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Supplementary Figure S1. Binding Modes of SJ-C1044 in BRAF V600E (PDB
Code: 5C90).

The binding modes of SJ-C1044 and BRAF V600E were determined using Discovery Studio software. The

binding energy was subsequently calculated and optimized. Among the identified binding modes, the predicted
binding mode is designated as mode 1 due to its lowest CDOCKER Energy value.
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Supplementary Figure S2. Binding Modes of SJ-C1044 in VEGFR2 (PDB Code:
3CP9) The binding modes of SJ-C1044 and VEGFR2 was determined using Discovery
Studio software. The binding energy was subsequently calculated and optimized
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Supplementary Figure S3. Binding Modes of SJ-C1044 in CSF1R (PDB Code:
3KRL) The binding modes of SJ-C1044 and CSF1R was determined using Discovery
Studio software. The binding energy was subsequently calculated and optimized



Supplementary Table S1
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Fit3(h)
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PAR-1Ba(h)
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PKCn(h)
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PKD2(h)

37

CaMKIV(h)

38

CDK2/cyclinE(h)

39

PKBy(h)

40

MEK1 (h)

41

PKBB(h)

1|TIE2 97
2 (VEGFR2 91
3|c-RAF(h) 86
4 (B-Raf(V600E)(h) 80
5|CSF1R(h) 70
6 |B-Raf(h) 68
7 |FGFR3(h) 48
8|A-Raf(h) 44
9(cSRC(h) 38
10|PI3Kinase(p110a(H10 37
11|Fyn(h) 27
12|PI3Kinase(p110a(E54 24
13| PI3Kinase(p110a/p85 23
14|PI3Kinase(p110a(E54 20
15(BTK(h) 18
16|Yes(h) 17
17 |PKBa(h) 15
19 (Met(h) 13
20|ATM(h) 12
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