPPT_ALEAGGSTSAMTPDSPPALEAGGSTSAMT(0.001)WW GroupIV 0.9 0.28961 Yes

392 IPI00323231 Interferon‐gamma rece Ifngr1;Ifngr;Ifngr1;Ifngr T375 1 20 ALEAGGSTSAMTPDSPPT_ALEAGGSTSAMTPDSPPALEAGGSTSAMTPDS(0.012)PPT(0.494)PT(0.494)QRR No

84 IPI00131056 Insulin‐like growth factoIgf2bp1;Vickz1 S181 1 3 QGSPVAAGAPAK _QGS(ph)PVAAGAPAK_QGS(1)PVAAGAPAK CAMK2 0.9 0.14192 Yes

269 IPI00761863 Insulin‐like growth factoIgf2bp2;Imp2;Vickz2;IgfS164 1 13 ISYIPDEEVSSPSPPHR _ISYIPDEEVSSPS(ph)PPHISYIPDEEVS(0.002)S(0.0CK1 1.0 0.46408 Yes

282 IPI00331315 Insulin‐like growth factoIgf2bp3;Vickz3 S165 1 15 VAYIPDETAAQQNPSPQ _VAYIPDETAAQQNPS(p VAYIPDETAAQQNPS(1)PQLR 1.0 0.48364 Yes

324 IPI00229522 Interleukin‐28 receptor Il28ra;Ifnlr1 S17 1 11 WAPLLLFLLQSALGR _WAPLLLFLLQS(ph)ALGWAPLLLFLLQS(1)ALGR NEK6 No

180 IPI00319956 Protein IMPACT;Imprin Impact S137 1 9 KTEEVEVESEEDPILEHPP_KTEEVEVES(ph)EEDPILKT(0.005)EEVEVES(0.995)EEDPILEHPPENPVK 1.0 0.34157 Yes

276 IPI00410790 Iroquois‐class homeodoIrx1;Irxa1;Irx1 S267 1 4 DQSSPLSAAETLK _DQSS(ph)PLSAAETLK_ DQS(0.085)S(0.83)PLS(0Polo box 1.0 0.47597 Yes

74 IPI00122143 Tyrosine‐protein kinaseJak2 S523 1 10 TNGISDVQISPTLQR _TNGISDVQIS(ph)PTLQ TNGISDVQIS(0.992)PT(0.008)LQR 0.9 0.11977 Yes

360 IPI00421009 Kinesin‐like protein KIFCKifc3 S15 1 9 TWNLGATPSLR _TWNLGATPS(ph)LR_ TWNLGAT(0.01)PS(0.99)LR No

312 IPI00653162 Klotho;Klotho peptide;KKl;Kl S485 1 10 RGLFYVDFLSQDK _(ca)RGLFYVDFLS(ph)Q RGLFYVDFLS(1)QDK Yes

421 IPI00317465 Kinetochore‐associatedKnl2;Kiaa1903;M18bp1Y107 1 5 NEMIYESPGKIFQR _(ca)NEMIY(ph)ESPGKIFNEMIY(0.989)ES(0.011) ABL No

249 IPI00230429 Importin subunit alpha‐Kpna3;Qip2;Kpna3 S60 1 11 NVPQEESLEDSDVDADFK_NVPQEESLEDS(ph)DVDNVPQEESLEDS(1)DVDA NEK6 1.1 0.44797 No

186 IPI00134106 Protein KTI12 homolog Kti12 S157 1 3 ATSPVANGGVLAAVSK _AT(ph)SPVANGGVLAA AT(0.5)S(0.5)PVANGGV CAMK2 1.0 0.34946 Yes

187 IPI00134106 Protein KTI12 homolog Kti12 T156 1 2 ATSPVANGGVLAAVSK _AT(ph)SPVANGGVLAA AT(0.5)S(0.5)PVANGGV PKA 1.0 0.34946 No

286 IPI00929786 La‐related protein 1;La  Larp1;Kiaa0731;Larp T626 1 7 ILIVTQTPPYMR _ILIVTQT(ph)PPYMR_ ILIVTQT(1)PPYMR 1.0 0.49011 Yes

104 IPI00474486 RNA polymerase‐associ Leo1;Gm185 S659 1 5 KYVISDEEEEEDD _KYVIS(ph)DEEEEEDD_ KYVIS(1)DEEEEEDD CK2 0.9 0.19202 Yes

123 IPI00112339 LIM domain and actin‐bLima1;D15Ertd366e;Ep S488 1 22 SDNEETLGRPAQPPNAG _SDNEETLGRPAQPPNAGSDNEETLGRPAQPPNAGWW GroupIV 1.2 0.23083 Yes
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182 IPI00620256 Lamin‐A/C Lmna;Lmn1 S637 1 9 SVGGSGGGSFGDNLVTR_SVGGSGGGS(ph)FGDNS(0.003)VGGS(0.015)GGCK1 1.1 0.3454 Yes

238 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1S390 1 4 LRLSPSPTSQR _(ca)LRLS(ph)PSPTSQR_LRLS(0.949)PS(0.05)PTSPKA 1.1 0.43499 No

371 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1S392 1 6 LRLSPSPTSQR _LRLS(ph)PSPTSQR_ LRLS(0.483)PS(0.483)PTNEK6 Yes

372 IPI00620256 Lamin‐A/C;Lamin‐A/C;L Lmna;Lmn1;Lmna;Lmn1S395 1 9 LRLSPSPTSQR _LRLSPSPTS(ph)QR_ LRLS(0.105)PS(0.018)PTCK1 Yes

168 IPI00676243 Microtubule‐associatedMap1a;Mtap1;Mtap1a;S2027 1 9 VPSAPGQESPVPDTK _VPSAPGQES(ph)PVPDTVPSAPGQES(1)PVPDTK 1.1 0.32584 Yes

417 IPI00124786 Mitogen‐activated protMap3k14;Nik Y671 1 16 ALQEVGGLKSPWKGEYK _ALQEVGGLKSPWKGEY ALQEVGGLKS(0.001)PWKGEY(0.999)K No

287 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt S506 1 11 VAEFNNVTPLSEEEVTSV _VAEFNNVTPLS(ph)EEEVAEFNNVT(0.158)PLS(0CK2 1.0 0.49348 No

92 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt S517 1 22 VAEFNNVTPLSEEEVTSV _VAEFNNVTPLSEEEVTSVVAEFNNVTPLSEEEVTS(0.001)VKDMS(0.932)PS(01.3 0.16426 Yes

240 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt S667 1 21 AAVGVTGNDITTPPNKEP_AAVGVTGNDITTPPNKEAAVGVTGNDITTPPNKEPWW GroupIV 1.1 0.43692 Yes

355 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt S785 1 3 ATSPSTLVSTGPSSR _AT(ph)SPSTLVSTGPSSRAT(0.498)S(0.498)PS(0. PKD No

403 IPI00408119 Microtubule‐associatedMap4;Mtap4;Map4;Mt T784 1 2 ATSPSTLVSTGPSSR _AT(ph)SPSTLVSTGPSSRAT(0.498)S(0.498)PS(0. CK1 Yes

330 IPI00281011 MARCKS‐related protei Marcksl1;Mlp;Mrp S182 1 16 EGDTEEEAGPQAAEPSTP_EGDTEEEAGPQAAEPS(EGDTEEEAGPQAAEPS(0.425)T(0.425)PS(0.126)GPES(0.014)GPT(0.005)PAS(0.005)AEQNYes

396 IPI00281011 MARCKS‐related protei Marcksl1;Mlp;Mrp T183 1 17 EGDTEEEAGPQAAEPSTP_EGDTEEEAGPQAAEPSTEGDTEEEAGPQAAEPS(0WW GroupIV No

164 IPI00453826 Matrin‐3 Matr3 S596 1 1 SYSPDGKESPSDKK _S(ph)YSPDGKESPSDKK S(0.591)Y(0.372)S(0.037PKA 1.2 0.31959 Yes

88 IPI00453826 Matrin‐3 Matr3 S598 1 3 SYSPDGKESPSDKK _SYS(ph)PDGKESPSDKK SY(0.001)S(0.999)PDGKPKA/AKT 0.9 0.15631 No

220 IPI00323820 DNA replication licensinMcm2;Bm28;Cdcl1;KiaaS139 1 6 GLLYDSSEEDEERPAR _GLLYDS(ph)SEEDEERPAGLLY(0.004)DS(0.936)S(CK2 1.0 0.41576 No

290 IPI00323820 DNA replication licensinMcm2;Bm28;Cdcl1;KiaaS27 1 8 ISDPLTSSPGR _ISDPLTSS(ph)PGR_ ISDPLTS(0.002)S(0.998) Polo box 1.0 0.49617 Yes

141 IPI00123881 DNA replication licensinMcm6;Mcmd6;Mis5 S689 1 31 VETPDVNLDQEEEIQMET_VETPDVNLDQEEEIQM VETPDVNLDQEEEIQMET(0.006)DEGQGGVNGHA0.9 0.27487 Yes

134 IPI00753701 Mediator of DNA damaMdc1;Kiaa0170 S168 1 7 VLLAADSEEEGDFPSGR _VLLAADS(ph)EEEGDFPVLLAADS(1)EEEGDFPSGCK2 0.9 0.25613 No

34 IPI00222037 Melanoma inhibitory acMia3;Kiaa0268;Mia3;Ki S1916 1 15 DSLPSGPREEAKPASPSSV_DSLPSGPREEAKPAS(phDSLPSGPREEAKPAS(0.9 WW GroupIV 1.7 0.02448 Up No

215 IPI00116372 Myeloid leukemia factoMlf2 S237 1 9 LAIQGPEDSPSR _LAIQGPEDS(ph)PSR_ LAIQGPEDS(0.988)PS(0 CDK2 1.1 0.40472 Yes

194 IPI00757871 Mll2 protein Mll2 S4475 1 3 ALSPVIPIIPR _ALS(ph)PVIPIIPR_ ALS(1)PVIPIIPR CAMK2 1.1 0.36111 Yes

412 IPI00858168 Mitochondrial ribosom Mrpl39;RP24‐120H1.1‐ T308 1 4 AQFTIWDKLVERSR _(ca)AQFT(ph)IWDKLVEAQFT(1)IWDKLVERSR FHA1 Rad53p No

382 IPI00882333 Putative uncharacterizeMs4a15 S13 4 13 MMCECGSAEAEGSQQP _MMCECGS(ph)AEAEGSMMCECGS(0.592)AEAEGS(0.554)QQPVQQPWQAGS(0.308)LNT(0.308)MS(0.308)APPAS Yes

383 IPI00882333 Putative uncharacterizeMs4a15 S25 4 25 MMCECGSAEAEGSQQP _MMCECGS(ph)AEAEGSMMCECGS(0.592)AEAEGS(0.554)QQPVQQPWQAGS(0.308)LNT(0.308)MS(0.308)APPASNo

384 IPI00882333 Putative uncharacterizeMs4a15 S30 4 30 MMCECGSAEAEGSQQP _MMCECGS(ph)AEAEGSMMCECGS(0.592)AEAEGS(0.554)QQPVQQPWQAGS(0.308)LNT(0.308)MS(0.308)APPASNo

385 IPI00882333 Putative uncharacterizeMs4a15 S35 4 35 MMCECGSAEAEGSQQP _MMCECGS(ph)AEAEGSMMCECGS(0.592)AEAEGS(0.554)QQPVQQPWQAGS(0.308)LNT(0.308)MS(0.308)APPAS Yes

386 IPI00882333 Putative uncharacterizeMs4a15 S45 4 45 MMCECGSAEAEGSQQP _MMCECGS(ph)AEAEGSMMCECGS(0.592)AEAEGS(0.554)QQPVQQPWQAGS(0.308)LNT(0.308)MS(0.308)APPASNo

387 IPI00882333 Putative uncharacterizeMs4a15 S48 4 48 MMCECGSAEAEGSQQP _MMCECGS(ph)AEAEGSMMCECGS(0.592)AEAE CK1 No

388 IPI00882333 Putative uncharacterizeMs4a15 S60 4 60 MMCECGSAEAEGSQQP _MMCECGS(ph)AEAEGSMMCECGS(0.592)AEAE NEK6 No

381 IPI00882333 Putative uncharacterizeMs4a15 S7 4 7 MMCECGSAEAEGSQQP _MMCECGS(ph)AEAEGSMMCECGS(0.592)AEAEGS(0.554)QQPVQQPWQAGS(0.308)LNT(0.308)MS(0.308)APPASNo

38 IPI00896700 Mtap1b protein;MicrotMtap1b;Map1b;Mtap1 S1793 1 7 ESSPLYSPGFSDSTSAAK _ESSPLYS(ph)PGFSDSTSES(0.032)S(0.032)PLY(0 GSK3 1.6 0.035943 Up Yes

49 IPI00896700 Mtap1b protein;MicrotMtap1b;Map1b;Mtap1 T1945 1 4 TTRTPEEGGYSYEISEK _TTRT(ph)PEEGGYSYEISTT(0.001)RT(0.999)PEEGCK2 1.5 0.051147 Yes

40 IPI00128196 Myotubularin‐related pMtmr2;Mtmr2;RP23‐13S126 1 18 SASAISSDSISTSADNFSPD_SASAISSDSISTSADNFS(SASAISSDSISTSADNFS(0.999)PDLR 0.8 0.037036 Down No

43 IPI00226263 Matrix‐remodeling‐assoMxra7;Tmap1;Mxra7;R S79 1 7 VAEPEESEAEEPAAEGR _VAEPEES(ph)EAEEPAAVAEPEES(1)EAEEPAAEGCK2 0.8 0.039173 Down No

158 IPI00123181 Myosin‐9;Myosin heavyMyh9 S1943 1 7 KGTGDCSDEEVDGKADG_KGTGDCS(ph)DEEVDG KGTGDCS(1)DEEVDGKACK2 1.0 0.30824 No

139 IPI00123181 Myosin‐9;Myosin heavyMyh9 T1939 1 3 KGTGDCSDEEVDGKADG_KGT(ph)GDCSDEEVDG KGT(0.5)GDCS(0.5)DEEVPKA 0.9 0.26527 Yes

121 IPI00849670 Myof protein;MyoferlinMyof;Myof;Fer1l3;Kiaa S175 1 7 GPSGTVSEAQLAR _GPSGTVS(ph)EAQLAR_GPSGT(0.002)VS(0.998)CK1 0.9 0.22734 Yes

275 IPI00896637 Nek1 protein;Nek1 protNek1;Nek1;Nek1 S1069 1 3 TCSLPDLSK _TCS(ph)LPDLSK_ TCS(1)LPDLSK CHK1 1.0 0.47533 No

239 IPI00844655 Serine/threonine‐proteNek10;Gm282 S448 1 4 FLFSMER _(ca)FLFS(ph)MER_ FLFS(1)MER 1.0 0.43541 Yes

348 IPI00400168 Nexilin;F‐actin binding  Nexn S281 1 1 SMVLDDDSPEIYK _S(ph)MVLDDDSPEIYK_S(1)MVLDDDSPEIYK PKA No

23 IPI00131415 Nuclear factor 1 A‐typeNfia;Nfia;Nfia;Nfia;Nfia S310 1 8 SVEDEMDSPGEEPFYTGQ_SVEDEMDS(ph)PGEEP SVEDEMDS(1)PGEEPFYTCK2 0.7 0.0038577 Down Yes

229 IPI00421052 Nipped‐B‐like protein;DNipbl;Nipbl S2652 1 10 AITSLLGGGSPK _AITSLLGGGS(ph)PK_ AITSLLGGGS(1)PK CDK1 1.1 0.42771 Yes

271 IPI00720058 MKIAA0035 protein;PutNolc1;mKIAA0035;Nolc S563 1 5 AAKESEEEEEEEETEEK _AAKES(ph)EEEEEEEETEAAKES(1)EEEEEEEETEEKCK2 1.0 0.46441 Yes

258 IPI00720058 MKIAA0035 protein;PutNolc1;mKIAA0035;Nolc S701 1 15 GGSISVQVNSVKFDSE _GGSISVQVNSVKFDS(p GGSISVQVNSVKFDS(1)E 1.0 0.45267 Yes

231 IPI00318048 Nucleolar protein 56;NuNop56;Nol5a;Nol5a;RP S536 1 9 SSPKEEVASEPEEAASPTT_SSPKEEVAS(ph)EPEEAASSPKEEVAS(0.999)EPEE CK2 1.1 0.42806 Yes

332 IPI00318048 Nucleolar protein 56;NuNop56;Nol5a;Nol5a;RP S543 1 12 EEVASEPEEAASPTTPK _EEVAS(ph)EPEEAASPTTEEVAS(0.452)EPEEAAS(0.452)PT(0.08)T(0.017)PK No

319 IPI00129186 Epididymal secretory prNpc2 S108 1 3 VYSYLNK _VYS(ph)YLNK_ VY(0.002)S(0.499)Y(0.499)LNK No

418 IPI00129186 Epididymal secretory prNpc2 Y109 1 4 VYSYLNK _VYS(ph)YLNK_ VY(0.002)S(0.499)Y(0.499)LNK Yes

1 IPI00125992 Neuronal pentraxin‐1;NNptx1 S203 2 5 AKIESALTSLHQR _AKIES(ph)ALTS(ph)LHQAKIES(0.911)ALT(0.178)GSK3 0.04 5.81E‐95 Down No

2 IPI00125992 Neuronal pentraxin‐1;NNptx1 S207 2 9 AKIESALTSLHQR _AKIES(ph)ALTS(ph)LHQAKIES(0.911)ALT(0.178)CK1 0.04 5.81E‐95 Down Yes

314 IPI00856881 Glucocorticoid receptorNr3c1;Nr3c1;Grl;Grl1;NS283 1 10 IQDTGDTILSSPSSVALPQ_IQDTGDTILS(ph)SPSSVIQDT(0.001)GDT(0.001)GSK3 No

315 IPI00856881 Glucocorticoid receptorNr3c1;Nr3c1;Grl;Grl1;NS284 1 11 IQDTGDTILSSPSSVALPQ_IQDTGDTILS(ph)SPSSVIQDT(0.001)GDT(0.001)Polo box No

234 IPI00664246 Putative uncharacterizeNrbp1;Nrbp;Nrbp1;MadT441 1 3 TPTPEPAEVETR _TPT(ph)PEPAEVETR_ T(0.103)PT(0.897)PEPAEVETR 1.1 0.43322 Yes

144 IPI00132314 Nucleobindin‐1;CALNUCNucb1;Nuc;Nucb;Nucb1S368 1 5 AQRLSQETEALGR _AQRLS(ph)QETEALGR_AQRLS(0.991)QET(0.009PKA 0.9 0.28145 Yes

94 IPI00341869 Nuclear ubiquitous caseNucks1;Nucks S19 1 10 VVDYSQFQESDDADEDY_VVDYSQFQES(ph)DDA VVDYSQFQES(1)DDADEDYGR 0.9 0.16696 Yes

423 IPI00341869 Nuclear ubiquitous caseNucks1;Nucks Y26 1 17 VVDYSQFQESDDADEDY_VVDYSQFQESDDADEDVVDY(0.133)S(0.134)QFSRC No

85 IPI00263048 Putative uncharacterizeNuma1 S1739 1 14 TQPDGTSVPGEPASPISQ_TQPDGTSVPGEPAS(phTQPDGTSVPGEPAS(1)PIWW GroupIV 1.3 0.1454 Yes

288 IPI00918049 Oxysterol‐binding proteOsbpl11 S192 1 10 SFSLASSGNSPISQR _SFSLASSGNS(ph)PISQRSFSLASS(0.001)GNS(0.9CK1 1.0 0.494 Yes

79 IPI00116202 PAXIP1‐associated prot Pa1 S236 1 14 DLFSLDSEGPSPTSPPLR _DLFSLDSEGPSPTS(ph)PDLFSLDSEGPS(0.102)PTWW GroupIV 0.9 0.1285 Yes

206 IPI00828325 Pericentriolar material  Pcm1;Pcm1 S65 1 6 VTNAISPESSPGVGR _VTNAIS(ph)PESSPGVG VTNAIS(1)PESSPGVGR GSK3 1.0 0.38966 Yes

318 IPI00828325 Pericentriolar material  Pcm1;Pcm1 S68 1 9 VTNAISPESSPGVGR _VTNAIS(ph)PESSPGVG VT(0.001)NAIS(0.49)PESCK1 Yes

112 IPI00337893 Pyruvate dehydrogenasPdha1;Pdha‐1 S232 1 6 YGMGTSVER _YGMGTS(ph)VER_ YGMGT(0.06)S(0.94)VER 0.9 0.20874 Yes

320 IPI00153375 PDZ and LIM domain prPdlim2;Pdlim2 S199 1 5 VLLHSPGRPSSPR _VLLHS(ph)PGRPSSPR_ VLLHS(0.333)PGRPS(0.3CDK2 Yes

321 IPI00153375 PDZ and LIM domain prPdlim2;Pdlim2 S204 1 10 VLLHSPGRPSSPR _VLLHS(ph)PGRPSSPR_ VLLHS(0.333)PGRPS(0.3PKA Yes

197 IPI00153375 PDZ and LIM domain prPdlim2;Pdlim2 S205 1 11 VLLHSPGRPSSPR _VLLHSPGRPSS(ph)PR_ VLLHSPGRPS(0.009)S(0 PKC 1.0 0.36413 Yes
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254 IPI00845638 Sister chromatid cohesiPds5b;Aprin;As3;Kiaa09S1358 1 3 AESPETSAVESTQSTPQK _AES(ph)PETSAVESTQSTAES(1)PETSAVESTQSTPQCAMK2 1.1 0.44892 Yes

77 IPI00856504 Pyridoxal‐dependent dePdxdc1;Pdxdc1;Pdxdc1;T687 1 7 VQGTGVTPPPTPLGTR _VQGTGVT(ph)PPPTPLGVQGT(0.01)GVT(0.99)PPPTPLGTR 1.4 0.12541 Yes

41 IPI00321597 Proline‐, glutamic acid‐ Pelp1;Mnar T751 1 14 AGSGEDPVLAPSGTPPPS_AGSGEDPVLAPSGT(ph AGSGEDPVLAPS(0.003)GT(0.996)PPPS(0.001)IP 0.8 0.038607 Down No

179 IPI00319973 Membrane‐associated  Pgrmc1;Pgrmc S181 1 12 LLKEGEEPTVYSDDEEPKD_LLKEGEEPTVYS(ph)DD LLKEGEEPTVYS(1)DDEE CK2 1.0 0.34071 Yes

397 IPI00319973 Membrane‐associated  Pgrmc1;Pgrmc T178 1 9 LLKEGEEPTVYSDDEEPKD_LLKEGEEPT(ph)VYSDD LLKEGEEPT(0.331)VY(0. PLK1 Yes

422 IPI00319973 Membrane‐associated  Pgrmc1;Pgrmc Y180 1 11 LLKEGEEPTVYSDDEEPKD_LLKEGEEPT(ph)VYSDD LLKEGEEPT(0.331)VY(0.331)S(0.331)DDEEPKDET(0.006)AR No

352 IPI00648030 Phosphatase and actin  Phactr4;Kiaa4120;PhactS126 1 1 SSSPVLVEEEPER _S(ph)SSPVLVEEEPER_ S(0.423)S(0.288)S(0.288CK1 No

195 IPI00648030 Phosphatase and actin  Phactr4;Kiaa4120;PhactS128 1 3 SSSPVLVEEEPER _SSS(ph)PVLVEEEPER_ S(0.006)S(0.003)S(0.99)Polo box 1.0 0.36204 No

19 IPI00121277 Phosphatidylinositol 4‐ Pi4k2a S460 1 1 SASESYTQSFQSR _S(ph)ASESYTQSFQSR_ S(0.642)AS(0.355)ES(0.0CK2 2.3 0.0004387 Up No

119 IPI00474711 Putative uncharacterizePkn1;Pkn1;Pkn;Prk1;PrkS925 1 18 TDVSNFDEEFTGEAPTLS _TDVSNFDEEFTGEAPTL TDVSNFDEEFTGEAPT(0.CDK2 0.9 0.21843 Yes

408 IPI00474711 Putative uncharacterizePkn1;Pkn1;Pkn;Prk1;PrkT781 1 1 TSTFCGTPEFLAPEVLTDT_T(ph)STFCGTPEFLAPEVT(0.379)S(0.287)T(0.287)FCGT(0.047)PEFLAPEVLTDTSYTR Yes

44 IPI00312414 Serine/threonine‐protePkn2;Prkcl2;Pkn2;Prkcl2T957 1 20 GREDVSNFDDEFTSEAPI _GREDVSNFDDEFTSEAPGREDVSNFDDEFTSEAPI CDK2 1.6 0.039879 Up Yes

367 IPI00473693 Plakophilin‐4;ArmadilloPkp4;Armrp;Pkp4;ArmrS958 1 5 ALADSGGIEK _ALADS(ph)GGIEK_ ALADS(1)GGIEK NEK6 No

170 IPI00400215 Plectin‐1;Plectin‐6 Plec1 S21 1 3 TSSEDNLYLAVLR _TSS(ph)EDNLYLAVLR_ T(0.083)S(0.035)S(0.882PKA 1.1 0.32949 Yes

47 IPI00400215 Plectin‐1;Plectin‐6 Plec1 T19 1 1 TSSEDNLYLAVLR _T(ph)SSEDNLYLAVLR_ T(0.692)S(0.014)S(0.294CK2 1.6 0.047001 Up Yes

351 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1S4243 1 1 SSSVGSSSSYPISSAGPR _(ca)S(ph)SSVGSSSSYPI S(0.266)S(0.219)S(0.219PKA/AKT Yes

83 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1S4245 1 3 SSSVGSSSSYPISSAGPR _SSS(ph)VGSSSSYPISSA S(0.087)S(0.04)S(0.873)PKA/AKT 1.3 0.13901 Yes

9 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1S4472 1 4 GYYSPYSVSGSGSTAGSR _(ca)GYYS(ph)PYSVSGSGGY(0.006)Y(0.006)S(0.988)PY(0.001)SVSGSGSTA0.4 1.59E‐10 Down Yes

349 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1S4475 1 7 GYYSPYSVSGSGSTAGSR _GYYSPY(ph)SVSGSGST GYYS(0.006)PY(0.331)S(CK1 Yes

350 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1S4477 1 9 GYYSPYSVSGSGSTAGSR _GYYSPY(ph)SVSGSGST GYYS(0.006)PY(0.331)S(GSK3 No

399 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1T4261 1 1 TQLASWSDPTEETGPVA _T(ph)QLASWSDPTEETGT(0.423)QLAS(0.288)WSFHA KAPP Yes

424 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1Y4470 1 2 GYYSPYSVSGSGSTAGSR _(ca)GY(ph)YSPYSVSGSGGY(0.135)Y(0.135)S(0.135)PY(0.135)S(0.135)VS(0.069)GS(0.069)GS(0.069)T(0.069)AGS(No

425 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1Y4471 1 3 GYYSPYSVSGSGSTAGSR _(ca)GY(ph)YSPYSVSGSGGY(0.135)Y(0.135)S(0.135)PY(0.135)S(0.135)VS(0.069)GS(0.069)GS(0.069)T(0.069)AGS(No

426 IPI00400215 Plectin‐1;Plectin‐6;PlectPlec1;Plec1;Plec1;Plec1Y4474 1 6 GYYSPYSVSGSGSTAGSR _GYYSPY(ph)SVSGSGST GYYS(0.006)PY(0.331)S(0.331)VS(0.331)GSGSTAGSR Yes

132 IPI00403031 Pleckstrin homology doPlekho2;Plekhq1 S395 1 3 SSSLGDLLR _SSS(ph)LGDLLR_ S(0.01)S(0.005)S(0.985)CAMK2 1.2 0.24746 Yes

57 IPI00896602 Ppfia1 protein;Ppfia1 p Ppfia1;Ppfia1 S717 1 17 SMSSIPPYPASSLAGSSPP_SMSSIPPYPASSLAGSS( SMSSIPPYPASSLAGS(0.0Polo box 0.8 0.066111 Yes

368 IPI00480372 Liprin‐beta‐1;Protein tyPpfibp1;Kiaa1230;PpfibS968 1 1 SPSASITDEDSNV _S(ph)PSASITDEDSNV_ S(0.661)PS(0.337)AS(0.0GSK3 Yes

369 IPI00480372 Liprin‐beta‐1;Protein tyPpfibp1;Kiaa1230;PpfibS972 1 5 SPSASITDEDSNV _SPSAS(ph)ITDEDSNV_ S(0.026)PS(0.12)AS(0.83CK1 No

413 IPI00890946 Protein phosphatase 2Cppm1m T47 1 12 FLRGSGSSPGATDASRR _(ca)FLRGSGSSPGAT(phFLRGSGS(0.085)S(0.085FHA KAPP Yes

80 IPI00230005 cAMP‐dependent protePrkaca;Pkaca;Prkaca;PkS339 1 21 FKGPGDTSNFDDYEEEEI _FKGPGDTSNFDDYEEEEFKGPGDTSNFDDYEEEEI AURORA 0.9 0.12886 No

420 IPI00230005 cAMP‐dependent protePrkaca;Pkaca;Prkaca;PkY331 1 13 FKGPGDTSNFDDYEEEEI _FKGPGDTSNFDDY(ph) FKGPGDT(0.181)S(0.181EGFR Yes

46 IPI00230005 cAMP‐dependent protePrkaca;Pkaca;Prkaca;PkT196 1 1 TWTLCGTPEYLAPEIILSK _T(ph)WTLCGTPEYLAPET(0.761)WT(0.198)LCGTFHA2 Rad53p 0.8 0.043057 Down Yes

146 IPI00119575 Putative uncharacterizePrkar1a;Prkar1a;Prkar1 S212 1 9 TDSREDEISPPPPNPVVK _TDSREDEIS(ph)PPPPNPTDSREDEIS(1)PPPPNPVVK 0.9 0.28158 Yes

225 IPI00224570 cAMP‐dependent protePrkar2b S112 1 3 RASVCAEAYNPDEEEDDA_RAS(ph)VCAEAYNPDEERAS(1)VCAEAYNPDEEEDAURORA‐A 1.0 0.42244 No

316 IPI00227880 Protein kinase C delta t Prkcd;Pkcd;Prkcd;Pkcd; S530 1 2 ASTFCGTPDYIAPEILQGL_AS(ph)TFCGTPDYIAPEIAS(0.464)T(0.464)FCGT PKA Yes

391 IPI00227880 Protein kinase C delta t Prkcd;Pkcd;Prkcd;Pkcd; T531 1 3 ASTFCGTPDYIAPEILQGL_AS(ph)TFCGTPDYIAPEIAS(0.464)T(0.464)FCGT CAMK2 Yes

262 IPI00227880 Protein kinase C delta t Prkcd;Pkcd;Prkcd;Pkcd; T535 1 7 ASTFCGTPDYIAPEILQGL_ASTFCGT(ph)PDYIAPEIAS(0.126)T(0.126)FCGT(0.623)PDY(0.126)IAPEIL1.1 0.45455 Yes

125 IPI00122069 Protein kinase C gammaPrkcg;Pkcc;Pkcg;Prkcc;PT514 1 1 TFCGTPDYIAPEIIAYQPYG_T(ph)FCGTPDYIAPEIIAYT(0.906)FCGT(0.094)PDY(0.001)IAPEIIAYQPYGK0.9 0.23243 Yes

115 IPI00896672 PRP4 pre‐mRNA procesPrpf4b;mCG_22253;PrpY849 1 18 LCDFGSASHVADNDITPY_LCDFGSASHVADNDITPLCDFGSASHVADNDIT(0.003)PY(0.824)LVS(0.1730.9 0.21526 Yes

305 IPI00117124 Presenilin‐1;Protein S18Psen1;Ad3h;Psnl1 S365 1 7 AAVQELSGSILTSEDPEER_AAVQELS(ph)GSILTSEDAAVQELS(0.467)GS(0.467)ILT(0.065)S(0.002)EDPEER Yes

306 IPI00117124 Presenilin‐1;Protein S18Psen1;Ad3h;Psnl1 S367 1 9 AAVQELSGSILTSEDPEER_AAVQELS(ph)GSILTSEDAAVQELS(0.467)GS(0.46NEK6 Yes

98 IPI00224784 Prothymosin alpha;Thy Ptma S2 1 1 SDAAVDTSSEITTK _(ca)S(ph)DAAVDTSSEITS(1)DAAVDTSSEITTK 0.9 0.17808 Yes

67 IPI00322145 Protein tyrosine phosphPtplad1 S114 1 5 WLDESDAEMELR _WLDES(ph)DAEMELR_WLDES(1)DAEMELR CK2 0.8 0.097036 No

307 IPI00117689 Polymerase I and transcPtrf;Ptrf;Ptrf S38 1 6 ATEEPSGTGSDELIKSDQV_ATEEPS(ph)GTGSDELIKAT(0.045)EEPS(0.276)G GSK3 Yes

227 IPI00117689 Polymerase I and transcPtrf;Ptrf;Ptrf S42 1 10 ATEEPSGTGSDELIK _ATEEPSGTGS(ph)DELIKATEEPSGT(0.068)GS(0.9CK1 1.0 0.42704 No

390 IPI00117689 Polymerase I and transcPtrf;Ptrf;Ptrf T40 1 8 ATEEPSGTGSDELIKSDQV_ATEEPS(ph)GTGSDELIKAT(0.045)EEPS(0.276)G FHA1 Rad53p No

285 IPI00416731 R3H domain‐containingR3hdm2;Kiaa1002;R3hdS381 1 3 ASSFSGISILTR _ASS(ph)FSGISILTR_ AS(0.031)S(0.969)FSGISPKD 1.0 0.48969 Yes

259 IPI00480432 MKIAA0857 protein;Ra Rab11fip5;mKIAA0857; S307 1 3 TYSDEASQLR _TYS(ph)DEASQLR_ TYS(1)DEASQLR PKA 1.0 0.45312 Yes

304 IPI00116031 RNA‐binding protein 10Rbm10;Kiaa0122;Rbm1S718 1 3 LASDDRPSPPR _LAS(ph)DDRPSPPR_ LAS(0.88)DDRPS(0.12)PPKD Yes

140 IPI00116031 RNA‐binding protein 10Rbm10;Kiaa0122;Rbm1S723 1 8 LASDDRPSPPR _LASDDRPS(ph)PPR_ LASDDRPS(1)PPR CDK2 0.9 0.27123 Yes

266 IPI00340815 Rbm15 protein Rbm15 S293 1 3 SLSPGGAALGYR _SLS(ph)PGGAALGYR_ S(0.111)LS(0.889)PGGACAMK2 1.1 0.45957 No

208 IPI00170394 Splicing factor 45;45 kDRbm17;Spf45 S155 1 6 RPDPDSDEDEDYERER _RPDPDS(ph)DEDEDYERRPDPDS(1)DEDEDYERER 1.0 0.39748 Yes

103 IPI00223371 RNA‐binding protein 39Rbm39;Caper;Rnpc2;RbS136 1 3 DKSPVREPIDNLTPEER _DKS(ph)PVREPIDNLTP DKS(0.999)PVREPIDNLTCDK2 0.9 0.18712 Yes

138 IPI00130160 RNA‐binding protein 5; Rbm5;Luca15;Rbm5;Lu S624 1 10 GLVAAYSGDSDNEEELVE_GLVAAYSGDS(ph)DNE GLVAAYSGDS(1)DNEEELCK2 0.9 0.26369 Yes

244 IPI00124979 Heterogeneous nuclearRbmx;RP23‐372E6.2‐00S208 1 5 DVYLSPRDDGYSTK _DVYLS(ph)PRDDGYSTKDVYLS(1)PRDDGYSTK CDK1 1.0 0.44582 Yes

361 IPI00453982 REST corepressor 3;RESRcor3;Rcor3 S15 1 15 MPGMMEKGPELLGKSR _MPGMMEKGPELLGKS MPGMMEKGPELLGKS(1NEK6 Yes

6 IPI00269129 RING finger protein 220Rnf220;Rnf220;Rnf220 T474 1 1 TCKNSDIEK _(ca)T(ph)CKNSDIEK_ T(1)CKNSDIEK 5.6 2.90E‐12 Up No

120 IPI00453849 mRNA cap guanine‐N7  Rnmt;Kiaa0398;Rnmt;K S15 1 9 ASVASDPESPPGGNEPAA_ASVASDPES(ph)PPGGNASVASDPES(1)PPGGNEPERK/MAPK 0.9 0.22051 Yes

160 IPI00869441 Uncharacterized protei RP23‐263M10.5;12000 S25 1 13 AEAPAGPALGLPSPEVES _AEAPAGPALGLPS(ph)PAEAPAGPALGLPS(1)PEVESGLER 1.0 0.30886 Yes

294 IPI00110724 60S ribosomal protein LRpl22l1;Rpl22l1 S118 1 11 YFQISQDEDGSESED _YFQISQDEDGS(ph)ESE YFQISQDEDGS(0.986)ESCK2 Yes

163 IPI00113377 60S acidic ribosomal pr Rplp1 S101 1 4 KEESEESEDDMGFGLFD _KEES(ph)EESEDDMGFGKEES(1)EESEDDMGFGLFD 1.2 0.31714 No

241 IPI00755495 40S ribosomal protein SRps17 S133 1 6 LLDFGSLSNLQVTQPTVG_LLDFGS(ph)LSNLQVTQLLDFGS(0.855)LS(0.144)NLQVTQPTVGMNFK 1.1 0.43868 No

185 IPI00134599 40S ribosomal protein SRps3 T221 1 7 DEILPTTPISEQK _DEILPTT(ph)PISEQK_ DEILPT(0.001)T(0.999)PWW GroupIV 1.1 0.34688 Yes

293 IPI00113655 40S ribosomal protein SRps6;Rps6;Dcdc5;RP23‐S236 1 4 RLSSLR _RLSS(ph)LR_ RLS(0.044)S(0.956)LR PKA/AKT Yes

274 IPI00849948 40S ribosomal protein SRps8;Rps8;OTTMUSG00S172 1 2 ISSLLEEQFQQGK _IS(ph)SLLEEQFQQGK_ IS(0.5)S(0.5)LLEEQFQQGK 1.0 0.4739 No

70 IPI00849948 40S ribosomal protein SRps8;Rps8;OTTMUSG00S173 1 3 ISSLLEEQFQQGK _ISS(ph)LLEEQFQQGK_ IS(0.007)S(0.993)LLEEQ CK2 1.4 0.1125 Yes
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25 IPI00411051 Regulatory‐associated pRptor;Raptor;Rptor;RapS863 1 14 ILDTSSLTQSAPASPTNK _ILDTSSLTQSAPAS(ph)PILDTSSLTQSAPAS(0.898WW GroupIV 1.9 0.0063455 Up Yes

214 IPI00605227 MKIAA0138 protein;ScaSafb2;mKIAA0138;Safb S459 1 7 APTAALSPEPQDSKEDVK_APTAALS(ph)PEPQDSKAPTAALS(1)PEPQDSKEDCK1 1.1 0.40438 Yes

309 IPI00605227 MKIAA0138 protein;ScaSafb2;mKIAA0138;Safb S465 1 13 APTAALSPEPQDSKEDVK_APTAALS(ph)PEPQDSKAPT(0.008)AALS(0.496)PEPQDS(0.496)KEDVKK Yes

218 IPI00338954 SAM and SH3 domain‐cSash1 S400 1 3 TCSFGGFDLTNR _TCS(ph)FGGFDLTNR_ T(0.011)CS(0.989)FGGF CAMK2 1.1 0.41305 No

52 IPI00133030 Protein transport proteSec61b S14 1 13 PGPTPSGTNVGSSGRSPS_PGPTPSGTNVGSS(ph)GPGPTPSGT(0.005)NVGS(0.123)S(0.727)GRS(0.120.8 0.055439 Yes

86 IPI00114945 Septin‐2;Neural precursSept2;Nedd‐5;Nedd5 S218 1 9 IYHLPDAESDEDEDFKEQ _IYHLPDAES(ph)DEDED IYHLPDAES(1)DEDEDFKEQTR 0.9 0.15135 Yes

389 IPI00114945 Septin‐2;Neural precursSept2;Nedd‐5;Nedd5 T228 1 19 IYHLPDAESDEDEDFKEQ _IYHLPDAESDEDEDFKEQIY(0.001)HLPDAES(0.2)DFHA2 Rad53p No

91 IPI00923056 Sept5 protein;Septin‐5; Sept5;Sept5;Pnutl1;SepS225 1 13 FGIHVYQFPECDSDEDED_FGIHVYQFPECDS(ph)DFGIHVY(0.004)QFPECDS(0.996)DEDEDFKQQDR 1.3 0.15866 Yes

97 IPI00923056 Sept5 protein;Septin‐5; Sept5;Sept5;Pnutl1;SepY218 1 6 FGIHVYQFPECDSDEDED_FGIHVY(ph)QFPECDSDFGIHVY(0.712)QFPECDSABL 0.9 0.17799 Yes

279 IPI00457611 Septin‐9;SL3‐3 integratiSept9;Kiaa0991;Sint1;S S85 1 9 LVDSLSQRSPKPSLR _LVDSLSQRS(ph)PKPSLRLVDSLS(0.001)QRS(0.99CDK1 1.0 0.47803 Yes

335 IPI00903371 Alpha‐1‐antitrypsin 1‐6 Serpina1f;Serpina1f;SerS376 1 4 KLGSTDMGR _(ca)KLGS(ph)TDMGR_ KLGS(0.887)T(0.113)DMGR No

178 IPI00420807 Splicing factor, arginineSfrs1 S199 1 8 VKVDGPRSPSYGR _VKVDGPRS(ph)PSYGR_VKVDGPRS(0.999)PS(0. WW GroupIV 1.0 0.33939 Yes

24 IPI00848672 Putative uncharacterizeSfrs11;mCG_11658;SfrsS477 1 7 RPTEAVSPK _RPTEAVS(ph)PK_ RPT(0.001)EAVS(0.999) CDK1 0.7 0.0053942 Down Yes

331 IPI00310880 Putative uncharacterizeSfrs6;mCG_1675 S303 1 3 SHSPLPAPPSK _SHS(ph)PLPAPPSK_ S(0.014)HS(0.986)PLPA CAMK2 Yes

233 IPI00120052 Sphingosine‐1‐phosphaSgpp1;Spp1;Spph1 S101 1 3 RNSLTGEEGELVK _RNS(ph)LTGEEGELVK_ RNS(0.997)LT(0.003)GE PKA/AKT 1.0 0.43083 Yes

203 IPI00116331 Small glutamine‐rich te Sgta;Sgt;Sgta;Sgt T82 1 5 APDRTPPSEEDSAEAER _APDRT(ph)PPSEEDSAEAPDRT(0.996)PPS(0.004FHA KAPP 1.0 0.38459 Yes

45 IPI00673176 Signal‐induced proliferaSipa1l2;Kiaa0545;Sipa1 S1461 1 6 LMLPDSPLVEEGR _LMLPDS(ph)PLVEEGR_LMLPDS(1)PLVEEGR WW GroupIV 1.6 0.04032 Up Yes

166 IPI00454140 MCG15924, isoform CR Skiv2l;SKI;Stk19;mCG_1S253 1 3 ASSLEDLVLK _ASS(ph)LEDLVLK_ AS(0.003)S(0.997)LEDLVCHK1/2 1.1 0.32536 Yes

341 IPI00622815 Sodium/hydrogen exch Slc9a1;Slc9a1;Nhe1 S697 1 3 LDSPTLSR _LDS(ph)PTLSR_ LDS(0.999)PT(0.001)LSRGSK3 Yes

12 IPI00622815 Sodium/hydrogen exch Slc9a1;Slc9a1;Nhe1 S707 1 3 IGSDPLAYEPK _IGS(ph)DPLAYEPK_ IGS(1)DPLAYEPK PKA/AKT 3.3 1.18E‐06 Up Yes

51 IPI00622815 Sodium/hydrogen exch Slc9a1;Slc9a1;Nhe1 S790 1 20 SKEPSSPGTDDVFTPGSS _SKEPSSPGTDDVFTPGS SKEPSSPGTDDVFTPGS(0CK1 0.8 0.053925 No

87 IPI00109311 Na(+)/H(+) exchange reSlc9a3r1;Nherf;Nherf1 S283 1 1 SASSDTSEELNSQDSPK _S(ph)ASSDTSEELNSQDS(0.526)AS(0.237)S(0.23NEK6 1.3 0.15281 No

200 IPI00127941 Small acidic protein;Sid Smap;Sid2057 S15 1 1 SASPDDDLGSSNWEAAD_S(ph)ASPDDDLGSSNWS(0.69)AS(0.31)PDDDLGSSNWEAADLGNEER 1.1 0.37245 No

428 IPI00467181 SWI/SNF‐related matrixSmarcd3;Baf60c Y419 1 2 GYVQDLLR _GY(ph)VQDLLR_ GY(1)VQDLLR No

133 IPI00922961 Sntb2 protein;Beta‐2‐sySntb2;Sntb2;Snt2b2 S373 1 1 SPSLGSDLTFATR _S(ph)PSLGSDLTFATR_ S(0.627)PS(0.373)LGSD CK1 0.9 0.25377 Yes

4 IPI00922961 Sntb2 protein;Beta‐2‐sySntb2;Sntb2;Snt2b2 S88 1 7 GPAGEASASPPVR _GPAGEAS(ph)ASPPVR_GPAGEAS(0.5)AS(0.5)PPVR 0.2 1.21E‐26 Down Yes

5 IPI00922961 Sntb2 protein;Beta‐2‐sySntb2;Sntb2;Snt2b2 S90 1 9 GPAGEASASPPVR _GPAGEAS(ph)ASPPVR_GPAGEAS(0.5)AS(0.5)PPVR 0.2 1.21E‐26 Down No

373 IPI00620743 Putative uncharacterizeSrcap S1178 2 2 LSSPTLGTTR _LS(ph)SPTLGTT(ph)R_ LS(0.921)S(0.079)PTLGTPKA Yes

201 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S915 1 5 KETESEAEDDNLDDLER _KETES(ph)EAEDDNLDDKETES(1)EAEDDNLDDLECK2 1.1 0.37576 Yes

283 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R T913 1 3 KETESEAEDDNLDDLER _KET(ph)ESEAEDDNLDDKET(0.999)ES(0.001)EAEPKA 1.0 0.48444 Yes

277 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S260 1 14 APKPEPVPEPKEPSPEK _APKPEPVPEPKEPS(ph) APKPEPVPEPKEPS(1)PE CDK2 1.0 0.47699 Yes

64 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R S463 1 7 KVELSESEEDKGSK _KVELSES(ph)EEDKGSK_KVELS(0.069)ES(0.931)ENEK6 1.5 0.074988 No

410 IPI00605037 Serine/arginine repetiti Srrm1;Pop101;Srrm1;R T633 1 1 TASPPPPPK _T(ph)ASPPPPPK_ T(0.957)AS(0.043)PPPP PKA Yes

222 IPI00874854 Srrm2 protein;Serine/a Srrm2;Srrm2;Kiaa0324; S1068 1 3 SSSPVTELTAR _SSS(ph)PVTELTAR_ S(0.097)S(0.054)S(0.848CHK1/2 1.1 0.41764 Yes

242 IPI00874854 Srrm2 protein;Serine/a Srrm2;Srrm2;Kiaa0324; S1151 1 4 DKFSPTQDRPESSTVLK _DKFS(ph)PTQDRPESSTDKFS(0.887)PT(0.113)QDRPESSTVLK 1.1 0.44274 Yes

32 IPI00874854 Srrm2 protein;Serine/a Srrm2;Srrm2;Kiaa0324; S1305 1 13 NSGPVSEVNTGFSPEVK _NSGPVSEVNTGFS(ph)PNSGPVSEVNTGFS(1)PEVK 0.7 0.018453 Down No

323 IPI00874854 Srrm2 protein;Serine/a Srrm2;Srrm2;Kiaa0324; S1338 1 2 RSSSELSPEVVEK _RS(ph)SSELSPEVVEK_ RS(0.479)S(0.479)S(0.04PKA Yes

111 IPI00874854 Srrm2 protein;Serine/a Srrm2;Srrm2;Kiaa0324; S1339 1 3 RSSSELSPEVVEK _RSS(ph)SELSPEVVEK_ RS(0.065)S(0.87)S(0.065PKA 1.3 0.2066 No

101 IPI00874854 Srrm2 protein;Serine/a Srrm2;Srrm2;Kiaa0324; S1359 1 2 VSSPVLETVQQR _(ca)VS(ph)SPVLETVQQVS(0.893)S(0.095)PVLETCK1 0.9 0.18575 No

228 IPI00874854 Srrm2 protein;Serine/a Srrm2;Srrm2;Kiaa0324; S1360 1 3 VSSPVLETVQQR _VSS(ph)PVLETVQQR_ VS(0.003)S(0.997)PVLETERK/MAPK 1.1 0.42719 Yes

230 IPI00874854 Srrm2 protein;Serine/a Srrm2;Srrm2;Kiaa0324; S2351 1 6 VSGRTSPLMLDR _VSGRTS(ph)PLMLDR_ VSGRT(0.003)S(0.997)P PKA 1.0 0.42785 No

280 IPI00874854 Srrm2 protein;Serine/a Srrm2;Srrm2;Kiaa0324; S2404 1 19 MVQASSQSLLPPAQDRP_MVQASSQSLLPPAQDRMVQASSQSLLPPAQDRPWW GroupIV 1.0 0.48084 No

177 IPI00874854 Srrm2 protein;Serine/a Srrm2;Srrm2;Kiaa0324; T1153 1 6 DKFSPTQDRPESSTVLK _DKFSPT(ph)QDRPESSTDKFS(0.103)PT(0.673)QDRPES(0.103)S(0.103)T(1.0 0.33787 No

273 IPI00874854 Srrm2 protein;Serine/a Srrm2;Srrm2;Kiaa0324; T2350 1 1 TSPLMLDR _T(ph)SPLMLDR_ T(0.668)S(0.332)PLMLDCK1 1.0 0.46977 Yes

217 IPI00874854 Srrm2 protein;Serine/a Srrm2;Srrm2;Kiaa0324; T973 1 5 SMLQTPPDQNLSGSK _SMLQT(ph)PPDQNLSGSMLQT(0.999)PPDQNLSFHA1 Rad53p 1.1 0.41149 No

248 IPI00830670 Sperm‐specific antigen Ssfa2;Kiaa1927;Krap;Ss S736 1 1 SQSLPTTLLSPVR _S(ph)QSLPTTLLSPVR_ S(0.681)QS(0.319)LPTTLNIMA 1.1 0.44748 No

289 IPI00830670 Sperm‐specific antigen Ssfa2;Kiaa1927;Krap;Ss S90 1 6 TPLGASLDEQSSGTPK _TPLGAS(ph)LDEQSSGTTPLGAS(1)LDEQSSGTPKCK2 1.0 0.49506 Yes

415 IPI00114979 Signal transducer and aStat5a;Mgf;Mpf Y694 1 5 AVDGYVKPQIK _AVDGY(ph)VKPQIK_ AVDGY(1)VKPQIK EGFR No

416 IPI00114982 Signal transducer and aStat5b Y699 1 5 AADGYVKPQIK _AADGY(ph)VKPQIK_ AADGY(1)VKPQIK EGFR Yes

58 IPI00330941 Metalloreductase STEA Steap3;Tsap6;Steap3;TsS58 1 8 RLVDSDGSLAEVPK _RLVDSDGS(ph)LAEVPKRLVDSDGS(1)LAEVPK PLK 0.8 0.067213 No

20 IPI00831595 Serine/threonine kinaseStk10;Stk10;Lok T950 1 11 LSEEAEPRPTTPSK _LSEEAEPRPTT(ph)PSK_LSEEAEPRPT(0.002)T(0. WW GroupIV 2.3 0.0005873 Up No

151 IPI00662157 Synaptopodin;SynaptopSynpo;Kiaa1029;Synpo;S535 1 6 LLGQRSPVLER _LLGQRS(ph)PVLER_ LLGQRS(1)PVLER 1.2 0.28975 No

35 IPI00110247 TBC1 domain family meTbc1d15 S201 1 1 SLSQSFENLLDEPAYGLIQ_S(ph)LSQSFENLLDEPAYS(0.672)LS(0.163)QS(0. GSK3 1.6 0.031244 Up Yes

127 IPI00453842 TBC1 domain family meTbc1d2b;Kiaa1055 S959 1 11 DTSPDKGELVSDEEEDT _DTSPDKGELVS(ph)DEEDTSPDKGELVS(0.999)DECK2 0.9 0.23432 No

53 IPI00930819 Transcription elongatio Tcea1;Tceat;Tcea1;TceaS111 1 11 KKEPAISSQNSPEAR _KKEPAISSQNS(ph)PEA KKEPAISSQNS(1)PEAR CK1 0.8 0.055527 No

226 IPI00828809 Transcription factor E3;Tcfe3;RP23‐109E24.7‐0 S553 1 11 AASDPLLSSVSPAVSK _AASDPLLSSVS(ph)PAV AASDPLLSS(0.013)VS(0.CK1 1.1 0.42565 No

173 IPI00115660 Treacle protein;TreacheTcof1;Tcof1 S169 1 12 SAEPLANTVLASETEEEGN_SAEPLANTVLAS(ph)ET SAEPLANTVLAS(0.889)ECK2 1.1 0.33435 Yes

255 IPI00556768 Thyroid hormone recepThrap3;Trap150;Thrap3S243 1 7 ASVSDLSPR _ASVSDLS(ph)PR_ ASVSDLS(1)PR CDK1 1.1 0.44928 Yes

284 IPI00556768 Thyroid hormone recepThrap3;Trap150;Thrap3S679 1 4 IDISPSTFR _IDIS(ph)PSTFR_ IDIS(1)PSTFR 1.0 0.48535 Yes

370 IPI00556768 Thyroid hormone recepThrap3;Trap150;Thrap3S681 1 7 RIDISPSTFR _RIDIS(ph)PSTFR_ RIDIS(0.5)PS(0.5)T(0.001)FR No

409 IPI00556768 Thyroid hormone recepThrap3;Trap150;Thrap3T682 1 7 IDISPSTFRK _IDIS(ph)PSTFRK_ IDIS(0.472)PS(0.056)T(0CK1 Yes

374 IPI00674926 Toll‐like receptor 5 Tlr5 S862 2 2 SSSIQLRTIATIS _(ca)SS(ph)SIQLRTIATIS S(0.124)S(0.789)S(0.087PKA No

375 IPI00674926 Toll‐like receptor 5 Tlr5 S873 2 13 SSSIQLRTIATIS _(ca)SS(ph)SIQLRTIATIS S(0.124)S(0.789)S(0.087)IQLRT(0.014)IAT(0.014)IS(0.971) Yes

317 IPI00896574 Thymopoietin;ThymopoTmpo;mCG_10339;TmpS157 1 1 SSTPLPTVSSSAENTR _S(ph)STPLPTVSSSAENTS(0.477)S(0.262)T(0.262CK1 Yes

292 IPI00121341 Thioredoxin‐related tra Tmx1;Txndc;Txndc1 S245 1 13 VEEEQEADEEDVSEEEAE_VEEEQEADEEDVS(ph)EVEEEQEADEEDVS(1)EEECK2 1.0 0.5 Yes

27 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabS1375 1 6 SSGSLSPGLETEDPLEAR _SSGSLS(ph)PGLETEDPLS(0.129)S(0.098)GS(0.0 CK1 1.8 0.010412 Up Yes
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No IPI Numbers Protein Names Gene Names pAA Number of P Position in pePeptide Sequence Phospho (STY) Probabil Modified Sequence Best Motif Ratio1 of PhoRatio SignificUp‐/Down‐rePhosphosites Localized?

362 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabS496 1 3 LDSPPPSPITEASEAAEAA_LDS(ph)PPPSPITEASEALDS(0.333)PPPS(0.333)PPKD Yes

363 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabS500 1 7 LDSPPPSPITEASEAAEAA_LDS(ph)PPPSPITEASEALDS(0.333)PPPS(0.333)PWW GroupIV No

406 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabT503 1 10 LDSPPPSPITEASEAAEAA_LDS(ph)PPPSPITEASEALDS(0.333)PPPS(0.333)PCK1 Yes

95 IPI00459443 182 kDa tankyrase‐1‐bi Tnks1bp1;Kiaa1741;TabT533 1 11 GEGVSQVGPGTPPAPES _GEGVSQVGPGT(ph)PPGEGVSQVGPGT(1)PPAPERK/MAPK 0.9 0.1746 Yes

205 IPI00135443 DNA topoisomerase 2‐bTop2b S1387 1 4 VKASPITNDGEDEFVPSD_VKAS(ph)PITNDGEDEFVKAS(0.856)PIT(0.144)NDGEDEFVPSDGLDKDEY 1.0 0.38642 Yes

333 IPI00755183 Tumor protein D52‐like Tpd52l2;RP23‐33L3.2‐0 S215 1 10 ENGSDNLPPSPGSGDQT _ENGSDNLPPS(ph)PGSGENGSDNLPPS(0.974)PGWW GroupIV No

334 IPI00755183 Tumor protein D52‐like Tpd52l2;RP23‐33L3.2‐0 S218 1 13 ENGSDNLPPSPGSGDQT _ENGSDNLPPSPGS(ph)GENGS(0.079)DNLPPS(0. CK1 No

303 IPI00115186 tRNA (cytosine‐5‐)‐met Trdmt1;Dnmt2;Met2 S218 1 9 TGPRICAESSSTQSSGK _TGPRICAES(ph)SSTQSSTGPRICAES(0.966)S(0.027)S(0.005)T(0.001)QSSGK No

18 IPI00312128 Transcription intermed Trim28;Krip1;Tif1b;TrimS471 1 1 SRSGEGEVSGLLR _S(ph)RSGEGEVSGLLR_ S(0.994)RS(0.006)GEGENIMA 2.3 0.0004303 Up No

17 IPI00312128 Transcription intermed Trim28;Krip1;Tif1b;TrimS473 1 1 SGEGEVSGLLR _S(ph)GEGEVSGLLR_ S(1)GEGEVSGLLR PKA 2.3 0.0004141 Up No

22 IPI00480235 Tripartite motif‐containTrim47;Trim47;Trim47 S592 1 6 SGALASPTDPFQSR _SGALAS(ph)PTDPFQSRSGALAS(0.988)PT(0.011)DPFQSR 2.0 0.0034148 Up Yes

353 IPI00658542 Tripartite motif‐containTrim6 S163 3 1 SQEHRGHHTFLMEEVAQ_S(ph)QEHRGHHT(ph)F S(1)QEHRGHHT(0.999)FLMEEVAQEY(0.016)QDMFQES(0.984)LK No

354 IPI00658542 Tripartite motif‐containTrim6 S188 3 26 SQEHRGHHTFLMEEVAQ_S(ph)QEHRGHHT(ph)F S(1)QEHRGHHT(0.999)FLMEEVAQEY(0.016)QDMFQES(0.984)LK Yes

155 IPI00623570 Cbp37 Trip12;Gtl6;cbp37 S312 1 3 SESPPAELPSLR _SES(ph)PPAELPSLR_ S(0.022)ES(0.978)PPAEL14‐3‐3 binding 0.9 0.29412 Yes

256 IPI00229801 Transformation related Trp53bp1;RP23‐437L13S267 1 6 SEDRPSSPQVSVAAVETK_SEDRPS(ph)SPQVSVAASEDRPS(0.5)S(0.5)PQVSPKA 1.1 0.45164 No

124 IPI00229801 Transformation related Trp53bp1;RP23‐437L13S268 1 7 SEDRPSSPQVSVAAVETK_SEDRPSS(ph)PQVSVAASEDRPS(0.06)S(0.94)PQWW GroupIV 0.9 0.23127 Yes

340 IPI00379876 Tubulin‐‐tyrosine ligaseTtll12 S11 1 11 MEIQSGPQPGSPGRAER _(ca)MEIQSGPQPGS(phMEIQS(0.002)GPQPGS( ERK/MAPK Yes

108 IPI00420601 Ubiquitin carboxyl‐termUsp10;Ode‐1;Uchrp S217 1 13 TCDSPQNPVDFISGPVPD_TCDSPQNPVDFIS(ph)GT(0.101)CDS(0.244)PQNPVDFIS(0.646)GPVPDS( 0.9 0.20221 Yes

113 IPI00420601 Ubiquitin carboxyl‐termUsp10;Ode‐1;Uchrp T205 1 1 TCDSPQNPVDFISGPVPD_T(ph)CDSPQNPVDFISGT(0.61)CDS(0.39)PQNPVFHA KAPP 0.9 0.21013 Yes

400 IPI00405227 Vinculin;Metavinculin Vcl T442 1 9 SLGEIAALTSK _SLGEIAALT(ph)SK_ SLGEIAALT(0.995)S(0.00FHA2 Rad53p Yes

272 IPI00227299 Vimentin Vim S419 1 9 ISLPLPTFSSLNLR _ISLPLPTFS(ph)SLNLR_ IS(0.009)LPLPT(0.082)FS(0.827)S(0.082)LNLR 1.0 0.46931 Yes

189 IPI00227299 Vimentin Vim S420 1 10 ISLPLPTFSSLNLR _ISLPLPTFSS(ph)LNLR_ ISLPLPT(0.002)FS(0.418)S(0.579)LNLR 1.0 0.35233 Yes

213 IPI00227299 Vimentin;Vimentin Vim;Vim;RP23‐185P20. S56 1 6 SLYSSSPGGAYVTR _SLYSSS(ph)PGGAYVTR_SLYSSS(1)PGGAYVTR Polo box 1.0 0.40237 Yes

8 IPI00336198 WD repeat‐containing pWdr48;Kiaa1449;Uaf1;WS586 1 5 KDRLSASDMLQVR _(ca)KDRLS(ph)ASDMLQKDRLS(0.983)AS(0.017) PKA 5.0 9.00E‐11 Up Yes

257 IPI00108989 Yap1 protein;Yes‐assoc Yap1;mCG_9891;Yap1;YS46 1 3 GDSETDLEALFNAVMNP_GDS(ph)ETDLEALFNAVGDS(0.994)ET(0.006)DLCAMK2 1.1 0.45266 Yes

118 IPI00849786 Nuclease‐sensitive elemYbx1;Msy‐1;Msy1;NsepS166 1 9 NYQQNYQNSESGEKNEG_NYQQNYQNS(ph)ESGENY(0.002)QQNY(0.053)QNS(0.734)ES(0.19)GEK 0.9 0.21774 Yes

137 IPI00849786 Nuclease‐sensitive elemYbx1;Msy‐1;Msy1;NsepS175 1 18 NYQQNYQNSESGEKNEG_NYQQNYQNSESGEKNENYQQNYQNS(0.003)ES(0.017)GEKNEGS(0.552)E1.2 0.26226 Yes

407 IPI00468021 MKIAA0478 protein Zbtb40;mKIAA0478 T934 1 3 THTGDKPYVCR _THT(ph)GDKPYVCR_ T(0.178)HT(0.822)GDKPCAMK2 Yes

219 IPI00673693 Zinc finger CCCH domaiZc3h18;Nhn1 S554 1 6 LGVSVSPSR _LGVSVS(ph)PSR_ LGVSVS(0.999)PS(0.001CDK2 1.1 0.41523 No

26 IPI00465879 Nuclear‐interacting par Zc3hc1;Nipa;Zc3hc1;NipS394 1 15 SMGTGDSAGVEVPSSPL _SMGTGDSAGVEVPSS(pSMGTGDSAGVEVPS(0.1WW GroupIV 1.8 0.0095187 Up Yes

265 IPI00652969 Zinc finger protein 91;Z Zfp91;Pzf S10 1 9 PGETEEPRSPEQQDQEG _PGETEEPRS(ph)PEQQDPGET(0.067)EEPRS(0.93WW GroupIV 1.1 0.45762 No

310 IPI00123531 Zinc finger protein 148; Znf148;Zbp89;Zfp148 S784 1 6 AGMTSSPDATTGQTFG _AGMTSS(ph)PDATTGQAGMT(0.001)S(0.01)S(0Polo box Yes

252 IPI00225648 Zinc finger protein 786 Znf786;Zfp786 Y42 2 3 TNYETLISLDNGLPK _T(ph)NY(ph)ETLISLDNGT(0.634)NY(0.584)ET(0. ALK 1.1 0.44812 No

148 IPI00876413 Zinc finger Ran‐binding Zranb2;Zfp265;Zis;Znf2 S120 1 11 ENVEYIEREESDGEYDEFG_ENVEYIEREES(ph)DGEYENVEY(0.144)IEREES(0. PKD 0.9 0.28437 Yes

147 IPI00123624 Protein KIAA1967 homolog S612 1 17 VSKDEVQNEGTAAESDS _VSKDEVQNEGTAAESD VSKDEVQNEGT(0.001)ACDK2 0.9 0.28366 Yes

The End

1 The ratios are normalized to correct for unequal  amounts of  "light" and "heavy" protein in the assay.  For the peptides where a value for "Ratio of Phosphorylations (+GH/‐GH), Normalized" is not listed, one or both 

peptide signals in the corresponding peptide pair (light and heavy) were below the threshold for quantification.
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