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Uniprot Accession: 008654
UPF0183 protein C160rf70 homolog
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Aakl

Uniprot Accession: POC1X8

AP2-associated protein kinase 1
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Abcc2
Uniprot Accession: Q63120

Canalicular multispecific organic anion transporter 1
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Uniprot Accession: Q9QZM5

Abl interactor 1
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Uniprot Accession: F1LYA6

Abl-interactor 2
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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

2 -

Regulation:
primary Ca2+—dependent

=== not-affected

C Domains and Regions:

’ ¥
T244 S3827 S3%3 '©391

S282 S385 S388
T386

200 400
Position

S525

600

DOMAIN: ANK_REP_REGION
DOMAIN: Arf-GAP

DOMAIN: PH

REGION: Disordered

800



log2 Fold Change
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Uniprot Accession: E9QPST5
Apoptotic chromatin condensation inducer 1
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Uniprot Accession: P35745
Acylphosphatase-2
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Uniprot Accession: MOR5P8
ADAM metallopeptidase domain 22
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Uniprot Accession: D4A3N4
Adenylate cyclase
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Uniprot Accession: Q04400
Adenylate cyclase type 5
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Adcy9
Uniprot Accession: MOR5U4

Adenylate cyclase 9
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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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Adgrb3
Uniprot Accession: D4A831

Adhesion G protein—coupled receptor B3
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Adgrl1
Uniprot Accession: 088917

Adhesion G protein—coupled receptor L1

2 -
l -
T1216
S12145 || S1257 S1488
1 {
0- N — i = C
S1157 51418
_1 -
_2 -
500 1000 1500

Position

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

=== not-affected

Domains and Regions:
DOMAIN: GPS
DOMAIN: Olfactomedin-like
DOMAIN: SUEL-type lectin
REGION: Carbohydrate binding



log2 Fold Change

Adgrl3
Uniprot Accession: Q92173

Adhesion G protein—coupled receptor L3
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Adra2a
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Alpha—-2A adrenergic receptor
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Uniprot Accession: D3ZQQ1
Aftiphilin
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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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Agtpbpl

Uniprot Accession: G3V8G1
ATP/GTP binding protein 1 (Predicted), isoform CRA_a
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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: P29410
Adenylate kinase 2, mitochondrial

2 -

0 50

100

Position

150

200

250

Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: LID
REGION: NMPbind



Akapl

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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Uniprot Accession: F1LPP6
A-kinase anchor protein 5
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Uniprot Accession: Q9WVC7
A-kinase anchor protein 6
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Uniprot Accession: PO5065
Fructose—bisphosphate aldolase A
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Aldoart2

Uniprot Accession: Q6AY07
Fructose—bisphosphate aldolase
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Aldoc

Uniprot Accession: P09117
Fructose—bisphosphate aldolase C
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Uniprot Accession: POC5Y8
Alsin
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Amer2

Uniprot Accession: AOA0OG2JWK6
APC membrane recruitment protein 2
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Uniprot Accession: F1LZQ6
Angiomotin-like 1
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Uniprot Accession: Q02356

AMP deaminase 2
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Ampd3
Uniprot Accession: 009178
AMP deaminase 3
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Amphiphysin
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Uniprot Accession: D32920
Ankyrin 1
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Uniprot Accession: AOA0G2JZ56

Ankyrin 2
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Ank2

Uniprot Accession: FIM9N9
Ankyrin 2
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Uniprot Accession: AOA0OG2K1Q7

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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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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Uniprot Accession: D4A0V6
Anillin, actin—binding protein
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Ap2b1

Uniprot Accession: P62944
AP-2 complex subunit beta
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Ap3d1

Uniprot Accession: BSDFK6
Adaptor-related protein complex 3 subunit delta 1
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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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Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: lon_trans
REGION: Disordered



log2 Fold Change

Cacnb4

Uniprot Accession: D4A055

Voltage—-dependent L-type calcium channel subunit beta—4
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Regulation:
SV-cycling—dependent
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Domains and Regions:
DOMAIN: SH3



log2 Fold Change

Cacng2

Uniprot Accession: Q71RJ2
Voltage—-dependent calcium channel gamma-2 subunit
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Regulation:

SV-cycling—dependent



log2 Fold Change

Cacng8

Uniprot Accession: Q8VHW5
Voltage—-dependent calcium channel gamma-8 subunit
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Regulation:
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Cadps
Uniprot Accession: F1LLX6

Calcium—-dependent secretion activator 1

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

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

Calr

Uniprot Accession: P18418

Calreticulin
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Regulation:

SV-cycling—dependent

Domains and Regions:

REGION: 3 X approximate repeats
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REGION: 4 X approximate repeats
. REGION: C-domain

REGION: Interaction with PPIB

REGION: N-domain

REGION: P-domain
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log2 Fold Change

Camk2a

Uniprot Accession: F1LZG4
Calcium/calmodulin—-dependent protein kinase type Il subunit alpha
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200 300
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400

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

=== not-affected

Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered



log2 Fold Change

Camk2a

Uniprot Accession: P11275
Calcium/calmodulin—-dependent protein kinase type Il subunit alpha
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T253 T336
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: Protein kinase

I REGION: Calmodulin-binding
REGION: Interaction with BAALC



log2 Fold Change

Camk2b
Uniprot Accession: F1LNI8

Calcium/calmodulin—dependent protein kinase type Il subunit beta
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S276-5280°/S319 ' S356

5338 S343\*T359
T342
S358
200 400

Position

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

=== not-affected

C
Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered
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log2 Fold Change

Camk2b
Uniprot Accession: F1LUE2

Calcium/calmodulin—-dependent protein kinase Il, beta, isoform CRA ¢
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| |
- ITIT T | = = |
0 N HH
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_l-
_2-
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Position

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered



log2 Fold Change

Camk2b
Uniprot Accession: P08413

Calcium/calmodulin—dependent protein kinase type Il subunit beta
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I
S39775895 \1,01
T398

200 400
Position

Regulation:
primary Ca2+—dependent

=== not—affected

Domains and Regions:
DOMAIN: Protein kinase
REGION: Autoinhibitory domain
REGION: Calmodulin—binding



log2 Fold Change

Camkad
Uniprot Accession: P15791

Calcium/calmodulin—-dependent protein kinase type Il subunit delta
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T307
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200 400
Position

Regulation:
primary Ca2+—dependent

=== not—affected

Domains and Regions:
DOMAIN: Protein kinase
REGION: Autoinhibitory domain
REGION: Calmodulin—binding



log2 Fold Change

Camk2g
Uniprot Accession: FIM3F8

Calcium/calmodulin—-dependent protein kinase type Il subunit gamma
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400

Regulation:
SV-cycling—dependent

=== not—affected

Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered



log2 Fold Change

Camk2g
Uniprot Accession: P11730

Calcium/calmodulin—-dependent protein kinase type Il subunit gamma
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S36 SoaE S382
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Position

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

=== not-affected

Domains and Regions:
DOMAIN: Protein kinase

. REGION: Autoinhibitory domain
REGION: Calmodulin—binding



log2 Fold Change

Camkk1

Uniprot Accession: P97756
Calcium/calmodulin—dependent protein kinase kinase 1
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Regulation:
primary Ca2+—dependent

=== not—affected

— C Domains and Regions:

S52

S179

100 200 300
Position

S458 DOMAIN: Protein kinase
REGION: Autoinhibitory domain
REGION: Calmodulin—binding

REGION: RP domain
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log2 Fold Change

Camkv

Uniprot Accession: Q63092
CaM kinase-like vesicle—associated protein
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:

DOMAIN: Protein kinase



log2 Fold Change

Camsapl

Uniprot Accession: AOA0OG2K5T1
Calmodulin—regulated spectrin—associated protein 1

I I C
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_2 -

0 500 1000
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:

DOMAIN: Calponin—homology (CH)
. DOMAIN: CKK

REGION: Disordered



log2 Fold Change

Camsap?2
Uniprot Accession: D4AEC2

Calmodulin—regulated spectrin—associated protein 2
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: Calponin—homology (CH)
DOMAIN: CKK
REGION: MBD region



log2 Fold Change

Camsap3

Uniprot Accession: D3ZXQ2

Calmodulin—regulated spectrin—associated protein family, member 3
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Regulation:
primary Ca2+—dependent

== not-affected

Domains and Regions:

DOMAIN: Calponin—homology (CH)
. DOMAIN: CKK

REGION: Disordered



log2 Fold Change

Canx

Uniprot Accession: P35565
Calnexin
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Regulation:
primary Ca**-dependent
SV-cycling—dependent

=== not-—affected

Domains and Regions:
REGION: 4 X approximate repeats
REGION: Interaction with PPIB

REGION: P domain (Extended arm)

REGION: Sufficient to mediate
interaction with SGIP1



log2 Fold Change

Carhspl

Uniprot Accession: Q9WU49
Calcium-regulated heat stable protein 1
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Regulation:

primary Ca2+—dependent

Domains and Regions:
DOMAIN: CSD

150



log2 Fold Change

Carmil2

Uniprot Accession: D3ZC15
Capping protein regulator and myosin 1 linker 2
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0 500 1000

Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: Carm_PH

. DOMAIN: CARMIL_C
REGION: Disordered



Caskinl
Uniprot Accession: Q8VHK2

Caskin-1
2 -
1- Regulation:
primary Ca2+—dependent
o T778 S1035 SV-cycling—-dependent
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log2 Fold Change

Cbarp

Uniprot Accession: FIMAS1
CACN subunit beta—associated regulatory protein
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Position

S425 S429
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Ccdc120

Uniprot Accession: AOA0OG2JUY5
Coiled-coil domain-containing 120
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200
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Position

400
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: DUF3338
REGION: Disordered



log2 Fold Change

Ccdc28a
Uniprot Accession: Q498D0

Coiled-coil domain—containing 28A
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Regulation:

primary Ca2+—dependent

Domains and Regions:
REGION: Disordered



log2 Fold Change

Ccdcb

Uniprot Accession: D4AEK9
Coiled-coil domain—containing 6
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S$412
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_l -
_2 -
0 100 200 300 400

Position

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

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Ccdc85a
Uniprot Accession: D3ZMD4

Coiled-coil domain—containing protein 85A-like
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T352 S364

S216 S240 S308 g320 \S353 S380

S250 S295
5228
S225

200
Position

S330% 5342

400

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Ccs
Uniprot Accession: Q9JK72

Copper chaperone for superoxide dismutase
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100
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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
S474
0- N I
[
S652
_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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Regulation:
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: CRIB
REGION: Disordered



log2 Fold Change

Cdh22
Uniprot Accession: Q63315

Cadherin—-22
2 -
1- Regulation:
SV-cycling—dependent
= not-affected
Domains and Regions:
0- N C
DOMAIN: Cadherin 1
DOMAIN: Cadherin 2
S705
DOMAIN: Cadherin 3
DOMAIN: Cadherin 4
-1- DOMAIN: Cadherin 5
_2 -
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log2 Fold Change

Cdk18

Uniprot Accession: 035832
Cyclin—dependent kinase 18

2=

S109

100

200

Position
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400

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:

DOMAIN: Protein kinase



log2 Fold Change

Cdk5r2
Uniprot Accession: F1IM491

Cyclin—dependent kinase 5 activator
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200
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300

Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered



log2 Fold Change

Cdk7

Uniprot Accession: F1LQCS8
Cyclin—dependent kinase 7
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200

300

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: Protein kinase



log2 Fold Change

CdkI5

Uniprot Accession: D3Z2G85

Cyclin—dependent kinase-like 5
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Y171
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500
Position

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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200
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Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

Cdv3

Uniprot Accession: Q5XIM5
Protein CDV3 homolog
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_2 -
0 50 100 150 200

Position

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

2 -

Celsr2
Uniprot Accession: Q9QYP2

Cadherin EGF LAG seven—pass G-type receptor 2 (Fragment)
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Regulation:

SV-cycling—dependent

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

Cadherin 1
Cadherin 2
Cadherin 3
Cadherin 4
EGF-like 1;
EGF-like 2;
EGF-like 3;
EGF-like 4;
EGF-like 5;
EGF-like 6;
EGF-like 7;
GPS

calcium-binding
calcium-binding
calcium-binding
calcium-binding
calcium-binding
calcium-binding

calcium-binding

Laminin EGF-like

Laminin G-like 1

Laminin G-like 2



Cendl

Uniprot Accession: Q5FVI4
Cell cycle exit and neuronal differentiation protein 1

log2 Fold Change

2 -
l -
Regulation:
primary Ca?*-dependent
0- I I T C
! ] I\ SV-cycling—dependent
T27 S76  S89 T93 = not-affected
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log2 Fold Change

Cenpa

Uniprot Accession: B2RZ23
Centromere protein A
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150

Regulation:
SV-cycling—-dependent

Domains and Regions:
DOMAIN: Histone
REGION: Disordered



log2 Fold Change

Cepl70

Uniprot Accession: AOA0G2K315
Uncharacterized protein
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Regulation:
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: CEP170_C
. REGION: Disordered



log2 Fold Change

Cepl70b

Uniprot Accession: D4A1G8
Centrosomal protein 170B
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l -
Regulation:
primary Ca2+—dependent
T423 S490 S1349 ;
Sa7d 5653 s819 SV-cycling—-dependent
== not-affected
0- N C
T133 T302 T369 S1075 S1341 Domains and Regions:
S299 S1347
DOMAIN: FHA
. REGION: Disordered
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log2 Fold Change

Cep68

Uniprot Accession: D3Z2Z61
Centrosomal protein 68
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200

400
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Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered



log2 Fold Change

Cfl2

Uniprot Accession: MORC65
Cofilin 2

2 -
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150

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: ADF-H



log2 Fold Change

Chchd3

Uniprot Accession: D3ZUX5
MICOS complex subunit
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200

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



Chchd6

Uniprot Accession: D4A7N1
MICOS complex subunit Mic25

log2 Fold Change
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Regulation:
SV-cycling—dependent
== not-affected
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T154
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Chd2

Uniprot Accession: AOAOG2KA92
Chromodomain helicase DNA-binding protein 2

log2 Fold Change
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l -
Regulation:
SV-cycling—dependent
Domains and Regions:
0- N C
DOMAIN: Chromo
DOMAIN: Helicase ATP-binding
DOMAIN: Helicase C-terminal
REGION: Disordered
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1000
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log2 Fold Change

Chd4
Uniprot Accession: EQPUO1

Chromodomain helicase DNA-binding protein 4
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: Chromo
DOMAIN: Helicase ATP-binding
DOMAIN: Helicase C-terminal
DOMAIN: PHD-type
REGION: Disordered



log2 Fold Change

Chgb

Uniprot Accession: 035314
Secretogranin—1
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Regulation:
SV-cycling—dependent
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Cirl
Uniprot Accession: Q5U2T8
Corepressor interacting with RBPJ 1

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

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

2 -

Ckb

Uniprot Accession: P07335
Creatine kinase B-type

0 100

200
Position

300

400

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: Phosphagen kinase C-terminal
DOMAIN: Phosphagen kinase N—-terminal



log2 Fold Change

Claspl

Uniprot Accession: AOA0G2JUI5
Cytoplasmic linker—associated protein 1
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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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0-

Regulation:
primary Ca”*-dependent
S1166 S1224 = not-affected
—m C
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S247 S546 S597 S688 S797
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Domains and Regions:
DOMAIN: TOG
REGION: Disordered
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log2 Fold Change

Clintl

Uniprot Accession: AOA0OG2JW94
Clathrin interactor 1
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l -
Regulation:
T191 primary Ca2+—dependent
< S182 == not-affected
0- N :# C
Domains and Regions:
S188
S110 DOMAIN: ENTH
REGION: Disordered
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0 100 200 300 400 500
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Clip2

Uniprot Accession: AOA0G2JZF2
CAP-Gly domain—containing linker protein 2
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent

=== not-affected

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



log2 Fold Change

Clk2

Uniprot Accession: AOA0OG2K5Q8
Secretory carrier—associated membrane protein
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l -
Regulation:
SV-cycling—dependent
0- N C . .
Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered
_l -
_2 -

0 200 400 600 800
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log2 Fold Change

Clmn

Uniprot Accession: D4A626

Calmin
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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

2=

50

100
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150

200

S236

250

Regulation:
SV-cycling—dependent

=== not-—affected

Domains and Regions:

REGION: Involved in binding clathrin
heavy chain



log2 Fold Change

Cltc

Uniprot Accession: P11442
Clathrin heavy chain 1
Regulation:
2 -
SV-cycling—dependent

== not-affected

Domains and Regions:

1- 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

. | i | —=C . REGION: Involved in binding clathrin

light chain

S1462 REGION: Proximal segment
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REGION: Trimerization

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

Uniprot Accession: D4A1CO
Cyclin M1 (Predicted)

log2 Fold Change
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l -
Regulation:
SV-cycling—dependent
= not-affected
0- N/IIIn I C . .
/ Domains and Regions:
S234 DOMAIN: CBS
DOMAIN: CNNM transmembrane
REGION: Disordered
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log2 Fold Change

Cnot2
Uniprot Accession: AOA0OG2K717

CCR4-NOT transcription complex, subunit 2
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200
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400

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: NOT2_3_5
REGION: Disordered



log2 Fold Change

Cnot3

Uniprot Accession: D3ZUV9
CCR4-NOT transcription complex, subunit 3
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400
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600

Regulation:
SV-cycling—dependent

= not-affected

Domains and Regions:
DOMAIN: NOT2_3_5

. DOMAIN: Not3
REGION: Disordered



log2 Fold Change

Cnrl

Uniprot Accession: P20272

Cannabinoid receptor 1
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400
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Regulation:
primary Ca**-dependent
SV-cycling—dependent

=== not-affected

Domains and Regions:

REGION: Required for mitochondrial
localization



log2 Fold Change

Cnst

Uniprot Accession: D3ZKK3

Consortin, connexin sorting protein
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400
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Regulation:
SV-cycling—-dependent

= not-affected
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Domains and Regions:
DOMAIN: Consortin_C
REGION: Disordered
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log2 Fold Change

Cobl

Uniprot Accession: D3ZUI5
Protein cordon-bleu
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Regulation:

SV-cycling—dependent

C Domains and Regions:

300

600
Position

DOMAIN: WH2 1
DOMAIN: WH2 2
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log2 Fold Change

Col4a3bp

Uniprot Accession: D4AACNG6
Collagen type IV alpha 3-binding protein
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0 200

Position

400

600

Regulation:

SV-cycling—-dependent

Domains and Regions:
DOMAIN: PH

. DOMAIN: START
REGION: Disordered



log2 Fold Change

Comt

Uniprot Accession: P22734
Catechol O—-methyltransferase

2 -

100

Position

200

S259

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: S—adenosyl-L-methionine binding



log2 Fold Change

Copb2

Uniprot Accession: 035142
Coatomer subunit beta’

2 -

0 250

Position

500

750

Regulation:

SV-cycling—dependent



log2 Fold Change

2=

Corob

Uniprot Accession: Q920J3
Coronin—-6

0 100

200

Position

300

400

Regulation:

SV-cycling—dependent



log2 Fold Change

Cox4il

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

2 -
1 -
0- N I
I
S30
S56
_l -
_2 -
0 50 100 150

Position

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change
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Cox7c

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

0 20

Position

40

60

Regulation:

primary Ca?*-dependent



Cplx1

Uniprot Accession: P63041
Complexin—-1

log2 Fold Change

2 -
l -
Regulation:
SV-cycling—dependent
== not-affected
0- I
1
S90 Domains and Regions:
REGION: Interaction with the SNARE
complex
_1 -
_2 -

50

Position

100



log2 Fold Change

Cpne5

Uniprot Accession: D3ZGN2
Copine 5
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0- N —:H:HC
S579 T591
S587
S140
S583

_1-
_2-

0 200 400 600

Position

Regulation:
SV-cycling—dependent

= not-affected

Domains and Regions:
DOMAIN: C2

. DOMAIN: VWFA
REGION: Disordered



log2 Fold Change

Crip2
Uniprot Accession: P36201
Cysteine-rich protein 2
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50

100
Position
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200

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: LIM zinc-binding 1
DOMAIN: LIM zinc-binding 2



log2 Fold Change

Crmpl

Uniprot Accession: Q62950
Dihydropyrimidinase-related protein 1

2-
l-
S524 o
S8 Regulation:
( primary Ca?*-dependent
0- N2 I C :
| SV-cycling—dependent
S493 | S537 = not—affected
S495
_1-
_2-
0 200 400 600

Position



log2 Fold Change

2=

Crtcl

Uniprot Accession: Q157S1
CREB-regulated transcription coactivator 1

0 200

Position

400

600

Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change
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Cs

Uniprot Accession: Q8VHF5
Citrate synthase, mitochondrial
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200

Position

300

400

Regulation:

SV-cycling—dependent



Csdel

Uniprot Accession: P18395
Cold shock domain—containing protein E1

log2 Fold Change

2 -

200

400
Position
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800

Regulation:

SV-cycling—dependent

Domains and Regions:

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

DOMAIN:
DOMAIN:
DOMAIN:

CsD1
CSD 2; truncated
CsD 3
CSD 4, truncated
CSD5
CSD 6
CsD7
CsD 8
CsD9



log2 Fold Change

Csnkle

Uniprot Accession: Q9JJ76
Casein kinase 1 epsilon
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100

200
Position

300

S389

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
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100
Position
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200

Regulation:

SV-cycling—dependent

Domains and Regions:

REGION: Interaction with alpha subunit



log2 Fold Change

Ctnna2

Uniprot Accession: D4A6H8

Catenin alpha 2

2-
l -
0- N i ]
1224
S211 T228
S225
_l -
—2-
0 100 200 300 400

Position

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



Ctnndl

Uniprot Accession: D3Z2Z79
Catenin (Cadherin associated protein), delta 1 (Predicted), isoform CRA_a

log2 Fold Change

2 -
l -
R Regulation:
5352
$230 SV-cycling—dependent
{ == not-affected
0- N : - !
S129 S252 S858 Domains and Regions:
REGION: Disordered
_1 -
_2 -
0 250 500 750

Position



Ctnnd2

Uniprot Accession: F1IM787
Catenin delta-2

log2 Fold Change

2-
Regulation:
S423 S1073 . Cal*—d dent
S189 10|l || S898 | T4sS S515 S1068 S1080, 51135 primary Ca™ -dependen
S187 SB83 . \S421 sagg~ S520 T1064 S1104 SV-cycling-dependent
0- i Iu“ ===== IIII I*']I II! C == not-affected
S S1060 | T1120
T365 149 S517 . N
S1066 Domains and Regions:
REGION: Disordered
_2-
0 250 500 750 1000 1250

Position



log2 Fold Change

Cttn

Uniprot Accession: D3ZGE6
Cortactin, isoform CRA ¢

2 -
l -
S187 s418
S298
{ l
0- N H 1 I
S106 S113
_1 -
_2 -
0 200 400

Position

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

=== not-affected

Domains and Regions:
DOMAIN: SH3
REGION: Disordered



log2 Fold Change

Cttn

Uniprot Accession: Q66HL2
Src substrate cortactin

2 -
l -
Regulation:
SV-cycling—dependent
0- N C
Domains and Regions:
DOMAIN: SH3
_1 -
_2 -

0 100 200 300 400 500
Position



log2 Fold Change

Cttnbp2

Uniprot Accession: Q21BD4
Cortactin—binding protein 2
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S279 S360

0 500

Position

1000

1500

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Cul9

Uniprot Accession: AOA0OG2K652

Regulation:
SV-cycling—dependent

=== not-affected

C Domains and Regions:

Cullin 9
2-
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0- N
_1-
_2-
0

500

1000

Position

1500

DOMAIN: CULLIN_2
S2429 DOMAIN: DOC

DOMAIN: RING-type
REGION: Disordered

2000 2500



log2 Fold Change

Cybb5r1

Uniprot Accession: Q5EB81
NADH-cytochrome b5 reductase 1
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0 100

Position

200

300

Regulation:

SV-cycling—-dependent

Domains and Regions:
DOMAIN: FAD-binding FR-type



log2 Fold Change

Cyld

Uniprot Accession: Q66H62

Ubiquitin carboxyl-terminal hydrolase CYLD

2=

$341

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

Dab1l

Uniprot Accession: Q8CJH2
Disabled homolog 1
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200

Position

400

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: PID



log2 Fold Change

Dab2ip

Uniprot Accession: AOA0OG2JTF2

Disabled homolog 2-interacting protein

2 -

S674

S944

300

600
Position

900

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

=== not-affected

Domains and Regions:
DOMAIN: PH

. DOMAIN: Ras-GAP
REGION: Disordered

1200



log2 Fold Change

Dact3
Uniprot Accession: MOR4J7

Dishevelled-binding antagonist of beta—catenin 3

2 -
l -
Regulation:
S165 SV-cycling—dependent
| == not-affected
0- N I ] C
S370 Domains and Regions:
REGION: Disordered
_1 -
_2 -
(I) 2(I)O 4(I)O 6(I)0

Position



log2 Fold Change

Dagla

Uniprot Accession: Q5YLM1
Snl-specific diacylglycerol lipase alpha

2 -
l -
S864
0- N I
Il
S874
T868
_l -
_2 -

0 250

500
Position

750

1000

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Dbnl

Uniprot Accession: AOAOH2UHL9
Drebrin
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0-

S

142

[\

:-#__:-:-:_C

200

S274

S342

S341 T392

Position

400

600

S658

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 -
l -
S235
S237 1278
1 1
0- N ] I -
T299 S311
_l -
_2 -
100 200 300 400

Position

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

Dclk1
Uniprot Accession: AOA1IW2Q6Q2

Serine/threonine—protein kinase DCLK1

2=

0-

S307

S719 S721

N I | _:HFI C

| T
$327 S50 S352 S355 v724” | S734
Tag S52 S298 T354 S725
S353
0 200 400 600

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
Position

40

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

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Dcx
Uniprot Accession: Q9ESI7

Neuronal migration protein doublecortin

2 -

S88Y
S332

100

200
Position

300

Regulation:
SV-cycling—dependent

=== not—affected

Domains and Regions:
DOMAIN: Doublecortin 1
DOMAIN: Doublecortin 2



log2 Fold Change

Ddhd1

Uniprot Accession: Q3ZAU5
DDHD domain—containing 1

2 -
l -
T709
0 N I I i
| [ J
S107 T591 S706
_l -
_2 -
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 -
l -
Regulation:
SV-cycling—dependent
=== not-affected
0- N . I C . .
) Domains and Regions:
S417 DOMAIN: DAGKc
DOMAIN: EF-hand 1
DOMAIN: EF-hand 2
_l -
_2 -
0 200 400 600 800

Position



log2 Fold Change

Dlgl

Uniprot Accession: AOA0OG2K1M2

Disks large homolog 1

2-
l-
S138
S118 S12p S573
|
0- N/ I'Tr= H 1 —-:—:_
$232 S575

_1-

_2-

0 250 500

Position

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

2 -

Regulation:
SV-cycling—dependent
S50 S62 T === not-affected
sog S45 /565
L Domains and Regions:

0- N 1 ] I I ] C
| DOMAIN: Guanylate kinase-like

S S553 DOMAIN: PDZ 1
S414

DOMAIN: PDZ 2

DOMAIN: PDZ 3

DOMAIN: SH3

0 200 400 600 800
Position



Dlg3

Uniprot Accession: Q62936
Disks large homolog 3

2 -
l -
T631
()
(@)]
= S157
=
O {
o 0- N I
o
LL
AN
[@)]
o
_l -
_2 -
0 200 400 600 800

Position

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 -

S415 S418

sa14 £420
Y204 ,S295

|| $422 5425

| ||

[ |

s73 S478
S78 S480

200 400

Position

S584/| S606
S585

600

Regulation:
primary Ca2+—dependent

= not-affected

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



log2 Fold Change

Dlgapl

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

2-
l-
S169 Regulation:
S578
S77 T175 S421 —cycling-
S Ao SV-cycling—dependent
' | == not-affected
0- N i I I I C
S1527 52595362 -S365- S372 / S403 v Domains and Regions:
T367 S3687 S389 S428 REGION: Disordered
S154 S425  T436 - isoreere
S418
_1-
_2-
0 250 500 750 1000

Position



log2 Fold Change

Dlgap2

Uniprot Accession: P97837
Disks large—associated protein 2

2 -
1- S450 S460
S453
!
S228 S811 .
T Regulation:
\ primary Ca?*-dependent
0- N I 1l = C
1 Il SV-cycling—dependent
S248 S1040 = not-affected
S1035
_l -
_2 -
0 250 500 750 1000

Position



log2 Fold Change

Dlgap3

Uniprot Accession: G3V7T8
Disks large—associated protein 3

2-
l-
T560
ces T413 e
s183 s185 S410 S712 $753 S922
s407 | S447

0- N ;

S779
_l-
_2-

0 250 500 750

Position

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 -
T648
Regulation:
S384 S611 .
S7 S156 S37X €101 S608 7650 5973 SV-cycling—dependent
( { | { == not-affected
0- NII I | :ﬂ I = C
1
S380 8606 S946 Domains and Regions:
S609 S620 .
REGION: Disordered
_1 -
_2 -
0 250 500 750 1000

Position



log2 Fold Change

Dmtn

Uniprot Accession: B2GUY4
Dematin actin—binding protein
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S26

100

S156

S152

Position

200

S226

S269

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

2-
l-
T112
0- N — I | ]
[
14
5145 T453
_1-
_2-
: 200 400

Position

S483

S537

600

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: WD_REPEATS_REGION
REGION: Disordered



DmxI2

Uniprot Accession: FIM3W5

Dmx-like 2

2 -

l -
()
<
S T1412 S2442
=
O ( {
- 0- N I ] I 1
= ) | !
L |
o sz O 61151 91289 p1916 $2399
2 81145 51858

e S1153 g1b00
S1142
_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

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



log2 Fold Change

Dnajc5
Uniprot Accession: P60905

DnaJ homolog subfamily C member 5

2 -
l -
Regulation:
T11 SV-cycling—dependent
| == not-affected
0- N mi C
S8 Y17 Domains and Regions:
S10
S15 DOMAIN: J
S12
_1 -
_2 -
0 50 100 150 200

Position



log2 Fold Change

Dnajc6

Uniprot Accession: AOA0G2JY26

DnaJ heat shock protein family (Hsp40) member C6

2=

0- Nl

S35 S36 ,S42

250

T685
S679 B683 S733

S734 ,8770

1 |

| 1 |

1
T590
500 750

Position

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-

l-

0- Ni—m= I i it
T511 S795-8817

e S512 $822
S807
_l-
_2-
0 250 500 750

Position

Regulation:

primary Ca2+—dependent

SV-cycling—dependent

=== not-affected

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

Dynamin-type G

GED

PH

G1 motif
G2 motif
G3 motif
G4 motif
G5 motif



log2 Fold Change

Dnm3

Uniprot Accession: Q08877
Dynamin-3

2=

Regulation:
primary Ca2+—dependent
=== not-—affected
s Domains and Regions:
DOMAIN: Dynamin-type G

0- N | I C 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

2=

Dnmt3a

Uniprot Accession: Q1LZ53
DNA (cytosine-5)—-methyltransferase 3A

| e

0 250

500
Position

750

Regulation:
SV-cycling—dependent

Domains and Regions:
DOMAIN: ADD
DOMAIN: PWWP

. DOMAIN: SAM-dependent MTase C5-type

REGION: Interaction with DNMT1 and

DNMT3B
REGION: Interaction with the PRC2/EED-

EZH2 complex
REGION: S—adenosyl-L-methionine binding



log2 Fold Change

Dock1l

Uniprot Accession: D3ZZW1
Dedicator of cyto—kinesis 1

2 -

Regulation:

SV-cycling—dependent

Domains and Regions:

500

1000
Position

DOMAIN: DHR-1
DOMAIN: DHR-2
DOMAIN: SH3
REGION: Disordered

1500



log2 Fold Change

Dock3
Uniprot Accession: FIM4N6
Dedicator of cyto—kinesis 3
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T200

S1658

Regulation:
SV-cycling—dependent

=== not-affected

C Domains and Regions:
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1000 1500
Position

DOMAIN: DHR-1
DOMAIN: DHR-2
DOMAIN: SH3
REGION: Disordered

2000



log2 Fold Change

Dock4

Uniprot Accession: MOR6K4
Dedicator of cytokinesis 4
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500

1000
Position

1500

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:

DOMAIN: DHR-1
DOMAIN: DHR-2
DOMAIN: SH3
REGION: Disordered



log2 Fold Change

Dock?7

Uniprot Accession: AOA0OG2K3H2

Dedicator of cytokinesis 7
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S439

500

S900

1000
Position

S1383 S1423

1500

2000

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: DHR-1

. DOMAIN: DHR-2
REGION: Disordered



log2 Fold Change

Dpysl|2

Uniprot Accession: P47942
Dihydropyrimidinase-related protein 2

2 -

T512 _
Regulation:

primary Ca?*-dependent

S62

200

Position

400

) SV-cycling—dependent
S537 == not-affected
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log2 Fold Change

DpysI3

Uniprot Accession: Q62952
Dihydropyrimidinase-related protein 3
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l-
T509
T508 17543
bt
0 N | L] IC
T507- 1514 S570
T524

T13
_l-
_2-
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Position

Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

2=

Dpysl4

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

S506

0 200

Position

400

Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

DpysI5

Uniprot Accession: Q9JHUO
Dihydropyrimidinase-related protein 5

2 -
1 -
o= N =
T5097 T514
S531
_l -
_2 -

200

Position

400

Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

2=

Drd1l

Uniprot Accession: P18901
D(1A) dopamine receptor

S445

0 100

200

Position

300

400

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Drp2

Uniprot Accession: Q9EPAOQ
Dystrophin-related protein 2
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0 250

500
Position

750

1000

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: WW



log2 Fold Change

Dtnb

Uniprot Accession: AOA0G2JVM6
Dystrobrevin
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T529

200

Position

400

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 -
l -
T408 LELE
S510 S516
0- N ——i ¢
S467
S207

_l -
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Position

Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

Dynclli2

Uniprot Accession: Q62698
Cytoplasmic dynein 1 light intermediate chain 2
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0- N C
S194
_l -
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0 100 200 300 400 500

Position

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

2 -

Ecil
Uniprot Accession: P23965
Enoyl-CoA delta isomerase 1, mitochondrial
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200

300

Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Substrate binding



log2 Fold Change

Eefld

Uniprot Accession: Q68FR9
Elongation factor 1-delta
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100

Position

S162

200

Regulation:
SV-cycling—dependent

=== not-affected

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



log2 Fold Change

Efnb3

Uniprot Accession: G3V7D4
Ephrin B3
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S274

200
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300

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: Ephrin RBD
REGION: Disordered



log2 Fold Change

Efr3b

Uniprot Accession: FILTW9
EFR3 homolog B
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Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Ehbpl

Uniprot Accession: F1LVX2
EH domain-binding protein 1
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S627

S1032
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Position

1000

Regulation:
primary Ca2+—dependent

=== not-affected

C Domains and Regions:

DOMAIN: BMERB

DOMAIN: C2 NT-type

DOMAIN: Calponin—homology (CH)
REGION: Disordered
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log2 Fold Change

Eif4b

Uniprot Accession: Q5RKG9
Eukaryotic translation initiation factor 4B

2 -
l -
Regulation:
S489 S498 primary Ca*-dependent
S == not-affected
0- N C
Domains and Regions:
5131 $207 S424' S425  S497 S518
S283 DOMAIN: RRM
. REGION: Disordered
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_2 -
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log2 Fold Change

Eif4enifl

Uniprot Accession: D4ACF1
Eukaryotic translation initiation factor 4E nuclear import factor 1
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l -
Regulation:
SV-cycling—dependent
0- N C
Domains and Regions:
REGION: Disordered
_l -
_2 -

0 250 500 750 1000
Position
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Eif4gl
Uniprot Accession: D3ZU13

Eukaryotic translation initiation factor 4 gamma, 1
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S1187 T1211
' S1209
|
0- N ! | I C
S1079
_l -
_2 -
500 1000 1500

Position

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: MI

. DOMAIN: W2
REGION: Disordered
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Eif4g3
Uniprot Accession: AOA0G2JY73

Eukaryotic translation initiation factor 4 gamma, 3
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_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

Elfnl
Uniprot Accession: D3Z2Z44

Extracellular leucine-rich repeat and fibronectin type Il domain—-containing 1
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S460

200 400 600 800
Position

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: LRRCT
REGION: Disordered



log2 Fold Change

Elfn2
Uniprot Accession: D3ZH36

Extracellular leucine-rich repeat and fibronectin type Il domain—-containing 2
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S431

200 400
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change
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EmI3

Uniprot Accession: D4A4R1
EMAP-like 3
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Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: WD_REPEATS_REGION
REGION: Disordered



log2 Fold Change

Enah

Uniprot Accession: Q5XHX3
ENAH, actin regulator

2 -
l -
Regulation:
T420 SV-cycling—-dependent
== not-affected
0- N —:—:i_: C
Domains and Regions:
DOMAIN: WH1

. REGION: Disordered
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log2 Fold Change

Enol

Uniprot Accession: P04764

Alpha—enolase
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Regulation:
SV-cycling—dependent

=== not-—affected

Domains and Regions:

REGION: Required for interaction with
PLG

REGION: Substrate binding



log2 Fold Change

Epb41
Uniprot Accession: D3ZIP3

Erythrocyte membrane protein band 4.1
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Regulation:
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: FERM
REGION: Disordered
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Epb41i1

Uniprot Accession: AOAOG2KO0OF3
Band 4.1-like protein 1-like
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Regulation:
primary Ca2+—dependent
SV-cycling—-dependent

= not-affected
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REGION: Disordered



log2 Fold Change

Epb41i1

Uniprot Accession: Q9WTPO
Band 4.1-like protein 1

2 -
1- .
Regulation:
primary Ca2+—dependent
S555 SV-cycling—dependent
== not-affected
0- N I C
Domains and Regions:
DOMAIN: FERM
. REGION: C-terminal (CTD)
REGION: Spectrin——actin—binding
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_2 -
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Position



log2 Fold Change

Epb41I3

Uniprot Accession: G3V874

Erythrocyte membrane protein band 4.1-like 3
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S743

T469 T495
S66 | |~ S102
T470
$100 (T472
O-NA:II‘ i:u—
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250

500
Position

S801

S766
S808

750

S812

S907

1000

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

= not-affected

Domains and Regions:
DOMAIN: FERM
REGION: Disordered



log2 Fold Change

Epb41l4a

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

Regulation:

S279 SV-cycling—-dependent
| == not—affected

0- N C

Domains and Regions:

DOMAIN: FERM

. REGION: Disordered
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Epb41i4b

Uniprot Accession: AOAOG2K3H4
Band 4.1-like protein 4B
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[
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_2 -
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Regulation:
SV-cycling—dependent
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Domains and Regions:
DOMAIN: FERM
REGION: Disordered



log2 Fold Change

Epha4d

Uniprot Accession: D3ZZK3
Eph receptor A4
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500
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Regulation:

SV-cycling—-dependent

Domains and Regions:

C
DOMAIN: Eph LBD
DOMAIN: Fibronectin type-IlI
DOMAIN: Protein kinase
DOMAIN: SAM
1000



log2 Fold Change

Erbin

Uniprot Accession: MOR9T2
Erbb2-interacting protein
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S519

400
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1200

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: PDZ
REGION: Disordered
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Ercl

Uniprot Accession: AOA0G2JYT1
ELKS/Rab6-interacting/CAST family member 1

2-
l-

S55 S75

1
0- N F 1

S21
S374
_1-
_2-
0 300 600 900

Position

Regulation:
primary Ca2+—dependent

=== not-affected

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



log2 Fold Change

Erc2

Uniprot Accession: Q8K3M6
ERC protein 2
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S65
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0- N ” 11
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Regulation:
primary Ca2+—dependent

=== not—affected

Domains and Regions:
REGION: Involved in binding to RIMS1
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Esyt2

Uniprot Accession: D32J32
Extended synaptotagmin 2
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S682 S685
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Regulation:
SV-cycling—dependent

= not-affected

Domains and Regions:
DOMAIN: C2

. DOMAIN: SMP-LTD
REGION: Disordered
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Etl4

Uniprot Accession: MOR5H1
Enhancer trap locus 4
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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
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l -
S555,
S156
S246
0- N ! i | =
S136 S373
_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

Exocl

Uniprot Accession: AOA0G2JYT4

Exocyst complex component 1

2 -
l -
Regulation:
primary Ca2+—dependent
== not-affected
‘I an c
Sa£67'5487 Domains and Regions:
S448 S481 DOMAIN: Sec3-PIP2_bind
S469 REGION: Disordered
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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

Faim2

Uniprot Accession: 088407
Protein lifeguard 2
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Regulation:

SV-cycling—dependent



log2 Fold Change

Faml117b
Uniprot Accession: FIM8D5

Amyotrophic lateral sclerosis 2 (Juvenile) chromosome region, candidate 13 (Predicted)
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S205
|
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_l -
_2 -
0 100 200 300

Position

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Fam126b

Uniprot Accession: Q4V7D4

Family with sequence similarity 126, member B
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l -
5395
: | |
0 N 1 1
S402 S429
_l -
_2 -
100 200 300 400

Position

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

=== not-affected

Domains and Regions:
REGION: Disordered
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Fam131b

Uniprot Accession: FBWFH6

Protein FAM131B
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S31

S350

S34
S8Y

100
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200

300

S325

S346

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Faml13c

Uniprot Accession: F1LUC1
Family with sequence similarity 13, member C
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l -
Regulation:
SV-cycling—dependent
0- N C
Domains and Regions:
REGION: Disordered
_l -
_2 -
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Position
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Faml7lal
Uniprot Accession: D4A7Y4

Family with sequence similarity 171, member Al
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S340
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Faml171b
Uniprot Accession: D3ZTG3

Family with sequence similarity 171, member B

2 -
l -
Regulation:
S727
S369 S435 S712 primary Ca”*-dependent
{ | === not-affected
0- N : I | C
S347 Domains and Regions:
S621
REGION: Disordered
_l -
_2 -
(I) 2(I)0 4(I)0 6(I)0

Position



log2 Fold Change

Fam219a
Uniprot Accession: D4AAI7

Family with sequence similarity 219, member A
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S85 S98

50 100
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150

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



Farpl

Uniprot Accession: F1LYQ8
FERM, ARHGEF and pleckstrin domain—containing protein 1

log2 Fold Change

2 -
1- .
Regulation:
SV-cycling—dependent
=== not-affected
0- I : C Domains and Regions:
44 S875 DOMAIN: DH
S837 DOMAIN: FERM
DOMAIN: PH 1
DOMAIN: PH 2
_l -
_2 -
0 250 500 750 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
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500

1000
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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
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S359
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250

T
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500
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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
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0 200
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400

600

Regulation:

rimary Ca®*~dependent
p

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



log2 Fold Change

Fgd6
Uniprot Accession: AOA0OG2K7L6

FYVE, RhoGEF and PH domain-containing 6
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500

Position

1000

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: DH
DOMAIN: FYVE-type
DOMAIN: PH
REGION: Disordered



log2 Fold Change

2 -

Fgfl4

Uniprot Accession: Q8R5L7
Fibroblast growth factor 14
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Regulation:

SV-cycling—dependent



log2 Fold Change

Fhod3
Uniprot Accession: F1LQJ2

Formin homology 2 domain-containing 3

2 -
1- .
Regulation:
primary Ca2+—dependent
S458 === not-affected
0- N ] C Domains and Regions:
S440 DOMAIN: DAD
DOMAIN: FH2
DOMAIN: GBD/FH3
REGION: Disordered
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_2 -
0 500 1000 1500

Position



log2 Fold Change

Fisl
Uniprot Accession: P84817
Mitochondrial fission 1 protein
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0 50
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100

150

Regulation:

SV-cycling—dependent



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

Frmd8
Uniprot Accession: Q5U2R3
FERM domain-containing protein 8
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S20

0 100

200

Position

300

400

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: FERM



log2 Fold Change

Frs2

Uniprot Accession: AOA0G2JZZ5

Fibroblast growth factor receptor substrate 2
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S178

S437

100

200

Position

300

400

500

Regulation:
SV-cycling—dependent

=== not—affected

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



log2 Fold Change

Fry

Uniprot Accession: AOA0G2K749
FRY microtubule-binding protein

2 -
l -
Regulation:
51352 primary Ca2+—dependent
S1309 <4324 == not-affected
|
0- ] BTN T W T i . .
[ | Domains and Regions:
S264 S7487S749 "ST751 S1308 DOMAIN: MOR2-PAG1_C
S752 .
I DOMAIN: MOR2-PAG1_mid
REGION: Disordered
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log2 Fold Change
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Fscnl

Uniprot Accession: P85845
Fascin
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Regulation:

SV-cycling—dependent



log2 Fold Change

Fthl

Uniprot Accession: P19132
Ferritin heavy chain
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100
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150

Regulation:

SV-cycling—dependent

Domains and Regions:

DOMAIN: Ferritin—like diiron



log2 Fold Change

G3bp2

Uniprot Accession: Q6AY21

G3BP stress granule assembly factor 2
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100

200

Position

Regulation:

SV-cycling—-dependent

| C Domains and Regions:
DOMAIN: NTF2
. DOMAIN: RRM
REGION: Disordered
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log2 Fold Change

Gab1l

Uniprot Accession: AOA0G2JZD5

GRB2-associated-binding protein 1
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200

S292

Position

400

600

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: PH
REGION: Disordered



log2 Fold Change

Gab2

Uniprot Accession: Q9EQH1
GRB2-associated-binding protein 2
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S142 S143

200

S5HZ

400
Position

S612

600

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: PH



log2 Fold Change

Gabbr2
Uniprot Accession: 088871

Gamma-—-aminobutyric acid type B receptor subunit 2
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S883
I
0- N ] l I
T754-T772— S0\ I7
S773 SY78
T774 S775 S783
_l -
_2 -
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Position

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Gadl

Uniprot Accession: P18088
Glutamate decarboxylase 1

2 -
l -
Regulation:
primary Ca2+—dependent
== not-affected
0- N ! C
S72 g4y Domains and Regions:
S527 REGION: Substrate binding
_l -
_2 -
(I) 2(I)O 4(I)O 6(I)0

Position



log2 Fold Change

Gap43

Uniprot Accession: P07936
Neuromodulin
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l-
0- N T 10 1} 1T
[N Al : |
T88 /o5 124/ T1BB\\S145 [ T172 g19¢
789 S96 S128 S142  Ti71 S192
S86 T139 S144
_1-
_2-
0 50 100 150 200

Position

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

=== not-affected

Domains and Regions:
DOMAIN: 1Q

REGION: Important for membrane binding



log2 Fold Change

Gas7

Uniprot Accession: AOA0G2JT50
Growth arrest—specific protein 7
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$109
4110
— |
N i
S103
0 100 200 300 400

Position

Regulation:
primary Ca2+—dependent

= not-affected

Domains and Regions:
DOMAIN: F-BAR

. DOMAIN: WW
REGION: Disordered



log2 Fold Change

Gbfl
Uniprot Accession: FIM8X9

Golgi brefeldin A-resistant guanine nucleotide exchange factor 1
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S1298 ,S1300

S1782
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1000
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1500

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: SEC7
REGION: Disordered



log2 Fold Change

Gda
Uniprot Accession: Q9JKB7

Guanine deaminase
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T6

100

200

Position

300

400

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: Amidohydro-rel



log2 Fold Change

Gipcl
Uniprot Accession: Q92254

PDZ domain—containing protein GIPC1
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S226

100

200
Position

300

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: PDZ



log2 Fold Change

Gitl

Uniprot Accession: Q92272

ARF GTPase-activating protein GIT1
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S586

200

S371

400 600
Position

800

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
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l-
SSIES
S296 S364 5372
|
0- N i c
T250 S365
_l-
_2-
0 100 200 300 400

Position

Regulation:
SV-cycling—dependent

== pnot-affected

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



log2 Fold Change

Gjc2
Uniprot Accession: Q80XF7
Gap junction gamma-2 protein
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0- N f
T395 S397
_l -
_2 -
0 100 200 300 400

Position

Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Gjd4
Uniprot Accession: G3V8D7
Gap junction protein

2 -

100

Regulation:
SV-cycling—dependent

C Domains and Regions:

200
Position

DOMAIN: CNX
. DOMAIN: Connexin_CCC
REGION: Disordered

300



log2 Fold Change

GIrx5

Uniprot Accession: D4AADD7
Glutaredoxin 5
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50

Position

100

150

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: Glutaredoxin



log2 Fold Change

Gludl
Uniprot Accession: P10860

Glutamate dehydrogenase 1, mitochondrial
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l -

0- N ;

S140 S157 S270 S391 Y512 T513
T144 S261 e Y464 /| 5508
s79 S128 T154 T409 S501
S153 S498

_l -

_2 -

200 400

Position

Regulation:
SV-cycling—dependent

=== not-—affected



Gmpr2

Uniprot Accession: AOA0G2JX25
GMP reductase

log2 Fold Change

2 -
l -
Regulation:
SV-cycling—dependent
== not-affected
0- N
Domains and Regions:
2
52 DOMAIN: IMPDH
REGION: GMP binding
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_2 -

100
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200

300



log2 Fold Change

2 -

Gnb1l

Uniprot Accession: P54311
Guanine nucleotide—binding protein G(1)/G(S)/G(T) subunit beta-1
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300

Regulation:

SV-cycling—dependent



log2 Fold Change

Gng3

Uniprot Accession: G3V8K2

Guanine nucleotide—binding protein subunit gamma
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TS5

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
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Regulation:
primary Ca2+—dependent

=== not-affected

S324

200
Position

Domains and Regions:
DOMAIN: CP-type G
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log2 Fold Change

Got2

Uniprot Accession: PO0507
Aspartate aminotransferase, mitochondrial
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200
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300

400

Regulation:

SV-cycling—dependent



log2 Fold Change

Gphn

Uniprot Accession: Q03555

Gephyrin
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S201-S207 \T212
T211 g9q3
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400
Position
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Regulation:
primary Ca**-dependent
SV-cycling—dependent

= not-affected

Domains and Regions:
REGION: Interaction with GABARAP
. REGION: MPT adenylyltransferase
REGION: MPT Mo-transferase



log2 Fold Change

Gpi
Uniprot Accession: Q6P6V0
Glucose-6—phosphate isomerase
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200
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400

S455

Regulation:
SV-cycling—dependent

=== not—affected

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



log2 Fold Change

Gprl58

Uniprot Accession: AOAOAOMY13
Probable G—protein—coupled receptor 158
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S77
S381
|
[\ [ | I
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Position
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Regulation:
primary Ca2+—dependent
SV-cycling—dependent

= not-affected

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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_2 -
0 200 400

Position
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: G_PROTEIN_RECEP_F1_2
REGION: Disordered
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2 -

Gpraspl

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

0 500
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1000

Regulation:

SV-cycling—dependent
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Gprc5c

Uniprot Accession: Q3KRC4
G-—protein coupled receptor family C group 5 member C

0 100 200
Position

300

400

Regulation:

SV-cycling—dependent



log2 Fold Change

Gprin3
Uniprot Accession: D3ZF21
GPRIN family member 3
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l-
S331 Regulation:
S327 /S329 .
| SV-cycling—-dependent
y1330 S720. 5723, S726

== not-affected
0- N —:—:—:I . S — | gl o)

Domains and Regions:
DOMAIN: GRIN_C
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Gpsl
Uniprot Accession: AOA0G2JT06
COP9 signalosome complex subunit 1

2 -
l -
Regulation:
SV-cycling—dependent
e == not-affected
0- N = C
Domains and Regions:
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Gramdla

Uniprot Accession: Q3KR56
Protein Aster-A
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Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: GRAM
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log2 Fold Change

Gramdlb
Uniprot Accession: D3ZYJ5

GRAM domain-containing 1B
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_2-
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SV-cycling—dependent
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Domains and Regions:
DOMAIN: VASt
REGION: Disordered



log2 Fold Change

Grb10
Uniprot Accession: POCE43

Growth factor receptor—-bound protein 10
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200

Regulation:
SV-cycling—dependent

C Domains and Regions:

Position

400

DOMAIN: PH
. DOMAIN: Ras—associating
DOMAIN: SH2
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log2 Fold Change

Grid2

Uniprot Accession: Q63226

Glutamate receptor ionotropic, delta—2
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1
0- N |=
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_2 -
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Regulation:
SV-cycling—dependent

=== not—affected

Domains and Regions:

REGION: Interaction with AP4M1

REGION: Interaction with CBLN1
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log2 Fold Change

Grinl
Uniprot Accession: P35439

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

Domains and Regions:
REGION: Glycine binding
REGION: Pore-forming



log2 Fold Change

Grin2a
Uniprot Accession: Q00959

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

=== not-affected

C
Domains and Regions:
REGION: Glutamate binding
REGION: Pore-forming
15IOO
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Grin2b
Uniprot Accession: Q00960

Glutamate receptor ionotropic, NMDA 2B

Regulation:
SV-cycling—dependent

=== not-affected
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_l-
_2-
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REGION: Pore-forming
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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

Domains and Regions:

; C DOMAIN: PDZ 1

0- N i _:|:_:_

DOMAIN: PDZ 2
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S43
Sy DOMAIN: PDZ 3
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DOMAIN: PDZ 4
DOMAIN: PDZ 5
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DOMAIN: PDZ 6
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log2 Fold Change

Grk2

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

e
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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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S965 T1151
|
0- N ] I C
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S853
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250 500 750 1000 1250

Position

Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Glutamate binding



Grm5

Uniprot Accession: AOAOH2UHWG6
Metabotropic glutamate receptor 5

log2 Fold Change
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l -
Regulation:
SV-cycling—dependent
=== not-—affected
0- N ] C
Domains and Regions:
S661
S692 DOMAIN: G_PROTEIN_RECEP_F3_4
REGION: Disordered
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_2 -
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log2 Fold Change
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Gtf3c2

Uniprot Accession: AOA0G2JY75
General transcription factor [lIC subunit 2
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Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: WD_REPEATS_REGION
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

Gysl
Uniprot Accession: A2RRU1

Glycogen [starch] synthase, muscle
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Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Hcnl
Uniprot Accession: FILSH6

Potassium/sodium hyperpolarization—activated cyclic nucleotide—gated channel 1
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S859

S588
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Regulation:
SV-cycling—dependent

=== not-affected

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



log2 Fold Change

Hcn2
Uniprot Accession: Q9JKA9

Potassium/sodium hyperpolarization—activated cyclic nucleotide—gated channel 2
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S756 S798 &g18
5726. 5743 1763/ dasss42
L1
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_l-
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:

REGION: Involved in subunit assembly



log2 Fold Change

Hdac6

Uniprot Accession: AOA0G2QC41

Histone deacetylase 6
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: UBP-type
REGION: Disordered
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Hectd1

Uniprot Accession: D3ZLS5

HECT domain E3 ubiquitin protein ligase 1
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S1772
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Regulation:
SV-cycling—dependent

=== not-affected

C Domains and Regions:

DOMAIN: ANK_REP_REGION
DOMAIN: HECT

DOMAIN: MIB/HERC?2
REGION: Disordered



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:

S407

S858

500 1000
Position

S1177

DOMAIN: C2
DOMAIN: HECT
DOMAIN: WW
REGION: Disordered
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log2 Fold Change

Helz

Uniprot Accession: D4ADZ6
Helicase with zinc finger
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Regulation:
SV-cycling—dependent
0- N C . .
Domains and Regions:
DOMAIN: C3H1-type
REGION: Disordered
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_2 -

0 500 1000 1500 2000
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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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-2-
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Regulation:
SV-cycling—dependent

=== not—affected

Domains and Regions:
DOMAIN: B30.2/SPRY
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DOMAIN: WD_REPEATS_REGION
REGION: Disordered



log2 Fold Change

Hk1

Uniprot Accession: P05708

Hexokinase—-1
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Regulation:

SV-cycling—dependent

== not-affected

Domains and Regions:

DOMAIN
DOMAIN

REGION:

(MBP)

REGION:
REGION:

REGION:
REGION:
REGION:
REGION:

REGION:
REGION:

Hexokinase 1

Hexokinase 2
Glucose—-6—phosphate 1 binding
Glucose—-6—phosphate 2 binding
Hexokinase large subdomain 1
Hexokinase large subdomain 2
Hexokinase small subdomain 1
Hexokinase small subdomain 2
Mitochondrial-binding peptide
Substrate 1 binding

Substrate 2 binding



log2 Fold Change

Hmgcs1l

Uniprot Accession: P17425

Hydroxymethylglutaryl-CoA synthase, cytoplasmic
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S471
S476
L
0- N Il
_1 -
_2 -
100 200 300 400 500

Position

Regulation:
SV-cycling—-dependent

=== not-affected

Domains and Regions:
REGION: Coenzyme A binding



log2 Fold Change
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Hmgn3

Uniprot Accession: Q66H40
High mobility group nucleosome-binding domain—containing protein 3
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75

Regulation:

SV-cycling—dependent



log2 Fold Change

Hnrnpal

Uniprot Accession: P04256
Heterogeneous nuclear ribonucleoprotein A1

2=

Regulation:
SV-cycling—dependent

= pnot-affected
Domains and Regions:

0- N C DOMAIN: RRM 1
DOMAIN: RRM 2

. REGION: Globular A domain

84
REGION: Globular B domain
REGION: Nuclear targeting sequence
_1 -
REGION: RNA-binding RGG-box
_2 -
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log2 Fold Change

Hnrnpab

Uniprot Accession: Q9QX80
CArG-binding factor A
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100
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200

S272

Regulation:
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: RRM
REGION: Disordered



log2 Fold Change

Hnrnphl

Uniprot Accession: Q8VHV7

Heterogeneous nuclear ribonucleoprotein H
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Position

300

400

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



Hnrnpul2

Uniprot Accession: D4ABT8
Heterogeneous nuclear ribonucleoprotein U-like 2

log2 Fold Change

2 -
l -
Regulation:
SV-cycling—dependent
0- N/IIE C Domains and Regions:
DOMAIN: B30.2/SPRY
DOMAIN: SAP
REGION: Disordered
_l -
_2 -
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Position



log2 Fold Change

Hplbp3
Uniprot Accession: Q6P747

Heterochromatin protein 1-binding protein 3
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400

Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: H15 1

. DOMAIN: H15 2
DOMAIN: H15 3



log2 Fold Change

Hpca
Uniprot Accession: P84076

Neuron-specific calcium—binding protein hippocalcin
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Regulation:
SV-cycling—dependent
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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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Position

Regulation:
SV-cycling—-dependent

Domains and Regions:
DOMAIN: PX
. REGION: Disordered



log2 Fold Change

Hsp90aal

Uniprot Accession: P82995
Heat shock protein HSP 90-alpha
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200
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400
Position
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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

2=

Regulation:
SV-cycling—dependent

== pnot-affected

Domains and Regions:
REGION: Interaction with AHSA1
REGION: Interaction with BIRC2

log2 Fold Change
o
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O

S445
S255 REGION: Interaction with NR1D1

S226  S261 . REGION: Interaction with NR3C1
REGION: Interaction with TP53
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log2 Fold Change

Hspa4

Uniprot Accession: 088600
Heat shock 70 kDa protein 4
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0 200 400 600 800
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Regulation:
SV-cycling—dependent

=== not-—affected



Hspa8

Uniprot Accession: P63018
Heat shock cognate 71 kDa protein
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Regulation:
SV-cycling—-dependent
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Domains and Regions:
REGION: Interaction with BAG1

. REGION: Nucleotide-binding domain (NBD)
REGION: Substrate—binding domain (SBD)



log2 Fold Change
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Hspdl

Uniprot Accession: P63039
60 kDa heat shock protein, mitochondrial
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Regulation:

SV-cycling—dependent



log2 Fold Change

Hsphl

Uniprot Accession: Q66HA8
Heat shock protein 105 kDa
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Regulation:
SV-cycling—dependent
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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
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1ft140

Uniprot Accession: F1LY69
Intraflagellar transport 140
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Regulation:

SV-cycling—dependent



log2 Fold Change

Igsfob

Uniprot Accession: D3ZB51
Protein turtle homolog B
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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

Domains and Regions:
DOMAIN: PDZ
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log2 Fold Change

I14r

Uniprot Accession: Q63257

Interleukin—4 receptor subunit alpha
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Regulation:
SV-cycling—dependent

C Domains and Regions:

DOMAIN: Fibronectin type-lll

REGION: Required for IL4-induced gene

expression
REGION: Required for IRS1 activation and

IL4-induced cell growth
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log2 Fold Change

lldr2
Uniprot Accession: D32GJ1

Immunoglobulin-like domain—containing receptor 2
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Regulation:
SV-cycling—dependent
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Domains and Regions:
DOMAIN: IG
REGION: Disordered



log2 Fold Change

Immt
Uniprot Accession: Q3KR86

MICOS complex subunit Mic60 (Fragment)
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log2 Fold Change

2=

Ino80c

Uniprot Accession: Q5BJY3
INO80 complex subunit C
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Regulation:

SV-cycling—dependent



log2 Fold Change

Inpp5f

Uniprot Accession: D3ZKG7
Inositol polyphosphate—-5-phosphatase F
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Regulation:
primary Ca2+—dependent
SV-cycling—-dependent
oy S909 S984 == not-affected
0- N :I]:_ : : i i C
Domains and Regions:
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I pomain: sac
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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

Ipoll

Uniprot Accession: MORSES8
Importin 11
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Regulation:

SV-cycling—dependent

Domains and Regions:

DOMAIN: Importin N-terminal

1000



Igsecl

Uniprot Accession: AOA0G2JUG7
IQ motif and Sec7 domain 1

log2 Fold Change
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Regulation:
primary Ca2+—dependent
S929 SV-cycling—-dependent
== not-affected
0- N/ &=EEEEEEr ] -:-:l-ll_ h C
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log2 Fold Change

Igsec?2

Uniprot Accession: AOA0G2JZX5
IQ motif and Sec7 domain 2
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Regulation:
primary Ca2+—dependent
SV-cycling—-dependent

= not-affected

Domains and Regions:
DOMAIN: SEC7
REGION: Disordered



log2 Fold Change

Igsec3

Uniprot Accession: Q76M68
IQ motif and SEC7 domain-containing protein 3
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Regulation:
1021 SV-cycling—dependent
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C . .
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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SV-cycling—dependent
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DOMAIN: IRF-2BP1_2
DOMAIN: zf~C3HC4
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Irf2bpl

Uniprot Accession: Q5EIC4
Interferon regulatory factor 2—-binding protein-like
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SV-cycling—dependent



log2 Fold Change

Irs1

Uniprot Accession: P35570
Insulin receptor substrate 1
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
DOMAIN: IRS-type PTB
DOMAIN: PH
REGION: GRB2-binding
REGION: Mediates interaction with PHIP



Irs2

Uniprot Accession: FIMALS
Insulin receptor substrate 2

log2 Fold Change
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Regulation:
SV-cycling—dependent
S605 = not-affected
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Domains and Regions:
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Itprl
Uniprot Accession: FILNT1

Inositol 1,4,5-trisphosphate receptor type 1
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Regulation:
primary Ca2+—dependent
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Domains and Regions:
DOMAIN: MIR
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[tsn2

Uniprot Accession: MOR7A6
Intersectin 2

log2 Fold Change
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Domains and Regions:
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REGION: Disordered



JPT1

Uniprot Accession: Q6AXU6
Jupiter microtubule associated homolog 1

log2 Fold Change
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S74 Regulation:
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] ) SV-cycling—dependent
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log2 Fold Change

Jakmipl
Uniprot Accession: Q3SWS9

Janus kinase and microtubule-interacting protein 1
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Regulation:
SV-cycling—dependent
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Domains and Regions:

REGION: Mediates association with

microtubules
REGION: Mediates interaction with TYK2
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Jam?2

Uniprot Accession: F1IM065
Junctional adhesion molecule 2
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Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: Ig-like



log2 Fold Change

Jphl
Uniprot Accession: D3ZQ55
Junctophilin 1
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Domains and Regions:
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log2 Fold Change

Jph4
Uniprot Accession: Q69FB3
Junctophilin—-4
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Regulation:

SV-cycling—dependent



log2 Fold Change

Kazn

Uniprot Accession: Q5FWS6
Kazrin
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Regulation:
SV-cycling—dependent

=== not-affected
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Domains and Regions:
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DOMAIN: SAM 2
DOMAIN: SAM 3
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Kcna?

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

log2 Fold Change
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Regulation:
SV-cycling—dependent
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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

Kcnab2
Uniprot Accession: P62483
Voltage—gated potassium channel subunit beta-2
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Regulation:
SV-cycling—dependent
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log2 Fold Change

Kcnbl
Uniprot Accession: P15387

Potassium voltage—gated channel subfamily B member 1
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SV-cycling—dependent
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Domains and Regions:

REGION: Self-association
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Kcnb2
Uniprot Accession: Q63099

Potassium voltage—gated channel subfamily B member 2

2=

S488
S481

S448

250 500
Position

750

Regulation:
SV-cycling—dependent
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Kcnd?2

Uniprot Accession: Q63881
Potassium voltage—gated channel subfamily D member 2
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SV-cycling—dependent
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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:
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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

Kcnk10
Uniprot Accession: Q9J1S4

Potassium channel subfamily K member 10
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Regulation:
SV-cycling—dependent
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log2 Fold Change

Kcnmal

Uniprot Accession: FILNC7
Calcium-activated potassium channel subunit alpha-1
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Regulation:

S789 primary Ca’*-~dependent

T788 S1197 SV-cycling—dependent
S785 T977. s985,S989 $1200| — not-affected
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Domains and Regions:
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log2 Fold Change

Kcng2

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

REGION: Mediates interaction with
calmodulin



log2 Fold Change

Kctd3

Uniprot Accession: D3ZNX0
Potassium channel tetramerisation domain containing 3
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SV-cycling—dependent
0- N C . .
Domains and Regions:
DOMAIN: BTB
REGION: Disordered
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log2 Fold Change

Khsrp
Uniprot Accession: Q99PF5

Far upstream element-binding protein 2
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1- .
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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Kiaal107

Uniprot Accession: D4A0X3
AP2-interacting clathrin—endocytosis protein

log2 Fold Change

2 -
l -
T752
S845 ion:
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log2 Fold Change

Kidins220

Uniprot Accession: Q9EQG6
Kinase D-interacting substrate of 220 kDa
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Regulation:
SV-cycling—dependent
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Domains and Regions:
DOMAIN: KAP NTPase
REGION: Mediates interaction with CRKL



log2 Fold Change

Kiflc

Uniprot Accession: 035787
Kinesin-like protein KIF1C
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Regulation:
SV-cycling—dependent
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Domains and Regions:
DOMAIN: FHA
DOMAIN: Kinesin motor



log2 Fold Change

Kif21la

Uniprot Accession: D3ZCG2
Kinesin family member 21A
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Regulation:
S1219 primary Ca2+—dependent
S1211 .
SV-cycling—dependent
== not-affected
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Domains and Regions:
S1263
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. DOMAIN: WD_REPEATS_REGION
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log2 Fold Change

Kif2a

Uniprot Accession: Q9WV63
Kinesin-like protein KIF2A
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Domains and Regions:

DOMAIN: Kinesin motor



log2 Fold Change

Kif5c

Uniprot Accession: G3V6L4
Kinesin-like protein
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Regulation:
primary Ca2+—dependent
S933 = not-affected
0- N | C
s Domains and Regions:
DOMAIN: Kinesin motor
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log2 Fold Change

Kit

Uniprot Accession: AOA0G2JTL4

Mast/stem cell growth factor receptor
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Regulation:

SV-cycling—dependent
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DOMAIN: Ig-like
DOMAIN: Protein kinase
1000



log2 Fold Change

Klcl

Uniprot Accession: P37285
Kinesin light chain 1
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SV-cycling—dependent
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log2 Fold Change

Klc2

Uniprot Accession: B2GV74

Kinesin light chain 2
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primary Ca2+—dependent
SV-cycling—-dependent
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Domains and Regions:
DOMAIN: TPR_REGION
REGION: Disordered



log2 Fold Change

Klc4

Uniprot Accession: Q5PQM2
Kinesin light chain 4
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Position

Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

Kndcl

Uniprot Accession: D4A8Q2
Kinase non—catalytic C—lobe domain-containing 1
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Regulation:
SV-cycling—dependent

=== not-affected

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



log2 Fold Change

Kpna3

Uniprot Accession: Q56R18

Importin subunit alpha
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Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: IBB
REGION: Disordered



log2 Fold Change

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)



log2 Fold Change

Ksr2

Uniprot Accession: F1LY04
Kinase suppressor of ras 2
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Regulation:
primary Ca2+—dependent

== not-affected

Domains and Regions:

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

REGION: Disordered



log2 Fold Change

LOC100362814

Uniprot Accession: F1ILXC7
Hypothetical protein LOC100362814
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

LOC100909750

Uniprot Accession: D3ZGM3
Tyrosine—protein kinase
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1- .
Regulation:
s878 primary Ca2+—dependent
S803 S823 === not-affected
S806
Il . .
0- N I C Domains and Regions:
DOMAIN: Protein kinase
DOMAIN: SH2
DOMAIN: SH3
REGION: Disordered
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log2 Fold Change

LOC100911440

Uniprot Accession: AOA0OG2K5L2
RCG47744, isoform CRA ¢
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Regulation:

SV-cycling—dependent



log2 Fold Change

Larp4b

Uniprot Accession: D3ZF45
La ribonucleoprotein domain family, member 4B
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Regulation:
SV-cycling—dependent

== not-affected

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



log2 Fold Change

Laspl

Uniprot Accession: Q99MZ8
LIM and SH3 domain protein 1
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Regulation:
SV-cycling—dependent

=== not-affected

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



log2 Fold Change

Ldb2

Uniprot Accession: EQPTQO
LIM domain-binding 2
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Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: LID
REGION: Disordered



log2 Fold Change
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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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log2 Fold Change
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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

2-

l-
$202
|

0- N ? ]
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Regulation:
primary Ca2+—dependent
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Domains and Regions:
DOMAIN: L27
DOMAIN: PDZ



log2 Fold Change

Lmna
Uniprot Accession: P48679

Prelamin—-A/C
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Regulation:
SV-cycling—dependent
== not-affected
1- S;O?
= 5414 Domains and Regions:
/ DOMAIN: IF rod
S390
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REGION: Coil 1A

REGION: Coil 1B

REGION: Coil 2

REGION: Head
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REGION: Linker 1
REGION: Linker 2
REGION: Tail
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log2 Fold Change

Lmo7

Uniprot Accession: AOAOG2K8R3

LIM domain 7
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Regulation:
SV-cycling—dependent

=== not-affected

C Domains and Regions:

S1061° S1066
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DOMAIN: Calponin—homology (CH)
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REGION: Disordered
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log2 Fold Change

Lmod1l

Uniprot Accession: AOA0G2K0D3

Leiomodin—-1
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0- N L C
S511
_l-
_2-
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Position

Regulation:
SV-cycling—dependent

=== not—affected

Domains and Regions:

DOMAIN: WH2

REGION: 5 X 4 AA approximate tandem
repeats

REGION: 8 X approximate tandem repeats



log2 Fold Change

Lmtk?2

Uniprot Accession: D3ZBH5
Lemur tyrosine kinase 2
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Regulation:
SV-cycling—dependent
0- N C . .
Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered
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log2 Fold Change

Lnpk
Uniprot Accession: AOJN29
Limb and neural patterns
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Position

Regulation:
SV-cycling—dependent

=== not—affected

Domains and Regions:
DOMAIN: zinc_ribbon_10
REGION: Disordered



log2 Fold Change

Lrfnl
Uniprot Accession: POC7J6

Leucine-rich repeat and fibronectin type 11l domain—containing protein 1
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l - .
Regulation:
SV-cycling—dependent
S == not-affected
B — C Domains and Regions:
S711 . DOMAIN: Fibronectin type-lll
DOMAIN: Ig-like
DOMAIN: LRRCT
DOMAIN: LRRNT
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log2 Fold Change

Lrrc47

Uniprot Accession: F1LT49
Leucine-rich repeat—containing 47

2 -

S275 S518
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600

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: B3_4
REGION: Disordered



log2 Fold Change

Lrrc4b
Uniprot Accession: POCC10

Leucine-rich repeat—containing protein 4B
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Regulation:

SV-cycling—dependent

C Domains and Regions:
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DOMAIN: Ig-like C2-type
DOMAIN: LRRCT
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log2 Fold Change

Lrrc4c
Uniprot Accession: D3ZXT1

Leucine rich repeat containing 4C (Predicted), isoform CRA_a
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Regulation:

SV-cycling—dependent

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



log2 Fold Change

Lrrc7
Uniprot Accession: P70587

Leucine-rich repeat—containing protein 7
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Regulation:

s1132 S1206 SV-cycling—dependent

So28
( | === not-affected
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Domains and Regions:
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log2 Fold Change

Lrrfip2
Uniprot Accession: Q4V7ES8
Leucine-rich repeat flightless—interacting protein 2
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S129
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Regulation:
primary Ca?*-dependent

=== not-affected



log2 Fold Change

Lrrnl
Uniprot Accession: Q32Q07

Leucine-rich repeat neuronal protein 1
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Regulation:

SV-cycling—-dependent

Domains and Regions:
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DOMAIN: Fibronectin type-IlI
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DOMAIN: LRRCT

DOMAIN: LRRNT
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log2 Fold Change

Lsmll

Uniprot Accession: BOBNI4
LSM11, U7 small nuclear RNA-associated
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e e,
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Regulation:
SV-cycling—-dependent
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Domains and Regions:
DOMAIN: Sm
REGION: Disordered



log2 Fold Change

Lsml4a

Uniprot Accession: B2GV58
LSM14A mRNA-processing body assembly factor
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Regulation:

SV-cycling—dependent

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



log2 Fold Change

Lspl
Uniprot Accession: Q4QQV6

Lymphocyte specific 1, isoform CRA_a
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_2 -
0 100 200 300
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Regulation:
SV-cycling—dependent

=== not-affected

Domains and Regions:
REGION: Disordered



log2 Fold Change

Luzpl

Uniprot Accession: Q9ESV1
Leucine zipper protein 1
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1
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Regulation:
SV-cycling—dependent

=== not-—affected



log2 Fold Change

Lysmdl

Uniprot Accession: Q5HZA4
LysM and putative peptidoglycan—binding domain—containing protein 1
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S99
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Position

Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: LysM



log2 Fold Change
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Lzts1

Uniprot Accession: Q8CFC9
Leucine zipper putative tumor suppressor 1
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0 200

Position

400

600

Regulation:
SV-cycling—dependent
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log2 Fold Change

Lzts3
Uniprot Accession: G3V8V8

Leucine zipper putative tumor suppressor 3
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Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered



log2 Fold Change
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Macol

Uniprot Accession: Q4V7D3
Macoilin
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Regulation:

SV-cycling—dependent



log2 Fold Change

Madd

Uniprot Accession: 008873
MAP kinase-activating death domain protein
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log2 Fold Change

Magehl

Uniprot Accession: Q5PPP4
Melanoma-associated antigen H1
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Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: MAGE



log2 Fold Change

Magil
Uniprot Accession: MOR8T1

Membrane—-associated guanylate kinase, WW and PDZ domain-containing protein 1
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300

S841

600 900
Position

1200

Regulation:
primary Ca2+—dependent

=== not—affected

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



log2 Fold Change

Mapla

Uniprot Accession: P34926
Microtubule—associated protein 1A
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=== not-affected

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



Maplb

Uniprot Accession: P15205
Microtubule—associated protein 1B
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Regulation:
primary Ca**-dependent
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== not-affected

Domains and Regions:

REGION: Mediates interaction with
TMEM185A



log2 Fold Change

Mapls

Uniprot Accession: POC5W1

Microtubule—associated protein 1S
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Regulation:
primary Ca2+—dependent
SV-cycling—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
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Map2

Uniprot Accession: FIMAQ5
Microtubule—associated protein
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Map2k4

Uniprot Accession: F1LP57
Mitogen—activated protein kinase kinase 4

log2 Fold Change
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Regulation:
S56 -
primary Ca“ —dependent
=== not-affected
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Map2k7

Uniprot Accession: Q4KSH7
Dual specificity mitogen—activated protein kinase kinase 7
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log2 Fold Change
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Regulation:
primary Ca2+—dependent

=== not-affected

Domains and Regions:
DOMAIN: Protein kinase

. REGION: D Domain
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log2 Fold Change
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Map3k13

Uniprot Accession: F7TFMK8
Mitogen—activated protein kinase kinase kinase 13
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Regulation:

SV-cycling—dependent

Domains and Regions:
DOMAIN: Protein kinase
REGION: Disordered



log2 Fold Change

Map4

Uniprot Accession: AOA0OG2JW88
Microtubule—associated protein
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primary Ca2+—dependent
SV-cycling—dependent
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Domains and Regions:
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Map4k4

Uniprot Accession: AOAOG2K7W4

Mitogen—activated protein kinase kinase kinase kinase 4
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S675 S795

log2 Fold Change
o
pd

S1009
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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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SV-cycling—dependent
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Domains and Regions:
REGION: 5 X approximate tandem repeat Mc
REGION: Calmodulin—binding
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REGION: Mn 2
REGION: Mn 3



Map7dl

Uniprot Accession: D4A644
MAP7 domain—containing 1

log2 Fold Change
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{ == not-affected
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REGION: Disordered
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Map7d2

Uniprot Accession: D4A4L4
MAP7 domain—containing 2
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Regulation:

SV-cycling—dependent

Domains and Regions:
REGION: Disordered
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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



log2 Fold Change

Mapk8ip3

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

. primary Ca?*-dependent
=== not-affected
Domains and Regions:

S365
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Mapt

Uniprot Accession: D4A1Q2
Microtubule—associated protein

log2 Fold Change
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Regulation:
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S436
T58 S374 S430-S503 - S486 Sv-cycling-dependent
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March7

Uniprot Accession: Q5XI150
E3 ubiquitin—protein ligase MARCH7
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Marcks

Uniprot Accession: P30009

Myristoylated alanine-rich C—kinase substrate
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REGION: Calmodulin—binding (PSD)
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Uniprot Accession: Q9EPH2

MARCKS-related protein
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Domains and Regions:

REGION: Effector domain involved in
lipid—binding and calmodulin—binding
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Mark1

Uniprot Accession: 008678
Serine/threonine—protein kinase MARK1
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