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Thymosin beta

3-

log2 Fold Change
o
pd

0 10

20

Position

30

40

Regulation:

primary Ca2+—dependent

Domains and Regions:
REGION: Disordered



log2 Fold Change

Uniprot Accession: D3ZJK8
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Uniprot Accession: 008654
UPF0183 protein C160rf70 homolog
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Uniprot Accession: POCD96
Overexpressed in colon carcinoma 1 protein homolog
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Uniprot Accession: POC1X8

AP2-associated protein kinase 1
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Abl interactor 1
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Uniprot Accession: F1LYA6

Abl-interactor 2
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Tyrosine—protein kinase
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Ablim2

Uniprot Accession: AOA0G2JTB5
Actin—-binding LIM protein 2
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Uniprot Accession: Q6KC51
Actin—-binding LIM protein 2
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Ablim3
Uniprot Accession: FIM8U2

Actin—-binding LIM protein family, member 3
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Acap?2

Uniprot Accession: AOA0OG2KA4T3
Arf-GAP with coiled—coil, ANK repeat and PH domain—-containing protein 2
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Adam?22

Uniprot Accession: MOR5P8
ADAM metallopeptidase domain 22
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Adcyl

Uniprot Accession: D4A3N4
Adenylate cyclase
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Adcy5

Uniprot Accession: Q04400
Adenylate cyclase type 5
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Adcy9

Uniprot Accession: MOR5U4
Adenylate cyclase 9
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Uniprot Accession: D3Z2Z99
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Uniprot Accession: Q63028
Alpha—adducin
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Uniprot Accession: Q05764
Beta—adducin
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Uniprot Accession: Q62847
Gamma-adducin
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Adgrbl
Uniprot Accession: COHL12

Adhesion G protein—coupled receptor B1
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Adgrb2

Uniprot Accession: AOAOG2K6N2

Adhesion G protein—coupled receptor B2
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Adgrl1
Uniprot Accession: 088917

Adhesion G protein—coupled receptor L1
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Adgrl3
Uniprot Accession: Q92173

Adhesion G protein—coupled receptor L3
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Uniprot Accession: 035889
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Agapl

Uniprot Accession: AOA0G2K847
ArfGAP with GTPase domain, ankyrin repeat and PH domain 1
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Agap2

Uniprot Accession: Q8CGU4
Arf-GAP with GTPase, ANK repeat and PH domain—containing protein 2
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Agap3
Uniprot Accession: AOA0G2JZ83
ArfGAP with GTPase domain, ankyrin repeat and PH domain 3
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Agfgl
Uniprot Accession: Q4KLH5

Arf-GAP domain and FG repeat—containing protein 1
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Ahcyll

Uniprot Accession: BSDFN2

S—-adenosylhomocysteine hydrolase-like protein 1
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Ajm1
Uniprot Accession: D3ZTFO

Apical junction component 1 homolog
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Uniprot Accession: 088884
A-kinase anchor protein 1, mitochondrial
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Akapl2

Uniprot Accession: Q5QD51
A-kinase anchor protein 12
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Akap5

Uniprot Accession: F1LPP6
A-kinase anchor protein 5
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Aldoc

Uniprot Accession: P09117

Fructose—bisphosphate aldolase C
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Uniprot Accession: POC5Y8
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Amer2

Uniprot Accession: AOA0OG2JWK6
APC membrane recruitment protein 2
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Amotll

Uniprot Accession: F1LZQ6
Angiomotin-like 1
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Uniprot Accession: Q02356

AMP deaminase 2
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Uniprot Accession: 008838
Amphiphysin
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Ank2

Uniprot Accession: AOA0G2JZ56

Ankyrin 2
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Ankyrin 2
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Ank3

Uniprot Accession: AOA0OG2K1Q7

Ankyrin-3
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Ank3

Uniprot Accession: 070511
Ankyrin-3
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Ankrd34a

Uniprot Accession: Q5BJT1
Ankyrin repeat domain—containing protein 34A
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Ankrd34b

Uniprot Accession: D3ZKP1
Ankyrin repeat domain 34B
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Ankrd50

Uniprot Accession: F1LWB9
Ankyrin repeat domain 50
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Anksla

Uniprot Accession: AOA0G2K2G7

Ankyrin repeat and sterile alpha motif domain—containing 1A
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Anks1b

Uniprot Accession: POC6S7
Ankyrin repeat and sterile alpha motif domain—containing protein 1B
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Anin

Uniprot Accession: D4A0V6
Anillin, actin—binding protein
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Ap2b1

Uniprot Accession: P62944
AP-2 complex subunit beta
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Apbal
Uniprot Accession: 035430

Amyloid—-beta A4 precursor protein—binding family A member 1
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Apc
Uniprot Accession: AOA0OG2K8GO0
Adenomatous polyposis coli protein
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Apc2
Uniprot Accession: AOA0G2JZW4
APC2, WNT-signaling pathway regulator
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Arfgapl

Uniprot Accession: Q3S4A4
ADP-ribosylation factor GTPase activating protein 1 heart isoform
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Arfgefl
Uniprot Accession: D4A631

Brefeldin A-inhibited guanine nucleotide—exchange protein 1
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Uniprot Accession: Q6AY65
Arfaptin—-2
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Arhgapl
Uniprot Accession: D4A6C5
Rho GTPase-activating protein 1
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Arhgapl2
Uniprot Accession: AOA0OG2K1Z2
Rho GTPase—-activating protein 12
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Arhgap21

Uniprot Accession: F1LXQ7

Rho GTPase—-activating protein 21
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Arhgap32
Uniprot Accession: FIMAK3

Rho GTPase—-activating protein 32
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Arhgap33

Uniprot Accession: D4A9G6
Rho GTPase—-activating protein 33
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Arhgap39

Uniprot Accession: F1LR18
Rho GTPase—-activating protein 39
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Atplal

Uniprot Accession: PO6685
Sodium/potassium-transporting ATPase subunit alpha-1
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Plasma membrane calcium-transporting ATPase 1
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Uniprot Accession: D4A8B3
Calcium-transporting ATPase
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Plasma membrane calcium—transporting ATPase 2
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Atp2b3

Uniprot Accession: AOA0G2K9Q6
Calcium-transporting ATPase
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Brain—specific angiogenesis inhibitor 1-associated protein 2
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Brain acid soluble protein 1
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Brain acid soluble protein 1
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Uniprot Accession: Q9QYN5
B—cell lymphoma/leukemia 10
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Uniprot Accession: BIWC16

BCL2-associated transcription factor 1, isoform CRA_a

2=

S177

S648

S289

250 500
Position

750

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Begain
Uniprot Accession: 088881

Brain—enriched guanylate kinase—associated protein
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Myc box-dependent-interacting protein 1
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Uniprot Accession: B2DD29

Serine/threonine—protein kinase BRSK1
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Brsk2
Uniprot Accession: D3ZML2

Serine/threonine—protein kinase BRSK2
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Uniprot Accession: AOA0G2K543

C2 calcium—-dependent domain-containing 5
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Cacnala

Uniprot Accession: AOA0OG2JXK1
Voltage—-dependent P/Q-type calcium channel subunit alpha

2 -

S792

S2202

T2299
S2273

—-:I

Taag 595 \T469 S760 S1046
%755
il s%62 s1038’ 51042
S752
500 1000 1500

Position

$2028 §222
$2200
$2303
$2318
2000

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: Ca_chan_IQ
REGION: Disordered



log2 Fold Change

Cacnalb

Uniprot Accession: F1LQ87
Voltage—-dependent N-type calcium channel subunit alpha
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Cacnalc

Uniprot Accession: P22002
Voltage—dependent L-type calcium channel subunit alpha-1C
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Cacnale

Uniprot Accession: FILMS1
Voltage—-dependent R-type calcium channel subunit alpha
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Uniprot Accession: G3V6K8
Calcium channel, voltage—dependent, beta 1 subunit, isoform CRA_a
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Uniprot Accession: D4A055

Voltage—-dependent L-type calcium channel subunit beta—4
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Cacng2

Uniprot Accession: Q71RJ2
Voltage—-dependent calcium channel gamma-2 subunit
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Voltage—-dependent calcium channel gamma-8 subunit
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Uniprot Accession: F1LLX6
Calcium—-dependent secretion activator 1
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Camk2a

Uniprot Accession: F1LZG4
Calcium/calmodulin—-dependent protein kinase type Il subunit alpha
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Camk2a

Uniprot Accession: P11275
Calcium/calmodulin—-dependent protein kinase type Il subunit alpha
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Camk2b

Uniprot Accession: F1LNI8
Calcium/calmodulin—dependent protein kinase type Il subunit beta
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Camk2b
Uniprot Accession: F1LUE2

Calcium/calmodulin—-dependent protein kinase Il, beta, isoform CRA ¢
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Camk2b
Uniprot Accession: P08413

Calcium/calmodulin—dependent protein kinase type Il subunit beta
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Camkad
Uniprot Accession: P15791
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Calcium/calmodulin—-dependent protein kinase type Il subunit gamma
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Uniprot Accession: Q63092
CaM kinase-like vesicle—associated protein
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Calmodulin—regulated spectrin—associated protein 1
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Calmodulin—regulated spectrin—associated protein family, member 3
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Ccdc120

Uniprot Accession: AOA0OG2JUY5
Coiled-coil domain-containing 120
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S283

200

Position

400

600

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: DUF3338
REGION: Disordered



log2 Fold Change

Ccdcl177

Uniprot Accession: D4A8V2
Coiled-coil domain-containing 177
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S90
S225. S227 ,S230
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f

T204° |S207
S205

200

Position

400
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Ccdc28a
Uniprot Accession: Q498D0

Coiled-coil domain—containing 28A
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100
Position

150

Regulation:

primary Ca2+—dependent

Domains and Regions:
REGION: Disordered



log2 Fold Change

2 -

Ccdc43

Uniprot Accession: Q5BK07
Coiled-coil domain—containing protein 43

0 50

100

Position
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200

Regulation:

primary Ca?*-dependent



log2 Fold Change

Ccdcb

Uniprot Accession: D4AEK9

Coiled-coil domain—containing 6
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100

200

Position

300

400

Regulation:

primary Ca2+—dependent

Domains and Regions:
REGION: Disordered



log2 Fold Change

Ccs
Uniprot Accession: Q9JK72

Copper chaperone for superoxide dismutase
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100

Position

200

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: HMA
REGION: Superoxide dismutase-like



log2 Fold Change

Cdc42bpb

Uniprot Accession: Q7TT49
Serine/threonine—protein kinase MRCK beta
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S481
0- N |
S1688
_l -
_2 -
0 500 1000 1500

Position

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: AGC-kinase C-terminal
DOMAIN: CNH
DOMAIN: CRIB
DOMAIN: PH
DOMAIN: Protein kinase



log2 Fold Change

Cdc42ep4
Uniprot Accession: BIWC33

CDCA42 effector protein (Rho GTPase binding) 4 (Predicted), isoform CRA_a
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100

S136
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200

S301
S303

300

Regulation:
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: CRIB
REGION: Disordered



log2 Fold Change

Cdh22

Uniprot Accession: Q63315
Cadherin—22
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S705

200

400
Position

600

800

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: Cadherin 1
DOMAIN: Cadherin 2
DOMAIN: Cadherin 3
DOMAIN: Cadherin 4
DOMAIN: Cadherin 5



log2 Fold Change

Cdk18

Uniprot Accession: 035832
Cyclin—dependent kinase 18
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200

Position

300

400

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: Protein kinase



log2 Fold Change

CdklI5
Uniprot Accession: D3Z2G85

Cyclin—dependent kinase-like 5
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S306

L _:_:-:C

250

500
Position

S681

750

Regulation:
SV-cycling—dependent

= not-affected

Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered



log2 Fold Change

Cds2

Uniprot Accession: Q91XU8
Phosphatidate cytidylyltransferase 2
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S20
S22
| S32
I! II |
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T30 S36
_l -
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0 100 200 300 400

Position

Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

2=

Cdv3

Uniprot Accession: Q5XIM5
Protein CDV3 homolog
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Position
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200

Regulation:

SV-cycling—dependent



log2 Fold Change

Cendl
Uniprot Accession: Q5FVI4

Cell cycle exit and neuronal differentiation protein 1
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S90
T83 T93

S89 S95

Position

50 100

Regulation:
c primary Ca?*-dependent
SV-cycling—dependent
= not—affected
150



log2 Fold Change

Cepl70

Uniprot Accession: AOA0G2K315
Uncharacterized protein
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S251

S253

S302

S368
T27

S266 Y261 ~S276

300

600
Position

S882 S885

900

Regulation:
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: CEP170_C
. REGION: Disordered



log2 Fold Change

Cepl70b

Uniprot Accession: D4A1G8
Centrosomal protein 170B

2 -
l -
Regulation:
: 2+_
S1347 primary Ca“ —dependent
S819 S1246 ,S1248 ,S1349 SV-cycling—dependent
== not-affected
0- N C
TS37 S1341 i .
S540 Domains and Regions:
T541 DOMAIN: FHA
. REGION: Disordered
_1 -
_2 -
0 500 1000 1500

Position



log2 Fold Change

Cep68

Uniprot Accession: D3Z2Z61
Centrosomal protein 68
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200

400
Position

600

Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered



log2 Fold Change

Chgb

Uniprot Accession: 035314

Secretogranin—1

2-
l-

S190 T400 S624

S100 5142 [s147 T226 S333 Y339 s397
| | I I
0- N 1 i 1 i i
S232/ S236
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S228
_1-
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0 200 400 600
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Regulation:
primary Ca?*-dependent
SV-cycling—dependent

=== not-—affected



Cirl
Uniprot Accession: Q5U2T8
Corepressor interacting with RBPJ 1

log2 Fold Change
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l -
Regulation:
SV-cycling—dependent
0- N . .
Domains and Regions:
REGION: Interaction with RBPJ
REGION: Interaction with RP9
_1 -
_2 -

100

200

Position

300

400



log2 Fold Change

Cit

Uniprot Accession: E9PSL7
Citron rho—-interacting serine/threonine kinase
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S698 S1348

500 1000 1500
Position

2000

Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: AGC-kinase C-terminal
DOMAIN: CNH
DOMAIN: PH
DOMAIN: Protein kinase



log2 Fold Change

Claspl

Uniprot Accession: AOA0G2JUI5
Cytoplasmic linker—associated protein 1

S1543

2 -
l -
S596
S246 S568, s594
0- N R
$6507'S65
S681
S679

_1 -

_2 -

0 500

Position
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S1104 S1209

1500

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: TOG
REGION: Disordered



log2 Fold Change

Clasp2

Uniprot Accession: AOA0G2JZM8
CLIP-associating protein 2
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S241 T267
S247

S769
S692 T773
S686

S601, 5603|

Regulation:
primary Ca2+—dependent

= not-affected

o- N -

S774 S799
S688 S797

S560

500 1000
Position

C
Domains and Regions:
DOMAIN: TOG
REGION: Disordered
1500



log2 Fold Change

Clintl

Uniprot Accession: AOA0OG2JW94
Clathrin interactor 1

2 -
l -
Regulation:
primary Ca2+—dependent
S == not-affected
0- N :ﬂ C
Domains and Regions:
S182 S188
DOMAIN: ENTH
REGION: Disordered
_l -
_2 -
0 100 200 300 400 500

Position



log2 Fold Change

Clip2
Uniprot Accession: AOA0G2JZF2
CAP-Gly domain—containing linker protein 2
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250

500
Position

750

1000

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: CAP-Gly
REGION: Disordered



log2 Fold Change

Clk2

Uniprot Accession: AOA0OG2K5Q8
Secretory carrier—associated membrane protein

2 -
l -
Regulation:
SV-cycling—dependent
0- N C . .
Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered
_l -
_2 -

0 200 400 600 800
Position



log2 Fold Change

Clmn

Uniprot Accession: D4A626

Calmin
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$533

-]:i]:d:—:-:C

250

500
Position

S713 S722

750

S833
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Regulation:
SV-cycling—dependent

== not-affected

Domains and Regions:
DOMAIN: Calponin—homology (CH)
REGION: Disordered



log2 Fold Change

Clta

Uniprot Accession: PO8081

Clathrin light chain A

5.
1
0- N C
_1-
-
: ' 100 150 200 250

50

Position

Regulation:

SV-cycling—dependent

Domains and Regions:

REGION: Involved in binding clathrin
heavy chain



log2 Fold Change

Cltc

Uniprot Accession: P11442
Clathrin heavy chain 1
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S67
0- N/mmmms
_1-
_2-

500

Position

1000

1500

Regulation:
SV-cycling—dependent

== not-affected

Domains and Regions:

REGION: Binding site for the uncoating
ATPase, involved in lattice disassembly

REGION: Distal segment
REGION: Flexible linker
REGION: Globular terminal domain

REGION: Heavy chain arm

REGION: Involved in binding clathrin
light chain

REGION: Proximal segment

REGION: Trimerization

REGION: WD40-like repeat 1
REGION: WD40-like repeat 2
REGION: WD40-like repeat 3
REGION: WD40-like repeat 4
REGION: WD40-like repeat 5
REGION: WD40-like repeat 6
REGION: WD40-like repeat 7



Cnnml

Uniprot Accession: D4A1CO
Cyclin M1 (Predicted)

log2 Fold Change

2 -
l -
Regulation:
SV-cycling—dependent
0- N/ IIImm C Domains and Regions:
DOMAIN: CBS
DOMAIN: CNNM transmembrane
REGION: Disordered
_l -
_2 -
0 200 400 600

Position



log2 Fold Change

Cnot3

Uniprot Accession: D3ZUV9
CCR4-NOT transcription complex, subunit 3

2=

Regulation:

SV-cycling—-dependent

0- NIy

C Domains and Regions:

0 200 400
Position

DOMAIN: NOT2_3 5
. DOMAIN: Not3
REGION: Disordered

600



log2 Fold Change

Cnrl

Uniprot Accession: P20272

Cannabinoid receptor 1
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100

200

Position

300

400

Regulation:
primary Ca**-dependent

SV-cycling—dependent

Domains and Regions:

REGION: Required for mitochondrial
localization



log2 Fold Change

Cobl

Uniprot Accession: D3ZUI5
Protein cordon-bleu

2 -

Regulation:

SV-cycling—dependent

C Domains and Regions:

300

600
Position

DOMAIN: WH2 1
DOMAIN: WH2 2
DOMAIN: WH2 3

900



log2 Fold Change

Comt

Uniprot Accession: P22734
Catechol O—-methyltransferase
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S259

100

Position

200

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:

REGION: S—adenosyl-L-methionine binding



log2 Fold Change

2 -

Corola

Uniprot Accession: Q91ZN1
Coronin—-1A

T418

0 100

200

Position

300

400

Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

2=

Cox4il

Uniprot Accession: P10888
Cytochrome c oxidase subunit 4 isoform 1, mitochondrial

0 50
Position

100

150

Regulation:

SV-cycling—dependent



log2 Fold Change

2=

Cox7c

Uniprot Accession: P80432
Cytochrome c oxidase subunit 7C, mitochondrial

0 20

Position

40

60

Regulation:

primary Ca?*-dependent



log2 Fold Change

Cplx1

Uniprot Accession: P63041
Complexin—-1

2=

S90

50

Position

100

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:

REGION: Interaction with the SNARE
complex



log2 Fold Change

Crmpl

Uniprot Accession: Q62950
Dihydropyrimidinase-related protein 1
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SH37

200

Position

S524

400

600

Regulation:
primary Ca?*-dependent
SV-cycling—dependent

=== not-—affected



log2 Fold Change

2=

Crtcl

Uniprot Accession: Q157S1
CREB-regulated transcription coactivator 1

0 200

Position

400

600

Regulation:

primary Ca?*-dependent



log2 Fold Change

Csnkle

Uniprot Accession: Q9JJ76
Casein kinase 1 epsilon
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100

200
Position

300

S354

—ﬂc

T407 S408

400

Regulation:
SV-cycling—dependent

= not-affected

Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered



log2 Fold Change

2=

Csnk2b

Uniprot Accession: P67874
Casein kinase Il subunit beta

0 50

100
Position

150

200

Regulation:

SV-cycling—dependent

Domains and Regions:

REGION: Interaction with alpha subunit



log2 Fold Change

Ctnndl

Uniprot Accession: D3Z2Z79

Catenin (Cadherin associated protein), delta 1 (Predicted), isoform CRA_a

2 -

S230

250

S349° S352

500
Position

750

T910

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



Ctnnd2

Uniprot Accession: F1IM787
Catenin delta-2

2-

l-
s S38L o403 S1068 ,S1078
S S502 $1060
<
@) { IIH
z o N F—— :
5 S443 \S520 T1064 S1104
R S31§ S398
IS} S515 S517 S1073

S298 S384 T440
S297 T323  T341 S383
_l-
_2-
0 250 500 750 1000

Position

1250

Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Cttn

Uniprot Accession: D3ZGE6
Cortactin, isoform CRA ¢

2 -
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0- N !
S418
_l -
_2 -
200 400

Position

Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: SH3
REGION: Disordered



log2 Fold Change

Cttnbp2
Uniprot Accession: Q21BD4
Cortactin—binding protein 2
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S360

0 500

Position

1000

1500

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Cyld

Uniprot Accession: Q66H62

Ubiquitin carboxyl-terminal hydrolase CYLD
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S341

250

500
Position

750

1000

Regulation:
SV-cycling—dependent

= not-affected

Domains and Regions:
DOMAIN: CAP-Gly 1
DOMAIN: CAP-Gly 2
DOMAIN: CAP-Gly 3

. DOMAIN: USP
REGION: B-box

. REGION: Interaction with IKBKG/NEMO
REGION: Interaction with TRAF2
REGION: Interaction with TRIP



log2 Fold Change

Dab2ip

Uniprot Accession: AOA0OG2JTF2

Disabled homolog 2-interacting protein
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S674

300

600
Position

900

Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: PH

. DOMAIN: Ras-GAP
REGION: Disordered
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log2 Fold Change

Dact3
Uniprot Accession: MOR4J7

Dishevelled-binding antagonist of beta—catenin 3
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S165

200 400
Position

600

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Dagla

Uniprot Accession: Q5YLM1
Snl-specific diacylglycerol lipase alpha

2-

l-
s835 T1027
: 111 :
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S864 S886
_1-
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Position

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Dbnl

Uniprot Accession: AOAOH2UHL9

Drebrin
2-
1-
0- N
_1-
_2-
0

S142
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S8
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S342
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S387

Position

400

600

Regulation:
primary Ca*-dependent
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: ADF-H
. REGION: Disordered



log2 Fold Change

Dbnl

Uniprot Accession: Q9JHL4

Drebrin-like protein

2 -

S311

S237

100 200
Position

300

400

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: ADF-H
DOMAIN: SH3



log2 Fold Change

2 -

Dcaf6

Uniprot Accession: D4A8L4
DDB1 and CUL4-associated factor 6

0 250

500
Position

750

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: WD_REPEATS_REGION
REGION: Disordered



log2 Fold Change

Dclkl

Uniprot Accession: AOA1IW2Q6Q2
Serine/threonine—protein kinase DCLK1

2=

200

S355
T354 S719 S725
_:t’:"C
S353 Y7247'S734
$352 S737
400 600

Position

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: Doublecortin

. DOMAIN: Protein kinase
REGION: Disordered



log2 Fold Change

Dclkl
Uniprot Accession: Q9WVP7

Activity and neurotransmitter—induced early gene protein 4

2 -

20

S25

Position

40

Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Ddhd1

Uniprot Accession: Q3ZAU5
DDHD domain—containing 1

2-
l-
T591
[
0- N I 'I
s706” 510
T709
_l-
_2-
0 250 500 750

Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: DDHD
REGION: Disordered



log2 Fold Change

Ddx3x

Uniprot Accession: AOA0G2K719

DEAD-box helicase 3, X-linked

2 -

Regulation:

primary Ca2+—dependent

Domains and Regions:

200

Position

400

DOMAIN: Helicase ATP-binding
DOMAIN: Helicase C-terminal
DOMAIN: Q_MOTIF

REGION: Disordered

600



log2 Fold Change

Dgkb
Uniprot Accession: P49621
Diacylglycerol kinase beta

2 -

Regulation:

SV-cycling—dependent

C Domains and Regions:

200

400
Position

600

DOMAIN: DAGKc
DOMAIN: EF-hand 1
DOMAIN: EF-hand 2

800



log2 Fold Change

Dip2b
Uniprot Accession: AOA0G2JY22

Disco-interacting protein 2 homolog B
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500

Position

1000

1500

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: DMAP-interaction
REGION: Disordered



log2 Fold Change

Disp2
Uniprot Accession: D3ZBZ6

Dispatched RND transporter family member 2

2 -
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T1124
0- N
S1121
S1119
_1-
-2 =

500

1000
Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: SSD
REGION: Disordered



log2 Fold Change

Dixdc1

Uniprot Accession: Q2VUH7
Dixin

2 -

Regulation:

primary Ca2+—dependent

I C Domains and Regions:

200

Position

400

DOMAIN: Calponin—homology (CH)

. DOMAIN: DIX

REGION: Actin—binding

600



log2 Fold Change

2 -

Dlgl
Uniprot Accession: AOA0OG2K1M2
Disks large homolog 1

S122 S$232

0 250

500
Position

SO

S575

750

Regulation:
SV-cycling—dependent

= not-affected

Domains and Regions:
DOMAIN: Guanylate kinase-like
DOMAIN: L27
DOMAIN: PDZ
DOMAIN: SH3
REGION: Disordered



log2 Fold Change

Dlg2
Uniprot Accession: Q63622
Disks large homolog 2

S414

T408

2 -
l -
S28
|
0- NiIT I
350
S45 S65
_l -
_2 -
0 200

400 600
Position

800

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: Guanylate kinase-like
DOMAIN: PDZ 1
DOMAIN: PDZ 2
DOMAIN: PDZ 3
DOMAIN: SH3



log2 Fold Change

Dlg3

Uniprot Accession: Q62936

Disks large homolog 3
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o
1

=z

200

400
Position

T631

| S634

S636
S637

600 800

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: Guanylate kinase-like
DOMAIN: PDZ 1
DOMAIN: PDZ 2
DOMAIN: PDZ 3
DOMAIN: SH3



log2 Fold Change

Dlg4

Uniprot Accession: P31016
Disks large homolog 4

2 -
1- Regulation:
primary Ca2+—dependent
== not-affected
S73 s S422 g478 S584
s78 Y294 ,S295 S418 ,5425| ,5480 S585
I f f i Domains and Regions:
0- N I Il I | C
' DOMAIN: Guanylate kinase-like
T83 S414 DOMAIN: PDZ 1
DOMAIN: PDZ 2
DOMAIN: PDZ 3
-1- DOMAIN: SH3
_2 -
0 200 400 600

Position



log2 Fold Change

Dlgapl

Uniprot Accession: G3V849
Discs, large (Drosophila) homolog—associated protein 1, isoform CRA_a

2-
l-
S437
S403 S425 T436 Regulation:
S169 T367 S385 S421 S608 _
S154 5362/ \ P18 sazs S605 SV-cycling-dependent
Y 4 I“| k == not-affected
0- N | || I = C
S368 T606 S973 Domains and Regions:
S578
REGION: Disordered
_1-
_2-
250 500 750 1000
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log2 Fold Change

Dlgap2
Uniprot Accession: P97837

Disks large—associated protein 2

2=

S450
$248 5353 745
s811
[
1 | 1 l Il
: -
T459 S670 T778 T815
S460 S636  S673
250 500 750 1000

Position

Regulation:
primary Ca?*-dependent
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Dlgap3

Uniprot Accession: G3V7T8
Disks large—associated protein 3

2 -

S407
S404
sdi0 4% 5783
S185 S427 . T432 S779
7 S919
T413 s*h4 s7iz |
i | [ I
| 1] | || | |
] || ]
S58 T5607 S566 S954
250 500 750
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1000

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



Dlgap4

Uniprot Accession: G3V927
Discs, large homolog—-associated protein 4 (Drosophila)

log2 Fold Change

2-
l-
S428 Regulation:
S156 S377 S421 sS611 1650 T718 _
s380| | seb4 T714 SV-cycling—dependent
| | | == not-affected
0- N II]: I I I ] C
S384 5608’ 5809 S716 S973 Domains and Regions:
REGION: Disordered
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_2-
250 500 750 1000
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log2 Fold Change

Dmtn

Uniprot Accession: B2GUY4
Dematin actin—binding protein
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S22

S26

100

S152

S156

Position

200

S226

S269

T278

S289

300

Regulation:
SV-cycling—-dependent

== not-affected

Domains and Regions:
DOMAIN: AbLIM_anchor
. REGION: Disordered



log2 Fold Change

Dmwd

Uniprot Accession: FIM3D2

DM1 locus, WD repeat—containing
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0-

S393

N [y

200

400
Position

5483

S537

600

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: WD_REPEATS_REGION
REGION: Disordered



log2 Fold Change

DmxI1

Uniprot Accession: D4AA13

Dmx-like 1
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l-
T663
S1904 <1905

1

0- N : |

S574
_l-
_2-
0 1000 2000 3000

Position

Regulation:
primary Ca2+—dependent

=== not—affected

Domains and Regions:
DOMAIN: WD_REPEATS_REGION
REGION: Disordered



log2 Fold Change

DmxI2

Uniprot Accession: FIM3W5

Dmx-like 2
2 -
l -
S1153 Regulation:
S1289 S2399 S2732 primary Ca**-dependent
T460 S1858
S473 S1145
JI = not-affected
I L
0- N lﬁ — I l c
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S463 S1151 DOMAIN: WD_REPEATS_REGION
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log2 Fold Change

Dnajbl
Uniprot Accession: D3ZUU5

DnaJ (Hsp40) homolog, subfamily B, member 1 (Predicted), isoform CRA a

2=

100

200
Position

300

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: J



log2 Fold Change

Dnajb4
Uniprot Accession: Q5XIPO

DnaJ (Hsp40) homolog, subfamily B, member 4

2=

100

Position

200

300

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: J



Dnajc5
Uniprot Accession: P60905

DnaJ homolog subfamily C member 5

2 -

l -
()
o S10
S S151 T169
e
O [ [
- 0- N AT I I
o
. S8
N 19/ |7
2 512

s15
_l -
_2 -
0 50 100 150

Position

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: J

200



log2 Fold Change

Dnajc6

Uniprot Accession: AOA0G2JY26
DnaJ heat shock protein family (Hsp40) member C6

2-
l-
S42
S35 S86
0- N :H:_

0 250 500
Position

T685

750

Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: C2 tensin-type
DOMAIN: J
DOMAIN: Phosphatase tensin—type
REGION: Disordered



log2 Fold Change

Dnml

Uniprot Accession: P21575
Dynamin-1

2=

Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

S S795 Domains and Regions:
{ DOMAIN: Dynamin-type G

DOMAIN: GED
DOMAIN: PH
REGION: G1 motif
REGION: G2 motif
REGION: G3 motif
REGION: G4 motif
REGION: G5 motif

0 250 500 750
Position



log2 Fold Change

Dnm3

Uniprot Accession: Q08877
Dynamin-3

2=

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: Dynamin-type G

0- N | I I C DOMAIN: GED

DOMAIN: PH
T776

REGION: G1 motif

REGION: G2 motif

REGION: G3 motif

REGION: G4 motif

REGION: G5 motif

0 250 500 750
Position



Dock3

Uniprot Accession: FIM4N6
Dedicator of cyto—kinesis 3

log2 Fold Change

2 -
1- .
Regulation:
SV-cycling—dependent
S1658 == not-affected
T200

0- N i C Domains and Regions:
DOMAIN: DHR-1
DOMAIN: DHR-2
DOMAIN: SH3
REGION: Disordered

_l -

_2 -

500

1000
Position

1500

2000



log2 Fold Change

Dock4

Uniprot Accession: MOR6K4
Dedicator of cytokinesis 4

2 -
1- .
Regulation:
SV-cycling—dependent
== not-affected
0- N i C Domains and Regions:
DOMAIN: DHR-1
S1617
DOMAIN: DHR-2
DOMAIN: SH3
REGION: Disordered
_l -
_2 -
: 5(I)0 lOIOO 15I00 ZOIOO

Position



log2 Fold Change

Dpysl|2

Uniprot Accession: P47942
Dihydropyrimidinase-related protein 2

2 -

S62

Regulation:

primary Ca?*-dependent

200

Position

400

) SV-cycling—dependent
T512 == pot-affected

600



log2 Fold Change

DpysI3

Uniprot Accession: Q62952
Dihydropyrimidinase-related protein 3

2-
l-
S536
S570

0- N C

T507 Ns09

7514
T508
T524

_l-
_2-

0 200 400
Position

Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

2=

Dpysl4

Uniprot Accession: Q62951
Dihydropyrimidinase-related protein 4 (Fragment)

0 200

Position

400

Regulation:

primary Ca?*-dependent



log2 Fold Change

DpysI5

Uniprot Accession: Q9JHUO
Dihydropyrimidinase-related protein 5

2-
l-
S531
|
0- N H—
T509 T514
_1-
_2-

200

Position

400

Regulation:

primary Ca?*-dependent

=== not-affected



log2 Fold Change

2=

Drd1l

Uniprot Accession: P18901
D(1A) dopamine receptor

0 100

200

Position

300

400

S445

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Dtd1
Uniprot Accession: BOK014

D-aminoacyl-tRNA deacylase

2-
H S179
S197
S205
S204
|l

0- N 1™ C
_l-
_2-

100 150 200

50

Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Dtnb

Uniprot Accession: AOA0G2JVM6
Dystrobrevin

2 -

200

Position

400

T529

600

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: ZZ-type
REGION: Disordered



log2 Fold Change

Dyncllil

Uniprot Accession: Q9QXUS8
Cytoplasmic dynein 1 light intermediate chain 1

2=

T518
] ] : C
1 1
S207 T408 S510 S516
T513
l(I)O 2(I)O 3(I)0 4(I)O 5(I)O

Position

Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

Eefld

Uniprot Accession: Q68FR9
Elongation factor 1-delta

2=

S162

T147

100 200
Position

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Catalytic (GEF)
REGION: Leucine-zipper



log2 Fold Change

Efnb3

Uniprot Accession: G3V7D4
Ephrin B3

2 -

100

Position

200

300

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: Ephrin RBD
REGION: Disordered



log2 Fold Change

Efr3b

Uniprot Accession: FILTW9

EFR3 homolog B

2 -
1 -
S212 S214
(/]
0- N 1
_1 -
_2 -
0 200 400 600 800

Position

Regulation:
SV-cycling—dependent

=== not-—affected



Ehbpl

Uniprot Accession: F1LVX2
EH domain-binding protein 1

log2 Fold Change

2 -
1- .
Regulation:
primary Ca2+—dependent
51032 == not-affected
0- N C Domains and Regions:
DOMAIN: BMERB
DOMAIN: C2 NT-type
DOMAIN: Calponin—homology (CH)
REGION: Disordered
_1 -
_2 -
(I) ZéO 5(I)O 750 lOIOO 12I50

Position



log2 Fold Change

Eif3d
Uniprot Accession: Q6AYKS

Eukaryotic translation initiation factor 3 subunit D

2 -

200

Position

400

Regulation:

primary Ca2+—dependent

Domains and Regions:
REGION: RNA gate



log2 Fold Change

Eif4b

Uniprot Accession: Q5RKG9
Eukaryotic translation initiation factor 4B

2 -
1 -
Regulation:
: 2+_
S131 5498 primary Ca“ —dependent
S497 S = not-affected
0- N C
! Domains and Regions:
T4207)[S425\_ S489 DOMAIN: RRM
T427
S422 . REGION: Disordered
_l -
_2 -
0 200 400 600

Position



log2 Fold Change

Eif4g3
Uniprot Accession: AOA0G2JY73

Eukaryotic translation initiation factor 4 gamma, 3

5-
1-
0- N E— C
_1-
-
: 5(I)0 10I00 15IOO

Position

Regulation:
primary Ca2+—dependent

SV-cycling—dependent

Domains and Regions:
DOMAIN: MI
DOMAIN: W2
REGION: Disordered



log2 Fold Change

Elfn2
Uniprot Accession: D3ZH36

Extracellular leucine-rich repeat and fibronectin type Il domain—-containing 2

2=

200

400
Position

600

800

Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered



log2 Fold Change

2 -

EmI3

Uniprot Accession: D4A4R1
EMAP-like 3

250

Position

500

750

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: WD_REPEATS_REGION
REGION: Disordered



log2 Fold Change

Enol

Uniprot Accession: P04764

Alpha—enolase

2=

S263

100

200
Position

300

400

Regulation:
SV-cycling—dependent

=== not-—affected

Domains and Regions:

REGION: Required for interaction with
PLG

REGION: Substrate binding



log2 Fold Change

Ensa

Uniprot Accession: P60841
Alpha—endosulfine

2=

S109

0 25

50

Position

75

100

125

Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

Epb41i1

Uniprot Accession: AOAOG2KO0OF3
Band 4.1-like protein 1-like

2-
l-
S461 1475
S430 S1236
S466 S1280 51349 S1393 g1540
0- N c
1
T29 s4437// ss10 51337/ 'S1338
T30 5437 T1324 S1322°51343
T33
sa41 S1320
_1-
_2-
0 500 1000 1500

Position

Regulation:
primary Ca2+—dependent
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: FERM
REGION: Disordered



log2 Fold Change

Epb41i1

Uniprot Accession: Q9WTPO
Band 4.1-like protein 1

5.
1]
0- N I C
_1-
-

: 250 500 750

Position

Regulation:
primary Ca2+—dependent

SV-cycling—-dependent

Domains and Regions:
DOMAIN: FERM

. REGION: C-terminal (CTD)
REGION: Spectrin——actin—binding



log2 Fold Change

Epb4112

Uniprot Accession: D3ZM69
Erythrocyte membrane protein band 4.1-like 2

2-
l-
Regulation:
H 2+_
sS15 S203 primary Ca“ —dependent
== not-affected
0- N * I I C
Domains and Regions:
S57 omains and Regions
S58 DOMAIN: FERM
REGION: Disordered
_l-
_2-
0 250 500 750 1000

Position



log2 Fold Change

Epb41I3

Uniprot Accession: G3V874

Erythrocyte membrane protein band 4.1-like 3

2 -

0-

S524
S446 T522
T495

Regulation:
S774

S743  \g766
| S808

%:C

s801 primary Ca*-dependent
SV-cycling—dependent

= not-affected

N g

S66~ S95

S96

S520
T472

250 500
Position

Domains and Regions:
DOMAIN: FERM
REGION: Disordered

750 1000



log2 Fold Change

Epb41l4a

Uniprot Accession: AOA0G2JW20
Erythrocyte membrane protein band 4.1-like 4A

2 -
l -
Regulation:
SV-cycling—-dependent
soi = not-affected
0- N ——]I:_: C
Domains and Regions:
DOMAIN: FERM

. REGION: Disordered

0 100 200 300 400 500
Position



log2 Fold Change

Epb41i4b

Uniprot Accession: AOAOG2K3H4
Band 4.1-like protein 4B

2 -

0 200

400
Position

600

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: FERM
REGION: Disordered



log2 Fold Change

Erbin

Uniprot Accession: MOR9T2

Erbb2-interacting protein

2 -
l -
s406 S407 S660
0- N  ———] —h =
S519
_l -
_2 -
' 400 800

Position

1200

Regulation:
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: PDZ
REGION: Disordered



log2 Fold Change

Ercl

Uniprot Accession: AOA0G2JYT1

ELKS/Rab6-interacting/CAST family member 1

2 -

300

600
Position

900

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: FIP-RBD
REGION: Disordered



log2 Fold Change

Erc2

Uniprot Accession: Q8K3M6
ERC protein 2

2 -
l -
S16
|
0- NI
S45 S65
_l -
_2 -
0 250 500 750

Position

1000

Regulation:
primary Ca2+—dependent

=== not—affected

Domains and Regions:
REGION: Involved in binding to RIMS1



log2 Fold Change

Etl4

Uniprot Accession: MOR5H1
Enhancer trap locus 4

0- N{ETEE F F L_L|

S528
T488

S8l

S344

s486/
S492

S479

500

S1051
S1054
P] h_:I:I:-:-IT C
l
S887 S1065 51911
S1914 | S1917
S1910
1000 1500 2000

Position

Regulation:
primary Ca2+—dependent
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: AIP3
REGION: Disordered



log2 Fold Change

Evl

Uniprot Accession: 008719
Ena/VASP-like protein

2 -
l -
0- N LI — I
S308° S310
_l -
_2 -
0 100 200 300 400

Position

Regulation:
primary Ca**-dependent
SV-cycling—dependent

=== not-—affected

Domains and Regions:
DOMAIN: WH1
REGION: EVH2

. REGION: EVH2 block A
REGION: EVH2 block B

REGION: EVH2 block C

REGION: Required for interaction with
ZDHHC17



log2 Fold Change

2 -

Exocl

Uniprot Accession: AOA0G2JYT4
Exocyst complex component 1

0 200

Position

400

S469

600

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: Sec3-PIP2_hind
REGION: Disordered



log2 Fold Change

Exoc8

Uniprot Accession: 054924
Exocyst complex component 8

2 -

200

Position

400

600

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: PH



log2 Fold Change

Fafl

Uniprot Accession: Q924K2
FAS—-associated factor 1

2 -

200

Position

400

600

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: UBA
DOMAIN: UBX



log2 Fold Change

Fam126b

Uniprot Accession: Q4V7D4

Family with sequence similarity 126, member B

2 -

100

200

Position

300

400

Regulation:
primary Ca2+—dependent

SV-cycling—dependent

Domains and Regions:
REGION: Disordered



log2 Fold Change

Fam131b

Uniprot Accession: FBWFH6

Protein FAM131B

2 -
l -
S39
S145
S34 S325 S350
L] {
0- N 11 : i I
S142
S341
_l -
_2 -

100

200
Position

300

Cc

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Fam135b
Uniprot Accession: F1LZ91

Family with sequence similarity 135, member B

2 -
l -
0- N
S972
_l -
_2 -
500 1000

Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: DUF676
REGION: Disordered



log2 Fold Change

Faml171b
Uniprot Accession: D3ZTG3

Family with sequence similarity 171, member B

2=

S712 S727

200

400
Position

600

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Farpl
Uniprot Accession: F1LYQ8

FERM, ARHGEF and pleckstrin domain—containing protein 1

2 -
1- .
Regulation:
SV-cycling—dependent
S876 === not-affected
S893 S1040
| | . .

0- N - e Domains and Regions:
DOMAIN: DH
DOMAIN: FERM
DOMAIN: PH 1
DOMAIN: PH 2

_l -

_2 -

250 500 750 1000

Position



Fasn

Uniprot Accession: P12785
Fatty acid synthase

log2 Fold Change

2 -
1- Regulation:
SV-cycling—dependent
Domains and Regions:
DOMAIN: Carrier
0- N I B C
REGION: Acyl and malonyl transferases
. REGION: Beta—ketoacyl reductase
REGION: Beta—ketoacyl synthase
REGION: Enoyl reductase
-1- REGION: Thioesterase
_2 -

500

1000

Position

1500

ZOIOO 2500



log2 Fold Change

Fbrsll
Uniprot Accession: D37858

Fibrosin-like 1
2 -
l -
Regulation:
SV-cycling—dependent
0- N C
Domains and Regions:
REGION: Disordered
_1 -
_2 -
0 200 400 600

Position



log2 Fold Change

Fbxo41

Uniprot Accession: AOAOG2K9A9
F-box protein 41

2 -

250

B ——

S387

S472

T473

S481

Position

500

S834
S833

750

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: F-box
REGION: Disordered



log2 Fold Change

Fbxo42

Uniprot Accession: AOA0G2JTS9
F-box protein 42

2 -

0 200

Position

400

600

Regulation:

rimary Ca®*~dependent
p

Domains and Regions:
DOMAIN: F-box
REGION: Disordered



Fcho2

Uniprot Accession: D3ZYR1
F-BAR domain only protein 2

2 -
1- Regulation:
primary Ca*-dependent
o) = not—affected
o
c
©
&
Domains and Regions:
T 0- N/ Iy I C 9
2 | DOMAIN: F-BAR
T494
> S394 DOMAIN: MHD
2 S REGION: Mediates dimerization and
binding to membranes enriched in
Pi(4,5)-P2 and induces their tubulation
REGION: Mediates interaction with DAB2,
-1- EPS15, EPS15R and ITSN1
_2 -

0 200 400 600 800
Position



log2 Fold Change

2 -

Fgfl4

Uniprot Accession: Q8R5L7
Fibroblast growth factor 14

0 50

100

Position

150

200

250

Regulation:

SV-cycling—dependent



Fhod3
Uniprot Accession: F1LQJ2

Formin homology 2 domain-containing 3

2=

e T | C

log2 Fold Change
o
pd

500

S921

Position

8926

T933

1000

1500

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: DAD
DOMAIN: FH2
DOMAIN: GBD/FH3
REGION: Disordered



log2 Fold Change

Flii
Uniprot Accession: Q5RKI5
FLII, actin-remodeling protein

2 -

500

Position

1000

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: Gelsolin-like
REGION: Disordered



log2 Fold Change

Frs2

Uniprot Accession: AOA0G2JZZ5

Fibroblast growth factor receptor substrate 2

2 -

S437

100

200

Position

300

400

500

Regulation:
SV-cycling—dependent

=== not—affected

Domains and Regions:
DOMAIN: IRS-type PTB
REGION: Disordered



Fry

Uniprot Accession: AOA0G2K749
FRY microtubule-binding protein

log2 Fold Change

2 -
l -
Regulation:
primary Ca2+—dependent
s1308 /S1309 === not—affected
1
0- ] I . .
_!:-:-:- I J Domains and Regions:
S751 S1324 S1820 DOMAIN: MOR2-PAG1_C
§752
S748 . DOMAIN: MOR2-PAG1_mid
S749
REGION: Disordered
_l -
_2 -
500 1000 1500 2000 2500
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log2 Fold Change

2=

Fscnl

Uniprot Accession: P85845
Fascin

0 100

200

Position

300

400

500

Regulation:

SV-cycling—dependent



Fthl

Uniprot Accession: P19132
Ferritin heavy chain

log2 Fold Change

2 -
l -
Regulation:
T2 SV-cycling—dependent
i === not-affected
0- [
Domains and Regions:
DOMAIN: Ferritin—like diiron
_l -
_2 -

50

100
Position

150



log2 Fold Change

G3bp2

Uniprot Accession: Q6AY21

G3BP stress granule assembly factor 2

2=

100

200

Position

Regulation:

SV-cycling—-dependent

] C Domains and Regions:
DOMAIN: NTF2
. DOMAIN: RRM
REGION: Disordered
300 400



log2 Fold Change

Gabbr2

Uniprot Accession: 088871
Gamma-—-aminobutyric acid type B receptor subunit 2

2-
l-
S770 | T772 T818
sr73 s778
ST75 3\ T774-T777 S883
!
0- N i i
_l-
_2-

0 250

500
Position

750

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Gadl

Uniprot Accession: P18088
Glutamate decarboxylase 1

2 -
1 -
Regulation:
S527 primary Ca2+—dependent
{ == not-affected
0- N I C
Domains and Regions:
REGION: Substrate binding
_l -
_2 -
' 200 400 600

Position



Gap43

Uniprot Accession: P07936
Neuromodulin

2 -

l -
i S133 o
> 89 S191
8 S8\ 188 s96 si12d|S1*2,S144 1188
O L 1 1 Ll 1 I
=) 0- N LIl ll | "III H 11
o
LL
~ T95 T1387T139 S145 T171 'T172
(@]
o
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_2 -
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Position

Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:

DOMAIN: IQ
REGION: Important for membrane binding



log2 Fold Change

Gas7
Uniprot Accession: AOA0G2JT50

Growth arrest—specific protein 7
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S1037S109

100

S110

200
Position

300

400

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: F-BAR

. DOMAIN: WW
REGION: Disordered



log2 Fold Change

Gipcl

Uniprot Accession: Q92254
PDZ domain—containing protein GIPC1
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0 100

Position

200

300

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: PDZ



log2 Fold Change

Gitl

Uniprot Accession: Q92272
ARF GTPase-activating protein GIT1

2 -

Y607
$394
|
ﬂll I C
S397
$370
s368’ s371
200 400 600 800

Position

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: Arf-GAP
REGION: ARHGEF6-binding
REGION: Interaction with PXN and TGFB1I1
REGION: PTK2/FAK1-binding



log2 Fold Change

Gjal
Uniprot Accession: PO8050

Gap junction alpha—1 protein

2=

100

200
Position

300

S364

S365

(3372
S373

400

Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Interaction with NOV
REGION: Interaction with UBQLN4



log2 Fold Change

Gjc2
Uniprot Accession: Q80XF7
Gap junction gamma-2 protein

2 -
l -
S397
T395
[
0- N 1} I
T429
_1 -
_2 -
0 100 200 300 400

Position

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

GIrx5

Uniprot Accession: D4AADD7
Glutaredoxin 5

2 -

50

Position

100

150

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: Glutaredoxin



log2 Fold Change

Glud1l

Uniprot Accession: P10860
Glutamate dehydrogenase 1, mitochondrial

2-
1- S498
S157
S79  Ti44 T154 S261 -
S140\ dlf53 <301 |/ TA10 5501
0- N
_l-
_2-
200 400

Position

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

2 -

Gnb1l

Uniprot Accession: P54311
Guanine nucleotide—binding protein G(1)/G(S)/G(T) subunit beta-1

0 100 200
Position

300

Regulation:

SV-cycling—dependent



log2 Fold Change

Gng3

Uniprot Accession: G3V8K2

Guanine nucleotide—binding protein subunit gamma

2 -

20

40
Position

60

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:

DOMAIN: G protein gamma



log2 Fold Change

Gnll

Uniprot Accession: Q6MGO06

Guanine nucleotide—binding protein-like 1

2=

Regulation:
S51 : 26
$55 primary Ca“ —dependent
| = not-affected
Ii' C

T48 55 Domains and Regions:

DOMAIN: CP-type G

200 400 600

Position



log2 Fold Change

Gphn
Uniprot Accession: Q03555

Gephyrin
2 -
1- .
Regulation:
primary Ca**-dependent
SV-cycling—dependent
S201\s207,5213 S277 = not-affected
0- N :ﬁﬂ_— C
T211 Domains and Regions:
T212 REGION: Interaction with GABARAP
. REGION: MPT adenylyltransferase
REGION: MPT Mo-transferase
_1 -
_2 -
0 200 400 600 800

Position



log2 Fold Change

Gpi
Uniprot Accession: Q6P6V0
Glucose-6—phosphate isomerase
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S455

200

400
Position

Regulation:
SV-cycling—dependent

=== not—affected

Domains and Regions:
REGION: Glucose-6-phosphate binding
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Gprl58

Uniprot Accession: AOAOAOMY13

Probable G—protein—coupled receptor 158

2=

0-

S239

S770

S766 |S795

[\ [

250

500

Position

S819

750

S879

S946

S948

1000

1250

Regulation:
primary Ca2+—dependent

SV-cycling—dependent

= not-affected
C

Domains and Regions:
DOMAIN: G_PROTEIN_RECEP_F3_4
REGION: Disordered
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Gprl62

Uniprot Accession: D4AAS1
G protein—coupled receptor 162
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SV-cycling—dependent
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DOMAIN: G_PROTEIN_RECEP_F1_2
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log2 Fold Change
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Gpraspl

Uniprot Accession: Q920R4
G-—protein coupled receptor—associated sorting protein 1
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Position

1000

Regulation:

SV-cycling—dependent



log2 Fold Change

Gprin3
Uniprot Accession: D3ZF21
GPRIN family member 3
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Regulation:
primary Ca2+—dependent
e — S720 SV-cycling—dependent
| == not-affected
0- N _:—:_:h N C
S331 Domains and Regions:
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log2 Fold Change

Gramdla

Uniprot Accession: Q3KR56
Protein Aster-A
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Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: GRAM
DOMAIN: VASt



log2 Fold Change

Gramdlb

Uniprot Accession: D3ZYJ5

GRAM domain-containing 1B
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SV-cycling—dependent
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DOMAIN: VASt
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log2 Fold Change

Grb10
Uniprot Accession: POCE43

Growth factor receptor—-bound protein 10
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Regulation:
SV-cycling—dependent

C Domains and Regions:
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log2 Fold Change

Grid2

Uniprot Accession: Q63226

Glutamate receptor ionotropic, delta—2
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Regulation:
SV-cycling—dependent

=== not—affected

Domains and Regions:

REGION: Interaction with AP4M1

REGION: Interaction with CBLN1
homotrimer



log2 Fold Change

Grinl
Uniprot Accession: P35439

Glutamate receptor ionotropic, NMDA 1
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Glycine binding
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log2 Fold Change

Grin2a
Uniprot Accession: Q00959

Glutamate receptor ionotropic, NMDA 2A
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Regulation:
SV-cycling—dependent

=== not-affected

Cc
Domains and Regions:
REGION: Glutamate binding
REGION: Pore-forming
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Grin2b
Uniprot Accession: Q00960

Glutamate receptor ionotropic, NMDA 2B
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Glutamate binding
REGION: Interaction with DAPK1
REGION: Pore-forming



log2 Fold Change

Gripl

Uniprot Accession: P97879
Glutamate receptor—interacting protein 1
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected
S43 S761
£5760
Domains and Regions:
0- N | Iaaaaa— = | C DOMAIN: PDZ 1

DOMAIN: PDZ 2

DOMAIN: PDZ 3
DOMAIN: PDZ 4
DOMAIN: PDZ 5
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log2 Fold Change

Grk2

Uniprot Accession: P26817
Beta—adrenergic receptor kinase 1
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Regulation:

primary Ca**-dependent

Domains and Regions:
DOMAIN: AGC-kinase C—terminal
DOMAIN: PH

. DOMAIN: Protein kinase

| DOMAIN: RGS
REGION: N-terminal



log2 Fold Change

Grml

Uniprot Accession: P23385

Metabotropic glutamate receptor 1
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Regulation:

S853 T1151 SV-cycling—dependent

| { == not-affected
0- N ] Il I C

T96375965 $1147 Domains and Regions:

S972 _ o
S969 REGION: Glutamate binding
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log2 Fold Change
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Grm3

Uniprot Accession: AOA0G2JV93
Metabotropic glutamate receptor 3
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Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: G_PROTEIN_RECEP_F3_4
REGION: Disordered
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Grm5

Uniprot Accession: AOAOH2UHWG6
Metabotropic glutamate receptor 5
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Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: G_PROTEIN_RECEP_F3_4
REGION: Disordered



log2 Fold Change

Gucyla2
Uniprot Accession: Q9WVI4

Guanylate cyclase soluble subunit alpha-2
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Regulation:

SV-cycling—dependent

Domains and Regions:

DOMAIN: Guanylate cyclase



log2 Fold Change
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Hcnl

Uniprot Accession: FILSH6
Potassium/sodium hyperpolarization—activated cyclic nucleotide—gated channel 1
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: Cyclic nucleotide—binding
REGION: Disordered



log2 Fold Change

Hcn?2

Uniprot Accession: Q9JKA9

Potassium/sodium hyperpolarization—activated cyclic nucleotide—gated channel 2
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:

REGION: Involved in subunit assembly



Hdac6

Uniprot Accession: AOA0G2QC41
Histone deacetylase 6

log2 Fold Change
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Regulation:
primary Ca2+—dependent
=== not-affected
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Domains and Regions:
S21
DOMAIN: UBP-type
REGION: Disordered
_1 -
_2 -
0 300 600 900 1200

Position



log2 Fold Change

Hecw?2

Uniprot Accession: D4ADD3
HECT, C2 and WW domain—containing E3 ubiquitin protein ligase 2
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Regulation:
primary Ca2+—dependent

=== not-affected

C Domains and Regions:
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log2 Fold Change

Hercl

Uniprot Accession: AOA0OG2JTT6
HECT and RLD domain-containing E3 ubiquitin protein ligase family member 1
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Regulation:
SV-cycling—dependent

=== not—affected
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DOMAIN: B30.2/SPRY
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REGION: Disordered



log2 Fold Change
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Hmgn3

Uniprot Accession: Q66H40
High mobility group nucleosome-binding domain—containing protein 3
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Regulation:

SV-cycling—dependent



log2 Fold Change

Hnrnphl

Uniprot Accession: Q8VHV7

Heterogeneous nuclear ribonucleoprotein H
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Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: RRM 1
DOMAIN: RRM 2

DOMAIN: RRM 3

REGION: 2 X 16 AA Gly-rich approximate
repeats

REGION: 2 X 19 AA perfect repeats



log2 Fold Change

Hpca
Uniprot Accession: P84076

Neuron-specific calcium—binding protein hippocalcin
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Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: EF-hand 1
DOMAIN: EF-hand 2
DOMAIN: EF-hand 3
DOMAIN: EF-hand 4



log2 Fold Change

Hrc
Uniprot Accession: G3V8S6

Histidine rich calcium binding protein, isoform CRA_b
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change
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Hs1bp3

Uniprot Accession: D4A6D9
HCLS1-binding protein 3
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Regulation:
SV-cycling—-dependent

Domains and Regions:
DOMAIN: PX
. REGION: Disordered



log2 Fold Change

Hsp90aal

Uniprot Accession: P82995

Heat shock protein HSP 90-alpha

2-
1-
S263
S231
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—2-
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Regulation:
primary Ca*-dependent

= not-affected

Domains and Regions:

REGION: Essential for interaction with

SGTAand TTC1
REGION: Essential for interaction with

SMYD3, TSC1 and STIP1/HOP
REGION: Interaction with FLCN and FNIP1

REGION: Interaction with FNIP2 and TSC1
REGION: Interaction with NR1D1
REGION: Interaction with NR3C1
REGION: Required for homodimerization



Hsp90abl

Uniprot Accession: P34058
Heat shock protein HSP 90-beta

log2 Fold Change

2-
1- Regulation:
SV-cycling—dependent
S == not-affected
S255
S261
Domains and Regions:
‘B REGION: Interaction with AHSA1
REGION: Interaction with BIRC2
" REGION: Interaction with NR1D1
| REGION: Interaction with NR3C1
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log2 Fold Change
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Idh3a

Uniprot Accession: Q99NA5
Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial
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Regulation:

SV-cycling—dependent



log2 Fold Change

Igsfob

Uniprot Accession: D3ZB51
Protein turtle homolog B
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Regulation:

SV-cycling—dependent

=== not-affected
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DOMAIN:
DOMAIN:
DOMAIN:

Fibronectin type-Ill 1
Fibronectin type-IIl 2
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log2 Fold Change

1116

Uniprot Accession: D4A4I19
Pro—-interleukin—16
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: PDZ
REGION: Disordered



log2 Fold Change

lldr2
Uniprot Accession: D32GJ1

Immunoglobulin-like domain—containing receptor 2
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: IG
REGION: Disordered



log2 Fold Change

Inpp5e
Uniprot Accession: Q9WVR1

72 kDa inositol polyphosphate 5—phosphatase
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Regulation:

primary Ca2+—dependent

Domains and Regions:
REGION: 4 X 4 AA repeats of P-X-X-P



log2 Fold Change

Inpp5f

Uniprot Accession: D3ZKG7
Inositol polyphosphate—-5-phosphatase F
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Regulation:
primary Ca2+—dependent
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Domains and Regions:
DOMAIN: HSac2

I pomain: sac
REGION: Disordered



log2 Fold Change

Inpp5j

Uniprot Accession: Q9JMC1

Phosphatidylinositol 4,5-bisphosphate 5—-phosphatase A
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Catalytic
REGION: Required for ruffle localization



log2 Fold Change

Insyn2

Uniprot Accession: D4A4J1
Inhibitory synaptic factor 2A
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Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered



log2 Fold Change

Igsecl

Uniprot Accession: AOA0G2JUG7

IQ motif and Sec7 domain 1
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Regulation:
primary Ca2+—dependent
SV-cycling—-dependent
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Domains and Regions:
DOMAIN: SEC7
REGION: Disordered



log2 Fold Change

Igsec?2

Uniprot Accession: AOA0G2JZX5
IQ motif and Sec7 domain 2

S938
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Domains and Regions:
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log2 Fold Change

lgsec3

Uniprot Accession: Q76M68
IQ motif and SEC7 domain-containing protein 3
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Regulation:
SV-cycling—dependent
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Domains and Regions:
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log2 Fold Change

Irf2bpl
Uniprot Accession: D4AAZ8

Interferon regulatory factor 2 binding protein 1 (Predicted)
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: IRF-2BP1_2
DOMAIN: zf~C3HC4
REGION: Disordered



log2 Fold Change

Irs1

Uniprot Accession: P35570
Insulin receptor substrate 1
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Regulation:

SV-cycling—dependent

Domains and Regions:
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DOMAIN: IRS-type PTB
DOMAIN: PH

REGION: GRB2-binding

REGION: Mediates interaction with PHIP
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log2 Fold Change
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Itfg2

Uniprot Accession: AOA0G2JZW3
Integrin alpha FG-GAP repeat—containing 2
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Regulation:

primary Ca?*-dependent



log2 Fold Change

Itpka

Uniprot Accession: P17105

Inositol-trisphosphate 3-kinase A
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Regulation:

primary Ca2+—dependent

Domains and Regions:
REGION: Calmodulin—binding
REGION: Substrate binding



log2 Fold Change

Itprl
Uniprot Accession: FILNT1
Inositol 1,4,5-trisphosphate receptor type 1
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: MIR
REGION: Disordered
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Uniprot Accession: Q9WVE9
Intersectin—1
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Regulation:

primary Ca**-dependent
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DOMAIN:
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log2 Fold Change

JPT1
Uniprot Accession: Q6AXU6

Jupiter microtubule associated homolog 1
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Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

Jphl
Uniprot Accession: D3ZQ55
Junctophilin 1
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Regulation:
SV-cycling—dependent
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Domains and Regions:
REGION: Disordered



Kcna?

Uniprot Accession: P63142
Potassium voltage—gated channel subfamily A member 2

log2 Fold Change
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l -
Regulation:
SV-cycling—dependent
SA47 ,S468 = not-affected
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Domains and Regions:
REGION: S4-S5 linker
REGION: Tetramerization domain
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log2 Fold Change

Kcna4
Uniprot Accession: P15385

Potassium voltage—gated channel subfamily A member 4
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Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: S4-S5 linker



log2 Fold Change

Kcnab?2

Uniprot Accession: P62483
Voltage—gated potassium channel subunit beta-2
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Regulation:

SV-cycling—dependent



log2 Fold Change

Kcnbl
Uniprot Accession: P15387

Potassium voltage—gated channel subfamily B member 1
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:

REGION: Self-association



log2 Fold Change

Kcnb2
Uniprot Accession: Q63099

Potassium voltage—gated channel subfamily B member 2
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Regulation:
SV-cycling—dependent
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log2 Fold Change

2 -

Kcnec3

Uniprot Accession: Q811T3
Kv3.3c voltage gated potassium channel subunit splice variant C
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Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: BTB
REGION: Disordered



log2 Fold Change

Kcnd2
Uniprot Accession: Q63881

Potassium voltage—gated channel subfamily D member 2
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Regulation:
SV-cycling—dependent

=== not—affected

Domains and Regions:

REGION: Important for normal channel
activation and inactivation, for
interaction with KCNIP2, and probably
other family members as well

REGION: Interaction with KCNIP1

REGION: Interaction with KCNIP1, KCNIP2,
and other family members

REGION: Required for dendritic targeting
REGION: S4-S5 linker



Kcnhl

Uniprot Accession: Q63472
Potassium voltage—gated channel subfamily H member 1

log2 Fold Change
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Regulation:
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Domains and Regions:
DOMAIN: PAC

DOMAIN: PAS

REGION: CAD (involved in subunit
assembly)

REGION: Calmodulin—binding

REGION: Interaction with cyclic
nucleotide—binding pocket
REGION: Required for
phosphatidylinositol bisphosphate
binding



log2 Fold Change

Kcnmal

Uniprot Accession: FILNC7
Calcium-activated potassium channel subunit alpha-1
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Regulation:
primary Ca2+—dependent

SV-cycling—dependent
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log2 Fold Change

Kcng2

Uniprot Accession: 088943
Potassium voltage—gated channel subfamily KQT member 2
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Regulation:
SV-cycling—dependent

=== not-—affected

Domains and Regions:

REGION: Mediates interaction with
calmodulin



log2 Fold Change

Kcngb
Uniprot Accession: F1ILSD6

Potassium voltage—gated channel subfamily Q member 5

Regulation:
primary Ca2+—dependent

=== not-affected
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Domains and Regions:
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log2 Fold Change

Khsrp
Uniprot Accession: Q99PF5

Far upstream element-binding protein 2
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Regulation:
SV-cycling—dependent
Domains and Regions:
0- N C DOMAIN: KH 1
DOMAIN: KH 2
DOMAIN: KH 3
DOMAIN: KH 4
REGION: 4 X 12 AA imperfect repeats
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log2 Fold Change

Kiaal107
Uniprot Accession: D4A0X3

AP2-interacting clathrin—endocytosis protein
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Regulation:

primary Ca?*-dependent
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log2 Fold Change

Kidins220

Uniprot Accession: Q9EQG6

Kinase D-interacting substrate of 220 kDa
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S1582
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Regulation:
SV-cycling—dependent

=== not—affected

Domains and Regions:
DOMAIN: KAP NTPase
REGION: Mediates interaction with CRKL



Kifla

Uniprot Accession: FIM4A4
Kinesin family member 1A

log2 Fold Change
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1- .
Regulation:
primary Ca**-dependent
=== not-—affected
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| . .
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Kif21la

Uniprot Accession: D3ZCG2
Kinesin family member 21A
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent

= not-affected

Domains and Regions:
DOMAIN: Kinesin motor

. DOMAIN: WD_REPEATS_REGION
REGION: Disordered



log2 Fold Change

Kif2a

Uniprot Accession: Q9WV63
Kinesin-like protein KIF2A

2=

200

Position

400

600

Regulation:

SV-cycling—dependent

Domains and Regions:

DOMAIN: Kinesin motor
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Kif5c

Uniprot Accession: G3V6L4
Kinesin-like protein
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Regulation:
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Domains and Regions:
DOMAIN: Kinesin motor
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log2 Fold Change
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Klcl

Uniprot Accession: P37285
Kinesin light chain 1
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Regulation:
SV-cycling—dependent
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Klc2

Uniprot Accession: B2GV74

Kinesin light chain 2
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Regulation:
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SV-cycling—-dependent
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Domains and Regions:
DOMAIN: TPR_REGION
REGION: Disordered
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Klc4

Uniprot Accession: Q5PQM2
Kinesin light chain 4
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Regulation:
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Kndcl

Uniprot Accession: D4A8Q2
Kinase non—catalytic C—lobe domain-containing 1

0 500
Position

1000

1500

C

Regulation:

SV-cycling—dependent

Domains and Regions:
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DOMAIN: N-terminal Ras—GEF
DOMAIN: Ras—-GEF
REGION: Disordered



Kpna3

Uniprot Accession: Q56R18
Importin subunit alpha

log2 Fold Change
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Kpna5

Uniprot Accession: Q56R16
Importin subunit alpha—6
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Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: IBB

. REGION: NLS binding site (major)
REGION: NLS binding site (minor)
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Ksr2

Uniprot Accession: F1LY04
Kinase suppressor of ras 2
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Regulation:

primary Ca2+—dependent

Domains and Regions:

DOMAIN: Phorbol-ester/DAG-type
. DOMAIN: Protein kinase

REGION: Disordered
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LOC100362814

Uniprot Accession: F1ILXC7
Hypothetical protein LOC100362814
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Regulation:
SV-cycling—dependent
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Domains and Regions:
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LOC100909750

Uniprot Accession: D3ZGM3
Tyrosine—protein kinase
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S803° S806 S878
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: Protein kinase
DOMAIN: SH2
DOMAIN: SH3
REGION: Disordered
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LOC100911440

Uniprot Accession: AOA0OG2K5L2
RCG47744, isoform CRA ¢
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Regulation:

SV-cycling—dependent
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Larp4b

Uniprot Accession: D3ZF45
La ribonucleoprotein domain family, member 4B
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S599
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Position

Regulation:
SV-cycling—dependent

== not-affected

Domains and Regions:
DOMAIN: HTH La-type RNA-binding
REGION: Disordered
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Laspl

Uniprot Accession: Q99MZ8
LIM and SH3 domain protein 1
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200

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: LIM zinc—-binding
DOMAIN: SH3
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Leol

Uniprot Accession: Q641X2
RNA polymerase—associated protein LEO1
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Regulation:

SV-cycling—dependent



Limchl

Uniprot Accession: F1IM392
LIM and calponin homology domains 1
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N S903
o

S235
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Position

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: Calponin—homology (CH)
. DOMAIN: LIM zinc-binding
REGION: Disordered



log2 Fold Change

Lin7b

Uniprot Accession: Q92252
Protein lin—7 homolog B
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Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: L27
DOMAIN: PDZ



Lmo7

Uniprot Accession: AOAOG2K8R3

LIM domain 7

2 -

log2 Fold Change
o

pd

S488

S1061

Regulation:

SV-cycling—dependent

S1632 = not-affected

T1628

C Domains and Regions:
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1000
Position

DOMAIN: Calponin—homology (CH)
DOMAIN: LIM zinc-binding
DOMAIN: PDzZ

REGION: Disordered
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Lmod1l

Uniprot Accession: AOA0G2K0D3

Regulation:

SV-cycling—dependent

C Domains and Regions:

Leiomodin—-1
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_l-
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0 200 400
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DOMAIN: WH2

REGION: 5 X 4 AA approximate tandem
repeats

REGION: 8 X approximate tandem repeats
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Lmtk?2

Uniprot Accession: D3ZBH5
Lemur tyrosine kinase 2
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1500

Regulation:
primary Ca2+—dependent
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered
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Lrfnl
Uniprot Accession: POC7J6

Leucine-rich repeat and fibronectin type 11l domain—containing protein 1
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1- .
Regulation:
SV-cycling—-dependent
== not-affected
S700 S713
0- N mm C Domains and Regions:
% S726 DOMAIN: Fibronectin type-IlI
DOMAIN: Ig-like
S689
DOMAIN: LRRCT
DOMAIN: LRRNT
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_2 -
200 400 600 800
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log2 Fold Change

Lrrc47

Uniprot Accession: F1LT49
Leucine-rich repeat—containing 47

2 -
l -
S275 Regulation:
S$292 primary Ca”*~dependent
== not-affected
0- N C
Domains and Regions:
DOMAIN: B3_4
REGION: Disordered
_l -
_2 -
(I) 2(I)0 4CI)O 6(I)O

Position
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Lrrc7

Uniprot Accession: P70587
Leucine-rich repeat—containing protein 7
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l -
T667 '
S666 Regulation:
S670 _
SV-cycling—dependent
== not-affected
0- N C
Domains and Regions:
DOMAIN: PDZ
_1 -
_2 -
0 500 1000 1500
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Lrrfip2
Uniprot Accession: Q4V7ES8
Leucine-rich repeat flightless—interacting protein 2
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S1E8
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Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

Lsmll

Uniprot Accession: BOBNI4
LSM11, U7 small nuclear RNA-associated
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Regulation:
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: Sm
REGION: Disordered
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Position
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Lsml4a

Uniprot Accession: B2GV58
LSM14A mRNA-processing body assembly factor

2 -

100

200

Position

300

400

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: DFDF
DOMAIN: FFD
DOMAIN: TFG
REGION: Disordered
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Luzpl

Uniprot Accession: Q9ESV1
Leucine zipper protein 1
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Regulation:

SV-cycling—dependent



log2 Fold Change

Lysmdl

Uniprot Accession: Q5HZA4

LysM and putative peptidoglycan—binding domain—containing protein 1
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S99
0- N
_l -
_2 -
(I) 5IO l(I)O léO 2(I)0

Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: LysM
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Madd
Uniprot Accession: 008873

MAP kinase-activating death domain protein
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S1198
S1196 S1458
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=909 41045 S1230
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S8 S1038
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: cDENN
DOMAIN: dDENN
DOMAIN: Death
DOMAIN: uDENN
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Magil

Uniprot Accession: MOR8T1
Membrane—-associated guanylate kinase, WW and PDZ domain-containing protein 1
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1200

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: Guanylate kinase-like
DOMAIN: PDZ
DOMAIN: WW
REGION: Disordered
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Mapla

Uniprot Accession: P34926
Microtubule—associated protein 1A
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S1447
l-
S598 T1460
S666 S1033 11479
S611 S907 $1020 S1784 S2254 12602
S499 T663 $980 S1206 ¥1621 S2260
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S1140 S1142 S1568 51988
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-1- S1132
_2-
0 1000 2000
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent

== not-affected

Domains and Regions:
REGION: 11 X 3 AA repeats of K-K-[DE]
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Maplb

Uniprot Accession: P15205
Microtubule—associated protein 1B
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T1321
-1- S1204 31785
S1501
_2-
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Position

Regulation:
primary Ca**-dependent
SV-cycling—dependent

== not-affected

Domains and Regions:

REGION: Mediates interaction with
TMEM185A
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Mapls

Uniprot Accession: POC5W1

Microtubule—associated protein 1S
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0- N#_:_C

250

s4587 S465
S462

500
Position
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1000

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:

REGION: Necessary for association with
actin
REGION: Necessary for association with
microtubules

. REGION: Necessary for interaction with
RASSF1

. REGION: Necessary for the microtubule—
organizing center localization
REGION: Necessary for the mitochondrial
aggregation and genome destruction



Map2

Uniprot Accession: FIMAQ5
Microtubule—associated protein

2_
1-
S363 S601 5939

) e T604 S935 S1047
2 S37 5405 |  S518
] s821 5938 1064~ S1061
=
@) N (]

0- | | |
< | e —
L / /
~ $136-51407 T146 S474 o S738\ S885

7
8 S217 5606 S62 $7 94
$220 S624 34 S724 \ S880 51158\
T215 S652 T1161
-1- $317 Y744
S311
S307
_2-
0 500 1000

Position

S1349

/81780
S1788
31806

S1536
1355 71534 T1620

S1482 \ T1606 T1778

I C

T1660 S178 / 51796

S1599 S17857 £1793
T1614 T1603) S1784 S1800

T16272
T1647 S1651

1500

Regulation:
primary Ca*-dependent
=== SV-cycling-dependent

= not-affected

Domains and Regions:
| DOMAIN: MAP2_projctn
. REGION: Disordered
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Map2k4
Uniprot Accession: F1LP57

Mitogen—activated protein kinase kinase 4
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300

Regulation:

primary Ca2+—dependent

Domains and Regions:

DOMAIN: Protein kinase



Map2k7
Uniprot Accession: Q4KSH7

Dual specificity mitogen—activated protein kinase kinase 7
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Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: Protein kinase

. REGION: D Domain
REGION: DVD domain



log2 Fold Change

Map3k10
Uniprot Accession: D3Z2G83

Mitogen—activated protein kinase kinase kinase 10
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S498 S502
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_l -
_2 -
0 250 500 750

Position

Regulation:
primary Ca2+—dependent

=== not—affected

Domains and Regions:
DOMAIN: Protein kinase
DOMAIN: SH3
REGION: Leucine-zipper 1
REGION: Leucine-zipper 2



log2 Fold Change

Map3k5
Uniprot Accession: D3ZZH6

Mitogen—activated protein kinase kinase kinase 5
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500
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1000

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered
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Map4

Uniprot Accession: AOA0OG2JW88
Microtubule—associated protein
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Position

Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered
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Map4k4

Uniprot Accession: AOAOG2K7W4

Mitogen—activated protein kinase kinase kinase kinase 4
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S675

500
Position

1000

Regulation:
SV-cycling—dependent

= not-affected

Domains and Regions:
DOMAIN: CNH

. DOMAIN: Protein kinase
REGION: Disordered



log2 Fold Change

Map6

Uniprot Accession: Q63560
Microtubule—associated protein 6
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S86

S198

Regulation:
SV-cycling—dependent

=== not—affected

Domains and Regions:
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S934 S951 REGION: Calmodulin-binding
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Map7dl

Uniprot Accession: D4A644
MAP7 domain—containing 1
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Position

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered
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Mapkl
Uniprot Accession: P63086

Mitogen—activated protein kinase 1
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300

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: Protein kinase
REGION: Inhibitor-binding
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Mapk3

Uniprot Accession: P21708
Mitogen—activated protein kinase 3
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Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: Protein kinase
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Mapk8ip3

Uniprot Accession: EQPSK7
C-Jun—-amino-terminal kinase—interacting protein 3
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Position

Regulation:

primary Ca?*-dependent

=== not-affected

Domains and Regions:

DOMAIN: RH1
DOMAIN: RH2

REGION: Interaction with NTRK2

REGION: JNK-binding domain (JBD);
essential for its function in axon
elongation

REGION: Kinesin-binding domain (KBD);
essential for its function in axon
elongation

REGION: Leucine zipper-like domain
(LZ); essential for its function in axon
elongation



Mapt

Uniprot Accession: D4A1Q2
Microtubule—associated protein

log2 Fold Change
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3459 Regulation:
H 2+
s45 S50 S436 primary Ca“ —dependent
158 Sz78 T508 Y639 SV-cycling—dependent
” 1 ] ] 1
J = not-affected
0 N 1 I :[} ]I , jﬂl e C
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March7

Uniprot Accession: Q5XI150
E3 ubiquitin—protein ligase MARCH7
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Regulation:

primary Ca?*-dependent



Marcks

Uniprot Accession: P30009
Myristoylated alanine-rich C—kinase substrate

log2 Fold Change
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Regulation:
S26 Il primary Ca2+—dependent
S27
546 S115 Sz18 SV-cycling—dependent
0- N : : i === not-affected
Domains and Regions:
REGION: Calmodulin—binding (PSD)
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Marcksl1

Uniprot Accession: Q9EPH2

MARCKS-related protein
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S120 S151
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: ] C
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Position

Regulation:
primary Ca**-dependent
SV-cycling—dependent

=== not—affected

Domains and Regions:

REGION: Effector domain involved in
lipid—binding and calmodulin—binding



Mark1

Uniprot Accession: 008678
Serine/threonine—protein kinase MARK1
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1 S412 _
Regulation:
® 3414 S593 primary Ca”*-dependent
(@]
S612 m— not-
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o T400
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Mark3
Uniprot Accession: AOA1BOGWN5

Non-specific serine/threonine protein kinase (Fragment)
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S258

Regulation:
primary Ca2+—dependent

=== not-affected

C Domains and Regions:

200
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DOMAIN: KA1
DOMAIN: Protein kinase
DOMAIN: UBA
REGION: Disordered
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Mark3

Uniprot Accession: Q8VHFO
MAP/microtubule affinity—regulating kinase 3
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Regulation:
SV-cycling—dependent

= not-affected
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Mastl

Uniprot Accession: Q810W7

Microtubule—associated serine/threonine—protein kinase 1
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:

DOMAIN: AGC-kinase C-terminal
. DOMAIN: PDZ

DOMAIN: Protein kinase
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Mcf2l
Uniprot Accession: Q63406

Guanine nucleotide exchange factor DBS
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1- .
Regulation:
primary Ca2+—dependent
=== not-affected
T975
0- N C Domains and Regions:
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Mcripl

Uniprot Accession: BOBN72
Mapk-regulated corepressor—interacting protein 1
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Regulation:

SV-cycling—dependent



log2 Fold Change

Mex3d
Uniprot Accession: FIM5V7

Mex—-3 RNA-binding family member D

2 -

200

S487

400
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Regulation:
SV-cycling—dependent
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Domains and Regions:
DOMAIN: RING-type
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Mff

Uniprot Accession: AOAOG2KAL9
Mitochondrial fission factor
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: Miff
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Mfsd4a

Uniprot Accession: AOAOG2K6P5
Major facilitator superfamily domain—-containing 4A
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Regulation:

primary Ca?*-dependent
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Mgrnl
Uniprot Accession: Q5X1Q4
E3 ubiquitin—protein ligase MGRNL1
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Regulation:
SV-cycling—dependent

=== not-—affected
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Mical3

Uniprot Accession: D3ZGN7
Microtubule—associated monooxygenase, calponin and LIM domain—containing 3
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: BMERB
DOMAIN: Calponin—homology (CH)
DOMAIN: LIM zinc-binding
REGION: Disordered



Miefl

Uniprot Accession: Q5XIS8
Mitochondrial dynamics protein MID51

log2 Fold Change
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Regulation:
primary Ca*-dependent
0- N . .
Domains and Regions:
REGION: Dimerization
REGION: Important for interaction with
DNM1L
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Miga2
Uniprot Accession: AOAOG2KAEG6
Mitoguardin 2
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SV-cycling—dependent
== not-affected
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Mindy1l

Uniprot Accession: Q5BJQ2
Ubiquitin carboxyl-terminal hydrolase MINDY-1
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Regulation:

SV-cycling—dependent
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REGION: Ubiquitin—binding domain (UBD)
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Mink1

Uniprot Accession: F1LN69
Misshapen-like kinase 1
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Domains and Regions:
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. DOMAIN: Protein kinase
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Micl

Uniprot Accession: D4ABB2
Megalencephalic leukoencephalopathy with subcortical cysts 1
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SV-cycling—dependent
== not-affected
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Mobp
Uniprot Accession: Q63327

Myelin—associated oligodendrocyte basic protein
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Regulation:
primary Ca*-dependent

=== not-—affected

Domains and Regions:

REGION: 3 X 9 AA approximate tandem
repeats



Mprip
Uniprot Accession: AOA0OG2JURS5
Myosin phosphatase Rho—interacting protein

log2 Fold Change
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SV-cycling—dependent
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Mrtfa

Uniprot Accession: AOA0OG2JXC5
Megakaryoblastic leukemia (translocation) 1

log2 Fold Change
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SV-cycling—dependent
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Mtchl

Uniprot Accession: BOBN30
Mitochondrial carrier 1
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Mtcll

Uniprot Accession: D4A5D4
Microtubule crosslinking factor 1
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Regulation:
SV-cycling—dependent
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Mtpn
Uniprot Accession: P62775
Myotrophin
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Mtss1l
Uniprot Accession: D3ZYM5

MTSS1, I-BAR domain—containing
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Regulation:

SV-cycling—dependent
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Mtssil
Uniprot Accession: D4A3S6

MTSSI1L, I-BAR domain—containing
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Mtx3

Uniprot Accession: D3ZNK1
Metaxin 3
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Myh10

Uniprot Accession: Q9JLTO
Myosin-10
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Myo5a

Uniprot Accession: Q9QYF3

Unconventional myosin—Va
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Napepld

Uniprot Accession: Q769K2
N-acyl-phosphatidylethanolamine—hydrolyzing phospholipase D
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Navl

Uniprot Accession: D4A5I14
Neuron navigator 1
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primary Ca2+—dependent
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Domains and Regions:
DOMAIN: AAA
REGION: Disordered
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Ncaml

Uniprot Accession: AOAOG2KOMS8
Neural cell adhesion molecule 1
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Regulation:
primary Ca2+—dependent

S667 SV-cycling—dependent
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— L:—:-]ﬁ-:_ C

Domains and Regions:
S671  S783' s784
DOMAIN: Fibronectin type-IlI
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Ncoa7

Uniprot Accession: FILWN1
Nuclear receptor coactivator 7
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Regulation:
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=== not-affected
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REGION: Disordered
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Ncor2

Uniprot Accession: D3ZXN9
Nuclear receptor co—repressor 2
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SV-cycling—dependent
0- N C . .
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DOMAIN: SANT
REGION: Disordered
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Ndrg2

Uniprot Accession: Q8VBU2
Protein NDRG2
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Nedd4l

Uniprot Accession: AOA0OG2JXP3
Neural precursor cell-expressed, developmentally down-regulated 4-like, E3 ubiquitin protein ligase
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500
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Regulation:
primary Ca2+—dependent

=== not-affected

C Domains and Regions:

DOMAIN: C2
DOMAIN: HECT
DOMAIN: WW
REGION: Disordered

1000



Nefm

Uniprot Accession: G3V7S2
Neurofilament medium polypeptide

log2 Fold Change
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s505 5543 S641 o1y S719 Regulation:
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Sl = not-affected
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Nfl

Uniprot Accession: P97526
Neurofibromin
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primary Ca2+—dependent
SV-cycling—dependent
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Domains and Regions:
DOMAIN: CRAL-TRIO
DOMAIN: Ras-GAP
REGION: Lipid binding
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Nfasc

Uniprot Accession: P97685
Neurofascin
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T1221
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Regulation:

SV-cycling—dependent

=== not-affected

Domains and Regions:

DOMAIN:
DOMAIN:
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DOMAIN:
DOMAIN:
DOMAIN:
DOMAIN:

DOMAIN:
DOMAIN:

Fibronectin type-Ill 1
Fibronectin type-IIl 2
Fibronectin type-Ill 3
Fibronectin type-Ill 4
Ig-like C2-type 1
Ig-like C2-type 2
Ig-like C2-type 3
Ig-like C2-type 4
Ig-like C2-type 5
Ig-like C2-type 6
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Ngef
Uniprot Accession: Q5BKC9
Ephexin-1
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Regulation:
primary Ca?*-dependent
Domains and Regions:
0- N C
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DOMAIN: PH
DOMAIN: SH3
REGION: Regulatory region; modulates
activity toward RHOA, RAC1 and CDC42
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Nhsl1

Uniprot Accession: AOA0G2JZL4
NHS-like 1
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Regulation:

primary Ca2+—dependent

Domains and Regions:
REGION: Disordered
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Nmtl

Uniprot Accession: Q8K1Q0
Glycylpeptide N-tetradecanoyltransferase 1
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Regulation:
SV-cycling—dependent
0- N C
Domains and Regions:
REGION: Myristoyl-CoA binding
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Npdcl
Uniprot Accession: Q6AY81

Neural proliferation, differentiation and control, 1
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300

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
REGION: Disordered
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Nptxr

Uniprot Accession: 035764
Neuronal pentraxin receptor
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l -
Regulation:
S254 primary Ca2+—dependent
== not-—affected
0- N C
Domains and Regions:
DOMAIN: Pentraxin (PTX)
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_2 -

0 100 200 300 400 500
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Nrbp2

Uniprot Accession: AOA0G2JT23
Nuclear receptor-binding protein 2
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l -
Regulation:
primary Ca2+—dependent
0- N C . :
Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered
_l -
_2 -

0 100 200 300 400 500
Position
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Nrcam

Uniprot Accession: AOA0G2K3Q5
Neuronal cell adhesion molecule
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1000
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SV-cycling—-dependent

== not-affected

Domains and Regions:
DOMAIN: Fibronectin type-IlI

I DOMAIN: Ig-like
REGION: Disordered
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Nrdc

Uniprot Accession: P47245
Nardilysin

300

600
Position

900

1200

Regulation:

primary Ca?*-dependent
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Nrxnl

Uniprot Accession: Q63372
Neurexin—1
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1000

1500

Regulation:

primary Ca2+—dependent

Domains and Regions:

DOMAIN:
DOMAIN:
DOMAIN:
DOMAIN:
DOMAIN:
DOMAIN:
DOMAIN:
DOMAIN:

DOMAIN:

REGION:

EGF-like 1
EGF-like 2
EGF-like 3
Laminin G-like 1
Laminin G-like 2
Laminin G-like 3
Laminin G-like 4
Laminin G-like 5
Laminin G-like 6

Interaction with CASK
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Nsfllc

Uniprot Accession: 035987
NSFL1 cofactor p47
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S114  s140
_1-
_2-
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Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: SEP
DOMAIN: UBX
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Nufip2

Uniprot Accession: D32C82
Nuclear FMR1-interacting protein 2
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600

Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered
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Numb

Uniprot Accession: Q2LC84
Protein numb homolog
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400
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Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: PID
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Numbl

Uniprot Accession: A1L1I3
Numb-like protein

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: PID
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Ociadl

Uniprot Accession: Q5XI1G4
OCIA domain-containing protein 1

2 -

Regulation:
S122 SV-cycling—dependent
i === not-affected
: C
Domains and Regions:
DOMAIN: OCIA
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Position
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5.
1
0- N C
_1-
-
: 100 200 300 400

Oprml

Uniprot Accession: P33535
Mu-type opioid receptor

Position

Regulation:

primary Ca?*-dependent
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Osbpl8

Uniprot Accession: AOA0OG2JXN8

Oxysterol-binding protein
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250

Position

500

750

S809

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: PH
REGION: Disordered
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Otof

Uniprot Accession: Q9ERC5
Otoferlin
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: 5CI)O lOIOO 15I00 20IOO
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Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: C2 1
DOMAIN: C2 2
DOMAIN: C2 3
DOMAIN: C2 4
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Oxrl

Uniprot Accession: AOA0OG2K7Y?2
Oxidation resistance protein 1
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S334

T341

(S336

S403
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Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: LysM
REGION: Disordered



log2 Fold Change

Oxsrl

Uniprot Accession: D3ZUC9
Oxidative stress—responsive kinase 1
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0- N
|
S325
S324
_l -
_2 -
0 200 400

Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered
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P33monox

Uniprot Accession: Q5U2R6
Putative monooxygenase p33MONOX
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T180
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Regulation:
SV-cycling—dependent

=== not-—affected
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Pacsl

Uniprot Accession: 088588

Phosphofurin acidic cluster sorting protein 1
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_2.5-

S

S28
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Regulation:
primary Ca?*-dependent
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Pacs?2
Uniprot Accession: D32JG4

Phosphofurin acidic cluster sorting protein 2
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|
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_1-
_2-
0 250 500 750

Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
REGION: Disordered
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Pacsinl

Uniprot Accession: Q9Z0W5

Protein kinase C and casein kinase substrate in neurons protein 1
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T181

S345

100 200
Position

300

400

S427

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: F-BAR
DOMAIN: SH3



Pak1l

Uniprot Accession: P35465
Serine/threonine—protein kinase PAK 1

2 -

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:

log2 Fold Change
o
pd

1
] DOMAIN: CRIB
T184 ) T1228 DOMAIN: Protein kinase
T229
S174  T211 REGION: Autoregulatory region

REGION: GTPase-binding
REGION: Interaction with CRIPAK

0 200 400
Position
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Pak3

Uniprot Accession: Q62829

Serine/threonine—protein kinase PAK 3
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S209

200

Position

400

Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

C Domains and Regions:

DOMAIN: CRIB

DOMAIN: Protein kinase
REGION: Autoregulatory region
REGION: GTPase-binding
REGION: Linker



log2 Fold Change

Palm

Uniprot Accession: Q920Q0

Paralemmin-1
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S244 T363
<25 T242 S248 S345. 1362 367  Regulation:
| |
0- N I tH : === C SV-cycling—dependent
{ === not-—affected
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Palm3

Uniprot Accession: D4A1J3

Paralemmin 3
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200

400
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered
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Palmd

Uniprot Accession: Q4KM62
Palmdelphin
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200

Position

400

Regulation:
SV-cycling—dependent

=== not-—affected
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Pank4

Uniprot Accession: G3V7T3
Pantothenate kinase 4
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l -
Regulation:
S63 -
primary Ca“ —dependent
=== not-affected
0- N C
Domains and Regions:
DOMAIN: DUF89
REGION: Disordered
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Position



log2 Fold Change

Parp9
Uniprot Accession: A1A5Q1

Poly [ADP-ribose] polymerase
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400
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Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: Macro
DOMAIN: PARP catalytic
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2 -

Pcdhl

Uniprot Accession: AOAOG2K6T9
Protocadherin 1
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Regulation:
primary Ca2+—dependent

SV-cycling—dependent

Domains and Regions:
DOMAIN: CA
REGION: Disordered
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Pcdh7

Uniprot Accession: Q68HBS8
Protocadherin 7
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S976
S974 S989

i:C

300

Position
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900

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: CA
REGION: Disordered
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Pcdh8

Uniprot Accession: D3ZE55
Protocadherin—8
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|
0- N I 1]
T806
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0 300 600 900

Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: Cadherin 1
DOMAIN: Cadherin 2

. DOMAIN: Cadherin 3
DOMAIN: Cadherin 4
DOMAIN: Cadherin 5
DOMAIN: Cadherin 6
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Pcdh9

Uniprot Accession: F1LS01
Protocadherin 9
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1000

Regulation:
primary Ca2+—dependent

SV-cycling—dependent

Domains and Regions:
DOMAIN: CA
REGION: Disordered
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Pclo

Uniprot Accession: FIM7V4
Protein piccolo
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Regulation:
primary Ca2+—dependent

=== not-affected

C . :
Domains and Regions:
DOMAIN: C2
DOMAIN: PDZ
REGION: Disordered
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Uniprot Accession: Q9JKS6
Protein piccolo
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Regulation:
primary Ca**-dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: C2 1
DOMAIN: C2 2

DOMAIN: PDZ

REGION: 12 X 10 AA tandem approximate
repeats of P-~A-K-P-Q-P-Q-Q-P-X



log2 Fold Change

Pcml

Uniprot Accession: AOA0OG2K0X1

Pericentriolar material 1
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|
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500 1000 1500 2000

Position

Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: PCM1_C
REGION: Disordered
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Pcnx3
Uniprot Accession: D3ZSQ1

Pecanex 3
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Regulation:
SV-cycling—dependent
S96 == not-affected
0- Ni— C
Domains and Regions:
DOMAIN: Pecanex_C
REGION: Disordered
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Pcp2
Uniprot Accession: D3ZXP8
Purkinje cell protein 2
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Regulation:
primary Ca2+—dependent

SV-cycling—dependent

Domains and Regions:
REGION: Disordered
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Pdelb
Uniprot Accession: Q01066

Calcium/calmodulin—dependent 3',5'-cyclic nucleotide phosphodiesterase 1B
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400

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: PDEase
REGION: Calmodulin—binding
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Pde2a

Uniprot Accession: AOA0OG2K876

Phosphodiesterase
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S185
1184
0- N
_1-
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250

500
Position

750

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: PDEase
REGION: Disordered
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Pdeda
Uniprot Accession: P54748

cAMP-specific 3',5'-cyclic phosphodiesterase 4A
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400
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Regulation:

primary Ca2+—dependent

Domains and Regions:

DOMAIN: PDEase
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Pde4b
Uniprot Accession: P14646
cAMP-specific 3',5'-cyclic phosphodiesterase 4B
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S290
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600

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:

DOMAIN: PDEase
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Pde4d

Uniprot Accession: P14270
cAMP-specific 3',5'-cyclic phosphodiesterase 4D
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Regulation:

S primary Ca2+—dependent
=== not-affected
! C
I
S197 Domains and Regions:
S190 DOMAIN: PDEase
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Pdhal
Uniprot Accession: P26284

Pyruvate dehydrogenase E1 component subunit alpha, somatic form, mitochondrial
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Regulation:
primary Ca?*-dependent

=== not-affected
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Pdlim5

Uniprot Accession: Q62920
PDZ and LIM domain protein 5
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200

Position

400

Regulation:
SV-cycling—dependent

Domains and Regions:

C
DOMAIN: LIM zinc-binding 1
DOMAIN: LIM zinc-binding 2
DOMAIN: LIM zinc-binding 3
DOMAIN: PDZ

6(I)O
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Pdpkl
Uniprot Accession: 055173

3-phosphoinositide—dependent protein kinase 1
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200

Position

400

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: PH

. DOMAIN: Protein kinase
REGION: PIF-pocket



log2 Fold Change

Pdzd8

Uniprot Accession: D3ZXY2
PDZ domain containing 8 (Predicted)
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S520

: C

300 600 900 1200
Position

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: PDZ
DOMAIN: Phorbol-ester/DAG-type
DOMAIN: SMP-LTD
REGION: Disordered
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Pex10

Uniprot Accession: D32C81
Peroxisomal biogenesis factor 10
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200

300

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: RING-type
REGION: Disordered
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Pkl

Uniprot Accession: P30835
ATP-dependent 6—phosphofructokinase, liver type
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800

Regulation:

primary Ca**-dependent

Domains and Regions:

REGION: Allosteric activator fructose
2,6-bisphosphate binding .
REGION: C-terminal regulatory PFK domain
2

REGION: Interdomain linker

REGION: N-terminal catalytic PFK domain
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REGION: Substrate binding
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Pfkp
Uniprot Accession: P47860

ATP-dependent 6—phosphofructokinase, platelet type
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800

Regulation:
primary Ca**-dependent

== not-affected

Domains and Regions:

REGION: Allosteric activator fructose
2,6-bisphosphate binding .
REGION: C-terminal regulatory PFK domain
2

REGION: Interdomain linker
. REGION: N-terminal catalytic PFK domain
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log2 Fold Change

2 -

Phactrl

Uniprot Accession: P62024
Phosphatase and actin regulator 1
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Regulation:
primary Ca?*-dependent

=== not-affected
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Phactr2

Uniprot Accession: AOA0OG2K8Q4
Phosphatase and actin regulator
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400

Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered
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Phactr3

Uniprot Accession: Q6RFY?2
Phosphatase and actin regulator 3
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Regulation:

primary Ca?*-dependent
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Phb2

Uniprot Accession: Q5XIH7
Prohibitin—2
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Position

Regulation:
SV-cycling—dependent

=== not-—affected

Domains and Regions:

REGION: Necessary for transcriptional
repression
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Phkb

Uniprot Accession: AOA0OG2K9C8

Phosphorylase b kinase regulatory subunit
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S692

T694

300

600
Position

900

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: Glyco_hydro_15
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Phidbl
Uniprot Accession: D3ZNS1

Pleckstrin homology-like domain family B member 1
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Position

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: PH
REGION: Disordered
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Pikfyve

Uniprot Accession: D3ZYT8

Phosphoinositide kinase, FYVE-type zinc finger—containing
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T321

Regulation:
primary Ca2+—dependent

=== not-affected

C Domains and Regions:
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S1725 DOMAIN: FYVE-type
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REGION: Disordered
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Pip5klc

Uniprot Accession: FIM8H6
Phosphatidylinositol 4—phosphate 5—-kinase type—-1 gamma
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S540
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i
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S449
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: PIPK
REGION: Disordered
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Pitpnm2
Uniprot Accession: F1LXD6

Phosphatidylinositol transfer protein, membrane—associated 2
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500
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1000

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: DDHD
REGION: Disordered
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Pjal
Uniprot Accession: AAOU1RRVO
Praja ring finger ubiquitin ligase 1 (Fragment)
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SIS
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200

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered
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Pkp4

Uniprot Accession: FIM2K6

Plakophilin 4
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Regulation:
primary Ca2+—dependent

SV-cycling—dependent

C === not-affected

Domains and Regions:
REGION: Disordered
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Plcb1

Uniprot Accession: P10687
1-phosphatidylinositol 4,5—-bisphosphate phosphodiesterase beta-1
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S982 S1197
S978 S1200
500 750 1000 1250

Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: C2
DOMAIN: PI-PLC X-box
DOMAIN: PI-PLC Y-box



log2 Fold Change

Plcgl

Uniprot Accession: P10686
1-phosphatidylinositol 4,5-bisphosphate phosphodiesterase gamma-1
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Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: C2
DOMAIN: EF-hand
DOMAIN: PH 1

DOMAIN: PH 2; first part

DOMAIN: PH 2; second part

DOMAIN: PI-PLC X-box

DOMAIN: PI-PLC Y-box
_1- DOMAIN: SH2 1

DOMAIN: SH2 2

DOMAIN: SH3

0 500 1000
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Plch2
Uniprot Accession: D4AAX6

Phosphoinositide phospholipase C
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: C2
DOMAIN: EF-hand
DOMAIN: PH
DOMAIN: PI-PLC Y-box
REGION: Disordered
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Plec

Uniprot Accession: Q6S3A5
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Plectin
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Regulation:
SV-cycling—dependent
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Domains and Regions:
DOMAIN: Calponin—homology (CH)
REGION: Disordered



log2 Fold Change

Plekha5

Uniprot Accession: E9PTG5
Pleckstrin homology domain—containing A5
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Regulation:
SV-cycling—dependent
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Domains and Regions:
DOMAIN: PH
DOMAIN: WW
REGION: Disordered



log2 Fold Change

Plekha7

Uniprot Accession: AOA0OG2K6Z8
Pleckstrin homology domain—containing A7
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[\ [ —

Regulation:
SV-cycling—-dependent
S409 S791 == not—affected
S — R C
Domains and Regions:
S460 T462
DOMAIN: PH
REGION: Disordered
250 500 750 1000 1250
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log2 Fold Change
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Plpl
Uniprot Accession: P60203
Myelin proteolipid protein
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Regulation:

SV-cycling—dependent



log2 Fold Change

Plpp6

Uniprot Accession: Q66H88
Phospholipid phosphatase 6
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300

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Plpprd

Uniprot Accession: G3V864
Phospholipid phosphatase-related protein type 4
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Regulation:
SV-cycling—dependent
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Domains and Regions:
DOMAIN: acidPPc
REGION: Disordered
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Pnma8b

Uniprot Accession: D3ZQN3
PNMA family member 8B
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Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered



log2 Fold Change

Pom121I2

Uniprot Accession: D3ZGH9

POM121 transmembrane nucleoporin-like 2
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Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered
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Ppfia3

Uniprot Accession: Q91779

Liprin—alpha-3
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Regulation:
primary Ca2+—dependent
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Domains and Regions:
DOMAIN: SAM 1
DOMAIN: SAM 2
DOMAIN: SAM 3
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Ppfiad
Uniprot Accession: F1IM863

Liprin—alpha—-4
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Regulation:
primary Ca2+—dependent

=== not-affected

C
Domains and Regions:
DOMAIN: SAM
REGION: Disordered
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log2 Fold Change

Ppid

Uniprot Accession: Q6DGGO0

Peptidyl-prolyl cis—trans isomerase D
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Regulation:

primary Ca2+—dependent

C Domains and Regions:
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200
Position

DOMAIN: PPlase cyclophilin—type
. REGION: Chaperone activity
REGION: Interaction with HSP90AB1

300
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Ppmlh

Uniprot Accession: Q5M821

Protein phosphatase 1H
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Position

Regulation:
primary Ca2+—dependent
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Domains and Regions:
DOMAIN: PPM-type phosphatase



log2 Fold Change
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Ppplrl2a

Uniprot Accession: Q10728
Protein phosphatase 1 regulatory subunit 12A
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Regulation:

primary Ca2+—dependent

Domains and Regions:
REGION: Interaction with ROCK2



Ppplrla

Uniprot Accession: P19103
Protein phosphatase 1 regulatory subunit 1A

log2 Fold Change
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Regulation:
primary Ca2+—dependent
T42 17543 == not-affected
0- N i
Domains and Regions:
REGION: Essential for activity
REGION: Interaction with PPP1R15A
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log2 Fold Change

Ppplrlb

Uniprot Accession: Q6J4I10
Protein phosphatase 1 regulatory subunit 1B
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Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

Ppplr2

Uniprot Accession: P50411
Protein phosphatase inhibitor 2
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:

REGION: Required for binding PPP1CC

REGION: Required for binding PPP1CC
catalytic center, displacing metal

ions and inhibition of PPP1CC catalytic
activity



log2 Fold Change

Ppplr2l
Uniprot Accession: F1LYZ8

Protein phosphatase 1, regulatory subunit 21
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Regulation:

primary Ca2+—dependent

C . :
Domains and Regions:
DOMAIN: KLRAQ
REGION: Disordered
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Ppplr3e

Uniprot Accession: POC7L8

Protein phosphatase 1 regulatory subunit 3E
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200

Regulation:
primary Ca2+—dependent

=== not—affected

Domains and Regions:
DOMAIN: CBM21
REGION: Glycogen-binding motif
REGION: Substrate—binding motif
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Ppplr7
Uniprot Accession: Q5HZV9
Protein phosphatase 1 regulatory subunit 7
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: LRRCT



log2 Fold Change

Ppplr9a

Uniprot Accession: 035867
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Neurabin—-1
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Regulation:
SV-cycling—dependent

=== not-—affected

Domains and Regions:
DOMAIN: PDZ
DOMAIN: SAM

REGION: Actin—binding

REGION: Interaction with protein
phosphatase 1

REGION: Interaction with TGN38



Ppp1r9b

Uniprot Accession: 035274
Neurabin-2
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Regulation:

l -
primary Ca**-dependent

Domains and Regions:
DOMAIN: PDZ

C REGION: Actin—binding
REGION: Interaction with ADRA2A, ADRA2B

and ADRA2C
REGION: Interaction with D(2) dopamine

receptor ) ) )
REGION: Interaction with protein

phosphatase 1
REGION: Interaction with RGS2

log2 Fold Change
o
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REGION: Interaction with TGN38
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Ppp2r5¢c

Uniprot Accession: D4A1A5
Serine/threonine—protein phosphatase 2A 56 kDa regulatory subunit

log2 Fold Change
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Regulation:
primary Ca2+—dependent
0- N
Domains and Regions:
REGION: Disordered
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log2 Fold Change

Ppp3ca

Uniprot Accession: P63329

Serine/threonine—protein phosphatase 2B catalytic subunit alpha isoform
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Regulation:
primary Ca?*-dependent
SV-cycling—dependent

=== not-—affected

Domains and Regions:
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| REGION: Autoinhibitory domain
REGION: Autoinhibitory segment

S492
REGION: Calcineurin B binding
REGION: Calmodulin—binding
REGION: Catalytic
REGION: Interaction with PxIxIF motif in
substrate
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log2 Fold Change

Prkaal
Uniprot Accession: P54645

5'-AMP-activated protein kinase catalytic subunit alpha-1
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Regulation:
SV-cycling—dependent

=== not—affected

Domains and Regions:
DOMAIN: Protein kinase
REGION: AIS
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2 -

Prkabl

Uniprot Accession: P80386
5'-AMP-activated protein kinase subunit beta-1
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Regulation:

primary Ca2+—dependent

Domains and Regions:
REGION: Glycogen-binding domain



log2 Fold Change

Prkacbh

Uniprot Accession: P68182
cAMP-dependent protein kinase catalytic subunit beta
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Regulation:
SV-cycling—dependent

Domains and Regions:
DOMAIN: AGC-kinase C-terminal
. DOMAIN: Protein kinase



Prkcb

Uniprot Accession: F1LS42
Protein kinase C
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Regulation:
primary Ca2+—dependent

T640 === not-affected

C Domains and Regions:

log2 Fold Change
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DOMAIN: AGC-kinase C-terminal
DOMAIN: C2

DOMAIN: Phorbol-ester/DAG-type
DOMAIN: Protein kinase
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Prkcg

Uniprot Accession: P63319
Protein kinase C gamma type
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log2 Fold Change
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Regulation:

primary Ca2+—dependent
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Domains and Regions:
DOMAIN: AGC-kinase C-terminal
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DOMAIN: Protein kinase



log2 Fold Change
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Prpf38b

Uniprot Accession: Q6AXY7
Pre-mRNA-splicing factor 38B
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Regulation:

SV-cycling—dependent



log2 Fold Change

Prrt2

Uniprot Accession: D3ZFB6
Proline-rich transmembrane protein 2
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Regulation:
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Prrt3
Uniprot Accession: D3ZWQO0

Proline-rich transmembrane protein 3
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Regulation:
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Domains and Regions:
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Psd
Uniprot Accession: G3V8J5

PH and SEC7 domain—containing protein 1
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Regulation:

SV-cycling—-dependent

C Domains and Regions:
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. DOMAIN: SEC7
REGION: Disordered
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log2 Fold Change

Psmd1l
Uniprot Accession: 088761

26S proteasome non-ATPase regulatory subunit 1
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Regulation:
SV-cycling—dependent
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log2 Fold Change

Psmd2

Uniprot Accession: Q4FZT9
26S proteasome non-ATPase regulatory subunit 2
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Regulation:
primary Ca?*-dependent
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log2 Fold Change

Ptprd

Uniprot Accession: MORB22
Protein tyrosine phosphatase, receptor type, D
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Regulation:
SV-cycling—dependent
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Domains and Regions:
DOMAIN: Fibronectin type-IlI
DOMAIN: Ig-like
DOMAIN: TYR_PHOSPHATASE_2
DOMAIN: Tyrosine—protein phosphatase
REGION: Disordered



log2 Fold Change
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Ptprs
Uniprot Accession: Q64605

Receptor-type tyrosine—protein phosphatase S
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Regulation:

SV-cycling—dependent
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Fibronectin type-Ill 1
Fibronectin type-Ill 2
Fibronectin type-Ill 3
Fibronectin type-Ill 4
Fibronectin type-Ill 5
Fibronectin type-Ill 6
Fibronectin type-Ill 7
Fibronectin type-Ill 8
Ig-like C2-type 1
Ig-like C2-type 2
Ig-like C2-type 3
Tyrosine—protein phosphatase 1

Tyrosine—protein phosphatase 2
Important for binding to

glycosaminoglycan chains

REGION:

Substrate binding
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Purg
Uniprot Accession: D3ZYS1

Purine-rich element-binding protein G
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300

Regulation:
SV-cycling—dependent
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Domains and Regions:
REGION: Disordered
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R3hdm2

Uniprot Accession: AOAOG2K4ES8

R3H domain—containing 2
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Regulation:

SV-cycling—dependent

C Domains and Regions:
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DOMAIN: R3H
DOMAIN: Suz
REGION: Disordered
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2 -

RGD1305178

Uniprot Accession: AOA096MJIX5
Similar to Hypothetical protein MGC11690
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Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered



log2 Fold Change

RGD1305455
Uniprot Accession: ADAOG2KAX2

Similar to hypothetical protein FLJ10925
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Regulation:
S517
S494 SV-cycling—dependent
| === not-affected
0- N I C
Domains and Regions:
REGION: Disordered
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log2 Fold Change

RGD1306271

Uniprot Accession: D3Z29D0
Similar to KIAA1549 protein
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Regulation:
SV-cycling—dependent
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Domains and Regions:
REGION: Disordered
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RGD1306556

Uniprot Accession: AOA0G2JZ88
Similar to hypothetical protein A530094D01
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1500

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: Tankyrase_bhdg_C
. REGION: Disordered



log2 Fold Change

RGD1307100

Uniprot Accession: AOAO96MJT6
Similar to RIKEN cDNA D630029K19
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Regulation:
S3653 S3894 SV-cycling—dependent
S3835 54308 === not—affected
| |
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Domains and Regions:
S2601° T2605
DOMAIN: FSA_C
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RGD1308601

Uniprot Accession: D4A3X1

Similar to hypothetical protein

2=

100

200
Position

Regulation:
primary Ca2+—dependent

= not-affected

C
Domains and Regions:
DOMAIN: RNF111_N
. REGION: Disordered
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RGD1310819

Uniprot Accession: D3ZBU7
Similar to putative protein (5S487)
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Regulation:
primary Ca2+—dependent
SV-cycling—-dependent
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Domains and Regions:
DOMAIN: DUF4592
REGION: Disordered
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RGD1311575

Uniprot Accession: D4A5F4
Hypothetical LOC289568
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primary Ca*-dependent

= not-affected

Domains and Regions:
DOMAIN: DUF4592
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RGD1559896

Uniprot Accession: D3Z2Y47
Similar to RIKEN cDNA 2310022B05
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Regulation:

SV-cycling—-dependent

Domains and Regions:
DOMAIN: DUF4706
. REGION: Disordered



log2 Fold Change

Rabl11fip5

Uniprot Accession: AOAOG2K1W1
RAB11 family—interacting protein 5
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Regulation:
primary Ca2+—dependent

SV-cycling—-dependent

Domains and Regions:
DOMAIN: FIP-RBD
REGION: Disordered



log2 Fold Change
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RablA

Uniprot Accession: Q6NYB7
Ras-related protein Rab-1A
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Regulation:
primary Ca?*-dependent
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log2 Fold Change

Rab22a
Uniprot Accession: BOBN19

RAB22A, member RAS oncogene family
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
REGION: Disordered

200
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Rab3a

Uniprot Accession: P63012
Ras-related protein Rab—-3A
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Regulation:
primary Ca?*-dependent
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log2 Fold Change

Rab3ip

Uniprot Accession: AOA0OG2K1B4

Rab-3A-interacting protein
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S250

300
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: Sec2p
REGION: Disordered



log2 Fold Change

Rabgefl

Uniprot Accession: G3V631
RAB guanine nucleotide exchange factor (GEF) 1 (Predicted), isoform CRA_a

2 -
l -
Regulation:
. 2+_
S401 primary Ca“ —dependent
=== not-affected
0- N e— C . .
Domains and Regions:
DOMAIN: A20-type
. DOMAIN: VPS9
REGION: Disordered
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Ralbpl

Uniprot Accession: Q5FVT1
RCG55460, isoform CRA _a
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log2 Fold Change
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Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: Rho-GAP
REGION: Disordered



log2 Fold Change

Ralgapal

Uniprot Accession: 055007
Ral GTPase—activating protein subunit alpha-1
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Regulation:
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Domains and Regions:

DOMAIN: Rap-GAP

REGION: Minimal domain that binds to
TCF3/E12



log2 Fold Change

Ralgapb

Uniprot Accession: P86410

Ral GTPase—activating protein subunit beta
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Regulation:
S359 primary Ca”*-dependent
= not-affected
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S3577T363 T3v9 T724 Domains and Regions:
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log2 Fold Change

Raplgap
Uniprot Accession: F1LV89

Rapl GTPase—activating protein
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Domains and Regions:
DOMAIN: Rap-GAP
REGION: Disordered
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Raplgap2

Uniprot Accession: AOA0OG2K0S7

RAP1 GTPase-activating protein 2
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S507
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Regulation:
primary Ca2+—dependent
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Domains and Regions:
DOMAIN: Rap-GAP
REGION: Disordered
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Rapgef2

Uniprot Accession: AOAOAOMP77
Rap guanine nucleotide exchange factor 2
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primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: N-terminal Ras—GEF
DOMAIN: PDZ
DOMAIN: Ras—associating
DOMAIN: Ras—-GEF
REGION: Disordered



Rasal2

Uniprot Accession: AOA0OG2JTA7
RAS protein activator-like 2
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Regulation:
) SV-cycling—dependent
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Rblccl

Uniprot Accession: D3ZHK4
RB1-inducible coiled—coil 1
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Regulation:
primary Ca2+—dependent
=== not-affected
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Domains and Regions:
S666
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REGION: Disordered
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Rbm26

Uniprot Accession: D3ZRC3
RNA-binding motif protein 26
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SV-cycling—dependent
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REGION: Disordered
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Rbsn

Uniprot Accession: D3ZL11
Rabenosyn, RAB effector
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Regulation:
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SV-cycling—dependent
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Domains and Regions:
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REGION: Disordered
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Relch
Uniprot Accession: D32J01

RAB11-binding and LisH domain, coiled—coil and HEAT repeat—containing
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SV-cycling—dependent

=== not-affected

C
Domains and Regions:
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REGION: Disordered
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Repsl

Uniprot Accession: AOA0G2JZY3
RALBP1l-associated Eps domain—containing 1
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Domains and Regions:
DOMAIN: EF-hand
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Reps2

Uniprot Accession: AOA0OG2K1L4
RALBP1 associated Eps domain containing protein 2
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DOMAIN: EF-hand
DOMAIN: EH
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Reps2

Uniprot Accession: AOA0G2K285

RALBP1 associated Eps domain containing protein 2
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SV-cycling—dependent
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Rgs12
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RIMS-binding protein 2
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Uniprot Accession: AOA0G2JT77
Regulating synaptic membrane exocytosis protein 1
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Regulating synaptic membrane exocytosis protein 2
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Uniprot Accession: Q498D5
Regulator of microtubule dynamics protein 2
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Regulator of microtubule dynamics protein 3
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Uniprot Accession: Q62868
Rho-associated protein kinase 2
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Uniprot Accession: P47709
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60S acidic ribosomal protein PO
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Uniprot Accession: P48303
Sphingosine 1-phosphate receptor 1
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Samd14
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Sterile alpha motif domain—containing protein 14
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Uniprot Accession: P04774
Sodium channel protein type 1 subunit alpha
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Uniprot Accession: FIM9G9
Sodium channel protein
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Uniprot Accession: P54900

Sodium channel subunit beta—-2
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Uniprot Accession: AOA0G2JVC2

SCY1-like pseudokinase 2
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0 25

50
Position

75

100

Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered



log2 Fold Change

Sec62

Uniprot Accession: Q7TP42
Ab2-292

2 -
1 S516
5514 S552
T365 T550 Regulation:
S336 S548 SV-cycling—dependent
:m == not-affected
0- N C
Domains and Regions:
REGION: Disordered
_l -
_2 -
200 400 600

Position



log2 Fold Change

Sept4

Uniprot Accession: AOA0O96MJIN4
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Septin 5, isoform CRA_d
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Serbpl

Uniprot Accession: Q6AXS5
Plasminogen activator inhibitor 1 RNA-binding protein
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Sgipl
Uniprot Accession: PODJJ3
SH3-containing GRB2-like protein 3—interacting protein 1
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Sgsml

Uniprot Accession: D3ZAS2
Small G protein—signaling modulator 1
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Sgta

Uniprot Accession: 070593
Small glutamine-rich tetratricopeptide repeat—containing protein alpha
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Sgtb

Uniprot Accession: Q80W98
Small glutamine-rich tetratricopeptide repeat—containing protein beta
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Sh3gll
Uniprot Accession: 035964
Endophilin—-A2
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DOMAIN: BAR

DOMAIN: SH3

REGION: Interaction with ARC

REGION: Membrane-binding amphipathic

helix
REGION: Required for dimerization upon

membrane association

log2 Fold Change
o
zZ
(@)

0 100 200 300
Position



log2 Fold Change

Sh3kbp1
Uniprot Accession: Q925Q9

SH3 domain—-containing kinase-binding protein 1
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Sh3pxd2a
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SH3 and PX domains 2A
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Shankl

Uniprot Accession: Q9WV48
SH3 and multiple ankyrin repeat domains protein 1
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Shank2
Uniprot Accession: Q9QX74

SH3 and multiple ankyrin repeat domains protein 2
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Shank3

Uniprot Accession: Q9JLU4

SH3 and multiple ankyrin repeat domains protein 3
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Uniprot Accession: Q7TP36
Protein Shroom2
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Uniprot Accession: AOMZ67

Shootin—-1
2-
1-
0- N
_l-
_2-
0 200 400 600

Position

Regulation:

SV-cycling—dependent



log2 Fold Change

Sipalll

Uniprot Accession: AOAOG2KAW?2
Signal-induced proliferation—associated 1 like 1, isoform CRA_b
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Signal-induced proliferation—associated 1-like protein 1
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Uniprot Accession: EQPTX9
Solute carrier family 12 member 2
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Slcl2a5
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Solute carrier family 12 member 5
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Slcl6al

Uniprot Accession: P53987
Monocarboxylate transporter 1
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Slc20a2

Uniprot Accession: Q63488
Sodium-dependent phosphate transporter 2
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Uniprot Accession: 054701
Sodium/potassium/calcium exchanger 2
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Proton myo—-inositol cotransporter
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Zinc transporter 3
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Slc39al0
Uniprot Accession: D4A517

Solute carrier family 39 (Zinc transporter), member 10 (Predicted), isoform CRA a
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Uniprot Accession: P23347
Anion exchange protein 2
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Anion exchange protein
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Uniprot Accession: Q9R1N3
Sodium bicarbonate cotransporter 3
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Uniprot Accession: P31662

Sodium-dependent neutral amino acid transporter SLC6A17
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Uniprot Accession: Q9WVR6
Large neutral amino acids transporter small subunit 2
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Uniprot Accession: Q01728
Sodium/calcium exchanger 1
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Uniprot Accession: P48768
Sodium/calcium exchanger 2
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Uniprot Accession: P26431

Sodium/hydrogen exchanger 1
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Slirp
Uniprot Accession: D4A4W6
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Smith—Magenis syndrome chromosome region, candidate 8
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Synaptosomal—associated protein 25
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Uniprot Accession: AOA0OG2KO0B6
Clathrin coat assembly protein AP180
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Uniprot Accession: AOA0OG2JXH9
Sorting nexin 11
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Uniprot Accession: P57769
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Uniprot Accession: D4A0AL
SOGA family member 3
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log2 Fold Change

Sorbs2

Uniprot Accession: F1ILPM3

Sorbin and SH3 domain—containing protein 2
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Regulation:
SV-cycling—dependent
0- N L C Domains and Regions:
DOMAIN: SH3
DOMAIN: SoHo
REGION: Disordered
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_2 -
(I) 2%0 5(50 7é0 1OIOO 12I50
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log2 Fold Change

Sorbs2

Uniprot Accession: 035413
Sorbin and SH3 domain—containing protein 2
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Regulation:
SV-cycling—dependent

=== not-affected
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log2 Fold Change

Sosl
Uniprot Accession: D4A3T0

SOS Ras/Rac guanine nucleotide exchange factor 1
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: DH
DOMAIN: N-terminal Ras—GEF
DOMAIN: PH
DOMAIN: Ras—-GEF
REGION: Disordered



log2 Fold Change

Spast

Uniprot Accession: B2RYN7
Spastin
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Regulation:

primary Ca**-dependent

Domains and Regions:

DOMAIN: MIT

REGION: Required for interaction with
ATL1

REGION: Required for interaction with
microtubules and microtubule severing
REGION: Required for interaction with
RTN1

REGION: Required for interaction with
SSNAL and microtubules

REGION: Required for midbody
localization

REGION: Required for nuclear
localization

REGION: Sufficient for microtubule
severing



Speccl

Uniprot Accession: AOA0G2K5D7
Sperm antigen with calponin homology and coiled—coil domains 1

log2 Fold Change
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Regulation:
SV-cycling—dependent
== not-affected
0- N C
Domains and Regions:
S454 DOMAIN: Calponin—homology (CH)
REGION: Disordered
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log2 Fold Change
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Speg
Uniprot Accession: Q63638

Striated muscle—specific serine/threonine—protein kinase
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Regulation:

SV-cycling—dependent

Domains and Regions:

DOMAIN:
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DOMAIN:
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DOMAIN:
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DOMAIN:
DOMAIN:
DOMAIN:

Fibronectin type-Ill 1
Fibronectin type-IIl 2
Fibronectin type-Ill 3
lg-like 1

Ig-like 2

Ig-like 3

lg-like 4

Ig-like 5

Ig-like 6

Ig-like 7

Ig-like 8

Protein kinase 1

Protein kinase 2



log2 Fold Change

Spirel
Uniprot Accession: D3ZEX7

Spire homolog 1 (Drosophila) (Predicted), isoform CRA b
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: KIND
REGION: Disordered



log2 Fold Change

Spredl

Uniprot Accession: Q3C2P9
Sprouty protein with EVH-1 domain 1, related sequence
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Regulation:

primary Ca2+—dependent

C Domains and Regions:

0- NI Iy

0 100 200
Position
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DOMAIN: KBD
. DOMAIN: WH1
REGION: Disordered
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Spry2

Uniprot Accession: Q5HZA?2
Sprouty RTK-signaling antagonist 2

log2 Fold Change
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Regulation:
S114 primary Ca2+—dependent
| === not-affected
0- | |
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S17 Domains and Regions:
REGION: Disordered
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log2 Fold Change

Sptbnl

Uniprot Accession: AOA0G2K8W9
Spectrin beta chain
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: Calponin—homology (CH)

. DOMAIN: PH

REGION: Disordered



log2 Fold Change

Sptbn2

Uniprot Accession: Q9QWNS8
Spectrin beta chain, non—erythrocytic 2
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S1744

Regulation:
SV-cycling—dependent

=== not-affected
S2199

I (® Domains and Regions:

500 1000 1500
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DOMAIN: Calponin—homology (CH) 1
DOMAIN: Calponin—homology (CH) 2
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REGION: Actin—binding
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Sptbn4

Uniprot Accession: AOA0OG2K677
Spectrin beta chain
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[
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_l -
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1000
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2000

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: Calponin—homology (CH)
DOMAIN: PH
REGION: Disordered



Srcinl

Uniprot Accession: Q9QXY2
SRC kinase signaling inhibitor 1
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Regulation:
primary Ca2+—dependent
SV-cycling—-dependent

=== not-affected

Domains and Regions:
REGION: Interaction with SNAP25
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log2 Fold Change

Srgap?2

Uniprot Accession: D4A208

SLIT-ROBO Rho GTPase-activating protein 2
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: F-BAR

. DOMAIN: Rho-GAP
DOMAIN: SH3



log2 Fold Change

Srgap3
Uniprot Accession: FIM5M9

SLIT-ROBO Rho GTPase-activating protein 3
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Position

Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: F-BAR
DOMAIN: Rho-GAP
DOMAIN: SH3
REGION: Disordered



log2 Fold Change

Srrm2

Uniprot Accession: AOA0OG2K2M9
Serine/arginine repetitive matrix 2
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Regulation:
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: CTD
. REGION: Disordered



log2 Fold Change
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Ssh3

Uniprot Accession: Q5XIS1
Protein phosphatase Slingshot homolog 3
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Regulation:

primary Ca2+—dependent

Domains and Regions:

DOMAIN: Tyrosine—protein phosphatase



log2 Fold Change
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Ssr3

Uniprot Accession: Q08013
Translocon—associated protein subunit gamma
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Regulation:

primary Ca?*-dependent



log2 Fold Change

Stipl

Uniprot Accession: 035814
Stress—-induced—phosphoprotein 1
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400

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: STI1 1
DOMAIN: STI1 2



Stk32c

Uniprot Accession: D4A3D9
Serine/threonine kinase 32C

log2 Fold Change
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Regulation:
primary Ca2+—dependent
0- N Cc : :
Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered
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log2 Fold Change

Stmnl

Uniprot Accession: P13668

Stathmin
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Regulation:
S25 primary Ca2+—dependent
= not-affected
0- N C
Domains and Regions:
S63
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log2 Fold Change

Strip2

Uniprot Accession: AOA0G2JT26

Striatin interacting protein 2

2=

0-

0 200
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Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: DUF3402

. DOMAIN: N1221
REGION: Disordered



log2 Fold Change

Stx12

Uniprot Accession: G3V7P1
Syntaxin—-12
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Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: t—-SNARE coiled—coil homology



log2 Fold Change
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Stxla

Uniprot Accession: P32851
Syntaxin—1A
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Regulation:

SV-cycling—-dependent

Domains and Regions:
DOMAIN: t—-SNARE coiled—coil homology



log2 Fold Change

Stxbp1l

Uniprot Accession: P61765
Syntaxin—binding protein 1
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S593 Regulation:
I
0- N I | C SV-cycling—dependent
== not-affected
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log2 Fold Change

Stxbp5

Uniprot Accession: Q9WU70
Syntaxin—binding protein 5

2-
l-
S720, S724
0- N i
1l
S7817/T%85
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Position

1200

Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:

DOMAIN: v—SNARE coiled-coil homology



log2 Fold Change

Stxbp5l

Uniprot Accession: D3ZU84
Syntaxin—binding protein 5-like
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Position
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: V-SNARE coiled—coil homology
. DOMAIN: WD_REPEATS_REGION
REGION: Disordered



log2 Fold Change

Susd5
Uniprot Accession: D3ZSC1

Sushi domain containing 5 (Predicted)
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primary Ca2+—dependent

C Domains and Regions:
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DOMAIN: Link
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REGION: Disordered
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log2 Fold Change

Sv2a
Uniprot Accession: Q02563

Synaptic vesicle glycoprotein 2A
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Regulation:
primary Ca2+—dependent
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Domains and Regions:
REGION: Interaction with SYT1
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Svop

Uniprot Accession: Q92217
Synaptic vesicle 2-related protein
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Regulation:
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log2 Fold Change

Sybu
Uniprot Accession: F1LUCO

Similar to RIKEN cDNA 5730410E15 gene (Predicted), isoform CRA_a
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Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered



Synl
Uniprot Accession: P09951

Synapsin-1
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent

= not-affected

Domains and Regions:

REGION: A

REGION: B; linker
REGION: C; actin-binding and synaptic—
vesicle binding

. REGION: D; Pro-rich linker

REGION: E



log2 Fold Change

Syn2
Uniprot Accession: Q63537

Synapsin—-2
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Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
REGION: A

REGION: B; linker
REGION: C; actin-binding and synaptic—
vesicle binding

| REGION:E

REGION: G; Pro-rich linker
REGION: H; Pro/Ser-rich linker



Syn3
Uniprot Accession: 070441
Synapsin-3

log2 Fold Change
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Regulation:
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Domains and Regions:
REGION: A

REGION: B; linker

REGION: C; actin-binding and synaptic—
vesicle binding

. REGION: E
REGION: J; Pro-rich linker



log2 Fold Change

Syngapl

Uniprot Accession: Q9QUH6
Ras/Rap GTPase—activating protein SynGAP
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: C2
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DOMAIN: Ras-GAP
REGION: Interaction with MPDZ



log2 Fold Change

Synjl
Uniprot Accession: D4AABN3
Synaptojanin—-1
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Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: RRM

I pomain: sac
REGION: Disordered



log2 Fold Change
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Synpo
Uniprot Accession: Q92327
Synaptopodin
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Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Syt10

Uniprot Accession: 008625

Synaptotagmin—-10
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Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: C2 1

I pomain: c22
REGION: Cysteine motif



log2 Fold Change

Syt17

Uniprot Accession: Q62807
Synaptotagmin—-17
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: C2 1
DOMAIN: C2 2



log2 Fold Change

Syt6

Uniprot Accession: Q62746

Synaptotagmin—6
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Regulation:
primary Ca**-dependent
Domains and Regions:
0- N c
DOMAIN: C2 1
DOMAIN: C2 2
REGION: Cysteine motif
REGION: Necessary for cell membrane
association (isoform 2)
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Syt9

Uniprot Accession: Q925C0

Synaptotagmin-9
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Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: C2 1

I pomain: c22
REGION: Cysteine motif



log2 Fold Change

Sytl5

Uniprot Accession: Q812E4
Synaptotagmin-like protein 5
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Regulation:
primary Ca2+—dependent
S150
S147 = not-affected
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Domains and Regions:
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DOMAIN: RabBD
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TagIn3

Uniprot Accession: P37805
Transgelin—3
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Position

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: Calponin—homology (CH)



log2 Fold Change

Tancl

Uniprot Accession: G3V917
Protein TANC1
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: ANK_REP_REGION

. DOMAIN: TPR_REGION
REGION: Disordered



log2 Fold Change

Tanc2

Uniprot Accession: AOA0G2K9J0

Tetratricopeptide repeat, ankyrin repeat and coiled—coil-containing 2
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: ANK_REP_REGION

. DOMAIN: TPR_REGION
REGION: Disordered



log2 Fold Change

Thc1d10b

Uniprot Accession: D3ZSY8
TBC1 domain family, member 10b
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Regulation:
primary Ca2+—dependent

== not-affected

Domains and Regions:
DOMAIN: Rab—-GAP TBC
REGION: Disordered



log2 Fold Change

Thcld22b

Uniprot Accession: AOA0G2JWM9
TBC1 domain family, member 22B
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Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: Rab—-GAP TBC



log2 Fold Change

Thcld24

Uniprot Accession: AOA0OG2K5B0
TBC1 domain family, member 24
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Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: Rab—-GAP TBC
DOMAIN: TLDc



log2 Fold Change

Tenm?2

Uniprot Accession: Q9R1K2
Teneurin—-2
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Regulation:

primary Ca2+—dependent

Domains and Regions:
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DOMAIN
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DOMAIN:
DOMAIN:
DOMAIN:
DOMAIN:
DOMAIN:
DOMAIN:

: EGF-like 1
: EGF-like 2
EGF-like 3
EGF-like 4
EGF-like 5
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EGF-like 7
EGF-like 8

Teneurin N-terminal



log2 Fold Change

Tex2

Uniprot Accession: G3V9L1
Testis expressed gene 2
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Regulation:
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: SMP-LTD
REGION: Disordered



log2 Fold Change

Th

Uniprot Accession: P04177
Tyrosine 3—-monooxygenase
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Regulation:
primary Ca?*-dependent

=== not-affected



Tjpl
Uniprot Accession: AOA0OG2K2P5
Tight junction protein ZO-1
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=== not-affected

Domains and Regions:

: Guanylate kinase-like

:PDZ 1

:PDZ2

:PDZ3

SH3

ZU5

: Actin—binding region (ABR)

: Occludin (OCLN)-binding region



log2 Fold Change

Tjp2

Uniprot Accession: Q3ZB99
Tight junction protein 2
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: C Domains and Regions:

DOMAIN: Guanylate kinase-like
S966
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S1129’ S1132
DOMAIN: SH3
REGION: Disordered
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Tmcc2

Uniprot Accession: D3ZE26
Similar to RIKEN cDNA 1110063G11 (Predicted)

log2 Fold Change
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent
0- N === not-affected
S115 Domains and Regions:
REGION: Disordered
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log2 Fold Change

Tmem163

Uniprot Accession: AACMAG6
Transmembrane protein 163
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Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Tmem266
Uniprot Accession: D3ZYW8

Similar to expressed sequence Al118078 (Predicted)
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Regulation:
SV-cycling—dependent
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Domains and Regions:
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log2 Fold Change
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Tmem43

Uniprot Accession: Q5XIP9
Transmembrane protein 43
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Regulation:

SV-cycling—dependent



log2 Fold Change

Tmsb4x

Uniprot Accession: P62329
Thymosin beta—4
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Regulation:
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log2 Fold Change

Tmx1

Uniprot Accession: Q52KJ9
Thioredoxin domain containing 1
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200
Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: Thioredoxin
REGION: Disordered



Tnik
Uniprot Accession: AOA0G2K490
TRAF2 and NCK-interacting kinase

log2 Fold Change
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Regulation:
SV-cycling—dependent
S610 — -
S707 not-affected
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Tnkslbpl

Uniprot Accession: D3ZF26
Tankyrase 1-binding protein 1
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent

= not-affected

Domains and Regions:
DOMAIN: Tankyrase_bhdg_C
. REGION: Disordered



log2 Fold Change

Tnrc6b

Uniprot Accession: AOAOG2K6R0
Trinucleotide repeat—containing 6B
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Regulation:

SV-cycling—-dependent

Domains and Regions:
DOMAIN: Ago_hook

I DOMAIN: TNRC6-PABC_bdg
REGION: Disordered



Toml

Uniprot Accession: Q5XI121
Target of myb1 homolog (Chicken)
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Regulation:
o primary Ca2+—dependent
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Tom1l2
Uniprot Accession: AOA0OG2K9L?2

Target of mybl-like 2 membrane-trafficking protein
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Regulation:
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= not-affected

Domains and Regions:
DOMAIN: GAT
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REGION: Disordered
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Tomm70
Uniprot Accession: Q75Q39
Mitochondrial import receptor subunit TOM70
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Regulation:
SV-cycling—dependent
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Torlaipl

Uniprot Accession: Q5PQX1
Torsin—1A-interacting protein 1
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Regulation:

primary Ca2+—dependent

Domains and Regions:
REGION: Interaction with TOR1A
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Tp53ill
Uniprot Accession: BSDMAO
Tumor protein p53-inducible protein 11
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Regulation:
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log2 Fold Change

Tpd52I11

Uniprot Accession: AOAOG2K8M7

TPD52-like 1
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Domains and Regions:
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Tpd5212

Uniprot Accession: Q6PCT3
Tumor protein D54
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0 50 100 150 200

Position

Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

Tppp

Uniprot Accession: AOA0G2K2D6

Tubulin polymerization—promoting protein

2 -
l -
S199
S48 S176
| |
0- N 1 : i ]
S51
S65 S175
_1 -
_2 -
0 50 100 150 200

Position

Regulation:
primary Ca?*-dependent
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Trappcl?2

Uniprot Accession: D3ZE49
Trafficking protein particle complex 12

2 -
l -
Regulation:
primary Ca2+—dependent
== not-affected
0 - N | e C
- oha Domains and Regions:
S125 DOMAIN: TPR_REGION
REGION: Disordered
_1 -
_2 -
0 200 400 600 800

Position



log2 Fold Change

Trim2

Uniprot Accession: D3Z2QG6
Tripartite motif—containing protein 2

2-
l-
S428

0 N i I| 1}

1] 1 "

T3717 g375 T430/ Saa3
S440
_l-
_2-
0 200 400 600

Position

Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

Trio
Uniprot Accession: FIM0Z1
Triple functional domain protein

2-
l-
S1818
1
0- N I
T1824
_1-
_2-
0 1000 2000 3000

Position

Regulation:

primary Ca2+—dependent

SV-cycling—dependent

=== not-affected

Domains and Regions:

DOMAIN: CRAL-TRIO

DOMAIN:
DOMAIN:
DOMAIN:
DOMAIN:
DOMAIN:
DOMAIN:
DOMAIN:
DOMAIN:

DH1

DH 2

Ig-like C2-type
PH1

PH 2

Protein kinase
SH3 1

SH3 2



log2 Fold Change

Tripl2

Uniprot Accession: F1LP64
E3 ubiquitin—protein ligase TRIP12

2 -
l -
Regulation:
primary Ca2+—dependent
SV-cycling—dependent
0- N I C . .
Domains and Regions:
DOMAIN: HECT
DOMAIN: WWE
REGION: K-box
_1 -
_2 -

0 500 1000 1500 2000
Position



log2 Fold Change

Tscl

Uniprot Accession: Q92136

Hamartin
2 -
l -
S468 ,S472
0- N i
_l -
_2 -
0 300 600 900

Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:

REGION: Mediates interaction with WDR45B

1200



log2 Fold Change

Tsc2

Uniprot Accession: D3ZLW4
Tuberin

2 -
l -
S1253
S1129 S1280
|
0- N ] : 1
5939 51389
_1 -
_2 -
0 500 1000 1500

Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: Rap-GAP
REGION: Disordered



log2 Fold Change

Ttbk1

Uniprot Accession: D3ZAU7
Tau tubulin kinase 1

2=

500

Position

1000

Regulation:
SV-cycling—dependent

= not-affected

Domains and Regions:
DOMAIN: Protein kinase
. REGION: Disordered



log2 Fold Change

Ttbk2

Uniprot Accession: AOA0G2JYZ1
Tau tubulin kinase 2

2-
l-
S1224
[
0- N [ C
I
S1188
_1-
_2-
400 800 1200

Position

Regulation:
SV-cycling—dependent

=== not—affected

Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered



log2 Fold Change

Ttc3

Uniprot Accession: D3ZSP7

Tetratricopeptide repeat domain 3

2 -

S1815

500

1000
Position

1500

2000

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
REGION: Interaction with POLG



log2 Fold Change

Ttc7b

Uniprot Accession: AOA0G2JXJ6
Tetratricopeptide repeat domain 7B

2 -
l -
S371
0 N I 11
1]
S418° S423
S422
_1 -
_2 -
0 200 400

Position

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: TPR_REGION

600



log2 Fold Change

Ttl7
Uniprot Accession: D4AACG4

Tubulin tyrosine ligase—-like family, member 7

2=

250

Position

500

750

Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered



log2 Fold Change

2=

Tubb5

Uniprot Accession: P69897
Tubulin beta-5 chain

0 100

200
Position

300

400

Regulation:

primary Ca?*-dependent



log2 Fold Change

Ubal
Uniprot Accession: Q5U300

Ubiquitin—like modifier—activating enzyme 1

2=

S835
S810 @ $816

250

500 750 1000
Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:

REGION: 2 approximate repeats



log2 Fold Change

2 -

Ubab

Uniprot Accession: Q5M7A4
Ubiquitin—like modifier—activating enzyme 5

0 100

200
Position

300

400

Regulation:

primary Ca?*-dependent



log2 Fold Change

Ubap?2l
Uniprot Accession: AOA0G2JYC6
RCG62582, isoform CRA ¢

2 -

S116

0 300

Position

600

900

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: UBA
REGION: Disordered



log2 Fold Change

2 -

Ube2qgll

Uniprot Accession: D3ZXV0
Ubiquitin—conjugating enzyme E2Q family-like 1

0 100
Position

200

300

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: UBIQUITIN_CONJUGAT_2
REGION: Disordered



log2 Fold Change

Ubxn2b

Uniprot Accession: POC627
UBX domain—containing protein 2B

2 -

0 100

Position

200

300

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: SEP
DOMAIN: UBX



log2 Fold Change

Ubxn6

Uniprot Accession: AOA0G2K012

UBX domain protein 6

2 -

100

200

Position

300

400

500

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: UBX
REGION: Disordered



log2 Fold Change

Uhrflbpll
Uniprot Accession: MOR8VO

UHRF1-binding protein 1-like

2=

S414

S952
S1249

S418
S423

T420

500

1000
Position

Regulation:
primary Ca2+—dependent

=== not-affected

C
Domains and Regions:
DOMAIN: Chorein_N
REGION: Disordered
1500



log2 Fold Change

Ulkl

Uniprot Accession: D3ZMGO

Serine/threonine—protein kinase

2=

250

S450

S521

500
Position

T716

S718

750

1000

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered



log2 Fold Change

Uprt
Uniprot Accession: D4ABC7

Uracil phosphoribosyltransferase homolog

2 -

100

Position

200

300

Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered



Uspl4d

Uniprot Accession: Q5U2N2
Ubiquitin specific protease 14

2=

Regulation:
SV-cycling—dependent
S393 == not-affected

Domains and Regions:

S143
DOMAIN: Ubiquitin—like

. DOMAIN: USP

log2 Fold Change
o
pd
O

0 100 200 300 400 500
Position



log2 Fold Change

Usp20

Uniprot Accession: D3ZLQ8

Ubiquitinyl hydrolase 1

2=

0- NII:*_—:C

S132 S134

250

500
Position

750

Regulation:
SV-cycling—dependent

= not-affected

Domains and Regions:
DOMAIN: DUSP

| DOMAIN: UBP-type

" DOMAIN: UsP
REGION: Disordered



log2 Fold Change

Usp32

Uniprot Accession: AOA0G2K952
Ubiquitin—specific peptidase 32

2=

| ———— | C

500

T1406" 1407

S1408 S1412

1000 1500
Position

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: DUSP
DOMAIN: EF-hand
DOMAIN: USP
REGION: Disordered



UspS

Uniprot Accession: D3ZVQO0
Ubiquitin carboxyl-terminal hydrolase

log2 Fold Change

2 -
1- Regulation:
primary Ca2+—dependent
S751 = not-affected
T623
. Domains and Regions:
0 -
DOMAIN: UBA
S783 S787 DOMAIN: UBP-type
. DOMAIN: USP
. REGION: Disordered
-1- REGION: Substrate binding
_2 -
250 500 750

Position



log2 Fold Change

Uspé6nl

Uniprot Accession: D3ZL57
USP6 N-terminal like (Predicted), isoform CRA_a

2 -
l -
Regulation:
SV-cycling—dependent
== not-affected
0- N C
Domains and Regions:
DOMAIN: Rab—-GAP TBC
REGION: Disordered
17 S403
S411
_2 -
0 200 400 600 800

Position



log2 Fold Change

Vamp?2

Uniprot Accession: P63045
Vesicle—associated membrane protein 2

2=

S61

T79

S80

30 60
Position

90

Regulation:
SV-cycling—dependent

=== not—affected

Domains and Regions:

DOMAIN: v—=SNARE coiled-coil homology

REGION: Required for interaction with
SEPT8

120



Vcpipl
Uniprot Accession: Q8CF97
Deubiquitinating protein VCIP135

log2 Fold Change

2 -
l -
Regulation:
primary Ca2+—dependent
T760 SV-cycling—dependent
0- N i C = not-affected
]
S756 . .
S993 Domains and Regions:
DOMAIN: OTU
_l -
_2 -
0 250 500 750 1000 1250

Position



log2 Fold Change

Vdacl

Uniprot Accession: Q9Z2L0
Voltage—dependent anion-selective channel protein 1

2 -

0 100
Position

200

Regulation:

SV-cycling—dependent



log2 Fold Change

Vps26b
Uniprot Accession: BIWBS4

Similar to Vacuolar protein sorting 26 homolog (VPS26 protein homolog), isoform CRA _a

2 -
l -
S334
1
0- N Ii 1 C
S302
S304
_l -
_2 -
100 200 300

Position

Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

Vpsda

Uniprot Accession: Q793F9

Vacuolar protein sorting—associated protein 4A

2 -
l -
S99
S95
0- N
_l -
_2 -
0 100 200 300 400

Position

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: MIT



log2 Fold Change

Vps50

Uniprot Accession: F1ILSG8

S559
S496

Syndetin
2 -
l -
S15
|
0- I
_l -
_2 -

250

S498 Y9°7/8585 'g595
S561 1588

500 750
Position

1000

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Vwasb1l

Uniprot Accession: D3ZP60
von Willebrand factor A domain—containing 5B1

2=

250

500

Regulation:

primary Ca2+—dependent

C Domains and Regions:

Position

750

DOMAIN: VIT
. DOMAIN: VWFA
REGION: Disordered

1000 1250



log2 Fold Change

Vwasb?2

Uniprot Accession: D4A7U5
RGD1564491 (Predicted)

2 -

0 400

Position

S760

800

1200

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: VIT
REGION: Disordered



log2 Fold Change

Wasf3

Uniprot Accession: MOR7F3
WAS protein family, member 3

2=

Regulation:

primary Ca2+—dependent

S229
== not—affected
ﬁ_:_: C
Domains and Regions:
5233 DOMAIN: WH2
REGION: Disordered
100 200 300 400 500

Position



log2 Fold Change

Washc?2

Uniprot Accession: Q80X08
WASH complex subunit 2

2=

S531
I T i I |
1 1 I |
s157/ s159 S448 S744
$384
s381
500 1000

Position

Regulation:
SV-cycling—dependent

== not-affected

Domains and Regions:
REGION: Interaction with phospholipids

REGION: Interaction with VPS35

REGION: Required for interaction with
F-actin—capping protein subunit alpha
(CAPZA1 or CAPZA2 or CAPZA3)

REGION: Sufficient for interaction with

CCDC93
REGION: Sufficient for interaction with

WASHC3, WASHC4 and WASHCS5; required for
interaction with WASHC1



wdfy3
Uniprot Accession: AOAOG2K9M4
WD repeat and FYVE domain—containing 3

log2 Fold Change

2 -
1- Regulation:
SV-cycling—dependent
= not-affected
S2473 S3288
( ( Domains and Regions:
0- | | ||
} | DOMAIN: BEACH
S2276 DOMAIN: BEACH-type PH
S3347
DOMAIN: FYVE-type
DOMAIN: WD_REPEATS_REGION
—1- REGION: Disordered
_2 -

1000

2000
Position

3000



log2 Fold Change

Wdrll

Uniprot Accession: D3Z9L5
WD repeat domain 11

2=

0 250

500

Position

750

1000

1250

Regulation:

SV-cycling—dependent



log2 Fold Change

Wdr37

Uniprot Accession: D3Z2Q02
WD repeat domain 37

2 -

0 100

200
Position

300

400

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: WD_REPEATS_REGION
REGION: Disordered



log2 Fold Change

wdr47

Uniprot Accession: G3VIM3
RCG28460

250

500
Position

750

C

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: CTLH
DOMAIN: LisH
DOMAIN: WD_REPEATS_REGION
REGION: Disordered



log2 Fold Change

Wdr7

Uniprot Accession: Q9ERH3
WD repeat-containing protein 7

2 -
l -
S935 _
Regulation:
| .
0o- N I =i C primary Ca?*-dependent
= not—affected
S1454
_l -
_2 -
500 1000 1500

Position



Wifs1l

Uniprot Accession: E9PT53
Wolfram syndrome 1 homolog (Human)

log2 Fold Change

2 -
l -
Regulation:
S158 primary Ca2+—dependent
SV-cycling—dependent
0- N === not-affected
Domains and Regions:
REGION: Disordered
_l -
_2 -

250

Position

500

750



log2 Fold Change

Whrn

Uniprot Accession: Q810W9
Whirlin

2 -

250

S637

500 750
Position

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: PDZ 1
DOMAIN: PDZ 2
DOMAIN: PDZ 3



log2 Fold Change

Wipf2

Uniprot Accession: D3ZUD3

WAS/WASL-interacting protein family, member 2

2=

100

200
Position

300

400

Regulation:
primary Ca*-dependent

= not-affected

Domains and Regions:
DOMAIN: WH2
. REGION: Disordered



log2 Fold Change

Wnk2

Uniprot Accession: D3ZMJ7
WNK lysine deficient protein kinase 2

2-
l-
S560
0- N-_ |
S107
_1-
_2-
0 500

1000
Position

I N BT

S1717

1500

ST729 s1730

S1831

SR C

S1830

2000

Regulation:
primary Ca2+—dependent
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered



log2 Fold Change

Wwc3

Uniprot Accession: MOR8P6
WWC family member 3

2 -

300

600
Position

900

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: WW
REGION: Disordered



log2 Fold Change

Xkr4d

Uniprot Accession: Q5GH59
XK-related protein 4

2 -
l -
S554
S197 T208

0- N t
_l -

_2 -

0 200 400 600

Position

Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

2=

Xkr7

Uniprot Accession: Q5GH56
XK-related protein 7

200

Position

400

600

Regulation:

SV-cycling—dependent



log2 Fold Change

Ywhag

Uniprot Accession: P61983
14-3-3 protein gamma

2=

0 50

100

Position

150

200

250

Regulation:

SV-cycling—dependent



Zdhhc5

Uniprot Accession: Q2THW?7
Palmitoyltransferase ZDHHC5

log2 Fold Change

2 -
l -
Regulation:
SV-cycling—dependent
== not-affected
0- T
)
S299 S398 Domains and Regions:
S409 DOMAIN: DHHC
_1 -
_2 -
200 400 600

Position



log2 Fold Change

Zdhhc8

Uniprot Accession: Q2THW®6
Palmitoyltransferase

2 -

200

400
Position

600

800

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: DHHC
REGION: Disordered



log2 Fold Change

Zfp704

Uniprot Accession: AOA0OG2K951
Zinc finger protein 704

2 -

200

Position

400

Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: C2H2-type
REGION: Disordered



log2 Fold Change

Znf365

Uniprot Accession: Q5PQS2
Protein ZNF365

2 -

100

200
Position

300

400

Regulation:

primary Ca?*-dependent



log2 Fold Change

2=

Znf622

Uniprot Accession: Q7TM96
Zinc finger protein 622

T142

100

200
Position

300

400

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Zrsrl
Uniprot Accession: Q5RK33

Zinc finger (CCCH type), RNA-binding motif and serine/arginine-rich 1

Regulation:

SV-cycling—-dependent

C Domains and Regions:

5
1
0- N 7
1
iy

: 100 200 300

Position

DOMAIN: C3H1-type
. DOMAIN: RRM
REGION: Disordered

400



