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Figure S1. Bubble plot showing a clusterization of identified proteins according to the three classes of mammalian SWI/SNF complexes: canonical BRG1/BRM-associated factor (BAF),
polybromo-associated BAF (PBAF) and ncBAF complexes (30). Bubble size is related to number of peptides identified by MS indicated within the bubbles.
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     Base Peak Trace, C:\Users\COMPUTER\Desktop\Raw files\CTCF\CTCF_IP_WT_171018_Benzonase.raw

BRG1
C

Figure S2. A) Scatter plot showing the distribution of peptide-to-spectra matches (PSM) mapped on BRG1 according to their monoisotopic masses (m/z) vs. the retention times (min). The
colour of the spots indicate the accuracy between theoretical and experimental molecular masses according to the binary comparison plot reported in B along with the colour gradient bar of
∆(ppm) values. C) Representative base peak intensity chromatogram obtained from the high-resolution LC-MS DDA analysis of the tryptic digest of the CTCF IP sample treated with Benzonase
showing in red the retention times of peptide-to-spectra matches (PSM) used for identification of BRG1.
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Figure S3. Representative base peak intensity (BPI) chromatograms obtained from the high-resolution LC-MS DDA analysis of the tryptic digest of the CTCF IP sample treated with Benzonase
showing in red the retention times of peptide-to-spectra matches (PSM) used for the identification of BAF155 (A) and BAF170 (B).



Figure S4. Representative MS/MS spectra of peptides mapping on BAF155. A) Doubly charged ion at m/z 776.874 corresponding to the sequence region 500-

512, cabamidomethylated (57.021 Da) on C511 (LNPQEYLTSTACR; theoretical MH+: 1552.742 Da; ∆(ppm)=-1.14; XCorr=2.3); B) Doubly charged ion at m/z 890.432 corresponding to the

sequence region 42-56 (FWESPETVSQLDSVR; theoretical MH+: 1779.855 Da; ∆(ppm)=1.09;XCorr=2.9).
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Figure S5. Representative MS/MS spectra of peptides mapping on BAF170. A) Doubly charged ion at m/z 896.413 corresponding to the sequence region 14-28 (YYEAADTVTQFDNVR,
theoretical MH+: 1791.818 Da; ∆(ppm)=-1.16; XCorr=3.2); B) Triply charged ion at m/z 570.307 corresponding to the sequence region 703-717 (MKEEVPTALVEAHVR; theoretical MH+:
1708.905 Da; ∆(ppm)=0.28; XCorr=3.1).
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Figure S6. Representative MS/MS spectra of peptides mapping on BRG1 and BAF57 (A-B and C-D, respectively). A) Triply charged ion at m/z 527.611 corresponding to the sequence region
472-484 (HQEYLNSILQHAK; theoretical MH+: 1580.818 Da; Δ(ppm)=0.12; XCorr=3.7); B) Doubly charged ion at m/z 651.854 corresponding to the sequence region 426-437 (RDTALETALNAK;
theoretical MH+: 1302.701 Da; Δ(ppm)=0.95; XCorr=1.7). C) Doubly charged ion at m/z 700.362 corresponding to the sequence region 285-297 (IAAEIAQAEEQAR; theoretical MH+: 1399.717
Da; Δ(ppm)=-0.53; XCorr=2.5). D) Triply charged ion at m/z 565.955 corresponding to the sequence region 132-146 (AYHNSPAYLAYINAK, theoretical MH+: 1695.850; Δ(ppm)=0.49; XCorr=3.5).



Figure S7. Representative MS/MS spectra of peptides mapping on BAF60A and BAF47 (A-B and C-D, respectively). A) Doubly charged ion at m/z 738.836 corresponding to the sequence
region 465-477 (TMTDVVGNPEEER; theoretical MH+: 1476.665 Da; Δ(ppm)=0.91; XCorr=1.7); B) Triply charged ion at m/z 438.250 corresponding to the sequence region 403-413
(RQELEQALGIR; theoretical MH+: 1312.734 Da; Δ(ppm)=0.69; XCorr=3.7). C) Doubly charged ion at m/z 628.274 corresponding to the sequence region 202-211 (DAFTWNMNEK; theoretical
MH+: 1255.541 Da; Δ(ppm)=-0.11; XCorr=2.0). D) Doubly charged ion at m/z 774.356 corresponding to the sequence region 93-106 (ASEVEEILDGNDEK, theoretical MH+: 1547.706; Δ(ppm)=-
0.98; XCorr=3.1).

1245.55615
y₃

c₁₂²⁺
660.29187

b₄⁺-H₂O
431.15894

y₆⁺, a₈⁺-NH₃
773.33765

b₅⁺-H₂O
530.22455y₂

y₃²

y₁₀⁺
1143.50769

b₄⁺, b₉²⁺-H₂O
449.16696

y₉⁺
1028.47815y₁

b₃⁺-H₂O
316.15112

y₁₁⁺
1244.56775

y₅⁺
659.29382

b₂⁺, c-1₄²⁺
233.09431

a₂⁺
205.09970

y₈⁺
929.42633

y₇⁺
830.36151

200 400 600 800 1000 1200 1400
m/z

0

20

40

60

80

100

120

In
te

ns
ity

 [c
ou

nt
s]

 (1
0^

3)

     CTCF_IP_WT_171018_Benzonase.raw  #9341  RT: 34.6107 min
     FTMS, 738.8361@hcd27.00, z=+2, Mono m/z=738.83606 Da, MH+=1476.66484 Da, Match Tol.=0.2 Da

856.42950645.29828

459.30774

b₃²
x₁ y₇a₆c₅

a₇⁺
827.43347

b₅²⁺, c-1₈³⁺
328.67093b₅²⁺-NH

b₇⁺
855.42261a₉²⁺, a₄

a₅⁺
628.33881

b₂²

b₂⁺
285.16675

y₂⁺
288.20245

y₆⁺-NH₃
640.37634

y₆⁺
657.40009

y₃⁺-NH₃
328.19427

b₆⁺
784.39246

b₅⁺
656.33295

b₄⁺
527.29236

y₄⁺
458.30777

y₁⁺, c+1₁⁺
175.11839

y₅⁺
529.34479

b₃⁺, a₇²⁺
414.20831

y₃⁺
345.22330

200 300 400 500 600 700 800 900
m/z

0

20

40

60

80

100

120

140

160

In
te

ns
ity

 [c
ou

nt
s]

 (1
0^

3)

     CTCF_IP_WT_171018_Benzonase.raw  #12865  RT: 44.7122 min
     FTMS, 438.2497@hcd27.00, z=+3, Mono m/z=438.24954 Da, MH+=1312.73407 Da, Match Tol.=0.2 Da

563.25201

904.44489

1162.53186

x₃

z₄²

z+2₁₀²

b₆⁺-H₂O
627.26086 y₈⁺-NH₃

886.40540a₄
y₉⁺-H₂O

1014.48077b₄⁺-H₂
y₇⁺-H₂O

772.35486
y₁₀⁺-NH₃

1144.51685y₃

y₇⁺-NH₃
773.51263

y₁₁⁺
1260.57996b₆⁺, c₁₂²

y₇²⁺-NH₃, b₄⁺
387.18765

y₂⁺-NH₃
259.09201 y₂⁺

276.15292

y₉⁺
1032.47656

y₈⁺
903.44171

y₁₀⁺
1161.52649

y₆⁺
677.27130

b₃⁺
288.11844

y₅⁺
562.24579

y₇⁺
790.35345

200 400 600 800 1000 1200
m/z

0

10

20

30

40

50

60

In
te

ns
ity

 [c
ou

nt
s]

 (1
0^

3)

     CTCF_IP_WT_171018_Benzonase.raw  #14854  RT: 50.7831 min
     FTMS, 774.3564@hcd27.00, z=+2, Mono m/z=774.35645 Da, MH+=1547.70561 Da, Match Tol.=0.2 Da

A B

C D

881.48157x₁

b₈⁺
980.55145

y₅⁺-NH₃
618.25378

y₈⁺
1069.45325

b₄⁺-H₂O
417.17795

y₂⁺-H₂
y₄⁺

521.23523

y₃⁺
390.19861

a₃⁺-H₂O, a₅²⁺-H₂O
288.20142

y₅⁺
635.28033

y₇⁺
922.40613

a₇⁺-NH₃, y₆⁺
821.35583

b₂⁺, y₃²⁺-NH₃
187.07117

a₂⁺, Trp
159.07622

Phe
120.08068

200 400 600 800 1000 1200
m/z

0

100

200

300

400

In
te

ns
ity

 [c
ou

nt
s]

 (1
0^

3)

     CTCF_IP_WT_171018_Benzonase.raw  #15397  RT: 52.2904 min
     FTMS, 628.2742@hcd27.00, z=+2, Mono m/z=628.27417 Da, MH+=1255.54106 Da, Match Tol.=0.2 Da
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     CTCF_IP_WT_171018_Benzonase.raw  #14258  RT: 49.0565 min
     FTMS, 825.8837@hcd27.00, z=+2, Mono m/z=825.88391 Da, MH+=1650.76055 Da, Match Tol.=0.2 Da
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     CTCF_IP_WT_171018_Benzonase.raw  #22373  RT: 69.8534 min
     FTMS, 844.4492@hcd27.00, z=+2, Mono m/z=844.44916 Da, MH+=1687.89104 Da, Match Tol.=0.2 Da
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Figure S8. Representative MS/MS spectra of peptides mapping on BAF250A and BAF45D (A-B and C-D, respectively). A) Triply charged ion at m/z 575.929 corresponding to the sequence
region 2244-2257 (VDENHSEFTLYESR; theoretical MH+: 1725.772 Da; Δ(ppm)= 1.34; XCorr=3.3); B) Triply charged ion at m/z 576.280 corresponding to the sequence region 1512-1528
(QSTGSAPQGPAYHGVNR; theoretical MH+: 1726.828 Da; Δ(ppm)= 0.3; XCorr=4.7). C) Doubly charged ion at m/z 825.884 corresponding to the sequence region 138-152 (VDDDSLGEFPVTNSR;
theoretical MH+: 1650.760 Da; Δ(ppm)=-0.01; XCorr=3.0). D) Doubly charged ion at m/z 844.449 corresponding to the sequence region 109-124 (VDDDSLGEFPVTNSR, theoretical MH+:
1687.891; Δ(ppm)=2.92; XCorr=3.0).
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     CTCF_IP_WT_171018.raw  #10946  RT: 38.1034 min
     FTMS, 575.9294@hcd27.00, z=+3, Mono m/z=575.92944 Da, MH+=1725.77378 Da, Match Tol.=0.2 Da
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     CTCF_IP_WT_171018.raw  #3340  RT: 18.7543 min
     FTMS, 576.2803@hcd27.00, z=+3, Mono m/z=576.28021 Da, MH+=1726.82608 Da, Match Tol.=0.2 Da
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     CTCF_IP_WT_171018_Benzonase.raw  #14205  RT: 48.8922 min
     FTMS, 574.7783@hcd27.00, z=+4, Mono m/z=574.52814 Da, MH+=2295.09072 Da, Match Tol.=0.2 Da

516.23810

436.75070 y₅⁺
645.28949

z₅²⁺
315.20288

y₃

c-1₄²⁺, c₂⁺
244.16518

c-1₆²⁺
357.24896y₁

y₂⁺
272.17139

Pro
70.06571

a₂⁺
199.17998

z+1₂²⁺, Immonium
129.10208

[M+2H]²⁺
436.18774

Leu, Leu, a₁⁺
86.09685

100 200 300 400 500 600 700 800 900
m/z

0

100

200

300

400

500

600

In
te

ns
ity

 [c
ou

nt
s]

 (1
0^

3)

     CTCF_IP_WT_171018_Benzonase.raw  #4939  RT: 23.2506 min
     FTMS, 436.2299@hcd27.00, z=+2, Mono m/z=436.22995 Da, MH+=871.45262 Da, Match Tol.=0.2 Da
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     CTCF_IP_WT_171018.raw  #10580  RT: 37.0797 min
     FTMS, 615.2885@hcd27.00, z=+3, Mono m/z=614.61896 Da, MH+=1841.84232 Da, Match Tol.=0.2 Da

y₆³x₁
a₄⁺-H₂

z+2₁₀²⁺, b₁₅³
z+2₅⁺, b₅⁺
557.29883

b₈⁺
898.48285

y₉⁺
970.46704

c₆²⁺, c₃⁺
344.14581

y₂⁺-H₂O, c-1₂⁺
244.09160

a₆⁺-H₂O
624.22095

b₉⁺
1026.56042

z₄⁺
498.26431

y₁⁺
175.11798 b₇⁺

783.46527

y₈⁺
842.41437

b₆⁺
670.37421

a₄²⁺-NH₃
199.17941

y₃⁺, a₁₁³⁺-NH₃
399.20935

y₆⁺
628.27789

y₇⁺
729.32629

200 300 400 500 600 700 800 900 1000 1100
m/z

0

10

20

30

40

50

60

In
te

ns
ity

 [c
ou

nt
s]

 (1
0^

3)

     CTCF_IP_WT_171018.raw  #18243  RT: 57.5554 min
     FTMS, 623.6566@hcd27.00, z=+3, Mono m/z=623.32214 Da, MH+=1867.95188 Da, Match Tol.=0.2 Da
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Figure S9. Representative MS/MS spectra of peptides mapping on BAF250B and BRD9 (A-B and C-D, respectively). A) Quadruply charged ion at m/z 574.778 corresponding to the sequence
region 1218-1238 (SSTISVHDPFSDVSDSSFPKR; theoretical MH+: 2295.091 Da; Δ(ppm)=0.84; XCorr=2.4); B) Doubly charged ion at m/z 436.230 corresponding to the sequence region 1905-
1911 (LLEDEPR; theoretical MH+: 871.453 Da; Δ(ppm)=0.75; XCorr=1.5). C) Triply charged ion at m/z 615.288 corresponding to the sequence region 514-529 (ELDPDDSHLNLDETTK;
theoretical MH+: 1841.842 Da; Δ(ppm)=1.29; XCorr=2.6). D) Triply charged ion at m/z 623.657 corresponding to the sequence region 438-454 (KVVDDLLDQITGGDHSR, theoretical MH+:
1867.952; Δ(ppm)=0.56; ; XCorr=2.4).
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     CTCF_IP_WT_171018.raw  #14719  RT: 48.9964 min
     FTMS, 784.8889@hcd27.00, z=+2, Mono m/z=784.88910 Da, MH+=1568.77092 Da, Match Tol.=0.2 Da
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     CTCF_IP_WT_171018.raw  #17489  RT: 55.8366 min
     FTMS, 676.0020@hcd27.00, z=+3, Mono m/z=675.66687 Da, MH+=2024.98606 Da, Match Tol.=0.2 Da
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     CTCF_IP_WT_171018_Benzonase.raw  #6693  RT: 28.0326 min
     FTMS, 586.2896@hcd27.00, z=+2, Mono m/z=586.28949 Da, MH+=1171.57170 Da, Match Tol.=0.2 Da
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     CTCF_IP_WT_171018_Benzonase.raw  #11222  RT: 39.7665 min
     FTMS, 581.3132@hcd27.00, z=+2, Mono m/z=581.31317 Da, MH+=1161.61907 Da, Match Tol.=0.2 Da
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Figure S10. Representative MS/MS spectra of peptides mapping on BAF53A and ACTB (A-B and C-D, respectively). A) Doubly charged ion at m/z 784.889 corresponding to the sequence
region 63-76 (QGGPTYYIDTNALR; theoretical MH+: 1568.771 Da; Δ(ppm)=0.37; XCorr=3.1); B) Triply charged ion at m/z 676.002 corresponding to the sequence region 113-130
(SEASLHPVLMSEAPWNTR; theoretical MH+: 2024.986 Da; Δ(ppm)=0.11; XCorr=4.3). C) Doubly charged ion at m/z 586.289 corresponding to the sequence region 40-50 (HQGVMVGMGQK;
theoretical MH+: 1171.572 Da; Δ(ppm)=0.55; XCorr=3.5). D) Doubly charged ion at m/z 581.313 corresponding to the sequence region 316-326 (EITALAPSTMK, theoretical MH+: 1161.619;
Δ(ppm)=0.59; XCorr=2.4).



Figure S11. Representative MS/MS spectra of peptides mapping on SS18. A) Triply charged ion at m/z 730.330 corresponding to the sequence region 24-41, cabamidomethylated (57.021
Da) on C34 (MLDDNNHLIQCIMDSQNK; theoretical MH+: 2188.977 Da; Δ(ppm)=-0.57; XCorr=2.9); B) Doubly charged ion at m/z 514.293 corresponding to the sequence region 14-23
(GEITPAAIQK; theoretical MH+: 1027.579 Da; Δ(ppm)=0.77; XCorr=1.9).
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     CTCF_IP_WT_171018_Benzonase.raw  #6857  RT: 28.4439 min
     FTMS, 514.2935@hcd27.00, z=+2, Mono m/z=514.29315 Da, MH+=1027.57903 Da, Match Tol.=0.2 Da
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     CTCF_IP_WT_171018.raw  #18982  RT: 59.3294 min
     FTMS, 730.3306@hcd27.00, z=+3, Mono m/z=730.33057 Da, MH+=2188.97715 Da, Match Tol.=0.2 Da



Figure S12. MS/MS spectra of the peptide mapping on BRD7 identified in benzonase-treated (A) and untreated (B) samples. A) Quintuply charged ion at m/z 729.348 corresponding to the
sequence region 151-182, oxidized on M181 (DPSAFFSFPVTDFIAPGYSMIIKHPMDFSTMK; theoretical MH+: 3640.720 Da; Δ(ppm)=-0.94; XCorr=2.4). B) Quintuply charged ion at m/z 729.348
corresponding to the sequence region 151-182, oxidized on M181 (DPSAFFSFPVTDFIAPGYSMIIKHPMDFSTMK; theoretical MH+: 3640.720 Da; Δ(ppm)=1.16; XCorr=2.6).
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     CTCF_IP_WT_171018.raw  #16069  RT: 52.4759 min
     FTMS, 729.3481@hcd27.00, z=+5, Mono m/z=728.95068 Da, MH+=3640.72431 Da, Match Tol.=0.2 Da
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Figure S13. HPLC chromatogram referred to the synthetic purified BRK-BRG1. B. Deconvoluted mass spectrum of the product analysed in A. The experimental MW (4907.45 amu) is in
agreement with the theoretical value of 4892.63 amu considering an oxidation on one of the two methionines (+ 16 amu) present in the BRK sequence (average; ∆mass = 15.45 amu).
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