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SM-Protein Binding Sites Profile Kit
Catalog Number: MG11
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SM-Protein Binding Sites Profile Kit
Catalog Number: MG11 PartA
Item Content Size Quantity Storage
MG11-1 Reaction buffer SmL 1 -20°C
MGl11-2 Resuspension buffer SmL 1 -80°C
MG11-3 Dilution buffer 15mL 1 -20°C
MG11-4 Reducing reagent 50uL 1 -80°C
MGl11-5 Alkylation reagent 100puL 1 -80°C
MG11-6 Trypsin (MS grade) 20pg (0.5pg/pl) 1 -80°C
MGl11-7 5xSample loading buffer 1.0mL 1 -20°C
SM-Protein Binding Sites Profile Kit
Catalog Number: MG11 PartB
Item Content Size Quantity Storage
MGl11-8 C18 desalting column 800uL (loading volume) 12 RT
MG11-9 Waste liquid tube 2.0mL 12 RT
MG11-10 Peptide collection tube 1.5mL 12 RT
MG11-11 Sample loading tips 10~200pL 50 RT

= FmEn

1 FEAAINT (Small Molecule, SM. #I/N73-1- 254 ARBIIAE) HORL SR BT SM K171
VEFPLEE R 25W0F R iz s . P Al IR A O PR iR & (MGO5~MG10) S5& i, fik.
RIVFIAE SM IRIHE 258 o

] & Sz FE i FREEERR
MGO05 SM-PD &4kl (Biotin tag) NGB B R LFQ[1]
MG08 SILAC-SM-PD &4k fl& (Biotin tag) INGY TR U SILAC [2, 3]
MGO06 SM-PD & Rf& (Alkyne tag) NG AR LFQ[1]
MG09 SILAC-SM-PD &£k & (Alkyne tag) INGY TR SR SILAC [2, 3]
MG07 SM-PD & (Azide tag) NG TR R R LFQ[1]
MG10 SILAC-SM-PD &Rk F& (Azide tag) NGB SR SILAC [2, 3]

2. HRIEFFHE T SM MGG AEA)E, TEE P SMAAEIZEL AR A L AR G (n
PEEIRAF) . AP L, SM 5 HBE AR A R AR RS 8, SM LA 1 B/ B R 55T
LA 25 5 BRE R A IO EAN EER E  R R IRIRAE ERT. PRI, AR SRS HOR T SEBLG SM#E
| AL AL HETAI .

3. SM-HEER A4S A LR H LT 5

(1) Invitro J73: fEMRSL, ¥ SM HES SHA ML FE T (recombinant target Protein, 2K
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P, 4iRE>85%) W8 5, A HZH M A AT A, SE SMTERE AR 1 B RALE A
firic Invitro 773X, HAR EARGIM. B@ BN RUG, Al 5w sl RS Ty 254 hL
FEAT P ISR .

(2)  In-cell J5=\: BIUAGNARA AR EL, F SM ALFEEANMS, @i Co-TP (L UTiE) &AM D&M
HEY. 5 EAR AL SDS-PAGE Bk, H4)5, VIEFLSER, HHTFERN 55
Wro In-cell 7550, AIEAIRA LU REFE (MGO1~MGO02) S HE M F w2k .

BHE ‘W Jivlz:Eriag RBESERN
MGO1 | IP-MS & IXH& (3xFLAG tag) B i HAE/ S A8 ik LFQ[1]
MGO02 | SILAC-IP-MS &4EiR7& (3XFLAG tag) SRR (F=E i SILAC [2, 3]

(3)  Invive 7530 VMBS EY) AR R, SM ALERJE, $REUEE ()5, @it Co-IP (4 dLiiiE) &
EMEEAEAY. WAEAEASWIEIT SDS-PAGE k. His, UIEHSEA, HTHRIE
RS 534 o In vive 77 3R FE L0417, (HER Lol REAFEE 2 HE 5.

MG11 (SM-Protein Binding Sites Profile Kit) J&%1' % SM-8E s 55 [ 45 607 0 5T 1% 07 12 i st v i A ok

(invitro) JFRF G G a .

(1) R SM 5 HEAE A SMNEE M (Reaction buffer—MG11-1) FIRBZEAZH

(2)  IRMESRE HI R R EREER (in-solution trypsin digestion) iRX7 (MG11-2~MG11-6) K ARALH
SCEGURAR, R T A R B

(3) IR EEMR S I ILBLHEAT B B FERS (MG11-8~MG11-10) FRALHISEIHAE, SEIE (2)
(I BEAR K BOBEAT B2, DAVCEC BRI A 225K, R4S i B i P dts , b k4T SM-4E R 2R
(SECFE VYIS

A7 AR !

RPB&EH

H¥ SM, Eif& R EZR: >10mM.

IR SM )BT 1o 0 04t -

(1) 1A ESIL2FJf (Electrospray ionization) FJ/N-FA BTG (U1 Agilent. SCIEX. Waters %5
AT WA (L) Jral. BHE T (Positive ion) #E3, REHHK SM KI—% (MS1) F1 %
(MS/MS, MS2) Jiiit ##z .

(2)  HPIRAT LA AR H K SM BT BSR4 . 854 H 1 SM 1 CAS 5. At XA TEA(E S
K% 2 market@imultiomics.com, PAERF] AT RS FIFRAN o

EAMSEABETER: >30pg. IWEER: >lpg/pl, AFER: >85%. MEAEAATRIEA, N

BEEAEH MG11-1 (Reaction buffer) F&, ##58IRE >1pg/pl FIHEBEE VAR, -80°C {RAF

EHR Bradford EHEIRA (G Imultiomics, #MGR02) KEEFFAX . @{#H Bradford ¥t} EHEH

AT &, LSRIHBONHER I B TR %

SDS-PAGE %1%« SDS-PAGE LK R G AIZ% D= i g (ol (MEF Imultiomics, #MGRO1)

R AA (Uit ] T H AR DURAES S A R A R, #BE-1200)

RBZEK (182MQ-cm@25°C) BGBZA/K RSt (WE 18U BRK AL ARG R A7, #RODI-220B1)

il -20°C {47, A& H

pH RFEA

2N (Acetonitrile, U1 Sigma-Aldrich, #34851)

PR (Formic acid, %1 Sigma-Aldrich, #F0507)

ZH LR (Trifluoroacetic acid, #l1 Sigma-Aldrich, #T6508)

BB OETHL (U Labeonco, #7811037 & #7310038)

IR A (U0 Miulab, #MTC-100)
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15, sEA/NYEEE.OHL (>16000g, 4 BeckmanCoulter: Microfuge 20R)
16.  JkBok 2 8iRA& (U0 ThermoFisher Scientific, #23290). e G MEEARIY (ex390/em475, U1 BioTek
Synergy H1). %% 96 fLE#FRHR (U1 ThermoFisher Scientific, #237108)

m FIERS

FPi@nt MG 7Y #% FIR SEIE BONERE A, 41538 0.1%TFA/50% Acetonitrile. JH J7 4
T EZ B O T AU R B B 2 A ES, AT PAuK O sU B Sk B R IR B3R A FRA] AT 58 it ik
BURE e T JRERI A AR TSR IR S (RSS9 i) .

SM SEHBERFIMNREFEFHIETE

S1: EABEARAERERE

S2: SM 5EAERIMNES

$3: SM-FEERAGHRLE

S4: BRESRE (in-solution digestion)

S5: EBfRRKERIREL

S6: IAEREESHT

S7: BAERFGEATERIN

J Y

s 5K

ki Nis

L TR EAS SR BRI R 2%, WHEOR. ARRMZR MER S . A AR R RS 1Ok
B SDS-PAGE DIEN IS — RIRIAZE A . Hm w] e Uk BOE & R BT A5 1%
Bt Ems G5,

= SEVXE:

1. Cox J, Hein MY, Luber CA, Paron I, Nagaraj N, Mann M: Accurate proteome-wide label-
free quantification by delayed normalization and maximal peptide ratio extraction,
termed MaxLFQ. Mol Cell Proteomics 2014, 13(9):2513-2526.

2. Ong SE, Blagoev B, Kratchmarova I, Kristensen DB, Steen H, Pandey A, Mann M: Stable
isotope labeling by amino acids in cell culture, SILAC, as a simple and accurate
approach to expression proteomics. Mo/ Cell Proteomics 2002, 1(5):376-386.

3. Hoedt E, Zhang G, Neubert TA: Stable isotope labeling by amino acids in cell culture
(SILAC) for quantitative proteomics. Advancements of mass spectrometry in biomedical
research 2019:531-539.

MR (LD FRAR www.imultiomics.com market@imultiomics.com



