
Table S1. Assembly of phosphorylase, glycogen, muscle (PYGM) biological interactions. 

Performed within the framework of the Biological General Repository for Interaction 

Datasets (BioGRID) public database (thebiogrid.org, 20.02.2021) [1]. 

 

 

Phosphorylase, glycogen, muscle (PYGM) biological interactions 

 

No. Interactor Systematic 

name 

Organism Source 

 

1 

 

ABTB2  ankyrin repeat and BTB 

(POZ) domain containing 2 

Q8N961 H. sapiens [2] 

2 AGRN 

 

agrin O00468 H. sapiens [3] 

3 AGTPBP1 

 

 

 

ATP/GTP binding protein 1 Q9UPW5 

 

H. sapiens [4] 

4 ARID1B 

 

AT rich interactive domain 

1B (SWI1-like) 

Q8NFD5 H. sapiens [4] 

5 BRCA2 

 

breast cancer 2, early onset P51587 H. sapiens [5]  

6 CCDC15 coiled-coil domain containing 

15 

Q8C9M2 M. 

musculus 

[6] 

7 CDC42BPB 

 

CDC42 binding protein 

kinase beta (DMPK-like) 

Q9Y5S2 H. sapiens [4] 

8 CLASP2 

 

cytoplasmic linker associated 

protein 2 

O75122 H. sapiens [4] 

9 DEGS1 

 

delta(4)-desaturase, 

sphingolipid 1 

MIG15 H. sapiens [7]  

10 DNM2 

 

dynamin 2 P50570 H. sapiens [4] 

11 FAM110A 

 

family with sequence 

similarity 110, member A 

Q9BQ89 H. sapiens [4] 

12 FANCD2 

 

Fanconi anemia, 

complementation group D2 

Q9BXW9 H. sapiens [8]  

13 GBAS 

 

glioblastoma amplified 

sequence 

O75323 H. sapiens [4] 

14 GBE1 

 

glucan (1,4-alpha-), branching 

enzyme 1 

Q04446 H. sapiens [9]  

15 IGBP1 

 

immunoglobulin (CD79A) 

binding protein 1 

P78318 H. sapiens [4] 

16 INTS4 

 

integrator complex subunit 4 Q96HW7 

 

H. sapiens [4] 

17 KRT17 

 

keratin 17 Q04695 H. sapiens [10]  

18 LMNA 

 

lamin A/C 

 

P02545 H. sapiens [4] 

19 LZTR1 leucine-zipper-like Q8N653 H. sapiens [2] 

https://thebiogrid.org/114947/summary/homo-sapiens/cdc42bpb.html


 transcription regulator 1 

 

20 MCM2 

 

minichromosome 

maintenance complex 

component 2 

P49736 H. sapiens [11]  

21 MECOM 

 

MDS1 and EVI1 complex 

locus 

Q03112 H. sapiens [2] 

22 PACSIN3 protein kinase C and casein 

kinase substrate in neurons 3 

Q9UKS6 

 

H. sapiens [7]  

23 PDE4DIP 

 

phosphodiesterase 4D 

interacting protein 

Q5VU43 H. sapiens [4] 

24 PLEKHA4 

 

pleckstrin homology domain 

containing, family A 

(phosphoinositide binding 

specific) member 4 

Q9H4M7 H. sapiens [12]  

25 POMP 

 

proteasome maturation 

protein 

Q9Y244 H. sapiens [4] 

26 PPP1CA 

 

protein phosphatase 1, 

catalytic subunit, alpha 

isozyme 

P62136 H. sapiens [13]  

27 PPP1R3B 

 

protein phosphatase 1, 

regulatory subunit 3B 

 

Q86XI6 H. sapiens [4] 

28 PPP2CA 

 

protein phosphatase 2, 

catalytic subunit, alpha 

isozyme 

 

P67775 H. sapiens [14]  

29 PRKAB2 protein kinase, AMP-

activated, beta 2 non-catalytic 

subunit 

O43741 H. sapiens [15]  

30 PRKAB2 protein kinase, AMP-

activated, beta 2 non-catalytic 

subunit 

O43741 H. sapiens [16] 

31 PRKAB2 protein kinase, AMP-

activated, beta 2 non-catalytic 

subunit 

O43741 H. sapiens [17] 

32 PYGB 

 

phosphorylase, glycogen; 

brain 

P11216 H. sapiens [16]  

33 PYGL 

 

phosphorylase, glycogen, 

liver 

P06737 H. sapiens [16]  

34 S100A1 S100 calcium binding protein 

A1 

P23297 H. sapiens [18] 

35 S100A1 S100 calcium binding protein 

A1 

P23297 H. sapiens [18] 

36 SGCG 

 

sarcoglycan, gamma (35kDa 

dystrophin-associated 

glycoprotein) 

Q13326 H. sapiens [4] 

37 SRP72 

 

signal recognition particle 

72 kDa 

O76094 H. sapiens [4]  



38 TLE3 

 

transducin-like enhancer of 

split 3 

Q04726 H. sapiens [19]  

39 TOP1 

 

topoisomerase (DNA) I P11387 H. sapiens [20]  

40 TRAPPC2 

 

trafficking protein particle 

complex 2 

P0DI81 H. sapiens [4] 

41 TRIM54 

 

 

tripartite motif containing 54 

 

Q9BYV2 H. sapiens [4]  

42 TRIM55 

 

tripartite motif containing 55 Q9BYV6 H. sapiens [4]  

43 TRIM63 

 

tripartite motif containing 63, 

E3 ubiquitin protein ligase 

Q969Q1 H. sapiens [21]  

44 TTN 

 

titin Q8WZ42 H. sapiens [4]  

45 WDYHV1 

 

WDYHV motif containing 1 Q96HA8 H. sapiens [17]  

46 WWP1 

 

WW domain containing E3 

ubiquitin protein ligase 1 

Q9H0M0 H. sapiens [1]  
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