ABCD1

ABCD1, ABCD3, DNMT3A, DNMT3B, PEX19[1]

ACP33/5PG21

AGTRAP [2,3], AKIRIN2, ARL6IP1, ATPAF2, CCDC102B, CCDC33,
CD4[4], CMTMS5[2], CRYAA/CRYAA2, CTPS2, CUTC, DTX2,
DTX3L, EFHC2, FAM114A1, GGA2, GSK3A, IKZF3, INCA1, KRT15,
LMNAJ5], MID2[2], MOV10[6], MTMR9, PRPS1, RABAC1, REEP6,
RTN4[7], S100B, SPRED2, TCF12, TCF4, TFG, TRAF1[2], TRAF2,
TRIM23, TRIM54[2], TRIM9, ZNF263

ADAR

ADARB]I, ILF2, ILF3, IRF3, SIRT1[8], USP22

ALDHI18A1

ADRB2[9], AGTRAP[2], ALDH, BAG4, C1QBP[10], CBXI,
CDK2[11], CERK, CMTM5[2], CUL3[12], DCP1A, DCP2, DDXs,
EDC3, EDC4, EED[13], G3BP1[14], GABRA2[15], GOLTIB[10],
HAUS1, HDACS5[16], LATS2, LLGL2, MAP2K1, MARF1, MICALS3,
MOV10[6], MRPL58[17], MYC[18], NFATC2[19], NR3C1[20],
NTRK1[21], NXF1[6], PATL1, PNRC1, PPP1R37, PTPRR, RALB,
SENP3, SHMT2[6], SIRT7[22], STAU1[23], TBX3, TCE3[24], TES,
TRIM69, TRMT6, TUBGCP5, UBR2, VCP[25], ZRANBI, glutamate
5-kinase, glutamate-5-semialdehyde dehydrogenase

ALDH3A2

CCNDI1[26], CTNNBI1[27], FEV, NRII2, PPARA[28], PPARD,
STAT5B[29], TCF7L2[30]

ALS2

ALS2, C2lorf2, CDC37[31,30], DNAAF2, GRIP1, HNFIA,
HNF4A[32], KDM4A, NEK1, RAB17, RAB5A, RAB5B, RAB5C[33],
RAC1[33-35], RBM6, Rab5, SDF2, SOD1[36], STXBP6, UXT, VCP[25],
YWHAB[37,38]

ALSI15

HERC3, NFE2L.2[39], TP53[40], UBE3A

AMPD2

Ampd, AMPD2, CCDC198, CCNDBP1, CD44, CTBP1, DCAFS,
DDX17, EPS8, GPBP1L1, GPR156, KCNMA1[41], LZTS2[42], MLX,
N6AMT1, NEDD4, NME7, NRL, NTRK1[21], PDE4DIP, POT1[43],
SDC1, SDC2, TCHP, TERFI, TRMTT112, TSCl, TUBGI1[44],
TUBGCP4, YWHAB[45]

AP4B1

AP4E1[10,46,47], AP4AM1[10,47,48], AP4S1[10,46], BUB1, BUBISB,
FIBP, GOLIM4[10], HNF4A[32], LAMAI[10], MAP3KA4[10],
POC1A[49], TEPSIN[10], TFAP2A[10], TMEM17[49], XPO1[50],
YMEIL1[10], ZNF576

10.

AP4E1

ALB[51], AP4B1[10,52], AP4M1[10,47], AP4S1[10,47], ARF1[53],
CCDC6, CEP104, ELAVLI[54], GOLIM4[10], LAMAI[10],
MAP3K4[10], MTNR1B, OSBPL1A, POLG, POLG2, RPS3, STXBP1,
SUV39H2[42,55], TEPSIN[10], TEAP2A[10], TMEM17[49], WRAP53,
XPO1[50], YME1L1[10]

11.

AP4AM1

ACY1, AKT2, AP4B1[10,47], AP4E1[10,47], AP4S1[10], ARF1[53],
ARID2, ARPIN/C150rf38-AP3S2, CBX4, CDK11A, CHTF8, DDX52,
GALNT2, GOLIM4[10], H3F3A/H3F3B, HMGA1, IMPDH2, KLF3,
LAMAI1[10], LAMP2, LCMT2, LDLR, MAP3K4[10], MED3I,
MRPL48, MRPS23, NPAT, RALA, SFTB2, SUV39H2[42],
TEPSIN[10], TFAP2A[10], TFBIM, TFRC, TGOLN2, TIMMD29,
USP47, WDR76, XPO1[50], YME1L1[10], ZBTB22, ZNF318

12.

AP4S1

AFP, AP4B1[10], AP4E1[10,47], AP4M1[10], APP[56], APPBP2,
CDC73[10], CEP104, GALNT2, GOLIMA4[10], GRB2[57], GTF2I,




HLTF[10], KDM5B, LAMA1[10], MAP3K4[10], MECP2, RPL10,
SLC9A1, SUV39H2[42], TEAD3, TEPSIN[10], TFAP2A[10],
TIMM?29, TMPO, YME1L1[10]

13.

AP571

ARID4A, ATG7, FOXK1, FOXK2, HCFC1, HCFC2, IRF2, IRF2BP1,
IRF2BP2, IRF2BPL, LYPD4, MDFI[7], NCOR1, PPP3CA[58],
PPP3CB, REL, SIN3A, SUDS3, TBL1XR1, UBA7, YWHABI[38]

14.

ARL6IP1

ACSF2, ARL6, ARL6IP1, ATP2B2, C120rf10, COL4A3BP, DIABLO,
ELAVL1[54], FAF2[59], FBXW7, FDFT1, FPR2, FXR2[7,60], GAD2,
GOLPH3, GOLPH3L, GORASP2, HGS, HMGCL, INPP5K, IPPK,
LMNA[5], MTERF3, MYC[61], NAPB, NDRG4, NUDT3, PAM16,
PBX3, RAB33A, RETREG3, RTN4[2,42], SENP2, SHMT2[2,62],
SNX1, SNX10, SNX11, SNX12, SNX15, SNX3[2], SNX4, SPG21,
SUCLA2, TFAM, TUFM, UNK][63], WIPI2, YWHAZ[64], ZFYVE2]1,
ZNF391

15.

ARSA

TAL1, TCF3[65], TCF12, TFEB

16.

ARSI

AHCYL2[42], Aryl Sulfatase, HSPA5[42], KRT40[2], NOL11

17.

ATAD3A

AATK, ACAD9[66], ACOT9, AGAP2, AIFMI[67], AMOT,
APOBEC3B, ATP5F1A[66], BRF2, BTRC[68], Cl50rf48, C200rf24,
CALMI (includes others)[67], CALU, CCDC8[69], CEP57, CFTR[70],
CHMP2B[71], COA3, COQ2, COQ9, COXI15[72], CULI[12],
CUL3[12], CUL7[69], CYLD[73], DERL1[10], DLST[72], DNAJC7,
DYNLL1, DYNLL2, ECSIT[66], EED[13], EPB41L2, EPB41L3,
ESR1[74], [ESRRB, FANCD2[75], FBXO25[76], FBXO6[77],
FBXW11[68], FMNL1, FN1[78], G3BP1[14], GAN[79], HDAC6[10],
HDGF, HNRNPF, HSPDI1[66], ILK[80], IRS4, ITGA4[81],
Immunoglobulin[82], KIF23, KLHL7, KSR1[83], LGR4, MAP3KS5,
MAP3K6, MCM2[84], MEX3C, MICAL3, MKRN1, MLH1, MTFI,
MYC[85], MYL6, NACC1, NDUFA4, NDUFAF1, NDUFS3, NF2[83],
NTRK1[21], OBSL1[69], OCIAD1, PDHA1[72], PHKG2, PMS2,
POCS5, PPEF1, PPP4C[86], PRKN[87], PRPF40A, PSMD6, PTP4A3,
PTPMTI1, PTPN14, RACGAP1, RECQL4, RIPK3, RNF2[13],
SH3KBP1, SHCBP1, SIRT7[22], SLCIA5,  SLC25A3[66],
SLC25A5[66], SOAT1[72], SPAG5, SPATA5, SRGAP2, SUZ12[13],
SYNE1[67], TNFRSF1A[88], TNFRSF1B, TPM1, TRADD, TRAMI,
TRIM25[89], TUBA1C[10], TUBB2B, TUBG1[10], TUBGCP2, UBE2A,
UVRAG, VCAMI[78], VDACI1[72], WWC1, WWOX, YAP1[90],
YMEIL1[10], =~ YWHAB[68], = YWHAE[68],  YWHAG[68],
YWHAH][68], YWHAQ[68], YWHAZ[91,92], ZNF746

18.

ATL1

ATL1[93-95], GABRA2[15], LNX1, NTRK1[21], REEP5[96], RTNS3,
RTN4[96], SPAST[97,98], TMED2[99], ZFYVE27[100,101]

19.

ATP13A2

AAK1, ACKR3, ACTB[102], ATL3, ATP5MC2, BNIP3L, CCKBR,
CCT8[10], CD79B[42], CMTM6, COL1A1[102], CXCR4, CYGSB,
DCAF7[102], EMC7, ESPL1, F2R, FAM111B, FAM192A, FAMS8AL1,
FKBP8[102], FUNDC2, GAK, GET4, GPR21, HAVCR2,
HDAC6[102], HIPK1, HLA-DPA1, HSPAS8[102], ICAM2[102],
LMAN2, LRP6, MCOLN3[42], MEX3B, MYCBP2, MYH9[10],
NPYIR, NRXN1, OCA2, OSTC, PCDHA3, PCDHB10, PCDHBI11,




PCDHGB4, PCMTD2, PDIA6, PEX19[55], POPDC2, PTHIR,
RNF170[42], RTEL1, SCN3B, SEC61B, SLC17A2, SLC39A4, SLC4AS,
SPCS2, SYT11, TMCO3, TSPAN14, UBE2J2, VAMP2, WDR5B,
WDRS830S, YIF1A, ZNRF4, phosphatidic acid, phosphatidylinositol
3,5-diphosphate

20.

B4GALNT1

(N-acetylneuraminyl)-galactosylglucosylceramide N-
acetylgalactosaminyltransferase, = B3GALT4, ITM2B, LMO2,
NFE2L2[39], B4AGALNT1, PCDH20, ST8SIA4, TCTN2[42], TMEDS,
TRIM25[89]

21.

BICD2

ACTRIA, DCTNI1[103], LRPPRC, MYH9[103], NEKS, TP53[104],
BICD2[105]

22.

BSCL2

ASIC4, ATAD1, B4GAT1, CANX[106], CD47, CHPT1, DNA]JC13,
EBP, ERGIC3, GABRA6, GABRE, GABRG2, GLPIR, GLRA2,
GPR89A/GPR89B, HDGFL3, HOXA1, HTR3A, ICAM?2[55], IL20RB,
KIAA2013, MCOLNB3[55], NSG1, PLEKHF2, POM121/POM121C,
SC5D, SCAMP2[55], SLC35B2, SLC39A3, SMIM3, SMLR1, TMEM19,
TMEM25, TMPPE, TSPAN17, TSPANS5, UPK1A, USEl, YBX2,
ZDHHC17

23.

C12o0rf65

APP[56], CDK2[107], MYLK2

24.

C19orf12

APP[56], IKBKG[108], SMARCA4

25.

CAPN1

calpain, carazolol, cholic acid, p85 (pik3r), ACTC1, ACTN2,
ADRB2[109], AES, AIFMI[110,111], AIMP1, AIMP2[112],
ANKRD17, APOA1[109], APP[113], ARRB2, ATG5[114], BAGS3,
BAX[115], BCL2, BCL2L1[116], BI-167107[109], BID, CAMK2A,
CAPN10, CAPN11, CAPN2, CAPN3, CAPN5, CAPN6, CAPN?7,
CAPNS, CAPN9, CAPNS1, CAPNS2, CARS2, CASP7, CAST,
CD109, CD991.2, CDK5[117], CDK5R1, CDK5R2, CEP164, CLECA4G,
COG1, COL1A1[118], COL3A1, CPEB3, CREG1, CTNNB1[119],
CTSC, Calcineurin A, DARS, DES, ECHS1, ECT2, EED[13],
EZR[120], F2R, FANCA, FANCC, FANCD?2[75], FANCG, FBXL12,
FERMT3, FHL2, FNI1[78], FNTA, FNTB, GAS2, GPHN, GPT,
GRIN2A, GRIN2B, HIF1A[121], HNRNPD, HSP90AB1[122],
HTT[123-125], INA, ITGA4[81], KARS, KATNA1, KNG1, KTN1,
LAMTORI1, LGALS3, MCM2[84], MIR124, MLPH, MYBPC3, NCS1,
NDUFB7, NEFM, NES, NFE2L1, NFKBIA[126], NMT1, NSMEF,
NTRK1[21], PALB2, PAX3, PHLPP1, PIK3CA, PLEC, POLA2,
PRKCA, PRKCB, PRKCI, PRMT5, PSEN2, PTGDS, PTPN5, PTPRN,
QARS, RAD21, RARS[112], RCAN1, RP9, SELENOK, SH3BGR,
SIRT7[22], SLC32A1, SLC4A1, SLC8A3, SLIT3, SNRNP70, SPTANI,
STAT3, STAT5A[127], STAT5B[127], SYNEI1[118], TBC1D22B,
TINAGL1, TIRAP, TLR2, TNNI3, TP53[128,129], TRIP12, TRPCS5,
UFSP2, VCAM1[78], VIM[42,118], ZIC1

26.

CCT5

ACAP2, ACTA1l, ACTA2, ACTB[130-132], ACTR1B, ACTR2,
AEBP2, AGO4, ALDH7A1, ALKBH3, ALKBHS, APPBP2, ARGI,
ARMCS6, ATF2[133], B9D1, BAG2, BBS12, BBS7, BRCA1[134], BRD2,
BTRC[135], BUB1, BUB1B, BUB3, CAMSAP2, CCND1[26],
CCT2[10,49,92,136], CCT3[10,49,92,136], CCT4[10,49,92,136],




CCT6A[10,49,92,137], (CCT7[10,49,92,137], (CCT8[10,49,92,137],
CDC20, CDC5L, CDC73[138], CDCA4, CDK1[10], CDK2[11],
CDK5[80,92], CDK9[139], CETN2, CFTR[70], COP1, COQ6, CRBN,
CRY2[140], CTTNBP2, CUL3[12], CUL4A[12], CUL7[69], CYLDJ[73],
DCAF11, DCAF5, DCAF7[42,141], DCAF8, DCTN1[142], DDB2,
DDX5, DKC1, DNAI2, DNM2, DOCK5, DOCKS8, DSP, DTL,
DYNCIH1, ECD, EEDJ[13,143], EEF1AKMT3, EIPR1, ELPI,
EPB4112, EZH1, EZH2[143], FAM45A, FAMS86B2/FAMS86KP,
FANCD2[75], FBXL19, FBXL6, FBXO25[76], FBXO6[77], FBXW4,
FKBP5, FN1[78], FUS[144], GANJ[79], GANAB, GNBI1[10,145],
GNB5, GNGI12, GPNI1[139], GRB2[146], H2AFX, HCFC2,
HDACI[10,42], HDAC3, HDAC5[16], HDAC6[147,148], HEY],
HLTF[10], HNRNPH1[139], HSP90AA1[149], HSPDI[10],
HUWEI1[150], IDH2, IGBP1, IKBKE[88,92], ILF3, ILK[10,80,92],
IMMT, INTS7, INVS, IRAKI1, ITGA4[81], JARID2, KBTBDS,
KBTBD7, KDM4B, KIAA1109, KIF21A, KIF21B, KLHDC?2,
KLHDC8A, KLHL33, KSR1[83], LGALS3BP[128][128][128],
MAP3K1[88], MAP3K3[88], MAPK13[151], MAPK3[152],
MCM2[84], MCPHI1[153], MDM2[154], MKKS, MKS1, MMP12,
MOB4, MTEF2, MTNR1A[155], MTR, MYCJ18], NEDD1, NEK4[156],
NIPSNAP1[10], NLE1, NOS2[157], NSMAF, NSUN4, NTRK1[21],
OBSL1[69], ODF1, PACRG, PAN2, PCK1, PDCL, PDCL3, PDIA3,
PDK3[10], PEX14, PEX7, PFDN1, PFDN2, PFDN4, POCI1A[42],
POLR2H, POUS5F1, PPM1], PPP2CA[10], PPP2CB, PPP2R1A,
PPP2R1B, PPP2R2A, PPP2R2B, PPP2R2C[42], PPP2R2D, PPP4C[10],
PPP4R1, PPP4R2, PPP4R3A, PPP4R3B, PPP6C[10], PRPF4,
PTEN[158], PTP4Al1, PTP4A2, PTPA, pubchem compound
1800613[159], pubchem compound 2378425[159], pubchem
compound 4962364[159], RASIP1, RBBP4, RBBP7, RFWD3, RGS?,
RIPK3, RNF2[13], RPAP2, RPAP3, RPL39, RPS6KB2, RUVBLI,
SAMMS50, SEC31B, SEH1L, SET, SGK2, SIRT6, SIRT7[10], SNWI1,
SPRR2E, SRRM1, SRRM2[160], SSSCA1, STK24, STRN, STRNS3,
SUMO3, SUV39H2[143], SUZ12[143], SYNEI1[136], TANK,
TBC1D17, TBK1, TBL1Y, TCP1[161], TEFM, TERT, THEG, THOC?2,
THOC3, TP53[162], TRAF2, TRAF3IP3, TRIM25[89], TRMT112,
TSSK6, TTC27, TUBA1A, TUBAI1C[10], TUBAS3E, TUBB2A,
TUBB2B, TUBB4B, TUBB6, TUBE1, TUBGI1[10], TXNDC9, TYK?2,
UBC[163], UBR7, UNK]|63], UTRN, VAPAJ[164], VAPB[164],
VCAMI1[78], VCP[25], VHL[165], WDR48, WDR61, WDR?76,
WDR77, WDR82, WDR83, WDR86, WDR92, WDTC1, WRAP53,
XRN1, YAP1[90], ZFYVE27[164], ZNF207

27. | CPTIC CPT1, Cpt, GATA2, GRIA, ZFYVE27[100]

28. CYP2U1 Unspecific monooxygenase, CYP2U

29. CYP27A1 No interaction found

30. | CYP7B1 CTNNBI[168], CYP7B, ESR1[169], GABPA, GHITM, HNF4A[170-

172], IKZF1, NADH2 or NADPH2 1 atom incorporation: oxygen




oxidoreductase, ~NFKBIA[173], NROB2, NRI1I3, NR5A2,
PPARA[174], RORA, RORC, SP1[175], UBB[42]

31.

C9orf72

ATG13, RAB1A, RB1CC1, SMCRS, ULK1

32.

DCTN1

ARFIP2, BICD2[103], CADPS2, CALY, CAPZA?2[42], CDK5[176],
CEP290, CSNKID[177], CYFIP1, DCTN2, Dst, DUOXAL,
DYNCIH1[10], DYNCII1, Dynein, ECPAS, EPB41, GRB2[178],
HAP1[179], HTR1A, HTT[180], IFT140, KIF5B[181], MAP4,
MAPRE1, MAPRE2, MAPRE3, NUMA1, PAFAH1B1, PIK3CB,
PIM1, SAR1A, SEC23A, SNX1[182], SNX2, SNX6

33.

DDHD1

phosphatidic acid[183], AMOTL1, CALML3, CDADC1, COBLL],
DYNLL1, DYNLL2, IFFO1, SCML1, STAT6, TRIM25[89]

34.

DDHD2

triacylglycerol lipase, AARSD1, ALOX5, APP[56], BLVRA, C20rf68,
CHI3L1, EEF1A2, EMILIN1, LRRC8E, MTNR1A[155], RAPGEFS5,
RCCD1, SEC23IP, TGM4

35.

ELOVL1

GATA3, SIRT6, SOX2, TCEF7L.2[184]

36.

ENTPD1

apyrase, nucleoside-diphosphatase, nucleoside-triphosphatase,
ATF2[185], ATPase, BCL6, FOXP3[186,187], GFI1l, PPARA[188],
RANBP9[189], TCF3[190], TCF4

37.

EPT1

No interaction found

38.

ERLIN1

ADRA1D, AGR3, AMFR[59,191], ASB11, BMPR1A, C1QBP[10],
C6orf120, CALML3, CD2AP[10], CFTR[70], CHMP4B[10], CKAP5,
COX15[72], CUL7[69], DBN1, DUSP3[42], EDEM3[192], ERLIN2,
FA2H, TFAF2[59], FANCD2[75], FBXO6[77], GABRA2[15],
GOLTIB[10], HNF4A[32], INSIG1[193], ITPRI[194], Ktn1[10],
MYEF2, NTRK1[21], PKN2[10], RAB5C[10], RAB7A[10], RMDN3,
RNF139, RNF170[42], RPGRIP1L, SEC22A, SPAST[10], STOM[195],
SUZ12[196], SYVN1[59,191], TMED2[10], TMEM199, TMEM63B,
TMUB2, TRAF6[88], TRIM25[10], TSG101[10], UBAC2, UBC[163],
UFL1, VAPA[10], VDAC1[72], XRCC3

39.

ERLIN2

ADRAID, ADRB2[9], AMFR[191], AMIGO1, APHI1A, ARSK,
ATP2A2[191], BMPR1A, CIQBP[10], CACNA2D1, CANX[191],
CASP8, CCDC47, CCT2[198], CD109, CD3D, CEP128, CFTR[70],
CLN3, CNTRL, COX15[72], CSE1L, CYLD[73], DAO, DCTN1[49],
DERL1[199], DUSP3[59], EDEM3[192], EED[13], EEF1Al,
ELAVL1[54], ERLIN1[59], EWSR1[200], FAF2[59], FAP, FBXO6[77],
FKBP14, FN1[78], GALNS, GOLTIB[10], GSTM5, HAXI[191],
HDAC11[201], HMGCR, HNRNPM, HSP90B1, HSPA4[191],
HSPAS5[191], Inmunoglobulin[82], INSIG1[191], ITPR1[199], ITPR3,
KCNMAT1[202], KLHL21, Ktn1[10], MMS19, MRPL58[17], NCSTN,
NEKA4[156], NF2[83], NPHS2, NTRK1[21], PPP6R3, PSEN1[203],
PSENEN, PSMD2, RAB5C[10], RAB7A[10], RGPD4(includes
others), RHOT1, RIC3, RMDN3, RNF139, RNF170[42], RNF185,
RNF5, RPGRIP1L, SCAP, SCLT1, SEC61B, SOAT1[72], SREBF1[193],
SREBF2, SRPRB, STK3, STOMJ[195], SYVN1[199], TCF3[24],
TCP1[191], TCTN1, TIMM50, TMED10, TMED2[10], TMEM259,
TMEM63B, TMEM67, TMUB1, TMUB2, TRIM28, TUBA1A, TUBAS,




TUBB[59], UBAC2, UBC[191], UBL4A[204], UFD1, UFL1, VAPAJ10],
VCP[191], VDAC1[72]

40.

FA2H

CREB3, ERLIN1[2], LMNA[5], TCF7L2[184], TCTN3[49], UBQLN4,
ZFYVE27[100]

41.

FARS2

ADAMTSL4, ADD3, AGTRAP[2], APPL1[2], CALCOCO?2,
CHCHD2, CHST15, CMTM5]2], CUL3[12], DLAT, ENOI1, ERMP1,
G3BP2, GAMT, GDF15, HIST1H1A, HISTIHIE, HIST1HIT,
HMBOX1, HNRNPA1[42,55], ICAM5, IKZF3, ILKAP, 1SG15[205],
KRT13, KRT31[2], KRT40[2], KRT83, KRTAP10-3[2], KRTAP10-5,
KRTAP10-7[2],  KRTAP10-9, LOC100996763/NOTCH2NL[2],
MID2[2], MKRN3, MRPL38, MRPL58[17], NEDD1, NXF1[6],
PDHA1[10], PDHB, PDHX, phenylalanine-tRNA ligase, R3HDM?2,
RCBTB2, RNF13, SHMT2[6], SPICE1l, STAT5A[10], STXI11,
TADA2A, TFCP2, TOMMA40, TRIM27[2], TRIMb54[2], USP45,
ZC3H3, ZCRB1

42.

FIG4

SLC2A4, SNCAIP, PIKFYVE, VAC14

43.

FLRT1

ADGRL1, ADGRL2, ADGRL3, BLZF1, FGFR1[206,207], FLRT2,
FLRT3, PCDH7, PCDHGC3, PIK3CA, PIK3CB, PIK3R1, PIK3R2[42],
PIK3R3[42], RADIL, TCAF2

44.

GAD1

ABL1[208], AGTRAP[2], ASCL1, ATN1[209] , Calmodulin,
CMTMS5[2], CREB1, CTNNBI[27] , DLX2, DNMTI, EGRI,
FGFR1[42], FYN[208], GAD, GAD1, GAD2, GRB2[208], GSX2,
HAAO, Histone h3, HTT[210], JUN, KLF3, LHX1, LHX5, MAL2,
NCK1, PITX2, PRKACA[211], PRKCE, PTF1A, STK3, UBC[212],
ZFYVE27[100]

45.

GALC

CBX5, CTNNB1[213], STAT5A[214]

46.

GBA2

Beta-glucosidase, glucosylceramidase, AFG3L2, APP[56], BAGS,
ELANE[215], GBA, ILVBL, LAMTOR5, MRPL44, MRPS22,
MTNRI1A[155], PPFIA1, PRKACA[216], SRP68, TMEM216

47.

GCH1

ATF4, CEBPA[217], NUPR1, PAX7, REKA, THRB

48.

GJC2

ALB[51], CONNEXIN, TCF7L2[184], UBC[218]

49.

GRN

ABI2, ACACA, ACTGl, ADAMTS7, ADAMTSL], AGRP,
AHCYL2[42], ARFGAP1, ATNI1[219], ATP1B3, ATXN7, BMT2,
BRCA1[134], Clorfl06, CACNA1A, CACNG5, CCDC33, CCDC69,
CCDC8[69], CCNGI, CCNT1, CD68, CDK2[11], CDK9[220],
CELA2B, CFTR[70], CLEC4M, COMP, COX6B1, CRKL, CRY],
CSNK2B[80], CTBP1, CTBP2, CTSO, CTTN[221], CUL7[69], DBNT,
DCP1B, DEFAL1 (includes others), DLK1, DLX2, DNAJC10, ECMI,
EDC3, EED[222], EGFL7, EGFR[223], ELANE[224] , FAM131C,
FAMI9A3, FAM207A, FANCL, FBXO6[42], FLYWCH2, FRATI,
GFIIB, GLRX3, GNB2, GRIA1, GRIA2[221], GRIA3, GRN,
HECW2[225], HK3, HOXA1, HSP90AA1[80], HSP90AB1[80],
HSPA4[226], HSPG2, HSPH1, KCNQ2, KRT18, KRTAP10-7[2],
KRTAP26-1, LCOR, LEP, MAPK1[80], MASTL, MDK, mir-103,
NAB2, NAPSA, NF2[83], NFKBIA[173] , NLK, NOTCH]I,
NPM1[227], NTRK1[21], NXF1[6], OTUD5, OTX1, P-TEFb, PDXI,
PHLPP2, PIK3R2[107], PKP2, PLA2G10, POT1[107], PPP2CA[42],




PRKAA1[228], PRKAB2, PRTN3, RACI1[107], RAPGEF6, RPL3,
RPS6KA1, RPS6KA2, RPS6KA3, SAV1, SERPING1, SGTA,
SIRT3[229], SLPL, SMADY, SORT1, SPACA4, SPRY2, STN1, SYTLI,
TAT, TGM2, TLE3, TLK2, TLR9, Tnf receptor, TNFRSF1A[230],
TNFRSF1B, TOP3B, TRIB3, TUBA1C[143], VHL[165], WDRA4S,
WEFDC2, YY1, ZC3HC1, ZFP41, ZNF408, ZNF517

50.

HSPD1/HSP60

ABHD18, ABL.1[231], ACAD9[232],, ACSF2, ACSF3, ACSS1, ACTLS,
adenosine triphosphate[233], ADRB2[9], AGER, AHSA1, ALDH?2,
ALK, ALOXE3, AMBRA1, AMEFR[234], APP[56], ASB4, ASB9Y,
ATAD3A, ATF2[133], ATP synthase[235], ATP5F1A[66],
ATP5PB[42], AURKA, AURKB, BAKI1, BAX[236], BCAT2,
BCKDHA, BCKDHB, BCL.21.1[237], BCL6, BCOR, BCORL1, BCR,
BIRC5, BPHL, BRCA1[107], C1QBP[238], CA2, CAND1[12], CASP3,
CBX8, CCAR2, CCDC124, CCDC18, CCDC8[69], CCND1[26],
CCT2[10], CCT3[10], CCT4[10], CCT5[10], CCT6A[10], CCT7[10],
CCT8[10], CD4[239], CDC20, CDC5L, CDC73[138], CDH1[240],
CDK2[10], CDK9[139], CDKN2AIP, CEP70, CFTR[70], CKAP5,
CLEC7A, CLU, Collagen type X, COPS5[12], creatine kinase, CRKL,
CRNKL1, CRY2[140], CTSH, CUL1[241], CUL2[12], CUL3[12,241],
CUL4A[12], CUL7[69], CWC15, CYLDI[73], DARS2, DCAF4,
DCAF4L.2, DCAF5, DCAF7[242], DCLRE1B, DDB2, DHFR, DKK3,
E2F1, ECSIT[66], EDEM3[192], EED[243], EEF1AKMTS3,
ELANE[215], ERG, ESR1[244], ESRRB, ETFBKMT, FAHD2B,
FAM107A, FANCD2[75], FBXO15, FBXO17, FBXO32[245],
FBXO6[77], FBXO7, FDX1, FECH, ENI1[78], FNBP1L, FOXOI1,
FOXRED1, FUS[144], G3BP1[14], GAN[79], GAPDH][246][246][246],
GBA[10][10][10], GFM1, GJA1, GLB1L3, GLUL, GNB1[10], GNG12,
GORASP1, GRB2[146], GSTK1, GTPBP8, HACE1, HARS2,
HAX1[10], HDACI[10], HDAC5[16], HDAC6[147], HDHDS5,
HIST1H3E, HIST2H2BE, HMG20A, HNRNPA1[247],
HNRNPHI[139], HRAS, HSDI17B10, HSF1[248],  HSP,
HSP90AA1[249], HSPA1A/HSPA1B[249], HSPA9[250],
HSPD1[232], HSPE1[251], HTT[252], HUWE1[150], IBA57, IDH3G,
IKBKGI[88], IL5, Immunoglobulin[82], ISG15[205], ITGA3,
ITGA4[81], ITGBI1[253], KANSL2, KCNAB2, KCNMAT1[202],
KDM2B, KLHL33, KRT31[2], KRT40[2], KRTAP10-3[2], KRTAP10-8,
KRTAP5-9, LALBA, LAMBS3, LGALS3BP, LGR4,
lipopolysaccharide, ~ LOC100996763/NOTCH2NL[2], = LRRC28,
LRRK2, LZTS2[2], MAPK3[152], MAPK6, MARS2, MCM2[84],
MCPH1[153], METTL17, METTL8, MFHAS1, MORC4, MOV10[6],
MPST, MRM2, MRPL16, MRPL37, MRPL4, MRPL58[17], MRPS30,
MTG1, MTG2, MUC13, MYC[18], MYCL[254], NANOG, NARS2,
NCKIPSD, NDUFAF1, NDUFS3, NDUFS7, NEDDS8[12], NEU4,
NFES1, NIPSNAP1[10], NIPSNAP2, NIPSNAP3A, NOSIAP,
NOS2[255], NPHP1, NPHP4, NPM1[256], NR3C1[257], NSUN4,
NTRK1[21], NUDT19, NXF1[6], OBSL1[69], OXCT2, OXNADI,
PAN2, PARD3, PARK?7, PCGF1, PCK1, PCK2, PDCL, PDE3A,




PDK3[42], PFDN1, PHB2, PLCG2, PLG, PLPBP, POT1[10], POU5F],
PPP2R2C[86], PRAMEF17, PRCC, PRDMI1, PRDX1, PRKDC,
PRKN[87], PRMT1, PRNP[258], Proinsulin, PSMA3[259], PSMF1,
PTEN[260], pubchem compound 129051172, pubchem compound
16227198, pubchem compound 1800613[159], pubchem compound
2378425[159], pubchem compound 4962364[159], PUS1, PUSL1,
QTRT1, RAD52, RAF1[261], RASPGEF3, RASL10B, RC3HI,
RFWD3, RGS20, RINGI1, RNF2[10], RPAPI[139], RPS6KB2,
RPUSD3, RSC1Al1, RYBP, SAMD3, SCML1, SDR39U1, SF3A2,
SF3B5, SIRT1[229], SIRT3[42], SIRT4, SKA1, SKA2, SKA3, SKI, SKP1,
SLC25A3[66], SLC25A39, SLC25A41, SLC25A43, SLC25A5[66],
SLC39A10, SMAD2[262], SMPD3, SMURF1[263], SNCA[264],
SNW1, SPART, SPN, SRRM2[160], SRRT, STARD3, STAU1[23],
STUB1[265], TAZ, TCF3[10], TCP1[10], TEDC2, TERF1, TERF2[10],
TERF2IP, TFB1M, THBS3, TINF2, TLR2, TLR4, TMCC2, TMEM?70,
TNRC6A,  TP53[250], TRIB2, TRIM25[89],  TRIM27[10],
TRIM43/TRIM43B, TRIM63[266], TRMTIL, TRMT2B, TRMU,
TRUB2, TSG101[10], TST, TTC39B, TUBAI1C[10], TUBGI[10],
TUBGCP3, U2AF2[267][267][267,256,247], UBC[163], UBL4A[204],
UNK]J63], USP7, VCAM1[78], VCP[128], VHL[268], WBP11, WDRS5,
XRCC3, YAF2, YARS2, YBEY, YBX1, YWHAZ[64], ZBTB48, ZNF703

51.

IBA57

AK3, ARHGAP22, ECHDC2, EIF4Al, GTF2E2, HSPDI1[42],
IMPDH1, LUC7L, MINDY3, MINOS1, MRRF, NIT1, OXLD],
RAB3A, TMEM184A

52.

IFIH1

ARL5B, ATG12, ATG5[269], CC2DA, DHX58, IRF3, IRF5, IRF7,
MAVS, NR3C1[270], PCBP2, SOX11, STAT1, STAT4, STAT6, TKFC,
TRIM?24

53.

KCNA2

Adam?22, ATN1[209], CACNA1A, CACNA1B, CACNAI1E, CAMLG,
CNTN2, CNTNAP1, CNTNAP2, CTTN[271], dalfampridine, DLG2,
DLG4[272], DLGAP1, DRD2, FYN[273], GABRA2[15], KCNAI,
KCNA2, KCNA3, KCNA4, KCNA5, KCNA6, KCNA7, KCNABI,
KCNAB2, KCNBI1, LGI1, NEU1, PTK2B, PTPRA, RARA[274], RAS
homolog, RGPD4 (includes others), RHOA, RTN4[275], SIGMAR]I,
SREBF1[276], UBC[218]

54.

KIAAQ0196/WASHC5

CAPZA1, CAPZA2, CEP128, EED|[196], FKBP15 HNF4A[32],
NTRK1[21], PTPRR, RPA1l, RPA2[277], RPA3, SNX1, SNX27,
TBC1D5, VNN2, VPS26A, VPS26B, VPS29, VPS35, WASHCI,
WASHC2A/WASHC2C, WASHC3, WASHC4, XPO1[50]

55.

KIF1A

AARSD1, ADAMTSL4, adenosine triphosphate[278], APLP2,
APP[279], AR[280], ARHGEF7, ARL5B, CEP152, CETNI,
COX15[72], CPNES, DCX, DLG4[281], DOCKS5, DQX1, EGFR[282],
ESR1[283], FAM19A3, FMR1[284], FXR2[280], GAS7, GATD1, GIT1,
Histone h4, KIF1A, KIF1B, KIF1BP[42],
LOC100996763/NOTCH2NL[280], LYPD4, MDFI[280], MEDI1,
MID2[280], MKRN3, MTUS2[280], NTRKI1[21], P38 MAPK,
PLSCR1[280], PPARG, PPFIA1, Ppfia4, PPP2CA[285], PSMA3[280],
PSMC3, RAC1[285], RASAL1, RBPMS[280], RETREGI1, RFX6,




RGS20, RHOA, RIMS1, RNF166, RNF31, RP2, RXRA, SIRT1[286],
SIRT7[22], SP1[262], SPRY2, SYT4, TNS2, TRAF1[280], TRIM27[280],
TRIM35, TRIP6, TSPOAP1, TUBA1A, TUBB6, UBC[287]

56.

KIF1C

14-3-3, ABLIM1, ADNP2, AGAP1, AHCY, ALYREF, ANKRD34A,
ANXA?7, ARF1[288], ARF3, BICD2[289], BICDL1, CAMSAP2, CBY],
CCDC9, CDC25B, CDC25C, CDK16, CEP170, CGN, CHTOP,
CLASP2, DCLK1, DENND1A, DENND4C, DYNC2H1, EIF4A3,
EIF4E2, EPB41L3, EVI5, FAM110B, FAM53C, GAPDH, GIGYF]1,
GIGYF2, HDAC4, HNRNPD, HSPAS[10], INO80B, INPP5E, INTS?,
JUNB, KCTD3, KIF13B, KIF1B, KIFIBP[42], KIF1IC, KSR1[195],
LAMC3, LIMA1, LRFN1, LYST, MAGI1, MAP3K21, MAPKAP]I,
MAST3, MKNK1, MMGT1, MYH9[290], MYO1A, MYO1C, NADK,
NBEAL1, NF1, NUP93, PHLDB2, PLXNA3, POLR2G, PPM1H,
PRDMS5, PRKAA1[228], PRPF4B, PTPN21, RAB6A, RAN, RANBP?,
RANGAP1, RASAL2, ROBO2, RTKN, SH3PXD2A, SIPA1L1, SLX4,
SRGAP2, SRSF12, SSBP1, STAU1[23], SUB1, SYDE1, TESK2,
THOC1, THOC2, THOC5, THRAP3, TIAM1, TRIM25[89], UBE2N,
USP21[195], UTY, YWHAB[45], YWHAE[107], YWHAG[291],
YWHAQ[107], YWHAZ[107], ZBTB21, ZNF33A, ZNF638

57.

KIF5A

ABCD1, ACTB[292], Alyref, ANKRD27, APP[279], ARC, ATIC,
BICD2[289], BMP1, CAMK2A, CHRNA9, COG6, DCTN1[293],
DDX1, DDX3X, DISC1, DLG4[294], DLGAP1, DNM1, DTNB,
DTNBP1, EXOC1, FANCD2[75], FMR1[294], Fus, GABA-A receptor,
GABARAP, GABARAPL1, GABARAPL2, GLRAl, GPHN,
GRB2[295], GRIA2[296], GRIP1, HACD3[292], HAP1[297],
HNRNPU, INSR, ITSN1, KCNC1, KCNE3, KIF5B[298], KIF5C[298],
KLC1, KLC2[299], LNX2, MAP4K4, MDM2[262], MED4, MTO],
MYCL[42], NCOA2, NONO, PCBD1, PIN1, PRKAA2, PURA, PURB,
Rabll, RAPGEF2, RTCB, RTRAF, RXRB, SALL4, SFPQ,
SMN1/SMN2, SNPH, STAU1[300], SYNCRIP, SYNE4, TBCI1D5,
TFCP2L1, TK1, TNIK, TP53BP2, TRAF3IP1, TRAK1, TRAK2, TRIP6,
TSG101[301], VPS26B, VPS29, VPS35, YAP1[302], YWHAE[303],
ZFYVE27[304]

58.

KLC2

AATF, AHI1, AIMP2[305], AKT1S1, ALDOA, AP3D1, APP[279],
ARX, ATF6, ATF7IP, AZIN1, BRAT1, BSDC1, C9orf78, CCDC84,
CDHI1[306], CENPJ, CEP152, CEP44, CEP85, CHDS, CHRNAY,
CLK1, CLSTN1, COG6, COIL, CROCC, DISC1, DPY30, DPYSL2,
DTNBP1, DYNCI1I1, EID1, ERCC4, EXOC3, EZH2[13], FATI,
FGFR10OP, FXR1, FYCO1, GEMIN6, GEMIN7, GPKOW, GRIAI,
GRIA2[307], GRIN1, guanosine 5-O-(3-thiotriphosphate),
HAP1[308], HEATR3, HEXIM1, INO80, KCNMA1[41], KIDINS220,
KIF5A, KIF5B[10], KIF5C[309], KLC1, KLC3, KLC4, KPTN, LSS,
LYN, LYSMD2, MAML1, MAP2K?7, MAPKS8IP3, MAPT, MARK?2,
mir-10, MIS12, MOCS3, MRPS2, MTA3, MYCL[42], NAALADL?2,
NBEAL1, NCAPD2, NCAPG, NCAPH, NCBP1, NCOR1, NHS,
NIPBL, NOLC1, NTRK1[21], NUP43, OASL, OFD1, OGT, ORCS,
PARD3[310,308,296,287], PIAS1, PIK3R3[305], PLD1, PLEKHM?2,




PLPBP, POLR2C, POU1F1, PPIL2, PPP1R13L, PPP4C[10], PRKAGS3,
RAB11B, RAB11FIP1, RAB11FIP2, RASSF1, RBFOX2, RBM15B,
RBM4, RHOG, S100A8, SCAMP2[10], SERPINB2, SFN, SH3KBP1,
SLC38A10, SMC2, SMC4, SMC6, SNIP1, SODI1[10], SPART,
SQSTM1, SRP14, SYNE4, TBC1D4, THEM4, TIMMSB, TJAPI,
TMCO1, TOEl, TRAKI, TRAK2, TSC2, TUBAIA,
TUBGCP3[128,127,125], UBFD1, VCP[10], WDR70[10], XPR1,
YWHAB[45], YWHAE[310], YWHAGI[37], YWHAH]|310],
YWHAQI[37], YWHAZ[64], ZC3H3, ZC3HAV1, ZNF346, ZNF503

59.

KY

No interaction found

60.

L1CAM

ADAM10, ALCAM, ANK2, ANK3, AP2A1, AP2A2, AP2MI,
BARX1, BARX2, Beta adaptin, CANX[311], CASKIN1, CD47, Ck2,
CNTN1, CNTN2, CTNNBI[119], DCX, DGUOK, DNAAF2,
EGFR[312], EPHA4, ERBB, ERBB2, ERBB3, ERK, EZR[313],
FBXO6[77], FGFR1[314], GRIN1, HAX1[42], Histone h3, Integrin,
ITGA2B, ITGA5, ITGAV, ITGBI[315], ITGB3, LGALS4,
MAPK1[316], NCAN, Neuropilin, NFE21.2[317], NRP1, NTRK1[21],
NUFIP1, NUMB, PAX8, PEA15, PLG, PRNP[318], PSEN1[319],
PTPRZ1, RABGEF1, RAF1[316], RANBP9[320], RELN, REST, Rsk,
SNAI1, SNAI2, SNAP91, SOX10[321], SRC, TOB2, TP63, TRIM?25[89]

61.

LYST

AHR, AP3D1, ARHGEF17, ATN1[322], BAIAP2L1, BRD3, CALM1
(includes others)[322], CAPZA2, CCDC9, CELF4, CENPJ, CEPS5L,
CNTROB, COL4A5, CSNK1D, CSNK2B[322], CTTN[10], DAP3,
DDX60L, DNAJC13, DNAJC14, DYNCILI1, EFS, ELMO2, ESRRA,
ESS2, FKBPS[10], GAR1, HDLBP, HGS, HNRNPH2, HNRNPM,
INO80, KIF1C, KLC3, KPNB1, LLGL2, MBNL1, MED12, MLH],
MRPL17, MRPS11, MRPS31, MYHI13, NANP, NCDNJ[322],
NR3C1[323], NR3C2, OSBPL2, PCBP4, PLXNA3, PMS1, POC1A[10],
PPIA, PSMD6, PYCR1, RB1CC1, RTL8C, SAP30, SLC25A1, STX7,
TACC1, TACC2, TNNI3, TNPO1, VAMP2, VTA1, YWHAB[322],
YWHAQ[322], YWHAZ[322], ZNF521

62.

MAG

3'-sialyllactose, APP[56], CACNAI1B, COL1A1[324], COL2A1,
COL3A1, COL4A1, COL5A1, COL6A1, COL9A1, DCC, EGR2,
FN1[325], FYN[326], ganglioside, ganglioside GD1la, ganglioside
GQ1balpha, ganglioside GT1, ganglioside GT1a alpha, HLA-A[327],
HNRNPA1[328], Igm, IQCB1[255], LILRB3, LRP1[329], MAP1B,
MYC[330] , NGFR, POU3F1, PRNP[318], PSEN1[319], RTN4R,
RTN4RL2, sialic acids, SOX10[331] , TCF7L2[184], TNR,
trisialaoganglioside GT1a, tubulin, UBC[218]

63.

MARS

AIMP1, AIMP2[332], ATF4, BRCA1[134], BRF2, CASK, CCDCS8[69],
CDK9[333], COPS5[332], COQ2, CRY1, CRY2[140], CULI[12],
CUL3[12], CUL7[69], CYLD[73], DARS, DLST[72], EED[196],
EEF1A1, EEF1E1, EGFR[334], EPRS, ESR1[335], FANCD2[75],
FBXO25[76], FBXO6[77], FN1[78], FOXA1l, G3BPI[14], GIPCI,
HACD3[31], HDAGC5[16], HNRNPUL1, HSP90AA1[336],
HUWE1[150], IARS, IKBKG[88], ILK[37], ITGA4[81], KARS,
Ktn1[10], LARS, LENG1, MAP3K1[88], MAP3K3[88], MCC[37],




MCM2[84], MDM2[262], methionine-tRNA ligase, MTA1, MYC[37],
NFKB2, NTRKI1[21], PDHA1[72], PKN2[10], PPM1F, PRKABI,
QARS, RARS[42], RELA, RNF2[13], RPS27, SDCBP, SDCCAGS,
TFE3, TNFRSF10D, TNNT1, TRAF6[37], VCAMI[78], WRAP73,
ZNF746

64.

MEN2

BAK1, BAX[337], DNMT3B, EIF2AK3, GABRA2[15],
HNRNPA1[338], HRAS, HTT[339], KDM5A, MFN2, NLRP3,
PPARGCIA, RAF1[340], RAS, RB1[341], STOML2

65.

MT-ATP6

ACAD9[342], ATP  synthase, ATP5F1A[342], ATP5FIB,
ATPSF1C[342], ATP5F1D, ATP5MG, ATP5PB[342], ATPS5PD,
ATP5PO[342], BRI3BP, CHMP2B[10], CTC1, DNAJA2, ECSIT[342],
FANCC, FOXRED1, IQGAP3, Oxphos, SP1[343], STAT3, TENI,
VDAC1[342], VDAC2, VDAC3

66.

NIPA1

No interaction found

67.

NT5C2

5-nucleotidase, ASB2, ATP5POJ[2], CALM1 (includes others)[344],
CEP19, DUSP3[345], FBF1, FMR1[294], FXR2[7], HSPBP1, MOB1B,
MOB3B, MOB3C, nicotinate D-ribonucleotide, NME7, NMN,
NOC4L, NT5C2, NTRKI1[21], nucleoside phosphotransferase,
NUDT18, SDCBP, SNX15, SOCS1, TRIM25[89]

68.

OPA1l

AHR, APOA1[109], GABRA2[15], HISTONE H3, KDM5A, NME4,
RB1[341], SLC1A, TP53[346]

69.

OPA3

APP[56], ATP5F1A[347], ATP5F1C[347], ATP5PF, ATP5PO[347],
C1QBP[347], CLPB, COX5A, ECH1, HNF4A[32], IDE, KDMI1A,
LAMC1, MTCH2, NRDC, NRG1, NXF1[6], OPA3, PCDHGB]I,
PCDHGB4, PHYHIPL, PRMT6, SCO1, SCO2, SLCI5A1, SRF,
STARD7, STOML2, SUV39H1, TIMM23, TNFRSF17, UBC[287],
YME1L1[347]

70.

PARK2

ABL1[348], ACTA2, ACTGI, Alpha tubulin, AMBRA1, BAX[349],
CASP3, CCND1[350], CCT2[351], CDK5[352], Cox5b,
CTNNBI1[353], CUL1[354], Cyclin E, EDNRB, EGFR[355], ELK1,
ENKUR, FAM117B, FBXW7, FUBP1, GLO1, GPR37, HCEFCI,
HDACS6[356], Hsp70, HSPA9[357], HSPD1[87], IKBKG[358], IL1B,
IL6, ITGB1BP2, KDR, LDHAL6B, MAOA, MAOB, MAPKS, MCL1,
NADH dehydrogenase, PDHA1[359], PGLYRP3, PICK1, PKM,
PRDX1, PRDX2, PRDX6, PRKCSH, PSMCI1, PSMD3, PTPNS5,
RNF31[360], RNF41, SEPTIN4, SEPTIN5, SLC25A1, SLC6A3,
SMCHD1, SNCA[361], SNCAIP, STUBI[362], SUMOI,
TARDBP[363], TCP1[351], THAP11, TNF, TOMM40, TP53[364],
TRAF2[365], TRIB3, TSG101[366], TUBA1B, TUBB[351], TUBB2A,
UBE2G2, UBE2]1, UBE2L3, VDAC1[367], WDR61

71.

PCYT2

No interaction found

72.

PGAP1

ATP1B4, BTNLS, HTR3C[42][42][42,41,39], ISLR, ITM2B,
MAP1LC3A, MCOLN3[42], MYC[37], NCEH1, NRGI1, PLTP, PON2,
SCGB1D1, SIRT3[229], TCTN2[42], UPK1A

73.

PLA2G6

1-palmitoyl-2-oleoylglycero-3-phosphoglycerol[109], ADRB2[109],
APOA1[109], ARF1[368], BAG3, BI-167107[109], CALM1 (includes
others)[369], Calmodulin, carazolol[109], cholic acid[109], Cpla2, L-




alpha-palmitoyloleolyl-phosphatidylcholine[109], = NEK4[156] ,
PLA, PLA2G6, quinacrine, SREBF1[370]

74.

PLP1

AKT1[371], APH1A, APH1B, BCL2L13, CALR, cholesterol, CLNS,
CREB3, CREB3L1, DLG4[294], FAM241A, FGFR10P2, GATD],
Histone h4, HLA-A[327], HTT[252], ITGAV, ITGB5, LMNA[5],
LRP1[372], Mbp, MBP, MECP2, MHC Class II (complex), MHC II,
MYC[373], NKX2-1, NKX2-2, NRAS, OTOF, phosphate, phytic acid,
PLP1[374], PPARD, PRNP[318], PSEN1[319], PTPRN, REEP5[42],
REEP6, RNF114, RTN2, SIKE1, SLC1A2, SLMAP, SOX10[375],
SOX8, STRIP1, STRN, STRN4, TCF7L2[184], UBC|[218],
ZFYVE27[100], ZNF202

75.

PNPLAG6

ARMCX5-GPRASP2/GPRASP2, ATAD5, BAX[10], BCL2L1[376] ,
BDP1, Cl8orf21, CD79B[42], CDH5, EDRF1, EED[222], EMD,
ERCC6, EVAILC, FAF2[377], FANCD2[75], GDI1, GEMIN2, GRK5,
HAVCR2, HLA-DPA1, HNF4A[32], ILK[10], KCNS3, Ktn1[10],
LIG3, LRRTMT, lysophospholipase, MMGT1, MOV10[6], MRAP2,
NIN, NSFLIC, NTRKI[21], NXFIi[6], PCDHB16, PDCDI,
PPP6C[10], PRSS23, RAB5C[10], SERPINB12, SRP72, TEX264,
TSPAN17, UBE2A, YY1, ZNRF4

76.

POLR3A

ASB13, ASB7, CDC26, CDH5, EVAIC, EWSR1[378], GPN1[139],
GPN3, GTF2B, HSP90ABI[31], IKBKG[378], MAF1, NEDD4,
NTRK1[21], NUDCD3, PCBD1, PFDN2, PIH1D1, PKP2, POLRIC,
POLR2E, POLR2F, POLR2H, POLR3D, POLR3E, POLR3GL,
POLR3H, PPPICA[42], PPPICC[42], PPP2R2C[42], PRKCZ,
PTGES3, RAE1, RPAP1[139], RPAP2, RPAP3, RUVBL1, RUVBL2,
SKAP1, SLC7A60S, URI1, UXT, WDR92, ZNHIT2, ZW10

77.

RAB3GAP2

1-palmitoyl-2-oleoylglycero-3-phosphoglycerol[109], ADRB2[109],
APOA1[109], ARF6, BI-167107[109], carazolol[109], cholic acid[109],
EED[196], EXOSC6, GSTK1, L-alpha-palmitoyloleolyl-
phosphatidylcholine[109], LMAN1, MAPILC3A, MTNRIB,
NTRK1[21], PAXIP1, PTP4A3, RAB3GAP1, SHC1, SIRT2, TES,
TRIM25[89], VAPA[379], VAPB[42], VCP[25], ZFYVE27[100]

78.

REEP1

CAV3, ELAVLI[54], KCNA10, KDM5A, KDM5B, LYPD3,
NCAMI[42], NKX2-3, Olfr992, PLSCRI1[42], RB1[341], REEP2,
REEP4, RUNX3, YWHAE[310], YWHAGI42], YWHAZ[42]

79.

REEP2

CAV3, DSG4, GLPIR, KCNIP2, REEP1, TCTN2[49], TCTN3[49],
UBC[218]

80.

RIPK5/DSTYK

ARHGAP25, ATP5PB[37], B3GNT3, BSG, CCL22, CD79B[42],
CDH13, CDK13, CEP170, CLTC[10], CTDSP1, DCAF15, DCTN1[42],
DDT, DEF8, DKKL1, FRMD1, GRPR, HSPE1[37], IKBKE[37], IL1R2,
KEAP1, LAMP3, LSM12, MAD2L1, MIF, MTPN, NCR3LG1, P2RX2,
PLA2G10, PSMB1, PSMB3, RAB14[37], RAB2B, RAB5C[37], RPS9,
SATB1, SLAMF1, TRIM25[89], UBC[218], UBE2K

81.

RTN2

ATP1B3, ATP1B4, FANCG, FBXO32[245], FPR2, GYPB, ICAM?2[42],
IPPK, JPH1, LPAR1, MCRS1, MYC[380], PLP1[42], RTN'1, RTN4[42],
SPAST[381], SYPL2, TMEM128, TNKS, VIN

82.

SERAC1

No interaction found




83.

SETX

ABI1, ACTB[382], BARD1, BRCA1[382], ENSA, ESR2, EXOSC9,
KPNA2

84.

SLC16A2

DLK1, NFE2L2[39], NFKBIA[173], NR1H2, NR1H3, NT5E, PTHIR,
RARA[383], RARB, RXRA, TEX29

85.

SLC33A1

APLNR, ARHGEF7, ATP2A2[10], ATP5F1A[10], ATP5FIE,
ATP5PO[10], CANX[10], CEPT1, CKAP2, CKAP4, CLCN7, CLICI,
DOCKS6, EEF1D, EEF1G, ELMO3, ELOB, EVC2, FANCD2[75], GIT1,
HAXI[10], HNF4A[32], HSP90AB1[10], HSP90B1, IMMT,
KIAA0368, MACO1, MAT2A, MCAT, METTL8, MKI67, MSL1I,
MSTIR, MYOIE, NCLN, NF2[10], NUDT18, PATJ, PDF, PFNI,
PHGDH, RAB14[10], RAD50, RAD51, RBM42, SEMA3B, SLC27A2,
SLC7A1, SNUPN, TAGLN2, TAP1, TCTN2[49], TCTN3[49],
TMEM17[49], TMEM216, TPM4, TRIR, USP24, ZNF598, ZW10

86.

SPART

ACSL3, ACSL4, AIFM1[384], APP[56], APPL1[385], CETN2, CISD3,
CLTC[384], COPA, COQ9, DYNCIHI, EPS15, HADHA,
HECW?2[42], HSPA5[384], HSPA9[384], HSPD1[384], HTT[386] ,
IST1[387], ITCH, KIF5B[384], KLC2[384], KPNB1, LMNBI,
MAP3K1[388], MED20, NCL, PLIN3, POLK, PPP6R1, SEC16A2,
SMAD2[262], SMURF1[42], SMURF2, TUBA1A, UBC[163],
VIM[384], WWOX, WWP1, WWP2, ZFYVE9

87.

SPAST

ALB[51], AP3B1, ATLI1[98], ATP6AP1, ATP6VOAl, ATP6VODI,
ATP6V1A, ATP6VIB2, ATP6VG1, CAPN7, CAVI1, CCDCI15,
CD2AP[10], CENPF, CHMP1A[10], CHMP1B[387], CHMP2A[42],
CHMP2B[10], CHMP3, CHMP4B[10], CHMP5[10], CLTA[10],
CLTC[10], CPM, CTSZ, ELAVL1[54], EMX2, ERLIN1[10], FLOT1,
FLOT2, FOSL2, GPBP1, HECW2[225], HIST2H2AB, HNF4A[32],
HOXA10, IST1[387], KIDINS220, LCK, LIG1, LMTK2, LYPLALLI,
MBOAT?7, MISP, MITD1, MRPS10, MVB12A, N6AMT1, NECTINS,
NLRP3, NUP107, NUP133, NUP43, NUP85, NUP98, ONECUT],
PARP10, PDCD6, PDCD6IP, PTPN23[10], RAD9A, RNF111, RTN2,
SARAF, SEMA3B, SNTB2, SOATI[10], SRBDI, SS18L2, STNI,
STOMJ10], TGS1, TM9SF1, TMEDY, TSG101[10], TUBA3E, VCP[25],
VPS37C, VPS4B, VPS9D1, VTA1, WDR45

88.

SPG20

FANCD2[75], NOVA1, SLC39A3, SQSTM1

89.

SPG7

AP3S1, APLNR, APOE, ART3, CCNDBP1, CD79A, CERK, CPAS5,
ELF3, EMC2, FAF2[42], FAM109A, FAMI74A, FANCD2[75],
FLOT1, GPR55, HDAC10, HNRNPK, HTR3C, ISLR, ITM2A, JUNB,
KHDRBS2, KIF1BP[10], KRT40[2], KRTAP10-3[2], KRTAP10-7[2],
KRTAP10-9[2], KRTAP10-12, KRTAP5-9,
LOC100996763/NOTCH2NL[2], LPAR4, LPCAT4, LRIF1, LZTS2[2],
MAIP1, MAPK6, MAS1, MDFI[2], MTUS2[2], NDC80, NDUFB9,
PDK1, PLSCR1[7], PNMA1, PSME3, PSTPIP1, RALY, RBPMS|2],
RIF1, RING1, SDF4, SLC2A12, SPATS1, STAMBP, TPX2, TRIM?28

90.

SPG11

No interaction found

91.

TECPR2

ALB[10], ANTXR1, BLMH, Clorf198, CDC42BPB, DNAJB5, DST,
GABARAP, GABARAPL1, GABARAPL2, MAPILC3C, MSHS5,




MYH10, NAPG, NUDCD3, PPM1A, PUF60, RAD54L, VPS16,
VPS18, VPS41, WDFY3, WDR70[10]

92.

TFG

ABI3BP, AMER2, ANXA1, ANXA11, ARHGEF16, ARL15, ASB1S,
ATP5PD, ATP6V0A1, ATP6VIB2, AURKB, BICCI, BOLL,
BRCA1[134], CAND1[12], CEP126, CEP55, CFTR[70], CHMP1A[10],
CHMPIB[10], CHMP2A[10], CHMP3, CHMP4A, CHMP4B[10],
CHMP5[10], CHST14, CLINT1, CLTA[10], COPS5[12], COPS6,
CRMP1, CRYAB, CSTF2, CULI[12], CUL2[12], CUL3[12],
CUL4A[12], CUL4B, CUL5, CUL7[69], DCUN1D1, DGCRS, DPM3,
DSG4, DUSP14, EIF1AX, ERG28, ERGIC1, EWSR1[2], FANCD2[75],
FAU, FBXL6, FBXO11, FLOT2, GBP2, GPRASP1, GRB2[146],
HEPHL1, HISTIH2AG, HNRNPCL1/HNRNPCL2, HNRNPF,
HSPA5[389], IFI16, IGHG1, IKBKG[390], IST1[10], ITSN1, KLHL13,
LRRC15 MAGED1, MAP3K3[88], MAPK13[151], MAPKIIPIL,
MCM2[84], MCRIP2, MITD1, MTUS2[10], MYOT, NAT10, NCOA4,
NDC80, NEDDS[12], NEPRO, NFATC2[391], NIPBL, NTRK1[21],
PDCD6IP, PEF1, PHF20, PIN1, PKP1, PLBD2, PLSCRI[7],
PPP1CA[392], PSEN1[319], PTPN6, RAD21, RARS[10], RBPMS[2],
RCAN2, RCL1, RIPPLY2, RNF135, RPL10A, RPL4, S100A3, SI00A7,
SCLY, SCP2, SEC13, SEC24A, SEC31A, SELENBP1, SNX3[10],
SPG21, SPINKS5, SS18L1, STAT5B, TANK, TMEM17[393], TOP1MT,
TOP2A, TRAF3, TRIM25[394], TRIM68, TSG101[10], UMADI,
UNK][63], URB1, VOPP1, VPS37C, VSIGS, YWHAZ[91]

93.

TRPV4

AQP4, AQP5, CTNNB1[395], FYN[396], MAP7

94.

TUBB4A

GOLGA2, HSF1[397], HSPAS8[398], KSR1[83], LRRK2, NSD2,
SREBF1[399], STAU1[400], YWHAG[38]

95.

UBAP1

TSG101[401] , TNIP2, VPS28, VPS37A

96.

UCHL1

ADRA2A, ADRA2B, ADRA2C, ADRB2[402], AKT1[371], AKT2,
ANG, APP[403], ATG5[37], CBX1, CCDC14, CDK1[404], CDK2[11],
CDK4, CDK5[404], CDK6, CDKNI1B, CDKN2A, COPS5[405],
CTNNB1[406], CUL7[69], DDB1, DERL1[407], DLST[72], DUB,
EGFR[408], EIF1B, EIF6, ERN1, GABRA2[15], HSP90AA1[404],
HSPAS8[404], HTT[409] , IKBKE[37], IQCB1[255], KCNMA1[202],
KRT17, KRT4, LAMP2, MCC[37], MDM2[410], MTNR1A[155], N-
alpha-ubiquitinyl-L-lysine, NCAM1[411], NEDD8[162], NMRALI,
NTRK1[21], NTRK2, phosphatidic acid[412], PLA2G2A, PMAIP1,
polygalacturonase, PRKN[413], PTOV1, RANBP9[405], REST,
RPTOR, SHARPIN, SMN1/SMN2, SNCA[414], SOD1[72], SOX4,
TERF2[415], TERF2IP, TINF2, TNFRSF1A[416], TNIK, TP53[415],
TRAF3, TRAF6[37], TRIMS54[417], TRIM63[417], TUBAIA,
UBB[162], UBC[418], UBE2I, Ubiquitin[419], USP15, USP21[417],
USP28, VHL[37]

97.

USP8

AKT1[420], BACE, BIRC6, CBL, CBY1, CD2AP[10], CD83, CDC25C,
CDH1[306], CFLAR, CHMP1A[421], CHMP1B[421], CHMP2A[422],
CHMP2B[422], CHMP4B[422], CHMPAC, CHMP5[422], CHMP,
CHMP?, Dnajb3, DNM2, DUB, EEA1, EGFR[423], EPAS1, EPSIS5,
ERBB4, FZD4, GAD, GRAP2, GRB2[424], HIF1A[425], HIST2H2AC,




HIST2H2BE, IRF3, IRF5, IRF7, KCNN4, KIF23, KRT31[426], KRT36,
KRT85, LCP2, LRIG1, MAGEL2, MCPH1[427], NBR1, NTRK1[21],
Otubl, OTUB1, PJA1, PLA2G2A, PSMD4, PTEN[428], PTPN23[429],
RAB3IP, RASGRF1, RNF128, RNF41, SCNN1A, SCNN1B, SCNNIG,
SFN, SMO, SNCA[430], SPP1, SRC, STAM, STAM2, TARDBP[431],
TRIM54[417], TRIM55, TRIM63[417], UBC[421], USP15, USP21[417],
USP22, USP28, USP8, VAMPS, YWHAB[37], YWHAE[303],
YWHAG[37], YWHAQ[37], YWHAZ[37]

98.

VCP

26s Proteasome, ACACA, ACAP2, ACTB[128], ACTNI1, ADDI,
ADRB2[9], AKAP12, Akt, AKTI1[432], ALDHI18A1, ALDOA,
ALMS1, ALS2, AMEFR[433], ANAPC7, ANKHD1/ANKHD1-
EIF4EBP3, ANKLE2, ANKRDI13A, ANKRDI13B, ANKRD13D,
ANKZF1, ANXA2, ANXA5, ANXA7, AP1B1, AP2A2, APOA1[434],
APOB, APPL1[25], AR[435], ARF6, ARFGAP2, ARFGEF2,
ARHGAP17, ARHGEF2, ARIH1, ARIH2, ARPC2, ARRB1, ARRB2,
ASPSCR1, ATF7IP, ATG5[2], ATGY9A, ATM, ATR, ATXNI,
ATXN10, ATXN3, ATXN7, AUP1, AVPR2, BAD, BAG2, BAGS,
BAIAP2L1, BAX|[25], BCAR3, BCCIP, BCLAF1, BID, BRATI,
BRCA1[134], BRSK2, BSG, BTRC[436], BUD23, BZW2, Cllorf68,
CAAP1, CAB39, CACNAI1C, CANX|[25], Caspl2, CASP7, CASP9,
CASR, CAV1, CB-5083, CCDC134, CCDC8[69], CCHCR1, CCNBI,
CCT2[198], CCT3[25], CCT4[25], CCT5[25], CCT6A[25], CCT7[25],
CCT8[25], CD247, CD3D, CD4[437], CDC25A, CDC27, CDC37,
CDC42EP1, CDC42EP4, CDC73[138], CDK1[25], CDK2[128],
CDK2AP1, CDK4, CDKN1A, CDKN1B, CDKN2AIP, CEBPA[438],
CENPH, CEP162, CEP19, CEP55, CEP85, CFTR[439], CHEKI],
CHEK2, CHMP4B[10], CHRNA3, CIDEC, CIP2A, CLASPI,
Clathrin, CLN6, CLTAJ[440], CLTC[441], CLUAP1, CNOTI10,
CNOT2, CNOT8, CNOT9, COG4, COG5, COIL, COMMDI1,
COMMD6, COMT, COPE, COPS3, COPS5[12], COPS7A, COQ8A,
CRBN, CRMP1, CRY2[140], CSK, CSNK2B[25], CTNNAI,
CTNNBL1, CTNND1, CULI1[436], CUL2[12], CUL3[12],
CUL4AJ442], CUL5, CUL7[25], CYLD[73], CYP3A7-CYP3A51P,
DAP3, DCAF7[128], DDIAS, DDX54, DERL1[439], DERL2, DGAT?2,
DGCR6/LOC102724770, DIAPH3, DIO2, DLD, DNAJB1, DNAJB11,
DNAJB9, DNAJC10, DNM1L, DNM3, DOCK7, DSP, DTNB, DUSP1,
DUSP9, DYNC1I2, DYNCILI1, ECD, EEA1, EED[196], EEF1A2,
EIF3E, EIF4A2, EIF5A, ELAVLI1[443], EPOR, EPPK1, ERCCSs,
ERCCS, ERI3, ERLIN2, ESPL1, ESR1[335], ESS2, EZH2[13], F7, FAF]1,
FAF2[444], FAM104A, FAM189B, FANCD2[75], FANCI, FBFI,
FBXL2, FBXO2, FBXO032[245], FBXO6[445,446], FBXW11[10],
FCHSD2, FERMT2, FHODI1, FKBP15, FMRI1[78], FN1[447],
FOXP3[144], FUS[14], EXR1, G3BP1[448], G3BP2, GABRA1, GBF1,
GET4, GGAl, GGA2, GIGYF2, GLB1, GNPNAT1, GOLPH3L,
GRB2[448], GRIN2D, GRWD1, GTF3C1, GTF3C3, GTF3C5, GZMK,
H2AF], H2AFV, HAUSI, HDAC5[16], HDAC6[419], HDLBP,
HEATR1, HEATR3, HELLS, HERPUDI1, HEXIM1, HEY],




HIF1A[449], HIPIR, HLA-A[450], HLA-B, HLA-DRB1, HLTF[10],
HMGCR, HNF1A[449,451,427,399], HNRNPA1[25],
HNRNPHI1[128], HNRNPH2, HNRNPH3, HOOKI1, HSIBP3,
HSBP1, HSF1[452], Hsp70, Hsp90, HSP90AA1[25], HSP90AB1[25],
HSPA1A/HSPA1B[25], HSPA4[25], HSPA5[25], HSPAS[25], HSPB1,
HSPD1[128], HSPE1[25], HTRA2, HTT[25], HUWE1[25], HYOU],
ICK, IFT74, IFT88, IGHM, IKBKE[37], IL2RB, IL9R, INF2,
INSIG1[453], INSIG2, IQCB1[25], IQGAP1, IQGAP2, IQGAP3, IRS4,
ISG15[205], ITGA4[81], ITGB1[445], ITGB4, ITPR1[194], ITPR3,
JAK3, KCMF1, KCNMA1[202], KDM3A, KDM3B, KIAA1468,
KIAA2013, KIF1BP[25], KIF20A, KLC2[10], L3MBTL1, LMANT,
LMNA[25], LMNB2, LNX1, LRIG1, LYAR, MAP2K1, MAP3K3[88],
MAP7D3, MAPKI[25], MAPK13[25], MAPK3[25], MAPKSIP2,
MAPT, MARK?2, MCC[37], MCM2[84], MDM?2[25], MDN1, MFN2,
MMP12, MRPS18B, MRPS23, MSH4, MTOR, NAPA, NBEA,
NCAPD2, NCAPG, NCAPH, NCDNI[25], NCOA1, NCSTN,
NDRG1, NEK2, NEPRO, NF1, NFE2L2[454], NFKB1, NFKB2,
NFKBIA[446], NFKBIB, NFKBIE, NGLY1, NIPSNAPI[128],
NIPSNAP2, NMD3, NME2, NOS2[157], NPHP4, NPLOCY,
NPM1[227], NSF, NSFL1C[455], NTRKI1[21], NUB1, NUDT2I,
NUMAT1, NUP107, NUP205, NUP54, NUP58, NUP62, OBSL1[69],
ONECUT1, OPTN, 0S9, OTULIN, PACRG, PARKY [264,253,244],
PDCD10, PDCD4, PDCD6, PDK3[10], PDXDC1, PEX19[456], PFNT,
PHKG2, PIK3C2B, PIK3R2[25], PIK3R3[448], PKD2, PKM,
PKN2[25], PLAA, PLEC, PLK1, PLPP3, PNO1, POLR2A, POLR2B,
POLR3C, PPFIBP1, PPM1B, PPP1CA[457], PPP1CC[392], PPPIR1S,
Ppp2c, PPP2CA[458], PPP2CB, PPP2R1A, PPP2R1B, PPP2R2A,
PPP3CA[128], PPP6C[25], PPT1, PRKAAI[459], PRKAGI,
PRKAR2A, PRKCD, PRKDC, PRKN[42], PRPF19, PRPF31, PRPF4,
PSAP, PSMA1, PSMA2, PSMA6, PSMA7, PSMC1, PSMC4, PSMCS5,
PSMD4, PTCRA, PTEN[158], PTGS2, PTPN22, PTPN23[25], PTPN3,
PTPN9, PTPRO, RAB10, RABI1B, RABI14[25], RAB3GAP]I,
RAB3GAP2, RABVA[25], RABGAP1, RAD23A, RAF1[25],
RARA[274], RBFOX2, RBM15B, RBM23, RFC3, RFC5, RHBDD],
RHBDL3, RIF1, RNF103, RNF126, RNF19A, RNF2[25], RNF31,
RNF7, RNFS8, RPA2[460], RPL13, RPL18A, RPL22, RPL23, RPL24,
RPL30, RPL6 RPL9, RPN1, RPS11, RPS13, RPS25, RPS3, RPS3A,
RPS4X, RPS6, RPS6KA1, RPS8, RPS9, RRBP1, RRP12, RSUI,
RUVBL2, RXRB, RYR2, SAP18, SCAMP2[10], SCD, SCFD1, SCHIP1,
SDCCAG3, SEC16A, SEC22B, SEC61A1, SELENOK, SELENOS,
SEM1, SENP3, SERPINA1, SESN2, SFTPC, SGK1, SH2DIA,
SH2D2A, SIK2, SIRT7[22], SKP1, SLC17A2, SLC38A10, SLC3A2,
SLIRP, SLX4, SMAD1, SMARCA5, SMARCCI, SMC2, SMC4,
SMURF1[263], SNX3[25], SOD1[72], SON, SPAST[25], SPC24,
SPRTN, SPTAN1, SRRM2[160], SRSF11, SRSF3, ST13, STAG2,
STAT1, STAT5a/b[461], STMNI1, STUB1[462], STX5, STXBP5L,
SUMOI1, SUMO2, SUPT16H, SUPT6H, SUZ12[222], SVIP, SYF2,




SYMPK, SYVN1[463], TAF6L, TARDBP[464], TAX1BP1, TBC1D10B,
TBC1D9B, TCP1[25], TELO2, TERF2[25], TFE3, TIMM44, TMEDI10,
TMEM129, TMEM33, TMEM67, TMPRSS13, TNFRSF14, TNKS1BP1,
TNPO3, TOM1, TOM1L1, TOMM34, TOP1, TP53[25], TP53BP1,
TP63, TPD52L.2, TRA, TRAF6[37], TRIM13, TRIM21, TRIM25[25],
TRIO, TRIP12, TSG101[25], TSN, TTC26, TTC4, TTK, TUBA1C[128],
TUBB[128], TUBB4B, TUBGCP2, U2AF2[267,256,[247], UBAS5,
UBBJ[25], UBC[465], UBD, UBE2]1, UBE2M, UBE2S, UBE4A, UBE4B,
UBL4AJ466], UBL7, UBOX5, UBQLN1, UBR1, UBR4, UBR5, UBR?,
UBXN1, UBXN10, UBXN11, UBXN2A, UBXN2B, UBXN4, UBXNS6,
UBXN7, UBXNS, UFD1, ULK3, UPP1, USP10, USP13, UTRN,
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