Q> imultiomics

R4S PI-MGO5
JRAS S : version 1.6

I FEREAEERRKETHE (LFQ)
SM-PD Enrichment Kit (Biotin-tag, MS grade)
Catalog Number: MGO05

= RAFPE&ETH:

1. HI SM (JREI4LEY, parent compound), FIT-3a4rdlseis, FHEE.
2. Biotin FFIC I SM (Biotin-SM) 4t (Probe), M/ H %
(1) Biotin [f)4r T2\ CI0H16N203S, CAS 52 58-85-5. 1 F /i 1% Biotin 43 7 SEHUA H 1)
SM IfEMbrid,  LAULHC MGOS RFI& 1 H .
(2) MG U Biotin-SM, % a) AiEHdEIE: b) PSRN, #E TR o) HPLC 4l
W, A ER>95%.
(3) A SM {&1fi | Biotin, W HEZSREMA SM FEME . BT i OH P ETT R AR SEIOHT, #EATAH R AR
YisEsent, LRI FIGEAE Biotin-SM Al SM (JERMEAY) HIAE YIS MR T A 2.
3. RPIRATRATIR AN H I SM HET Biotin (2114 ik 55 . 1R H 1 SM 1] CAS 5. 73 F45H.
T REE 78 B K% E market@imultiomics.com, PUE IR 7 AT 3-45 AIR A
4. Hegg. WA EGEEM:
() gk (182MQ-em@?25°C) BUBZAIK R4 (Wil [ T80 R KA ARG BRA A, #RODI-220B1)
(2)  HRrgniusk. kil SEeM . EYe e, M RAS A KRG
(3)  EE A R AR ) 77
(4)  0.45um &Lt PERE (40 Millipore, #SLHVO033RB). —XIETCHE JE 528 (Sml/10ml 25)
(5) 1.5ml/2ml/5ml/15ml/50ml &.00% (Axygen. ESCO %)
(6) Bradford & A IR G (L Imultiomics, #MGR02) KA R4 (HEbr{X%)
(7) HDrriE gl (36 Imultiomics, #MGRO1) FIERGLRT RS
8) WHIAKE R EEE P (>16000g, 11 BeckmanCoulter: Microfuge 20R).  5~15ml {55 73
A 0AL (3000~10000g, 41 BeckmanCoulter: Allegra X-30R). S [HI/MNHEE A EL.OHL (40
Miulab: mini-6K).
(9) SDS-PAGE Hiik &4¢
(10) BEHARAAC (i T T AR VRGBSR R A R, #BE-1200)
(11) Co-IP/Pull-down in-gel trypsin digestion Kit (IGD)—Imultiomics, #MG03
(12) Co-IP/Pull-down in-solution trypsin digestion Kit (ISD)—Imultiomics, #MG04
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® KiF

1. Small molecule (SM): /NMrTIEW, W/NFT251). R
2. SM-targeted Proteins: /N> FIE4HMI/ZHR P RIS AR AEE.
3.  Biotin: A&,

Name: Biotin

] Formula: C10H16N203S
CAS No. : 58-85-5
PubChem CID: 171548
HO

4. Pull-down (PD): AR AR HLIRRI 2 Tl P/ EAREAR

5. Probe (4h): BEALIEIEI T Biotin “Fr2%” Y SM, f%B) Biotin “#52%”, it Pull-down (PD) A
3K/ & 5 Probe R4 & ME AT T o

6. LC-MS (Liquid chromatography-Mass spectrometry): & AH €& i - BT s B FH i R . & & A 4 %
(Proteomics) AFFLH)FE T Ro F T4/ B0 M R Fke il v K B 3 BOR28 L =5 F Je k7K s ARk
SRS AR, S R 5K 231 1 el & A

7. SM-PD-MS: #t4b$aFIH Pull-down (PD) £ A% 3R/ & 4E biotin-labeled SM-#E H T &%) (SM-targeted
protein complex), FH4EAFIETAR (Mass Spectrometry) SEHLNT & 4 H SM-targeted protein complex i
ITEEERS T, MR SM R e S S R E .

8. LFQ (Label-free Quantification)[ 1]: =T FiHEM “JEARic (label-free)” AHXTE EH A, HibTals SM-PD
AR A B  MEAT LC-MS Rilll, A5 BhER B BT BT SR LS A Gt o0, SR AN R4 A
tdE AN BT ARR E BT, AT 08t A ek 2 e AR A R o (R AE 1) SM-FE AR )
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B FRiEn:

>  Biotin (EVIER) BT EWZEIA RS HE HEFFRS (affinity tag), HEES streptavidin &5 F T
RISEASIZ5 42, #GT, biotin 4% 2 B TARIC DNA. RNA. & RN T, B pull-down $
A, i streptavidin-beads & 4E biotin bric T ML ST ANEAK).
> JREAURIL/NG T (Small Molecule, SM, Wi/hNrF2iH. RilE) MReREg&Ea, —HENT
SM EF - FHLE IR L N ES . B ETA BURBIAR 7 S22 8, 6 SM“Usiin” Biotin, &%
(Azide) BUME (Alkyne) 25 “FHN”, 4@ pull-down FAR (PD) MAHHY/ LRI ()5 i3k
SM K& E A, FHEBIFGE (LC-MS, WA Gik- Bk H]) SEIx pull-down & 4 88 F /o (4 %2 7€ A
FAXTE EA T (W1 LFQ[1]. SILAC[3]), Z Ik IR SM R L4 S fidE A .
> EERHE (B BIRAF (multiomics) 1@ HAM &, FF&K 74X biotin #xic i SM, & H) pull-
down ARG T HEAT SM-45-6 8 1A 1 1) J5T 1% 227 & —SM-PD Enrichment Kit (Biotin-tag, MS
grade)—MGO05, AN F#RML—uiZ0A0 SM pull-down TSI 2544 KB HE S SM pull-down # i il
o IR B
(1) PRGN FR. BRI, Probe IR, SM IR EEMRALAIFIE 2 SM-PD £ it il %
(R s S B TRRE  5R s
() MACKIAIIRZHARR (MGO5-1), FRAREUE TR0 & A B
(3) AL pull-down PEIEZEMWE (MG05-2 & MGO05-3), T 2B /BEA% pull-down 1 72 b R4 5t
(RS
(4) SM pull-down 1IEX 4T (MG05-4), ki SM pull-down JiiF2;
(5) ZEMIJIN streptavidin {7 agarose beads (MGO05-5), FiAE % SM 54 1¥E M M
(6) 5xSDS-PAGE LFEZEMi (MGO05-6) ZHiR7), 8T Uitk 52 sk B (1 TR 1) i A 25
(7) AR Sample loading tips (MG05-7), #e AFEFEWR pull-down #: iy, 38 G/ I8/ At
Ko
> RPN BRSO A R R AT T AR, ARV S AT, A AR
xR AERIHEH !
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" [ESERGE:

Q: Pull-down /%, SDS-PAGE % Dl Qe a2k R IR B A R YA Re Y A 267

A: (1) iEHEE preclear 2 A FUAI MGO3-5 (streptavidin-beads) I N, V4% Probe MIIKEE, HIKZERIET
TG, (2) IRFESERMIAETEE (~25°C), {21 pull-down.

Q: 7E PART2 i, Probe BEEMN%H S NCHERHEER.

A: (1) i1\ Biotin &1t SM & IEffi. (2) % Probe MR ERIEEE, HRERTLHALL.

Q: 7E PART 3fr, SM RS IRERE NG E%T 5 Probe fHLLEH B MESR.

A: (1) VA% SM MIRERRE R E, BUGHTLIR k. (2) K Probe (biotin-labeled SM) JZ &M T 17 SM,
B RS 5 HAIE M 45 A SR A S SM e AR, S8 SM A AHEM . #afi, EFFE SM pull-
down SEEGHT, GG AR ) SE AN Probe ITETEZR TS5 SM A% .

Q: 7£ pull-down SEKITFEH, MEBEHEEMNE .

A: TREZ T Probe Al SM 7EHE SR 1 VA FE BB B T A it o PTS20aid 5.0, SRR T REIIAS
B, FEAT IR EESE .

Q: NCHIPC WHBEEHTNESBER.

A WFIE R AT MO WK, =1 pull-down =)o B BONM A& 2R . W P R WEERIZE R, 1
BRI HERR I8 1) S B0 IR A 75 TR o

SEH:

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. Gonzalez M, Bagatolli LA, Echabe I, Arrondo JL, Argaraiia CE, Cantor CR, Fidelio GD:
Interaction of biotin with streptavidin. Thermostability and conformational changes
upon binding. J Biol Chem 1997, 272(17):11288-11294.

3. 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. Mol Cell Proteomics 2002, 1(5):376-386.

4. Cox J, Mann M: MaxQuant enables high peptide identification rates, individualized
p.p.b.-range mass accuracies and proteome-wide protein quantification. Nat Biotechnol
2008, 26(12):1367-1372.

5. Tyanova S, Temu T, Sinitcyn P, Carlson A, Hein MY, Geiger T, Mann M, Cox J: The Perseus
computational platform for comprehensive analysis of (prote)omics data. Nat Methods
2016, 13(9):731-740.

EEE (B BIRAF www.imultiomics.com market@imultiomics.com
~ 4 ~



mailto:market@imultiomics.com

