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Samole Preparation: Figure 1. Effect of supercharging agent (DMSO) used in various concentration , (0.25%, 0.5%, 1.%, 2% and 5) 0.1% FA 0.1 FA +1.0% DMSO 0.1% FA +1.0% DMSO (combine) = ; = = = = o
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Tryptic digest of Beta galactosidase (SCIEX, Part Number 4368624 USA), Casein (Sigma, USA), Total OIVOFA 0150 LA .59 0400 FA ¢ 0% D190 P T2 0% DMSO DMSO DMSO
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protein digest from E. Coli and Pneumonia klebsiella were used. DMSO (Sigma, USA) and m-NBA (Sigma, er'ments Time mm Area m/z 29343 - Fold Change J P P ge ( ) ==1% FDR- Proteins ==="Fold Change = oo pepldes ol hange
USA) in various concentrations were used to get best response from Beta galactosidase digest and above gij Eﬁ*gi%‘iﬂ'\ggo i;;; 12:;%33;3 ;i? Figure 6: No of protein and peptides identified in Klebsiella Pneumonia at 1% FDR and respective fold
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organism digest. Complex protein digest was injected on CSH C18, 2.1x150 mm, 1.8 ym column with a Sl Sl AUVLG 13.90 14004822.00 4.48 — J
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In other independent experiments out of various concentration of DMSO, (0.25%, 0.5%, 1.%, 2% and 5) 1% 0.1% FA +0.5%DMSO 13.45 9298425.02 313 15% > Addition of 1% (v/v) DMSO in the mobile phase did not alter the retention behavior of peptides.
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was selected in combination with 0.025% (V/V) m-NBA to see combined effect in mobile phases. TR :2 0%DMSO 1543 s = 4000 10% > Apldlfu_on of .1/0 (VIv) DMS.O has improved overe_lll sensitivity c_)f peptides of various proteins.
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ExionAD™ UHPLC system (SCIEX) was used to separate the digested protein on Phenomenex CSH C18, Experiments Time (min) Area (m/z-582.93) Fold Change 0 =~ =—— =—— 0%
0.1% FA 11.22 935048.89 .
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2.1x150 mm, 1.8 ym column . Standard Mobile phase A was water with 0.1% formic and B was acetonitrile 0.1% FA +0.25%DMSO 12.70 1828635.19 1.96 ’ ’ ’ ’ ’ ( ) REFERENCES
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with 0.1% formic acid. The gradient was 5-50% B in 50min with total run time 60 minutes at flow rate of 0.1% FA +1.0%DMSO 12.88 1740935.17 1.86 1. HarryJ et all, Protein Conformation and supercharging with DMSO from aqueous solution. J.Am.Soc Mass
0.1% FA +2.0%DMSO 12.95 1283042.83 1.37 Spectrum 22: 1178-1186 (2011)
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300ul /min .Various concentrations (0.25%, 0.5%, 1.%, 2% and 5) of DMSO and m-NBA was separately e Figure 4 . No of total peptides identified in E. Coli at 1% FDR and respective fold change (Control vs DMSO) 2. Hannes et all, DMSO enhances electrospray response, boosting sensitivity of proteomic experiments, Nature
added into the mobile phases Experiments Time (min) Area (m/z-542.24) Fold Change Methods 10, 989-991 (2013)
- ' 0.1% FA 12.54 1798385.81 RESULTS
MS/MS Conditions: 0.1% FA +0.25%DMSO 13.94 5919980.03 3.29
, , : : 0.1% FA +0.5%DMSO 14.21 5250454.11 2.92 We report an average 2-3 times fold change in the intensity with respective peptides in single protein and
The MS analysis was performed on a TripleTOF® 6600 system (SCIEX). Data collection was done using TR 1413 S 0a o6 "o ver aﬁ ore than 196 0% addiional rote?ns ere identifi)(;d - comp o rgtepi)n Joest frogrjn Iéoscherichia TRADEMARKS/LICENSING
L . . . 0.1% FA +2.0%DMSO 14.19 7673751.21 4.27 : : 0 ) pro P P 9 AB Sciex is doing business as SCIEX. © 2018 AB Sciex. For Research Use Only. Not for use in diagnostic
data dependent acquisition strategies with following parameters, TOF MS m/z range of 350-2000 and QLo 0 AMS0 14.02 >945389.51 3:31 coli and Klebsiella Pneumonia respectively. procedures. The trademarks mentioned herein are the property of AB Sciex Pvt. Ltd. or their respective owners
MSMS m/z range of 100-1800. Protein identification data was processed using ProteinPilot™ Software 5.0. Table 1. Fold change of various peptides In presence of different concentration of DMSO. 1% DMSO is the AB SCIEX™ is being used under license.
most effective and consistent for all peptides. Document number: RUO-MKT-10-7798

Extract lon chromatogram(XIC) was processed using PeakView™ Software 2.2.



