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Supplementary Figure 1. Multiple Clustal Omega sequence alignment of the Schistosoma mansoni (Sm) CaMKII protein (Smp_011660.2, WormBase Parasite) against Human (Hs) CaMKIIβ (Q13554-2, Uniprot), Schistosoma haematobium (Sh) CaMKII (MS3_0019207.1, WormBase Parasite) and Schistosoma japonicum (Sj) CaMKII (EWB00_003065.2, WormBase Parasite). The CaMKII catalytic domain (orange) and CaMKII association domain (NTF2-like; blue) are highlighted with open dashed boxes, confirmed phosphorylation sites 21 with red shaded boxes, antibody recognition sites with blue shaded boxes (with Val184 of human CaMKIIα in green), and activation loop and CaM binding site highlighted with yellow and salmon-coloured boxes respectively. The sequence length comprising the antibody recognition site is not publicly available and is approximated here based on the general approaches used to generate anti-peptide antibodies. The currently predicted ShCaMKII (MS3_0019207.1) has an N-terminal extension and a C-terminal deletion (with no apparent CaMKII association domain), skewing the alignment in these regions.   
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Supplementary Figure 2. Gene expression of CaMKII (Smp_011660) in S. mansoni mature adult worms. UMAP plots of (a) all cells from male and female worms, and (b) cells from male and female worms separately. Cell clusters highlighted (31 for nerve cells, N1-N33; 7 for muscle, M1- M7) were derived and adapted from single cell RNA-seq data available at SchistoCyte Atlas (https://www.collinslab.org/schistocyte/)48 queried for Smp_01160. Unlabelled clusters illustrate CaMKII expression across the non-nerve and muscle tissues.






Supplementary Table 1. Functional enrichment of S. mansoni CaMKII protein-protein association partners, showing local network clusters derived from STRING.
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Supplementary Table 2. Functional enrichment of S. mansoni CaMKII protein-protein association partners, showing KEGG pathways derived from STRING.
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Supplementary Table 3. Functional enrichment of S. mansoni CaMKII protein-protein association partners, showing InterPro protein domains and features derived from STRING.
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Supplementary Table 4. Phosphorylation site analysis of S. mansoni CaMKII protein-protein association partners, showing NetworKIN predictions of putative CaMKII phosphorylation sites within substrate proteins (NetworKIN score greater than 5).
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Supplementary Table 5. Phosphorylation site analysis of CaMKII protein-protein association partners, showing predicted sites from NetworKIN validated in Hirst et al [5].
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IDs

Smp_011660.3;Smp_011660.2;Smp_011660.1
Smp_011660.3;Smp_011660.2;Smp_011660.1
Smp_011660.3;Smp_011660.2;Smp_011660.1
Smp_011660.3;Smp_011660.2;Smp_011660.1
Smp_056970.1;Smp_056970.2;Smp_056970.3;Smp_056970.4
Smp_126260

Smp_144990

Smp_146240

Smp_163570

Phosphorylation sites

229; 278; 281
236; 285; 288
282; 325; 334
294; 337; 346
52;52;10; 52
479 (466)
260
279
2925

Description

protein kinase
protein kinase
protein kinase
protein kinase

glyceraldehyde-3-phosphate dehydrogenase (phosphorylating)
protein phosphatase-2b, putative
amyloid beta A4 protein related

discs large

ryanodine receptor related

Phosphorylated peptide

VAS*LVHR

QET*VECLK
GTVPGSHTS*VTKK
ES*SDSSTAVMEDSADIK
RDST*HGTFPGEVSTENGK
RDS*SASTSTGTSVR
SES*LDGEHLLNPAIVQDISK
NNS*LDMNIR
RQTIT*SDNLLNYNPSPK

NetworkKIN ID

S281KinaseCaMKlldelta36.35RERVASLVHRQ

T288KinaseCaMKlldelta36.41VHRQETVECLK
T334KinaseCaMKIlldeltal7.44SHTSVTKKSND
S346KinaseCaMKlldeltal7.48DGIKESSDSST

T52KinaseCaMKllbeta4.52IKRDSTHGTFP

S466KinaseCaMKIllalpha3.54PPRRDSSASTS
S260KinaseCaMKIllalpha2.54NSRSESLDGEH
S$279KinaseCaMKllbetal1.23TLRNNSLDMNI
T2925KinaseCaMKIllbeta3.83RRQTITSDNLL

Peptide sequence

RERVASLVHRQ
VHRQETVECLK
SHTSVTKKSND
DGIKESSDSST
IKRDSTHGTFP
PPRRDSSASTS
PPRRDSSASTS
TLRNNSLDMNI
RRQTITSDNLL

NetwrokKIN Score

36.3500
36.4100
17.4400
17.4800
4.5200
3.5400
2.5400
11.2300
3.8000









IDs Phosphorylation sites Description Phosphorylated peptide NetworkKIN ID Peptide sequence NetwrokKIN Score

Smp_011660.3;Smp_011660.2;Smp_011660.1 229; 278; 281 protein kinase VAS*LVHR

             

S281KinaseCaMKIIdelta36.35RERVASLVHRQ RERVASLVHRQ

36.3500

Smp_011660.3;Smp_011660.2;Smp_011660.1 236; 285; 288 protein kinase QET*VECLK T288KinaseCaMKIIdelta36.41VHRQETVECLK VHRQETVECLK

36.4100

Smp_011660.3;Smp_011660.2;Smp_011660.1 282; 325; 334 protein kinase GTVPGSHTS*VTKK T334KinaseCaMKIIdelta17.44SHTSVTKKSND SHTSVTKKSND

17.4400

Smp_011660.3;Smp_011660.2;Smp_011660.1 294; 337; 346 protein kinase ES*SDSSTAVMEDSADIK S346KinaseCaMKIIdelta17.48DGIKESSDSST DGIKESSDSST

17.4800

Smp_056970.1;Smp_056970.2;Smp_056970.3;Smp_056970.4 52; 52; 10; 52 glyceraldehyde-3-phosphate dehydrogenase (phosphorylating) RDST*HGTFPGEVSTENGK T52KinaseCaMKIIbeta4.52IKRDSTHGTFP IKRDSTHGTFP

4.5200

Smp_126260 479 (466) protein phosphatase-2b, putative RDS*SASTSTGTSVR S466KinaseCaMKIIalpha3.54PPRRDSSASTS PPRRDSSASTS

3.5400

Smp_144990 260 amyloid beta A4 protein related SES*LDGEHLLNPAIVQDISK S260KinaseCaMKIIalpha2.54NSRSESLDGEH PPRRDSSASTS

2.5400

Smp_146240 279 discs large NNS*LDMNIR S279KinaseCaMKIIbeta11.23TLRNNSLDMNI TLRNNSLDMNI

11.2300

Smp_163570 2925 ryanodine receptor related RQTIT*SDNLLNYNPSPK T2925KinaseCaMKIIbeta3.83RRQTITSDNLL RRQTITSDNLL

3.8000
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#term ID

CL:7561

CL:7250

CL:7253

CL:7182

CL:7639
CL:7644
CL:7717
CL:7720
CL:7255
CL:7277
CL:6667

CL:8049
CL:7259
CL:8050
CL:1824
CL:7647
CL:7689
CL:7279
CL:6702
CL:8089
CL:6668
CL:6670
CL:8121

term description

mixed, incl. EF-hand domain, and lon transport domain

mixed, incl. Guanylate kinase-like domain, and lonotropic glutamate receptor, metazoa

mixed, incl. Guanylate kinase-like domain, and lonotropic glutamate receptor, metazoa

mixed, incl. Notch signaling pathway, and Guanylate kinase-like domain

mixed, incl. EF-hand domain pair, and Cation transporting ATPase, C-terminus

Ryanodine receptor-related, and haloacid dehalogenase-like hydrolase

Potassium channel, voltage-dependent, EAG, and Voltage-gated potassium channel
Potassium channel, voltage-dependent, EAG, and Snoal-like domain

L27 domain, and SAPAP family

mixed, incl. lonotropic glutamate receptor, metazoa, and Guanylate kinase, conserved site
mixed, incl. FoxO signaling pathway, and bZIP transcription factor

mixed, incl. P-type ATPase, transmembrane domain superfamily, and Voltage-dependent channel domain superfamily
L27 domain, and Guanylate kinase, conserved site

mixed, incl. Voltage-dependent channel domain superfamily, and LAR-interacting protein, Liprin

mixed, incl. Sumo domain, and PINIT domain

P-type ATPase, subfamily IIA, SERCA-type, and RyR domain

Calcipressin, and Protein phosphatase 2A homologues, catalytic domain.

mixed, incl. Guanylate kinase, conserved site, and Synapsin

mixed, incl. Mitogen-activated protein (MAP) kinase, ERK1/2, and Guanine nucleotide exchange factor for Ras-like GTPases
mixed, incl. Calcium channel, and VWA N-terminal

mixed, incl. bZIP transcription factor, and Lipopolysaccharide kinase (Kdo/WaaP) family

mixed, incl. Transcription factor Jun, and Mitogen-activated protein (MAP) kinase, JNK

mixed, incl. Calsyntenin, and P-type ATPase, cytoplasmic domain N

observed gene count background gene count strength false discovery rate matching proteins in your network (labels)
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35
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17
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1.53

1.84

1.94

1.57

1.72

2.1
1.99
2.24
2.02
1.94
1.61

14
2.22
1.48

2.1

2.1

2.1
2.02
1.72
1.65
1.57
1.72
1.54

9.55E-17

3.04E-15

9.35E-15

3.38E-14

7.73E-12
9.56E-10
2.49E-09
9.15E-09
4.51E-08
8.57E-08
1.20E-07

1.43E-07
3.18E-07
5.59E-06
2.38E-05
2.38E-05
2.38E-05
3.16E-05
0.00015
0.00022
0.00035
0.0027
0.005

Smp_011660.1,8354592,Smp_064950,Smp_126260,Smp_136440,Smp_136450,Smp_
136710.1,Smp_137750,Smp_141950,Smp_146620,Smp_148670,Smp_151860,Smp_1
63570,Smp_174640,Smp_199540
Smp_039650,Smp_060240,Smp_082690,Smp_126350,Smp_126990,Smp_141790,Sm
p_144990,Smp_146240,Smp_170290,Smp_192580,Smp_197780
Smp_039650,Smp_060240,Smp_126350,Smp_126990,Smp_141790,Smp_144990,Sm
p_146240,Smp_170290,Smp_192580,Smp_197780
Smp_039650,Smp_055600,Smp_060240,Smp_082690,Smp_126350,Smp_126990,Sm
p_141790,Smp_144990,Smp_146240,Smp_170290,Smp_192580,Smp_197780
8354592,Smp_064950,Smp_126260,Smp_136710.1,Smp_141950,Smp_151860,Smp_
163570,Smp_174640,Smp_199540
8354592,Smp_136710.1,Smp_151860,Smp_163570,Smp_174640,Smp_199540
Smp_011660.1,Smp_136440,Smp_136450,Smp_137750,Smp_146620,Smp_148670
Smp_011660.1,Smp_136440,Smp_137750,Smp_146620,Smp_148670
Smp_039650,Smp_141790,Smp_144990,Smp_192580,Smp_197780
Smp_060240,Smp_126350,Smp_126990,Smp_146240,Smp_170290
Smp_012780,Smp_047900,Smp_142050,Smp_170130,Smp_172240,Smp_179910
Smp_004730,Smp_020170,Smp_181650,Smp_045360.3,Smp_152350,Smp_159990,S
mp_189840

Smp_141790,Smp_144990,Smp_192580,Smp_197780
Smp_004730,Smp_020170,Smp_181650,Smp_152350,Smp_159990
Smp_045510,Smp_103710,Smp_166220

8354592,Smp_136710.1,Smp_163570

Smp_064950,Smp_126260,Smp_141950

Smp_126990,Smp_146240,Smp_170290

Smp_047900,Smp_142050,Smp_179910

Smp_004730,Smp_020170,Smp_181650

Smp _012780,Smp_170130,Smp_172240

Smp_170130,Smp_172240

Smp_045360.3,Smp_189840









#term ID term description observed gene count background gene count strength false discovery rate matching proteins in your network (labels)

CL:7561 mixed, incl. EF-hand domain, and Ion transport domain 15 93 1.53 9.55E-17

Smp_011660.1,8354592,Smp_064950,Smp_126260,Smp_136440,Smp_136450,Smp_

136710.1,Smp_137750,Smp_141950,Smp_146620,Smp_148670,Smp_151860,Smp_1

63570,Smp_174640,Smp_199540

CL:7250 mixed, incl. Guanylate kinase-like domain, and Ionotropic glutamate receptor, metazoa 11 33 1.84 3.04E-15

Smp_039650,Smp_060240,Smp_082690,Smp_126350,Smp_126990,Smp_141790,Sm

p_144990,Smp_146240,Smp_170290,Smp_192580,Smp_197780

CL:7253 mixed, incl. Guanylate kinase-like domain, and Ionotropic glutamate receptor, metazoa 10 24 1.94 9.35E-15

Smp_039650,Smp_060240,Smp_126350,Smp_126990,Smp_141790,Smp_144990,Sm

p_146240,Smp_170290,Smp_192580,Smp_197780

CL:7182 mixed, incl. Notch signaling pathway, and Guanylate kinase-like domain 12 67 1.57 3.38E-14

Smp_039650,Smp_055600,Smp_060240,Smp_082690,Smp_126350,Smp_126990,Sm

p_141790,Smp_144990,Smp_146240,Smp_170290,Smp_192580,Smp_197780

CL:7639 mixed, incl. EF-hand domain pair, and Cation transporting ATPase, C-terminus 9 36 1.72 7.73E-12

8354592,Smp_064950,Smp_126260,Smp_136710.1,Smp_141950,Smp_151860,Smp_

163570,Smp_174640,Smp_199540

CL:7644 Ryanodine receptor-related, and haloacid dehalogenase-like hydrolase 6 10 2.1 9.56E-108354592,Smp_136710.1,Smp_151860,Smp_163570,Smp_174640,Smp_199540

CL:7717 Potassium channel, voltage-dependent, EAG, and Voltage-gated potassium channel 6 13 1.99 2.49E-09Smp_011660.1,Smp_136440,Smp_136450,Smp_137750,Smp_146620,Smp_148670

CL:7720 Potassium channel, voltage-dependent, EAG, and SnoaL-like domain 5 6 2.24 9.15E-09Smp_011660.1,Smp_136440,Smp_137750,Smp_146620,Smp_148670

CL:7255 L27 domain, and SAPAP family 5 10 2.02 4.51E-08Smp_039650,Smp_141790,Smp_144990,Smp_192580,Smp_197780

CL:7277 mixed, incl. Ionotropic glutamate receptor, metazoa, and Guanylate kinase, conserved site 5 12 1.94 8.57E-08Smp_060240,Smp_126350,Smp_126990,Smp_146240,Smp_170290

CL:6667 mixed, incl. FoxO signaling pathway, and bZIP transcription factor 6 31 1.61 1.20E-07Smp_012780,Smp_047900,Smp_142050,Smp_170130,Smp_172240,Smp_179910

CL:8049 mixed, incl. P-type ATPase, transmembrane domain superfamily, and Voltage-dependent channel domain superfamily 7 59 1.4 1.43E-07

Smp_004730,Smp_020170,Smp_181650,Smp_045360.3,Smp_152350,Smp_159990,S

mp_189840

CL:7259 L27 domain, and Guanylate kinase, conserved site 4 5 2.22 3.18E-07Smp_141790,Smp_144990,Smp_192580,Smp_197780

CL:8050 mixed, incl. Voltage-dependent channel domain superfamily, and LAR-interacting protein, Liprin 5 35 1.48 5.59E-06Smp_004730,Smp_020170,Smp_181650,Smp_152350,Smp_159990

CL:1824 mixed, incl. Sumo domain, and PINIT domain 3 5 2.1 2.38E-05Smp_045510,Smp_103710,Smp_166220

CL:7647 P-type ATPase, subfamily  IIA, SERCA-type, and RyR domain 3 5 2.1 2.38E-058354592,Smp_136710.1,Smp_163570

CL:7689 Calcipressin, and Protein phosphatase 2A homologues, catalytic domain. 3 5 2.1 2.38E-05Smp_064950,Smp_126260,Smp_141950

CL:7279 mixed, incl. Guanylate kinase, conserved site, and Synapsin 3 6 2.02 3.16E-05Smp_126990,Smp_146240,Smp_170290

CL:6702 mixed, incl. Mitogen-activated protein (MAP) kinase, ERK1/2, and Guanine nucleotide exchange factor for Ras-like GTPases 3 12 1.72 0.00015Smp_047900,Smp_142050,Smp_179910

CL:8089 mixed, incl. Calcium channel, and VWA N-terminal 3 14 1.65 0.00022Smp_004730,Smp_020170,Smp_181650

CL:6668 mixed, incl. bZIP transcription factor, and Lipopolysaccharide kinase (Kdo/WaaP) family 3 17 1.57 0.00035Smp_012780,Smp_170130,Smp_172240

CL:6670 mixed, incl. Transcription factor Jun, and Mitogen-activated protein (MAP) kinase, JNK 2 8 1.72 0.0027Smp_170130,Smp_172240

CL:8121 mixed, incl. Calsyntenin, and P-type ATPase, cytoplasmic domain N 2 12 1.54 0.005Smp_045360.3,Smp_189840
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#term ID

smm04310
smmO04933
smmQ04070
smm04137
smmO04140

term description

Whnt signaling pathway

AGE-RAGE signaling pathway in diabetic complications
Phosphatidylinositol signaling system

Mitophagy - animal

Autophagy - animal

observed gene count background gene count strength
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64
25
56
25
83

1.36

1.4
1.05
1.22
0.88

false discovery rate  matching proteins in your network (labels)
6.70E-07 Smp_011660.1,Smp_064950,Smp_098760,Smp_126260,Smp_141950,Smp_146330,Smp_172240
0.0027 Smp_146330,Smp_172240,Smp_179910
0.0163 8354592,Smp_146330,Smp_151860
0.0323 Smp_172240,Smp_179910
0.0323 Smp_151860,Smp_172240,Smp_179910









#term ID term description observed gene countbackground gene count strength false discovery rate matching proteins in your network (labels)

smm04310 Wnt signaling pathway 7 64 1.36 6.70E-07Smp_011660.1,Smp_064950,Smp_098760,Smp_126260,Smp_141950,Smp_146330,Smp_172240

smm04933 AGE-RAGE signaling pathway in diabetic complications 3 25 1.4 0.0027Smp_146330,Smp_172240,Smp_179910

smm04070 Phosphatidylinositol signaling system 3 56 1.05 0.01638354592,Smp_146330,Smp_151860

smm04137 Mitophagy - animal 2 25 1.22 0.0323Smp_172240,Smp_179910

smm04140 Autophagy - animal 3 83 0.88 0.0323Smp_151860,Smp_172240,Smp_179910
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#term ID

IPRO05821

IPRO27359
IPRO03938
IPRO02077
IPRO03949
IPRO14873
IPRO31649
IPRO36892
IPRO04172
IPRO00014
IPRO35965

IPRO01478

IPRO36034
IPRO00700
IPRO05446
IPRO20590
IPRO0O0595
IPRO18490
IPRO14710
IPR0O11992
IPRO08144
IPRO08145
IPRO00699
IPRO0O0837
IPR0O02048
IPRO08349
IPRO14821
IPRO15143
IPRO26914
IPRO35910
IPRO01610
IPRO16093
IPRO36300
IPRO14775
IPRO03527
IPRO18247
IPRO13320
IPRO06186
IPRO04827
IPRO01660
IPRO04843
IPR029052
IPRO13761

term description

lon transport domain

Voltage-dependent channel domain superfamily

Potassium channel, voltage-dependent, EAG/ELK/ERG
Voltage-dependent calcium channel, alpha-1 subunit

Potassium channel, voltage-dependent, EAG

Voltage-dependent calcium channel, alpha-1 subunit, IQ domain
Voltage-dependent L-type calcium channel, IQ-associated domain
L27 domain superfamily

L27 domain

PAS domain

PAS domain superfamily

PDZ domain

PDZ superfamily

PAS-associated, C-terminal

Voltage-dependent calcium channel, L-type, alpha-1 subunit
Guanylate kinase, conserved site

Cyclic nucleotide-binding domain

Cyclic nucleotide-binding-like

RmIC-like jelly roll fold

EF-hand domain pair

Guanylate kinase-like domain

Guanylate kinase/L-type calcium channel beta subunit
RIH domain

AP-1 transcription factor

EF-hand domain

Mitogen-activated protein (MAP) kinase, ERK1/2
Inositol 1,4,5-trisphosphate/ryanodine receptor

L27-1

Calsyntenin

RyR/IP3 receptor binding core, RIH domain superfamily
PAC motif

MIR motif

Mir domain superfamily

L27 domain, C-terminal

Mitogen-activated protein (MAP) kinase, conserved site
EF-Hand 1, calcium-binding site

Concanavalin A-like lectin/glucanase domain superfamily
Serine/threonine-specific protein phosphatase/bis(5-nucleosyl)-tetraphosphatase
Basic-leucine zipper domain

Sterile alpha motif domain

Calcineurin-like phosphoesterase domain, ApaH type
Metallo-dependent phosphatase-like

Sterile alpha motif/pointed domain superfamily

observed gene count background gene count strength
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1.65

1.74
1.98
2.32
2.32
2.32
2.32
2.15
2.02
1.97
1.97

1.29

1.24
2.32
2.32
2.1
1.46
1.46
1.41
1
1.72
1.68
2.32
2.32
1.03
2.32
2.32
2.32
2.32
2.32
2.15
2.15
2.15
2.02
1.84
1
1.22
1.54
1.45
1.34
1.34
1.28
1.24

false discovery rate

1.02E-11

2.26E-07
3.38E-07
9.53E-07
9.53E-07
9.53E-07
9.53E-07
1.42E-06
2.95E-06
3.83E-06
3.83E-06

8.98E-06

1.58E-05
1.75E-05
1.75E-05
4.26E-05
0.00012
0.00012
0.00017
0.00022
0.00026
0.0003
0.00068
0.00068
0.00068
0.00068
0.00068
0.00068
0.00068
0.00068
0.00087
0.00087
0.00087
0.0012
0.0021
0.0026
0.0031
0.0063
0.009
0.0134
0.0134
0.0167
0.0191

matching proteins in your network (labels)

Smp_004730,Smp_020170,Smp_181650,Smp_136440,Smp_146620,Smp_148670
,Smp_152350,Smp_159990,Smp_163570,Smp_199540

Smp_004730,Smp_020170,Smp_181650,Smp_148670,Smp_152350,Smp_159990
Smp_136440,Smp_136450,Smp_146620,Smp_148670,Smp_152350
Smp_004730,Smp_020170,Smp_181650,Smp_159990
Smp_136440,Smp_136450,Smp_146620,Smp_148670
Smp_004730,Smp_020170,Smp_181650,Smp_159990
Smp_004730,Smp_020170,Smp_181650,Smp_159990
Smp_039650,Smp_055600,Smp_170290,Smp_192580
Smp_039650,Smp_055600,Smp_170290,Smp_192580
Smp_136450,Smp_146620,Smp_148670,Smp_152350
Smp_136450,Smp_146620,Smp_148670,Smp_152350

Smp_039650,Smp_055600,Smp_141790,Smp_144990,Smp_170290,Smp_197780

Smp_039650,Smp_055600,Smp_141790,Smp_144990,Smp_170290,Smp_197780
Smp_136450,Smp_146620,Smp_148670
Smp_004730,Smp_181650,Smp_159990
Smp_141790,Smp_146240,Smp_170290
Smp_136440,Smp_146620,Smp_148670,Smp_152350
Smp_136440,Smp_146620,Smp_148670,Smp_152350
Smp_136440,Smp_146620,Smp_148670,Smp_ 152350
8354592,Smp_064950,Smp_137750,Smp_146330,Smp_163570,Smp_174640
Smp_141790,Smp_146240,Smp_170290
Smp_141790,Smp_146240,Smp_170290
Smp_151860,Smp_163570

Smp_124600,Smp_170130
Smp_020170,8354592,Smp_064950,Smp_137750,Smp_163570
Smp_047900,Smp_142050

Smp_151860,Smp_163570

Smp_039650,Smp_170290
Smp_045360.3,Smp_189840
Smp_151860,Smp_163570

Smp_136450,Smp_148670

Smp_151860,Smp_163570

Smp_151860,Smp_163570

Smp_055600,Smp_192580

Smp_142050,Smp_172240
8354592,Smp_064950,Smp_137750,Smp_163570
Smp_045360.3,Smp_163570,Smp_189840
Smp_126260,Smp_141950

Smp_124600,Smp_170130

Smp_012780,Smp_174640

Smp_126260,Smp_141950

Smp_126260,Smp_141950

Smp_012780,Smp_174640









#term ID term description observed gene count background gene countstrength false discovery ratematching proteins in your network (labels)

IPR005821 Ion transport domain 10 47 1.65 1.02E-11

Smp_004730,Smp_020170,Smp_181650,Smp_136440,Smp_146620,Smp_148670

,Smp_152350,Smp_159990,Smp_163570,Smp_199540

IPR027359 Voltage-dependent channel domain superfamily 6 23 1.74 2.26E-07Smp_004730,Smp_020170,Smp_181650,Smp_148670,Smp_152350,Smp_159990

IPR003938 Potassium channel, voltage-dependent, EAG/ELK/ERG 5 11 1.98 3.38E-07Smp_136440,Smp_136450,Smp_146620,Smp_148670,Smp_152350

IPR002077 Voltage-dependent calcium channel, alpha-1 subunit 4 4 2.32 9.53E-07Smp_004730,Smp_020170,Smp_181650,Smp_159990

IPR003949 Potassium channel, voltage-dependent, EAG 4 4 2.32 9.53E-07Smp_136440,Smp_136450,Smp_146620,Smp_148670

IPR014873 Voltage-dependent calcium channel, alpha-1 subunit, IQ domain 4 4 2.32 9.53E-07Smp_004730,Smp_020170,Smp_181650,Smp_159990

IPR031649 Voltage-dependent L-type calcium channel, IQ-associated domain 4 4 2.32 9.53E-07Smp_004730,Smp_020170,Smp_181650,Smp_159990

IPR036892 L27 domain superfamily 4 6 2.15 1.42E-06Smp_039650,Smp_055600,Smp_170290,Smp_192580

IPR004172 L27 domain 4 8 2.02 2.95E-06Smp_039650,Smp_055600,Smp_170290,Smp_192580

IPR000014 PAS domain 4 9 1.97 3.83E-06Smp_136450,Smp_146620,Smp_148670,Smp_152350

IPR035965 PAS domain superfamily 4 9 1.97 3.83E-06Smp_136450,Smp_146620,Smp_148670,Smp_152350

IPR001478 PDZ domain 6 64 1.29 8.98E-06Smp_039650,Smp_055600,Smp_141790,Smp_144990,Smp_170290,Smp_197780

IPR036034 PDZ superfamily 6 72 1.24 1.58E-05Smp_039650,Smp_055600,Smp_141790,Smp_144990,Smp_170290,Smp_197780

IPR000700 PAS-associated, C-terminal 3 3 2.32 1.75E-05Smp_136450,Smp_146620,Smp_148670

IPR005446 Voltage-dependent calcium channel, L-type, alpha-1 subunit 3 3 2.32 1.75E-05Smp_004730,Smp_181650,Smp_159990

IPR020590 Guanylate kinase, conserved site 3 5 2.1 4.26E-05Smp_141790,Smp_146240,Smp_170290

IPR000595 Cyclic nucleotide-binding domain 4 29 1.46 0.00012Smp_136440,Smp_146620,Smp_148670,Smp_152350

IPR018490 Cyclic nucleotide-binding-like 4 29 1.46 0.00012Smp_136440,Smp_146620,Smp_148670,Smp_152350

IPR014710 RmlC-like jelly roll fold 4 33 1.41 0.00017Smp_136440,Smp_146620,Smp_148670,Smp_152350

IPR011992 EF-hand domain pair 6 126 1 0.000228354592,Smp_064950,Smp_137750,Smp_146330,Smp_163570,Smp_174640

IPR008144 Guanylate kinase-like domain 3 12 1.72 0.00026Smp_141790,Smp_146240,Smp_170290

IPR008145 Guanylate kinase/L-type calcium channel beta subunit 3 13 1.68 0.0003Smp_141790,Smp_146240,Smp_170290

IPR000699 RIH domain 2 2 2.32 0.00068Smp_151860,Smp_163570

IPR000837 AP-1 transcription factor 2 2 2.32 0.00068Smp_124600,Smp_170130

IPR002048 EF-hand domain 5 99 1.03 0.00068Smp_020170,8354592,Smp_064950,Smp_137750,Smp_163570

IPR008349 Mitogen-activated protein (MAP) kinase, ERK1/2 2 2 2.32 0.00068Smp_047900,Smp_142050

IPR014821 Inositol 1,4,5-trisphosphate/ryanodine receptor 2 2 2.32 0.00068Smp_151860,Smp_163570

IPR015143 L27-1 2 2 2.32 0.00068Smp_039650,Smp_170290

IPR026914 Calsyntenin 2 2 2.32 0.00068Smp_045360.3,Smp_189840

IPR035910 RyR/IP3 receptor binding core, RIH domain superfamily 2 2 2.32 0.00068Smp_151860,Smp_163570

IPR001610 PAC motif 2 3 2.15 0.00087Smp_136450,Smp_148670

IPR016093 MIR motif 2 3 2.15 0.00087Smp_151860,Smp_163570

IPR036300 Mir domain superfamily 2 3 2.15 0.00087Smp_151860,Smp_163570

IPR014775 L27 domain, C-terminal 2 4 2.02 0.0012Smp_055600,Smp_192580

IPR003527 Mitogen-activated protein (MAP) kinase, conserved site 2 6 1.84 0.0021Smp_142050,Smp_172240

IPR018247 EF-Hand 1, calcium-binding site 4 83 1 0.00268354592,Smp_064950,Smp_137750,Smp_163570

IPR013320 Concanavalin A-like lectin/glucanase domain superfamily 3 38 1.22 0.0031Smp_045360.3,Smp_163570,Smp_189840

IPR006186 Serine/threonine-specific protein phosphatase/bis(5-nucleosyl)-tetraphosphatase 2 12 1.54 0.0063Smp_126260,Smp_141950

IPR004827 Basic-leucine zipper domain 2 15 1.45 0.009Smp_124600,Smp_170130

IPR001660 Sterile alpha motif domain 2 19 1.34 0.0134Smp_012780,Smp_174640

IPR004843 Calcineurin-like phosphoesterase domain, ApaH type 2 19 1.34 0.0134Smp_126260,Smp_141950

IPR029052 Metallo-dependent phosphatase-like 2 22 1.28 0.0167Smp_126260,Smp_141950

IPR013761 Sterile alpha motif/pointed domain superfamily 2 24 1.24 0.0191Smp_012780,Smp_174640
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NetworKIN predictions of possible CaMKIl phosphorylation sites within substrate proteins (NetworKIN score greater than 5)
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5.571366985
6.731264478
6.731264478
5.599274714
6.731264478
6.731264478
6.731264478
5.507702476
5.256026945
5.263052178
5.540887629
5.975554487
6.623790783
5.171724151
6.731264478
5.188277069
5.523624194
5.196725715
5.729438616
6.731264478
6.731264478
6.310861553
6.731264478
5.402668337
5.858417462
6.731264478
5.141419225
5.696176778
5.395512509
6.731264478
6.731264478
5.659048241
5.605916217
6.731264478
6.731264478
6.731264478
6.731264478
7.968903872

tree
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN
KIN

CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKII_group
CaMKIl_group
CaMKIl_group
CaMKII_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKII_group
CaMKIl_group
CaMKIl_group
CaMKII_group
CaMKIl_group
CaMKIl_group
CaMKII_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKII_group
CaMKIl_group
CaMKIl_group
CaMKII_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group
CaMKIl_group

0.165543
0.053138
0.158893
0.082435
0.153635
0.040156
0.060525
0.077182
0.1243
0.110163
0.051247
0.054243
0.041682
0.046813
0.073602
0.12847
0.098326
0.164378
0.155531
0.162415
0.159273
0.056785
0.16296
0.158267
0.127332
0.11952
0.132172
0.119095
0.139876
0.150585
0.049762
0.16536
0.059418
0.068988
0.060727
0.127082
0.084275
0.158894
0.056892
0.067748
0.14105
0.058145
0.107883
0.139872
0.070653
0.15132
0.107729
0.091537
0.140172
0.164233
0.108469
0.13882
0.091612
0.165176
0.126192
0.141142
0.123102
0.154024
0.146559
0.159701
0.153856
0.108599
0.144848
0.141816
0.164091
0.152193
0.156036
0.151088
0.130121
0.120517
0.154291
0.143497
0.11465
0.160066
0.143799
0.119806
0.123059
0.156066
0.129553
0.164624
0.12949
0.126025
0.16475
0.13971
0.117703
0.126001
0.155444
0.146937
0.127249
0.147065
0.161838
0.153147
0.123154
0.111969
0.112275
0.124638
0.135915
0.141004
0.108297
0.154233
0.109018
0.123866
0.109386
0.132033
0.163966
0.154964
0.138884
0.155822
0.118457
0.133968
0.144581
0.106977
0.131567
0.118137
0.141848
0.142377
0.129922
0.127546
0.159878
0.145067
0.150094
0.159484
0.159535

string_identifier

ENSP00000339740
ENSP00000339740
ENSP00000339740
ENSP00000339740
ENSP00000339740
ENSP00000339740
ENSP00000339740
ENSP00000339740
ENSP00000339740
ENSP00000339740
ENSP00000339740
ENSP00000339740
ENSP00000339740
ENSP00000339740
ENSP00000339740
ENSP00000339740
ENSP00000339740
ENSP00000355192
ENSP00000355192
ENSP00000355192
ENSP00000355192
ENSP00000349467
ENSP00000349467
ENSP00000293813
ENSP00000265354
ENSP00000265354
ENSP00000265354
ENSP00000265354
ENSP00000265354
ENSP00000263025
ENSP00000345731
ENSP00000345731
ENSP00000345731
ENSP00000345731
ENSP00000345731
ENSP00000345731
ENSP00000345731
ENSP00000345731
ENSP00000345731
ENSP00000345731
ENSP00000345731
ENSP00000345731
ENSP00000345731
ENSP00000345731
ENSP00000345731
ENSP00000345731
ENSP00000334105
ENSP00000334105
ENSP00000334105
ENSP00000334105
ENSP00000334105
ENSP00000334105
ENSP00000334105
ENSP00000334105
ENSP00000271751
ENSP00000271751
ENSP00000271751
ENSP00000271751
ENSP00000271751
ENSP00000271751
ENSP00000271751
ENSP00000271751
ENSP00000405934
ENSP00000405934
ENSP00000405934
ENSP00000405934
ENSP00000405934
ENSP00000405934
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000355533
ENSP00000309845

string_score

R R R R R R R R RPRRRRRRRRR

0.465695
0.465695
0.465695
0.465695
0.998
0.998
0.835
0.619
0.619
0.619
0.619
0.619
0.8
0.956
0.956
0.956
0.956
0.956
0.956
0.956
0.956
0.956
0.956
0.956
0.956
0.956
0.956
0.956
0.956
0.8
0.8
0.8
0.8
0.8
0.8
0.8
0.8
0.927
0.927
0.927
0.927
0.927
0.927
0.927
0.927
0.467848
0.467848
0.467848
0.467848
0.467848
0.467848
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.542
0.899

sequence
VHRQEtVECLK
DGIKEsSSDSST
RERVAsLVHRQ
PARRItAAEAL
TKRLStRDMQK
ATRNFsMKKDD
XXXMAtVLPFK
FANIStTGSAS
KCIQLsTGLEF
SVTKKsNDGIK
SHTSVtKKSND
INLMLtVSPAR
VHVHRsCLSAG
VFDLVtGGELF
QNRLYsQIKSG
LLASKsKGAAV
AVMEDsADIKI
DKRDTsGGIFG
SRNYHsSDSTQ
PLRLLsGLPSL
SLLYRSIDSNA
GTVMRsLGQNP
ILRGTSIANGP
RQQVEsFDEPG
LTNCVtKESSD
KRRLCENINGI
NGRTVSLNNEA
ITQQPsFTDER
MGTMEsVAHSV
IQRYRSNKTIN
HILPTtSDLPL
TLRNNsLDMNI
HPVIRsYDLVV
LLKPKsVIHLR
GNNGFtTNNNN
LQRRLtEDQAK
LGIIPsCQRIE
ERRQRtRLKRV
ALQSLsIQSVN
HYYGTSLESVR
TRLNNSTDSYT
NSMHStTDNTN
TYNNMsVDAGI
NWRFLSAIITY
LSAIItYENFD
TRPQRSNERNG
RVIMKtFASGR
LSNGKsHIHAD
GNRVDsSNYMP
NKRQMSsRIYPR
QENYEtQEEFK
LFCQVsLTTYV
SLRSLtHNTKA
AKRQRtVPSAK
VLRRFsTPQTG
ISRFCSAATSN
VRRLISRFCSA
MTNYTsREMMH
NIRILsSRIDL
SVRALtYCDLQ
LSRSSsFSSNE
AFRLASESCLR
QVTFYsNDEDG
TFRAALTTAKS
LFRHFsQQEEL
CYRILtLSQHG
LDNMLsSGCYL
LQDENSLDSNM
YSNKDtIDESG
GGAHAtTGSLG
ACRYHSHTLEL
ATRAVIRGKWY
IETVKtLIAYG
ALRGGsKVMKH
ASKQRsVGEKV
YETLRtIISLG
LRTIISLGYNI
DLRAALLLDST
DSTYESLLEFH
PLRGDsTYESL
LEQQKtYSPEE
KRGACsIDYIH
RLRHVtTGRYL
YVPAFsLGSGQ
GTRIPtSVMNT
IRHPLENDSTI
PVAGASIDEKK
SIRARsILQSL
LGDMKsTGAAN
DLRTLSKESVV
TLRQMtLPDIL
INRSRtHTNGR
LACGWsVDGDE
VFRSLLEYIQG
KQVFRSLTEYI
QKRSLtHCNSA
LQLAASKGEST
PVAQASIELGI
NLRSFsQLPPQ
PGRGSsNMDYS
QLHGHsSNQNPL
AARGStGQLIS
ILVSVSSERYL
GTRMRtMKLSN
SGRWLSYEAYE
IRRCTsVFNNF
LCRSAsDQAPD
LEVQVtGMPPG
FKKARsSRDPSP
WVNGEtVEENA
YQRCGtYYSSD
CGTYYsSDGWT
STRYStSRSWL
EIRSASAIRRC
KLKQVtGKEFI
GSLQTsNSSSS
SLRALTEFYQR
VDRHRSAWLKK
PPRYTsTVLPH
VEWVTsGDTSS
LRLQEsSIMDFY
LGRVRsLLGVQ
VNNSKsYDDIN

string_path

1 ENSP00000339740

1 ENSP0O0000339740

1 ENSP00000339740

1 ENSP00000339740

1 ENSP0O0000339740

1 ENSP00000339740

1 ENSP00000339740

1 ENSP0O0000339740

1 ENSP00000339740

1 ENSP00000339740

1 ENSP0O0000339740

1 ENSP00000339740

1 ENSP00000339740

1 ENSP0O0000339740

1 ENSP00000339740

1 ENSP00000339740

1 ENSP0O0000339740

ENSP00000381412, 0.7264 ENSP0O0000270458, 0.7192 ENSP00000355192
ENSP00000381412, 0.7264 ENSP00000270458, 0.7192 ENSP00000355192
ENSP00000381412, 0.7264 ENSP00000270458, 0.7192 ENSP00000355192
ENSP00000381412, 0.7264 ENSP0O0000270458, 0.7192 ENSP00000355192
ENSP00000258682, 0.7984 ENSP00000349467
ENSP00000258682, 0.7984 ENSP00000349467
ENSP00000258682, 0.668 ENSP00000293813
ENSP00000381412, 0.4952 ENSP00000265354
ENSP00000381412, 0.4952 ENSP00000265354
ENSP00000381412, 0.4952 ENSP00000265354
ENSP00000381412, 0.4952 ENSP00000265354
ENSP00000381412, 0.4952 ENSP00000265354
ENSP00000381412, 0.64 ENSP00000263025
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000258682, 0.7648 ENSP00000345731
ENSP00000381412, 0.64 ENSP0O0000334105
ENSP00000381412, 0.64 ENSP00000334105
ENSP00000381412, 0.64 ENSP00000334105
ENSP00000381412, 0.64 ENSP00000334105
ENSP00000381412, 0.64 ENSP00000334105
ENSP00000381412, 0.64 ENSP00000334105
ENSP00000381412, 0.64 ENSP00000334105
ENSP00000381412, 0.64 ENSP00000334105
ENSP00000319060, 0.7416 ENSP0O0000271751
ENSP00000319060, 0.7416 ENSP00000271751
ENSP00000319060, 0.7416 ENSP00000271751
ENSP00000319060, 0.7416 ENSP0O0000271751
ENSP00000319060, 0.7416 ENSP00000271751
ENSP00000319060, 0.7416 ENSP00000271751
ENSP00000319060, 0.7416 ENSP00000271751
ENSP00000319060, 0.7416 ENSP00000271751
ENSP00000381412, 0.7896 ENSP00000337168, 0.7192 ENSP00000405934
ENSP00000381412, 0.7896 ENSP0O0000337168, 0.7192 ENSP00000405934
ENSP00000381412, 0.7896 ENSP0O0000337168, 0.7192 ENSP00000405934
ENSP00000381412, 0.7896 ENSP0O0000337168, 0.7192 ENSP00000405934
ENSP00000381412, 0.7896 ENSP0O0000337168, 0.7192 ENSP00000405934
ENSP00000381412, 0.7896 ENSP0O0000337168, 0.7192 ENSP00000405934
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSP00000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSPO0000355533
ENSP00000381412, 0.4336 ENSP0O0000355533
ENSP00000381412, 0.7192 ENSP00000309845









NetworKIN predictions of possible CaMKII phosphorylation sites within substrate proteins (NetworKIN score greater than 5)

#substrate position id networkin_score tree netphorest_group netphorest_scorestring_identifier string_score sequence string_path

6183.Smp_011660.1 288CaMKIIdelta 36.40716023KIN CaMKII_group 0.165543ENSP00000339740 1VHRQEtVECLK 1 ENSP00000339740

6183.Smp_011660.1 346CaMKIIdelta 17.4796665KIN CaMKII_group 0.053138ENSP00000339740 1DGIKEsSDSST 1 ENSP00000339740

6183.Smp_011660.1 281CaMKIIdelta 36.35080893KIN CaMKII_group 0.158893ENSP00000339740 1RERVAsLVHRQ 1 ENSP00000339740

6183.Smp_011660.1 260CaMKIIdelta 23.90703403KIN CaMKII_group 0.082435ENSP00000339740 1PARRItAAEAL 1 ENSP00000339740

6183.Smp_011660.1 50CaMKIIdelta 36.30625327KIN CaMKII_group 0.153635ENSP00000339740 1TKRLStRDMQK 1 ENSP00000339740

6183.Smp_011660.1 316CaMKIIdelta 17.18602809KIN CaMKII_group 0.040156ENSP00000339740 1ATRNFsMKKDD 1 ENSP00000339740

6183.Smp_011660.1 3CaMKIIdelta 17.64675222KIN CaMKII_group 0.060525ENSP00000339740 1XXXMAtVLPFK 1 ENSP00000339740

6183.Smp_011660.1 521CaMKIIdelta 23.62027462KIN CaMKII_group 0.077182ENSP00000339740 1FANIStTGSAS 1 ENSP00000339740

6183.Smp_011660.1 33CaMKIIdelta 32.70053116KIN CaMKII_group 0.1243ENSP00000339740 1KCIQLsTGLEF 1 ENSP00000339740

6183.Smp_011660.1 339CaMKIIdelta 30.41361719KIN CaMKII_group 0.110163ENSP00000339740 1SVTKKsNDGIK 1 ENSP00000339740

6183.Smp_011660.1 336CaMKIIdelta 17.43689418KIN CaMKII_group 0.051247ENSP00000339740 1SHTSVtKKSND 1 ENSP00000339740

6183.Smp_011660.1 252CaMKIIdelta 17.50466037KIN CaMKII_group 0.054243ENSP00000339740 1INLMLtVSPAR 1 ENSP00000339740

6183.Smp_011660.1 505CaMKIIdelta 17.22054451KIN CaMKII_group 0.041682ENSP00000339740 1VHVHRsCLSAG 1 ENSP00000339740

6183.Smp_011660.1 92CaMKIIdelta 17.33660203KIN CaMKII_group 0.046813ENSP00000339740 1VFDLVtGGELF 1 ENSP00000339740

6183.Smp_011660.1 222CaMKIIdelta 23.42484368KIN CaMKII_group 0.073602ENSP00000339740 1QNRLYsQIKSG 1 ENSP00000339740

6183.Smp_011660.1 146CaMKIIdelta 33.37510364KIN CaMKII_group 0.12847ENSP00000339740 1LLASKsKGAAV 1 ENSP00000339740

6183.Smp_011660.1 357CaMKIIdelta 24.45316897KIN CaMKII_group 0.098326ENSP00000339740 1AVMEDsADIKI 1 ENSP00000339740

6183.Smp_020270.1 1523CaMKIIalpha 5.147646055KIN CaMKII_group 0.164378ENSP00000355192 0.465695DKRDTsGGIFG ENSP00000381412, 0.7264 ENSP00000270458, 0.7192 ENSP00000355192

6183.Smp_020270.1 1648CaMKIIalpha 5.147646055KIN CaMKII_group 0.155531ENSP00000355192 0.465695SRNYHsSDSTQ ENSP00000381412, 0.7264 ENSP00000270458, 0.7192 ENSP00000355192

6183.Smp_020270.1 187CaMKIIalpha 5.147646055KIN CaMKII_group 0.162415ENSP00000355192 0.465695PLRLLsGLPSL ENSP00000381412, 0.7264 ENSP00000270458, 0.7192 ENSP00000355192

6183.Smp_020270.1 1037CaMKIIalpha 5.147646055KIN CaMKII_group 0.159273ENSP00000355192 0.465695SLLYRsIDSNA ENSP00000381412, 0.7264 ENSP00000270458, 0.7192 ENSP00000355192

6183.Smp_026560.2 73CaMKIIbeta 16.58793971KIN CaMKII_group 0.056785ENSP00000349467 0.998GTVMRsLGQNP ENSP00000258682, 0.7984 ENSP00000349467

6183.Smp_026560.2 11CaMKIIbeta 34.36688793KIN CaMKII_group 0.16296ENSP00000349467 0.998ILRGTsIANGP ENSP00000258682, 0.7984 ENSP00000349467

6183.Smp_039650.1 346CaMKIIbeta 5.767986983KIN CaMKII_group 0.158267ENSP00000293813 0.835RQQVEsFDEPG ENSP00000258682, 0.668 ENSP00000293813

6183.Smp_097730.1 419CaMKIIalpha 6.630978878KIN CaMKII_group 0.127332ENSP00000265354 0.619LTNCVtKESSD ENSP00000381412, 0.4952 ENSP00000265354

6183.Smp_097730.1 88CaMKIIalpha 6.424167661KIN CaMKII_group 0.11952ENSP00000265354 0.619KRRLCtNINGI ENSP00000381412, 0.4952 ENSP00000265354

6183.Smp_097730.1 302CaMKIIalpha 6.794623625KIN CaMKII_group 0.132172ENSP00000265354 0.619NGRTVsLNNEA ENSP00000381412, 0.4952 ENSP00000265354

6183.Smp_097730.1 102CaMKIIalpha 6.412916411KIN CaMKII_group 0.119095ENSP00000265354 0.619ITQQPsFTDER ENSP00000381412, 0.4952 ENSP00000265354

6183.Smp_097730.1 6CaMKIIalpha 7.639512662KIN CaMKII_group 0.139876ENSP00000265354 0.619MGTMEsVAHSV ENSP00000381412, 0.4952 ENSP00000265354

6183.Smp_142050.1 349CaMKIIalpha 7.968903872KIN CaMKII_group 0.150585ENSP00000263025 0.8IQRYRsNKTIN ENSP00000381412, 0.64 ENSP00000263025

6183.Smp_146240.1 20CaMKIIbeta 5.366698455KIN CaMKII_group 0.049762ENSP00000345731 0.956HILPTtSDLPL ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146240.1 279CaMKIIbeta 11.2264841KIN CaMKII_group 0.16536ENSP00000345731 0.956TLRNNsLDMNI ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146240.1 309CaMKIIbeta 5.434049443KIN CaMKII_group 0.059418ENSP00000345731 0.956HPVIRsYDLVV ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146240.1 440CaMKIIbeta 6.001654764KIN CaMKII_group 0.068988ENSP00000345731 0.956LLKPKsVIHLR ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146240.1 245CaMKIIbeta 5.443179771KIN CaMKII_group 0.060727ENSP00000345731 0.956GNNGFtTNNNN ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146240.1 452CaMKIIbeta 10.22271975KIN CaMKII_group 0.127082ENSP00000345731 0.956LQRRLtEDQAK ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146240.1 179CaMKIIbeta 7.403243199KIN CaMKII_group 0.084275ENSP00000345731 0.956LGIIPsCQRIE ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146240.1 189CaMKIIbeta 11.20958773KIN CaMKII_group 0.158894ENSP00000345731 0.956ERRQRtRLKRV ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146240.1 561CaMKIIbeta 5.416430492KIN CaMKII_group 0.056892ENSP00000345731 0.956ALQSLsIQSVN ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146240.1 398CaMKIIbeta 5.492151528KIN CaMKII_group 0.067748ENSP00000345731 0.956HYYGTsLESVR ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146240.1 46CaMKIIbeta 10.9195103KIN CaMKII_group 0.14105ENSP00000345731 0.956TRLNNsTDSYT ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146240.1 149CaMKIIbeta 5.425170217KIN CaMKII_group 0.058145ENSP00000345731 0.956NSMHStTDNTN ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146240.1 262CaMKIIbeta 9.264981936KIN CaMKII_group 0.107883ENSP00000345731 0.956TYNNMsVDAGI ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146240.1 475CaMKIIbeta 10.86074604KIN CaMKII_group 0.139872ENSP00000345731 0.956NWRFLsAIITY ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146240.1 479CaMKIIbeta 6.868285099KIN CaMKII_group 0.070653ENSP00000345731 0.956LSAIItYENFD ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146240.1 358CaMKIIbeta 11.18979603KIN CaMKII_group 0.15132ENSP00000345731 0.956TRPQRsNERNG ENSP00000258682, 0.7648 ENSP00000345731

6183.Smp_146330.1 137CaMKIIalpha 6.107181769KIN CaMKII_group 0.107729ENSP00000334105 0.8RVIMKtFASGR ENSP00000381412, 0.64 ENSP00000334105

6183.Smp_146330.1 199CaMKIIalpha 5.691753409KIN CaMKII_group 0.091537ENSP00000334105 0.8LSNGKsHIHAD ENSP00000381412, 0.64 ENSP00000334105

6183.Smp_146330.1 597CaMKIIalpha 7.692171326KIN CaMKII_group 0.140172ENSP00000334105 0.8GNRVDsSNYMP ENSP00000381412, 0.64 ENSP00000334105

6183.Smp_146330.1 586CaMKIIalpha 7.968903872KIN CaMKII_group 0.164233ENSP00000334105 0.8NKRQMsRIYPR ENSP00000381412, 0.64 ENSP00000334105

6183.Smp_146330.1 241CaMKIIalpha 6.127294588KIN CaMKII_group 0.108469ENSP00000334105 0.8QENYEtQEEFK ENSP00000381412, 0.64 ENSP00000334105

6183.Smp_146330.1 786CaMKIIalpha 7.460621406KIN CaMKII_group 0.13882ENSP00000334105 0.8LFCQVsLTTYV ENSP00000381412, 0.64 ENSP00000334105

6183.Smp_146330.1 98CaMKIIalpha 5.700218175KIN CaMKII_group 0.091612ENSP00000334105 0.8SLRSLtHNTKA ENSP00000381412, 0.64 ENSP00000334105

6183.Smp_146330.1 11CaMKIIalpha 7.968903872KIN CaMKII_group 0.165176ENSP00000334105 0.8AKRQRtVPSAK ENSP00000381412, 0.64 ENSP00000334105

6183.Smp_148670.1 24CaMKIIgamma 5.604099471KIN CaMKII_group 0.126192ENSP00000271751 0.927VLRRFsTPQTG ENSP00000319060, 0.7416 ENSP00000271751

6183.Smp_148670.1 717CaMKIIgamma 6.014718296KIN CaMKII_group 0.141142ENSP00000271751 0.927ISRFCsAATSN ENSP00000319060, 0.7416 ENSP00000271751

6183.Smp_148670.1 713CaMKIIgamma 5.519229092KIN CaMKII_group 0.123102ENSP00000271751 0.927VRRLIsRFCSA ENSP00000319060, 0.7416 ENSP00000271751

6183.Smp_148670.1 57CaMKIIgamma 6.164898877KIN CaMKII_group 0.154024ENSP00000271751 0.927MTNYTsREMMH ENSP00000319060, 0.7416 ENSP00000271751

6183.Smp_148670.1 878CaMKIIgamma 6.154158557KIN CaMKII_group 0.146559ENSP00000271751 0.927NIRILsSRIDL ENSP00000319060, 0.7416 ENSP00000271751

6183.Smp_148670.1 635CaMKIIgamma 6.1730667KIN CaMKII_group 0.159701ENSP00000271751 0.927SVRALtYCDLQ ENSP00000319060, 0.7416 ENSP00000271751

6183.Smp_148670.1 728CaMKIIgamma 6.164657166KIN CaMKII_group 0.153856ENSP00000271751 0.927LSRSSsFSSNE ENSP00000319060, 0.7416 ENSP00000271751

6183.Smp_148670.1 556CaMKIIgamma 5.120887632KIN CaMKII_group 0.108599ENSP00000271751 0.927AFRLAsESCLR ENSP00000319060, 0.7416 ENSP00000271751

6183.Smp_151860.1 26CaMKIIalpha 5.184660816KIN CaMKII_group 0.144848ENSP00000405934 0.467848QVTFYsNDEDG ENSP00000381412, 0.7896 ENSP00000337168, 0.7192 ENSP00000405934

6183.Smp_151860.1 282CaMKIIalpha 5.184660816KIN CaMKII_group 0.141816ENSP00000405934 0.467848TFRAAtTTAKS ENSP00000381412, 0.7896 ENSP00000337168, 0.7192 ENSP00000405934

6183.Smp_151860.1 996CaMKIIalpha 5.184660816KIN CaMKII_group 0.164091ENSP00000405934 0.467848LFRHFsQQEEL ENSP00000381412, 0.7896 ENSP00000337168, 0.7192 ENSP00000405934

6183.Smp_151860.1 498CaMKIIalpha 5.184660816KIN CaMKII_group 0.152193ENSP00000405934 0.467848CYRILtLSQHG ENSP00000381412, 0.7896 ENSP00000337168, 0.7192 ENSP00000405934

6183.Smp_151860.1 812CaMKIIalpha 5.184660816KIN CaMKII_group 0.156036ENSP00000405934 0.467848LDNMLsSGCYL ENSP00000381412, 0.7896 ENSP00000337168, 0.7192 ENSP00000405934

6183.Smp_151860.1 1360CaMKIIalpha 5.184660816KIN CaMKII_group 0.151088ENSP00000405934 0.467848LQDENsLDSNM ENSP00000381412, 0.7896 ENSP00000337168, 0.7192 ENSP00000405934

6183.Smp_163570.1 4020CaMKIIalpha 5.663498272KIN CaMKII_group 0.130121ENSP00000355533 0.542YSNKDtIDESG ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 1396CaMKIIalpha 5.44873398KIN CaMKII_group 0.120517ENSP00000355533 0.542GGAHAtTGSLG ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 1705CaMKIIalpha 6.731264478KIN CaMKII_group 0.154291ENSP00000355533 0.542ACRYHsHTLEL ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 1062CaMKIIalpha 6.731264478KIN CaMKII_group 0.143497ENSP00000355533 0.542ATRAVtRGKWY ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 1019CaMKIIalpha 5.317536344KIN CaMKII_group 0.11465ENSP00000355533 0.542IETVKtLIAYG ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 2448CaMKIIalpha 6.731264478KIN CaMKII_group 0.160066ENSP00000355533 0.542ALRGGsKVMKH ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 103CaMKIIalpha 6.731264478KIN CaMKII_group 0.143799ENSP00000355533 0.542ASKQRsVGEKV ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 905CaMKIIalpha 5.432834625KIN CaMKII_group 0.119806ENSP00000355533 0.542YETLRtIISLG ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 908CaMKIIalpha 5.50557809KIN CaMKII_group 0.123059ENSP00000355533 0.542LRTIIsLGYNI ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 2615CaMKIIalpha 6.731264478KIN CaMKII_group 0.156066ENSP00000355533 0.542DLRAAtLLDST ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 1905CaMKIIalpha 5.650796677KIN CaMKII_group 0.129553ENSP00000355533 0.542DSTYEsLLEFH ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 1901CaMKIIalpha 6.731264478KIN CaMKII_group 0.164624ENSP00000355533 0.542PLRGDsTYESL ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 4180CaMKIIalpha 5.649387873KIN CaMKII_group 0.12949ENSP00000355533 0.542LEQQKtYSPEE ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 3209CaMKIIalpha 5.571903672KIN CaMKII_group 0.126025ENSP00000355533 0.542KRGACsIDYIH ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 232CaMKIIalpha 6.731264478KIN CaMKII_group 0.16475ENSP00000355533 0.542RLRHVtTGRYL ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 1171CaMKIIalpha 6.428543391KIN CaMKII_group 0.13971ENSP00000355533 0.542YVPAFsLGSGQ ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 4504CaMKIIalpha 5.385807417KIN CaMKII_group 0.117703ENSP00000355533 0.542GTRIPtSVMNT ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 2121CaMKIIalpha 5.571366985KIN CaMKII_group 0.126001ENSP00000355533 0.542IRHPLtNDSTI ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 3111CaMKIIalpha 6.731264478KIN CaMKII_group 0.155444ENSP00000355533 0.542PVAGAsIDEKK ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 2538CaMKIIalpha 6.731264478KIN CaMKII_group 0.146937ENSP00000355533 0.542SIRARsILQSL ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 1471CaMKIIalpha 5.599274714KIN CaMKII_group 0.127249ENSP00000355533 0.542LGDMKsTGAAN ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 2715CaMKIIalpha 6.731264478KIN CaMKII_group 0.147065ENSP00000355533 0.542DLRTLsKESVV ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 4383CaMKIIalpha 6.731264478KIN CaMKII_group 0.161838ENSP00000355533 0.542TLRQMtLPDIL ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 3565CaMKIIalpha 6.731264478KIN CaMKII_group 0.153147ENSP00000355533 0.542INRSRtHTNGR ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 2901CaMKIIalpha 5.507702476KIN CaMKII_group 0.123154ENSP00000355533 0.542LACGWsVDGDE ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 4044CaMKIIalpha 5.256026945KIN CaMKII_group 0.111969ENSP00000355533 0.542VFRSLtEYIQG ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 4042CaMKIIalpha 5.263052178KIN CaMKII_group 0.112275ENSP00000355533 0.542KQVFRsLTEYI ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 4431CaMKIIalpha 5.540887629KIN CaMKII_group 0.124638ENSP00000355533 0.542QKRSLtHCNSA ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 3870CaMKIIalpha 5.975554487KIN CaMKII_group 0.135915ENSP00000355533 0.542LQLAAsKGEST ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 3881CaMKIIalpha 6.623790783KIN CaMKII_group 0.141004ENSP00000355533 0.542PVAQAsIELGI ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 2874CaMKIIalpha 5.171724151KIN CaMKII_group 0.108297ENSP00000355533 0.542NLRSFsQLPPQ ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 1042CaMKIIalpha 6.731264478KIN CaMKII_group 0.154233ENSP00000355533 0.542PGRGSsNMDYS ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 1540CaMKIIalpha 5.188277069KIN CaMKII_group 0.109018ENSP00000355533 0.542QLHGHsNQNPL ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 2480CaMKIIalpha 5.523624194KIN CaMKII_group 0.123866ENSP00000355533 0.542AARGStGQLIS ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 120CaMKIIalpha 5.196725715KIN CaMKII_group 0.109386ENSP00000355533 0.542ILVSVsSERYL ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 926CaMKIIalpha 5.729438616KIN CaMKII_group 0.132033ENSP00000355533 0.542GTRMRtMKLSN ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 311CaMKIIalpha 6.731264478KIN CaMKII_group 0.163966ENSP00000355533 0.542SGRWLsYEAYE ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 363CaMKIIalpha 6.731264478KIN CaMKII_group 0.154964ENSP00000355533 0.542IRRCTsVFNNF ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 3798CaMKIIalpha 6.310861553KIN CaMKII_group 0.138884ENSP00000355533 0.542LCRSAsDQAPD ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 2569CaMKIIalpha 6.731264478KIN CaMKII_group 0.155822ENSP00000355533 0.542LEVQVtGMPPG ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 1358CaMKIIalpha 5.402668337KIN CaMKII_group 0.118457ENSP00000355533 0.542FKKARsRDPSP ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 2421CaMKIIalpha 5.858417462KIN CaMKII_group 0.133968ENSP00000355533 0.542WVNGEtVEENA ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 2734CaMKIIalpha 6.731264478KIN CaMKII_group 0.144581ENSP00000355533 0.542YQRCGtYYSSD ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 2737CaMKIIalpha 5.141419225KIN CaMKII_group 0.106977ENSP00000355533 0.542CGTYYsSDGWT ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 3070CaMKIIalpha 5.696176778KIN CaMKII_group 0.131567ENSP00000355533 0.542STRYStSRSWL ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 356CaMKIIalpha 5.395512509KIN CaMKII_group 0.118137ENSP00000355533 0.542EIRSAsAIRRC ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 1771CaMKIIalpha 6.731264478KIN CaMKII_group 0.141848ENSP00000355533 0.542KLKQVtGKEFI ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 3765CaMKIIalpha 6.731264478KIN CaMKII_group 0.142377ENSP00000355533 0.542GSLQTsNSSSS ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 2726CaMKIIalpha 5.659048241KIN CaMKII_group 0.129922ENSP00000355533 0.542SLRALtEFYQR ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 3500CaMKIIalpha 5.605916217KIN CaMKII_group 0.127546ENSP00000355533 0.542VDRHRsAWLKK ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 1637CaMKIIalpha 6.731264478KIN CaMKII_group 0.159878ENSP00000355533 0.542PPRYTsTVLPH ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 4602CaMKIIalpha 6.731264478KIN CaMKII_group 0.145067ENSP00000355533 0.542VEWVTsGDTSS ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 4007CaMKIIalpha 6.731264478KIN CaMKII_group 0.150094ENSP00000355533 0.542LRLQEsIMDFY ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_163570.1 2218CaMKIIalpha 6.731264478KIN CaMKII_group 0.159484ENSP00000355533 0.542LGRVRsLLGVQ ENSP00000381412, 0.4336 ENSP00000355533

6183.Smp_179910.1 46CaMKIIalpha 7.968903872KIN CaMKII_group 0.159535ENSP00000309845 0.899VNNSKsYDDIN ENSP00000381412, 0.7192 ENSP00000309845


