
 

 

Figure S1. Gaussian distribution of the log-ratios ln(EXP/CON) of proteins identified using 

the protein-based procedure. The spectral counts were merged over all biological replicates and 

membrane domains prior to the imputation of missing values. Bayesian Information 

Criterion-based Gaussian Mixture modeling (ref. 26) suggested that the distribution of log-ratios 

(dashed line) comprises two Gaussian components (solid lines). The left Gaussian represents the 

log-ratio distribution of most contaminating proteins and some S-acylated proteins while the right 

Gaussian represents the log-ratio distribution of most S-acylated proteins and a small number of 

contaminants. The mean (standard deviation) values for the left and the right Gaussians are 0.64 

(0.76) and 2.88 (0.56), respectively. To distinguish S-acylated proteins from contaminating 

proteins, p-values were calculated based on the distribution of the left Gaussian. Proteins with 

p<0.05 (corresponding to EXP/CON>6.7) were treated as significant and accepted as 

high-confidence S-acylated protein candidates while those with p values between 0.275 and 0.05 

(corresponding to 3.0 ≤ EXP/CON ≤ 6.7) were considered as medium-confidence S-acylated 

protein candidates. 
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Figure S2. Gaussian distribution of the log-ratios ln(EXP/CON) of peptides identified using 

the peptide-based procedure. The spectral counts were merged over all biological and technical 

replicates as well as membrane domains. Bayesian Information Criterion-based Gaussian Mixture 

modeling (ref. 26) for the peptides with EXP and CON measurements (i.e., spectral count ≥ 1 in 

both groups) suggested that the distribution of log-ratios (dashed line) comprises two Gaussian 

components (solid lines). The left Gaussian represents the log-ratio distribution of most 

contaminating peptides and some S-acylated peptides while the right Gaussian represents the 

log-ratio distribution of most S-acylated peptides and a small number of contaminants. To 

distinguish S-acylated peptides from contaminating peptides, p-values were calculated based on 

the distribution of the left Gaussian. Peptides with p<0.05 (corresponding to EXP/CON>2.4) were 

treated as significant and accepted as high-confidence S-acylated peptide candidates. The free 

cysteines on these candidates were considered as high-confidence candidate S-acylation sites. 
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Figure S3. Representative tandem mass spectra for candidate S-acylated peptides. See Table 

S5~S7 for more details about the identified peptides. 



Gene Symbol Sequences m/z Charge Ion score 
- MLITSQAMDILRCNPQK 495.28 4+ 59.3 

(IPI00022913 PRO1575) 

 

M1     : Oxidation (M) 
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Gene Symbol Sequences m/z Charge Ion score 
- KCLLLLCQLR 601.63 2+ 65.5 

(IPI00747966 Conserved hypothetical protein) 

 
 

 5



Gene Symbol Sequences m/z Charge Ion score 

ACTB/ACTG1 FRCPEALFQPSFLGMESCGIHETTFNSIMK 1183.39  3+ 115.6  

 

 
C3     : NEM (C) 
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Gene Symbol Sequences m/z Charge Ion score 

ACTN4 CQLEINFNTLQTK 776.70  2+ 97.1  
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Gene Symbol Sequences m/z Charge Ion score 
ADCY3 NSGSCLCLPR 525.54  2+ 75.1  
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Gene Symbol Sequences m/z Charge Ion score 
ADORA1 CQPAPPIDEDLPEERPDD 1019.08  2+ 74.7  
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Gene Symbol Sequences m/z Charge Ion score 
AHNAK SSGCDVNLPGVNVKLPTGQISGPEIK 870.72 3+ 66.1  

 

 
 

 

 10



Gene Symbol Sequences m/z Charge Ion score 
ANLN SCEGQNPELLPK 657.95  2+ 56.0  

 

 
 

 

 11



Gene Symbol Sequences m/z Charge Ion score 
ATP11A MDCSLVR 433.33  2+ 57.4  

 

 
N-term : N-Acetyl (Protein) 

 

 12



Gene Symbol Sequences m/z Charge Ion score 
ATP11A YCAGEENWVDSR 715.10  2+ 84.6  

 

 
 

 

 13



Gene Symbol Sequences m/z Charge Ion score 
ATP1A1 LIIVEGCQR 515.61  2+ 52.8  
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Gene Symbol Sequences m/z Charge Ion score 
ATP1A1 NLEAVETLGSTSTICSDKTGTLTQNR 914.46 3+ 64.9  
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Gene Symbol Sequences m/z Charge Ion score 

ATP9A AGCCEWLR 469.63  2+ 58.1  

 

 
 

 
 

 16



Gene Symbol Sequences m/z Charge Ion score 
C13orf1 ATSVLCCLR 504.58  2+ 78.8  

 

 
 

N-term : N-Acetyl (Protein) 
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Gene Symbol Sequences m/z Charge Ion score 
C6orf125 VAQAFREGENTQVAEPEACDQMYESLAR 1048.57  3+ 50.1  

 

 
 

 
 18



Gene Symbol Sequences m/z Charge Ion score 
CAPN5 MFSCVKPYEDQNYSALR 750.93  3+ 76.3  

 

 
 

N-term : N-Acetyl (Protein) 
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Gene Symbol Sequences m/z Charge Ion score 
CAV2 CFSSVSLQLSQD 658.01  2+ 77.5  

 

 
 

 

 20



Gene Symbol Sequences m/z Charge Ion score 
CAV2 SVTDVIIAPLCTSVGR 816.144  2+ 53.6 
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Gene Symbol Sequences m/z Charge Ion score 
CD38 ANCEFSPVSGDKPCCR 919.70  2+ 73.8  

 

 
 

C3     : NEM (C) 
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Gene Symbol Sequences m/z Charge Ion score 
CD97 WACLVAGGSKYSEFTSTTSGTGHNQTR 950.09 3+ 74.6  
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Gene Symbol Sequences m/z Charge Ion score 
CDC42SE1 LGCCVVEKPQPK 713.55  2+ 66.0  

 

 
 

C4     : NEM (C) 
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Gene Symbol Sequences m/z Charge Ion score 
CDC42SE1 LGCCVVEKPQPK 713.62  2+ 74.3  

 
 

 
C3     : NEM (C) 
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Gene Symbol Sequences m/z Charge Ion score 
CDC42SE1 LGCCVVEKPQPK 650.96  2+ 59.6  
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Gene Symbol Sequences m/z Charge Ion score 
CKAP4 SSSSSSASAAAAAAAASSSASCSR 1017.10  2+ 182.1  

 

 
 

 
 27



Gene Symbol Sequences m/z Charge Ion score 
CORO1C KCEPIIMTVPR 643.99  2+ 66.3  

 

 
 

 

 28



Gene Symbol Sequences m/z Charge Ion score 
CSTB MMCGAPSATQPATAETQHIADQVR 1278.82  2+ 83.5  

 

 
 

N-term : N-Acetyl (Protein) 
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Gene Symbol Sequences m/z Charge Ion score 
CTNND1 YQEAAPNVANNTGPHAASCFGAK 1159.80  2+ 113.9  

 

 
 

 

 30



Gene Symbol Sequences m/z Charge Ion score 
DDX3X VRPCVVYGGADIGQQIRDLER 587.02  4+ 70.5  

 

 
 

 

 31



Gene Symbol Sequences m/z Charge Ion score 
DHX9 DKDDDGGEDDDANCNLICGDEYGPETR 1019.59  3+ 75.0  

 

 
C18    : NEM (C) 
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Gene Symbol Sequences m/z Charge Ion score 
DPYSL2 AITIANQTNCPLYITK 882.60  2+ 79.1  
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Gene Symbol Sequences m/z Charge Ion score 
EDIL3 CSGPLGIEGGIISNQQITASSTHR 809.61  3+ 99.1  

 

 
 

 

 34



Gene Symbol Sequences m/z Charge Ion score 
EEF1B2 SSILLDVKPWDDETDMAKLEECVR 932.10  3+ 73.4  

 

 
 

 

 35



Gene Symbol Sequences m/z Charge Ion score 
EIF2S3 SCGSSTPDEFPTDIPGTK 920.15  2+ 50.8  

 

 
 

 

 36



Gene Symbol Sequences m/z Charge Ion score
FBXO45 MAAPAPGAGAASGGAGCSGGGAGAGAGSGSGAAGAGGRLPSR 1081.69  3+ 44.7  

 

 

 

 37



Gene Symbol Sequences m/z Charge Ion score 
FER1L3 LDLPNRPETSFLWFTNPCK 760.70  3+ 87.5  

 

 
 

 

 38



Gene Symbol Sequences m/z Charge Ion score 
FLNA CSGPGLSPGMVR 580.56  2+ 61.4  

 

 
 

 

 39



Gene Symbol Sequences m/z Charge Ion score 
FLNA SPYTVTVGQACNPSACR 877.67  2+ 100.4  

 

 
 

 

 40



Gene Symbol Sequences m/z Charge Ion score 
FLNA VGSAADIPINISETDLSLLTATVVPPSGREEPCLLK 1236.40  3+ 102.1  

 

 

 41



Gene Symbol Sequences m/z Charge Ion score 
FLNA VHSPSGALEECYVTEIDQDKYAVR 678.60  4+ 115.6  

 

 
 

 

 42



Gene Symbol Sequences m/z Charge Ion score 
FLNA YGGQPVPNFPSKLQVEPAVDTSGVQCYGPGIEGQGVFR 1327.85  3+ 160.1  

 

 

 43



Gene Symbol Sequences m/z Charge Ion score 
FLNB AGSNMLLIGVHGPTTPCEEVSMK 791.82  3+ 96.1  

 

 
 

 

 44



Gene Symbol Sequences m/z Charge Ion score 
FLNB AHIANPSGASTECFVTDNADGTYQVEYTPFEK 1155.23  3+ 109.8  

 

 

 

 45



Gene Symbol Sequences m/z Charge Ion score 
FLNB CLATGPGIASTVK 610.12  2+ 79.3  

 

 
 

 

 46



Gene Symbol Sequences m/z Charge Ion score 
FLNB DAGYGGISLAVEGPSKVDIQTEDLEDGTCK 1023.76  3+ 58.9  

 

 
 47



Gene Symbol Sequences m/z Charge Ion score 
FLNB GAGTGGLGLTVEGPCEAK 809.68  2+ 89.6  

 

 
 

 

 48



Gene Symbol Sequences m/z Charge Ion score 
FLNB SPFVVQVGEACNPNACR 959.11  2+ 106.3  

 

 
 

C16    : NEM (C) 
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Gene Symbol Sequences m/z Charge Ion score 
FLNB SPFVVQVGEACNPNACR 959.17  2+ 130.1  

 

 
 

C11    : NEM (C) 

 
 

 50



Gene Symbol Sequences m/z Charge Ion score 
FLNB SSFLVDCSKAGSNMLLIGVHGPTTPCEEVSMK 1155.31  3+ 103.0  

 
C7     : NEM (C) 

 

 51



Gene Symbol Sequences m/z Charge Ion score 
FLNB VAVTEGCQPSR 573.84  2+ 53.0  

 

 
 

 

 52



Gene Symbol Sequences m/z Charge Ion score 
FLNB VVPCLVTPVTGR 620.58  2+ 52.7  

 

 
 

 53



Gene Symbol Sequences m/z Charge Ion score 
FLOT1 MFFTCGPNEAMVVSGFCR 1069.18  2+ 121.7  

 

 
M1     : Oxidation (M) 

C5     : NEM (C) 
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Gene Symbol Sequences m/z Charge Ion score 
FLOT1 MFFTCGPNEAMVVSGFCR 998.67  2+ 131.0  

 

 
 

 

 55



Gene Symbol Sequences m/z Charge Ion score 
FLOT1 SPPVMVAGGRVFVLPCIQQIQR 799.37  3+ 123.2  

 

 
 

 

 56



Gene Symbol Sequences m/z Charge Ion score 
G3BP1 VMSQNFTNCHTK 705.59  2+ 47.5  

 

 
 

 

 57



Gene Symbol Sequences m/z Charge Ion score 
G6PC3 DSGAALGLGIALHSPCYAQVR 700.80  3+ 110.2  

 

 
 

 

 58



Gene Symbol Sequences m/z Charge Ion score 
GAPDH IISNASCTTNCLAPLAK 923.52  2+ 72.8  

 

 
C7     : NEM (C) 

 

 59



Gene Symbol Sequences m/z Charge Ion score 
GAPDH IISNASCTTNCLAPLAK 860.60  2+ 85.0  

 

 
 

 

 60



Gene Symbol Sequences m/z Charge Ion score 
GFPT1 CGIFAYLNYHVPR 777.17  2+ 61.8  

 

 
 

 

 61



Gene Symbol Sequences m/z Charge Ion score 
GNA11 TLESMMACCLSDEVKESK 1086.37  2+ 93.5  

 

 
N-term : N-Acetyl (Protein) 

C9     : NEM (C) 

 

 62



Gene Symbol Sequences m/z Charge Ion score 
GNA11 TLESMMACCLSDEVKESK 1024.24  2+ 107.9  

 

 
N-term : N-Acetyl (Protein) 

 

 63



Gene Symbol Sequences m/z Charge Ion score 
GNA12 CLLPAEAGGAR 529.45  2+ 53.6  

 

 
 

 

 64



Gene Symbol Sequences m/z Charge Ion score 
GNA13 SVLSVCFPGCLLTSGEAEQQR 1175.93  2+ 97.5  

 

 
C10    : NEM (C) 

 

 65



Gene Symbol Sequences m/z Charge Ion score 
GNA13 SVLSVCFPGCLLTSGEAEQQR 1113.54  2+ 114.5  

 

 
 

 

 66



Gene Symbol Sequences m/z Charge Ion score 
GNAQ TLESIMACCLSEEAKEAR 1076.50  2+ 67.7  

 

 
N-term : N-Acetyl (Protein) 

C9     : NEM (C) 

 

 67



Gene Symbol Sequences m/z Charge Ion score 
GNAQ TLESIMACCLSEEAKEAR 1076.50  2+ 99.9  

 

 
N-term : N-Acetyl (Protein) 

C8     : NEM (C) 

 

 68



Gene Symbol Sequences m/z Charge Ion score 
GNAQ TLESIMACCLSEEAKEAR 1013.50  2+ 106.5  

 

 
N-term : N-Acetyl (Protein) 

 

 69



Gene Symbol Sequences m/z Charge Ion score 
GPRC5A ATTVPDGCRNGLK 687.64  2+ 52.8  

 

 
 

 

 70



Gene Symbol Sequences m/z Charge Ion score 
GPRC5A QRNPMDYPVEDAFCKPQLVK 793.58  3+ 83.2  

 

 
 

 

 71



Gene Symbol Sequences m/z Charge Ion score 
HLA-B/C MYGCDLGPDGR 593.03  2+ 71.4  

 

 
 

 

 72



Gene Symbol Sequences m/z Charge Ion score 
HPCA LLQCDPSSASQF 648.62  2+ 75.9  

 

 
 

 

 73



Gene Symbol Sequences m/z Charge Ion score 
ITGA3 SETVLTCATGR 569.49  2+ 87.7  

 

 
 

 

 74



Gene Symbol Sequences m/z Charge Ion score 
JUP VREAMCPGVSGEDSSLLLATQVEGQATNLQR 1087.61  3+ 82.3  

 

 
 75



Gene Symbol Sequences m/z Charge Ion score 
KCNK1 MLQSLAGSSCVR 626.47  2+ 86.3  

 

 
 

 

 76



Gene Symbol Sequences m/z Charge Ion score 
LGALS1 SFVLNLGKDSNNLCLHFNPR 763.90  3+ 90.5  

 

 
 

 

 77



Gene Symbol Sequences m/z Charge Ion score 
LOC653781 CPEALFQPCFLGMESCGIHETTFNSIMK 1088.00  3+ 62.2  

 

 
C1     : NEM (C) 

 

 78



Gene Symbol Sequences m/z Charge Ion score 
LOC730269 CDCFHMVLPTWPGTPGSVSGR 1146.10  2+ 72.5  

 

 
N-term : N-Acetyl (Protein) 

 

 79



Gene Symbol Sequences m/z Charge Ion score 
M6PR AVVMISCNRHTLADNFNPVSEER 869.04  3+ 101.1  

 

 
 

 

 80



Gene Symbol Sequences m/z Charge Ion score 
MMP14 RLLYCQR 476.58  2+ 45.6  

 

 
 

 

 81



Gene Symbol Sequences m/z Charge Ion score 
MPP1 VASMAQSAPSEAPSCSPFGK 976.59  2+ 87.3  

 

 
 

 

 82



Gene Symbol Sequences m/z Charge Ion score 
MPP6 RDWDNSGPFCGTISSK 885.71  2+ 62.4  

 

 
 

 

 83



Gene Symbol Sequences m/z Charge Ion score 
MTHFD1 SKIVGAPMHDLLLWNNATVTTCHSK 913.74  3+ 78.9  

 

 
 

 

 84



Gene Symbol Sequences m/z Charge Ion score 
NDFIP1 ALALAALAAVEPACGSR 813.55  2+ 66.6  

 

 
N-term : N-Acetyl (Protein) 

 

 85



Gene Symbol Sequences m/z Charge Ion score 
NONO FACHSASLTVR 596.56  2+ 62.3  

 

 
 

 

 86



Gene Symbol Sequences m/z Charge Ion score 
OXSM LKGPNHAVSTACTTGAHAVGDSFR 800.04  3+ 63.8  

 

 
 

 

 87



Gene Symbol Sequences m/z Charge Ion score 
PCBP1 VMTIPYQPMPASSPVICAGGQDR 807.32  3+ 60.7  

 

 
 

 

 88



Gene Symbol Sequences m/z Charge Ion score 
PKP2 NIQTDNNKSIGCFGSR 877.89  2+ 83.6  

 

 
 

 

 89



Gene Symbol Sequences m/z Charge Ion score 
PKP3 DLAGAPPGEVVGCFTPQSR 951.32  2+ 58.7  

 

 
 

 

 90



Gene Symbol Sequences m/z Charge Ion score 
PLP2 ADSERLSAPGCWAACTNFSR 729.58  3+ 62.3  

 

 
N-term : N-Acetyl (Protein) 

 

 91



Gene Symbol Sequences m/z Charge Ion score 
PLSCR1 VYFAAEDTDCCTR 809.69  2+ 46.0  

 

 
C11    : NEM (C) 

 

 92



Gene Symbol Sequences m/z Charge Ion score 
PLSCR1 VYFAAEDTDCCTR 810.14  2+ 83.6  

 

 
C10    : NEM (C) 

 

 93



Gene Symbol Sequences m/z Charge Ion score 
PLSCR1 VYFAAEDTDCCTR 747.46  2+ 105.1  

 

 
 

 

 94



Gene Symbol Sequences m/z Charge Ion score 
PLSCR3 SGAGQPLGQAAEESNCCAR 987.72  2+ 95.9  

 

 
C17    : NEM (C) 

 

 95



Gene Symbol Sequences m/z Charge Ion score 
PLSCR3 SGAGQPLGQAAEESNCCAR 988.17  2+ 96.1  

 

 
C16    : NEM (C) 

 

 96



Gene Symbol Sequences m/z Charge Ion score 
PLSCR3 SGAGQPLGQAAEESNCCAR 925.59  2+ 105.2  

 

 
 

 

 97



Gene Symbol Sequences m/z Charge Ion score 
PLSCR3 VVGPCWTCGCGTDTNFEVK 1009.18  2+ 60.0  

 

 
 

 

 98



Gene Symbol Sequences m/z Charge Ion score 
PLSCR4 VRGPCSTYGCGSDSVFEVK 996.39  2+ 61.1  

 

 
 

 

 99



Gene Symbol Sequences m/z Charge Ion score 
PRDX4 TREEECHFYAGGQVYPGEASR 796.40  3+ 57.3  

 

 
 

 

 100



Gene Symbol Sequences m/z Charge Ion score 
PRPF19 SLICSISNEVPEHPCVSPVSNHVYER 1021.73  3+ 76.1  

 

 
N-term : N-Acetyl (Protein) 

C4     : NEM (C) 

 
 101



Gene Symbol Sequences m/z Charge Ion score 
RAP2C ALAQEWGCPFMETSAK 884.82  2+ 77.8  

 

 
 

 

 102



Gene Symbol Sequences m/z Charge Ion score 
RNF31 LLAQECAVCGWALPHNRMQALTSCECTICPDCFR 982.60 4+ 61.3  

 
C6     : NEM (C) 

M18    : Oxidation (M) 
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Gene Symbol Sequences m/z Charge Ion score 
RPL10 AKVDEFPLCGHMVSDEYEQLSSEALEAAR 1076.16  3+ 131.6  

 

 
 

 

 104



Gene Symbol Sequences m/z Charge Ion score 
RPL10A FSVCVLGDQQHCDEAK 952.76  2+ 69.0  

 

 
 

 

 105



Gene Symbol Sequences m/z Charge Ion score 
RPL12 HPHDIIDDINSGAVECPAS 995.55  2+ 74.8  

 

 
 

 

 106



Gene Symbol Sequences m/z Charge Ion score 
RPL18A EYRDLTTAGAVTQCYR 616.79  3+ 67.5  

 

 
 

 

 107



Gene Symbol Sequences m/z Charge Ion score 
RPL34 SACGVCPGR 488.74  2+ 52.6  

 

 
 

C6     : NEM (C) 

 

 108



Gene Symbol Sequences m/z Charge Ion score 
RPL8 AQLNIGNVLPVGTMPEGTIVCCLEEKPGDRGK 867.04  4+ 46.5  

 
C22    : NEM (C) 

 
 109



Gene Symbol Sequences m/z Charge Ion score 
RPLP0 AGAIAPCEVTVPAQNTGLGPEK 1062.85  2+ 90.5  

 

 
 

 

 110



Gene Symbol Sequences m/z Charge Ion score
RPLP1 ALANVNIGSLICNVGAGGPAPAAGAAPAGGPAPSTAAAPAEEK 939.43  4+ 81.9  

 

 

 

 111



Gene Symbol Sequences m/z Charge Ion score 
RPS2 KLLMMAGIDDCYTSAR 894.63  2+ 86.6  

 

 
 

 

 112



Gene Symbol Sequences m/z Charge Ion score 
RTN3 AEPSAATQSHSISSSSFGAEPSAPGGGGSPGACPALGTK 1186.10  3+ 111.9  

 
N-term : N-Acetyl (Protein) 

 
 113



Gene Symbol Sequences m/z Charge Ion score 
RUVBL2 FVQCPDGELQK 632.55  2+ 60.2  

 

 
 

 

 114



Gene Symbol Sequences m/z Charge Ion score 
SCRIB MLKCIPLWR 601.51  2+ 64.4  

 

 
 

N-term : N-Acetyl (Protein) 

 

 115



Gene Symbol Sequences m/z Charge Ion score 
SFT2D3 SPAESAAAGLTCLPSVTR 866.64  2+ 111.7  

 

 
 

 

 116



Gene Symbol Sequences m/z Charge Ion score 
SKIV2L2 VKVQSVETVEGCTHEVALPAEEDYLPLKPR 1113.51  3+ 109.1  

 

 

 
 117



Gene Symbol Sequences m/z Charge Ion score 
SLC1A5 GLAAAEPTANGGLALASIEDQGAAAGGYCGSRDQVR 1140.28  3+ 176.5  

 

 

 118



Gene Symbol Sequences m/z Charge Ion score 
SLC26A11 SSGPGMAPSACCCSPAALQR 947.55  2+ 77.9  

 

 
 

 

 119



Gene Symbol Sequences m/z Charge Ion score 
SLC35B2 ACVFGNEPKASDEVPLAPR 1001.13  2+ 86.8  

 

 
 

 

 120



Gene Symbol Sequences m/z Charge Ion score 
SLC35B2 GLCFPLVK 438.60  2+ 49.2  

 

 
 

 

 121



Gene Symbol Sequences m/z Charge Ion score 
SLC5A6 SLNPATIYPVLPKLLSLLPLSCQK 870.73  3+ 84.6  

 

 
 

 

 122



Gene Symbol Sequences m/z Charge Ion score 
SLC7A1 GCKVLLNIGQQMLR 808.44  2+ 91.6  

 

 
 

N-term : N-Acetyl (Protein) 

 

 123



Gene Symbol Sequences m/z Charge Ion score 
SNAP23 TLTELNKCCGLCVCPCNR 985.76  2+ 105.4  

 

 
 

 

 124



Gene Symbol Sequences m/z Charge Ion score 
SNAP23 TTWGDGGENSPCNVVSK 876.74  2+ 91.4  

 

 
 

 

 125



Gene Symbol Sequences m/z Charge Ion score 
SNRPD3 SIGVPIKVLHEAEGHIVTCETNTGEVYR 1032.25  3+ 61.4  

 

 
N-term : N-Acetyl (Protein) 

 

 126



Gene Symbol Sequences m/z Charge Ion score 
STOM GPGLFFILPCTDSFIK 878.07  2+ 79.7  

 

 
 

 

 127



Gene Symbol Sequences m/z Charge Ion score
TNKS1BP1 EAALPILEPVLGQEQPAAPDQPCVLFADAPEPGQALPVEEEAVTLAR 1223.72  4+ 48.8  

 

 
 128



Gene Symbol Sequences m/z Charge Ion score 
TPM3 CTKEEHLCTQR 737.07  2+ 75.3  

 

 
 

C1     : NEM (C) 

 

 129



Gene Symbol Sequences m/z Charge Ion score 
TUBA4A AYHEQLSVAEITNACFEPANQMVK 898.89  3+ 57.4  

 

 
 

 

 130



Gene Symbol Sequences m/z Charge Ion score 
UGCG LRCGGTAEEILDV 688.50  2+ 55.8  

 

 
 

 

 131



Gene Symbol Sequences m/z Charge Ion score 
VAPA CVFEMPNENDKLNDMEPSK 1120.68  2+ 51.4  

 

 
 

 

 132



Gene Symbol Sequences m/z Charge Ion score 
YES1 YRPENTPEPVSTSVSHYGAEPTTVSPCPSSSAK 1155.97  3+ 91.8  

 

 

 133



Gene Symbol Sequences m/z Charge Ion score 
YTHDC2 MSRPSSVSPRQPAPGGGGGGGPSPCGPGGGGR 709.91 4+ 44.6 

 
M1     : Oxidation (M) 

 

 134



Gene Symbol Sequences m/z Charge Ion score 
ZDHHC5 FRGGVNPFTNGCCNNVSR 689.76  3+ 58.4  

 

 
 

C13    : NEM (C) 

 

 135



Gene Symbol Sequences m/z Charge Ion score 
ZDHHC5 GGVNPFTNGCCNNVSR 820.10  2+ 97.5  

 

 
 

 

 136



Gene Symbol Sequences m/z Charge Ion score 
ZDHHC5 VLCSSPAPR 465.24  2+ 66.3  

 

 
 

 

 137



Gene Symbol Sequences m/z Charge Ion score 
ZDHHC6 YKVIEDYSGACCPLNK 902.30  2+ 103.4  

 

 
 

 

 138



Gene Symbol Sequences m/z Charge Ion score 
ZDHHC8 GCCGNVEHVLCSPLAPR 878.57  2+ 75.6  

 

 
 

 

 139



Gene Symbol Sequences m/z Charge Ion score 
ZFR MIPICPVVSFTYVPSRLGEDAK 1232.93  2+ 58.6  

 

 
 

N-term : N-Acetyl (Protein) 

 

 140
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Figure S4. Construction of S-acylated protein network via direct protein-protein interactions. 

High-confidence candidate S-acylated proteins identified using protein-based procedure and 

peptide-based procedure in the present study (Table S2 and S6) and all known human S-acylated 

proteins reported previously in the peer-reviewed literature (Table S8) were merged and analyzed 

using Ingenuity Pathway Analysis (IPA) software. Only about half of the S-acylated proteins are 

connected while others hardly have direct interactors. 
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Figure S5. Magnified view of the S-acylated protein network, in which two highly connected 

subnetworks emerge. See Figure 10 for magnified view of the subnetworks. 
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Figure S6. Illustration of the primary structures of DHHC5, DHHC6, and DHHC8 proteins 

and the alignment of CCX7~13CS/T loops. Three putative S-acylated cysteine residues are 

localized downstream of a conserved DHHC-CRD domain. The alignment analysis of the 

cysteines revealed a novel CCX7~13CS/T motif. 
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Figure S7. Ponceau S stained blot to confirm equal protein loading. 10 g proteins from the 

cytoplasmic, non-raft, and lipid raft-enriched fractions were separated by SDS-PAGE and 

electrotransferred onto nitrocellulose membrane. Subsequently, the membrane was stained with 

Ponceau S stain for 5 min and destained with distilled water. 
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