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iTRAQ/TMT ZARAX
1. FEAREN

iTRAQ(Isobaric Tag for Relative Absolute Quantitation) 1 TMT(Tandem Mass Tags) £ R 253 5!
F3[E AB Sciex 28] Thermo QBRI AENZRKAEIMREEER R, AEIRSIRFIS RKIFETF REE @R
FEENMESS, f38ENE, BT —RRENZEREETE. FTEEAT KRS LSS
=R, MFEEAEZAMBRREXH~E S MREE T, HESRBED AR ZMCHERNRAE,
RIEREBFNIEARRITER —E B RE—KEEREFREELE, MTMSSIIE BB E £,

2. AR MAZ
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Quantification
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EEHEWRT, EEMNY, BREMRY, RBES

10

E
2
=
=]
Il
4
£




E
2
=
=]
Il
izl
=

4, ZRRGINZE
MEXE
The AKT-independent MET-V-ATPase-MTOR axis suppresses liver cancer vaccination
FFETF s FASI—IHII F4EH Akt BIFTERIE AR

HATI: Signal Transduction and Targeted Therapy | IF: 18.183
EREN: HIKF | RREFE: 2020 &

MRER

HTFEHIER, FENRZENGTNEERER. TEETREEMBOANZ PN HEENETT
M—IZRFE, BEINRBERBITHESEE, XNHENRREREINGEID FHSEIFRRE, XEXED
MtEeRRMEESEXN MET E8, HARIM T FEH MET-AKT-MTOR @SN MET-V-ATPase-
MTOR &2, MEEMETFIREEER.

R Eﬁ J!ET S S st TR IR
fRmmR iﬁ;\;:ffﬁfg;%m DIEES
BERERE ;%;fg;@ﬁ V-ATPase B RILR
oy \é;}:::}%MTOR i R £ BT

1B

] E - - 3
‘rrrrer

2. RIME MET HEERIHER

EHR
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XEXRI MET gefFA “BXE” MEIFRARRRERYE, EAREAKNAIEIRT FLEH Akt B
SNBIREEFASE 52 V-ATPase, il MET-V-ATPase-MTOR @& /a, AHRRIPMAEENE, &ith
A TR ER RERIESYRM TIERSE,

SE ik
Huang Xing,Xu Xingyuan,Wang Xun et al. The AKT-independent MET-V-ATPase-MTOR axis
suppresses liver cancer vaccination.[J] .Signal Transduct Target Ther, 2020, 5: 122.

5. BB &Rz

Isobaric Tag [Tc-}:al mass=229) MS/MS Fragmentation site
1

T 1 n E
i ] E2
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=
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Jc:.rlf:! 11 ] -}5-3‘-\-0?-, ’P > TMT tags
= 5 UUUZ:>Q 0ueu00
== Qoo U=
[—] “ Labeling
[—— Protein Denature Combine
Samples X ACTION Beduce, Mlqd‘ll!. a labated
& wryptic digestion samples
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§ 100 U LC-MS/MS analysis
E 80
§ &0
T 40 J MS
3 0
E o l .Ill Jl l e Il . L.l L 1 Ill i A I.
spa= "= B60-~.__ 700 800 500 1000
) -~ M5/M5 - myz
& lm :"I ¥ !I"“ IHI,] !
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'E for quantification
2 6D
=
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Series of fragment lons for peptide identification
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FiricEERRARATF

Label-free ZAF4A¥ (DDA ET)

1. HAREN

Label-free, BPIEtRIZEZIZ AR, Label-free EEF4 (DDARR) BEIREBKARANERR
ESfRTRIE D, TREARRNRBERMETE, REDTANIRETEE A RN ENRILEE,
ELER R B AP AR R R ER IS S 08 EE, MITIXTRKERST M AYER A B THERT & 2.

2. AR MAE

|OREW | > | BEEK | > | BB | > | EEEE | > | BIES
(manm > [mwe ) > (moen | > (zees] o e

3. @it
O SLIWIRERVN . EFARICRIE, MWHFAREVR(ELD, BOKKWIRE, BIFEE, AR
O THAERG: RAMEHERT, ERTFAFLIENTERILR
o MXFEEN: WHFANERSEBERENRIR, LHERT EXWEFE

4. ZREFNDZE
Protein profile of commercial soybean milks analyzed by Label-free quantitative proteomics
RAETEEEERAESINENPEIRDR

HATI: Food Chemistry | IF: 6.306
ARB: MSRKRF | AREE: 2021 F

MRER
SREB—MMARERIRMBRMAAR, & FDA #EN—TRESR, EXRAIENERRE, EAK

B SFIRM. MAEPMAMTRMEEN, CMEMHILRITERR. IEEARAFHRKS

BATRIEREMFHNELR, MABEARAFHEBAEHFNARZIFIFIBESRIE,

ZEA=:)
Xt 15 MAENTESNRAFTEEBEARAFHE, BENEMREEARARNER, HitEE
TEFRPEENEATIHERNNE. NERINFMINFRRERERR T AENALEZIHEEF

WIERREIBIRZME,

RLEL

FEZMHNEARARKENHNEFRNEFTER. FRUUREEARMENFEEHTOE, &
REBRDLLAE, SEFEEE. RKEBIMHFNEE. BRESHTFRAEXNESRTRER. XE
MEPRNENSSRNERERIEEFTERIE, 7 EZINMERERTERER L2,
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SE Xk
Battisti Ilaria,Ebinezer Leonard Barnabas,Lomolino Giovanna et al. Protein profile of commercial
soybean milks analyzed by label-free quantitative proteomics.[J] .Food Chem, 2021, 352: 129299.

5. R NRE

Cell/Tissue/Fluid Protein Peptide LC-MS/MS Intensity
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FFricEEEARAF (DIAER)

1. BAREN

WIRIERR B REET (Data-Independent Acquisition, DIA) BFIEEN2AMTES ETFD
BO, Sk, BRSNS O0FNREEFEHTIER. BREKQN, NMERR. TESMIREEL
FERIAEB TN ER.

2. BRI

memm > men || mang ) { ot

{ plikes J [ res > mmow |

3. =@t
OREVERES . AL BEFHITHE, B LB eANKINFESFIERER
S ETELRBM: WIE. RREFESFEEONFRREREETERNE
OEEAREAE: FJTHEEMAE, NS
4. ZREFHD=ZE
New insight into the rapid growth of the Mikania micrantha stem based on DIA proteomic and

RNA-Seq analysis
ET DIA ZERARAFH RNA-Seq ST EHHZRAHREAK

HAFI: Journal of Proteomics | IF: 3.509
RREBE(L PIUIKE | RREE: 2021 F

MRER

BEHE—MERAENRESEY), EHBREZIZSIFENINANEM L, FEIEFEEBN
FRYE, MMARENNERK, RASHENRRET. ZNREFEKEFHFIEEZENRELE, TEEHT
HEWXaken, RETHENEEHN, FAEALERE, BREHEZTSEARENHRE, HAEN
KNMBFRRENYEZSTHA. RHEZEE-—TERERRERE. BRERIREANELRA
K LIREBREREAGHEXD FIRERMFRE AR LRE,

ZiEM=1:Y

XEFBET DA ZBARAFH RNA-Seq &R, BUBHRARAR (BIHE1. TiE. TE. RE
BANER ) WeEERAFNEARAFEE, BNREESEREEKEXNERFYNELTEE,
HARMHRME S ES KRB R EY LR ELE R,

MRLEIL

BT DIA WEARAFH RNA-Seq RARMBE S ERMABEH FALARPRAE, SFREMMH
ZFRECEORPBEHRENTEROAGEMERE, ENTEREMN. EREPERERIRER, T
EFMAERNEDHRESHSRAERZSHMEYHFRAEER, BINFEHBEFEENRERE,
TEREEHBHRRERYG, BEMTAERERREHBHERMINER.
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Cluster Analysis of Differentially Expressed Genes b Subcluster 1, 7806 Genes Subcluster 2, 1200 Genes
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Functions annotation

3. O ERARAMEREEERNEARGE

a Adventitious Root vs Internode
15+

N
£ o
:
£+

10 -

e pearson=0.038
H H 2 o H H i 8
Protein Expression
b Primary Root vs Adventitious Root
*

e
[ ] y=-0.027x-0.149
° [ ] % pearson=-0.017
T T

T
4 6

[] 2
Protein Expression

4. RER. WEMERZEERATELRASIERXIED R

SE ik
Cui Can,Wang Zhen,Su Yingjuan et al. New insight into the rapid growth of the Mikania
micrantha stem based on DIA proteomic and RNA-Seq analysis.[J] .J Proteomics, 2021, 236: 104126.
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PRM $ERZERAF

1. BAREN

PRM (P47, parallel reaction monitoring) B—METFS0M. SHEERIZHNEFSN
BEAR, EBMEMERR. BnE (MAEENIFEEIGHAE) #HTEZFMERN, MM BirE
El)ﬁ/ﬂi(fx TEE,

2. BRZTRAE

PRM collision cell

Q1 q2 Orbitrap
] I
$ 7
0:.?.. seperaﬁoy ... ment/ Jiases seperauo}@ demecuon/ Uk i 5
r— T v 4
Precursor Fragment
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3. KRARRA
PRM TE2RATFERESHMEARBIONERN BAREBSR / BRERSHITEE RN SN E 21,

SRR A
BEARTAEHE (89 $2HL+SDS-PAGE+BCARE B )
Bkl (B Ak BE E+brid+ B
B AT (=R Dh e R R+ B S HT)

$E [ EELIE (PRM)

4. = RILE
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WERFEMBAABEER L Motif AR RMNEE, MMTEFIRBHBRUEIRERRILEL, gRA
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4D- EARAEF

4D- EHFRAZFEN

4AD- EHRAFE T H — KA timsTOF Pro B, BIHEBEFHE (Trapped ion mobility
spectrometry, TIMS) 5 [ & £ 1 & 4 & & (Parallel Accumulation Serial Fragmentation,
PASEF) HiBER#HITEEEBRAFHR.

ZFARE 3D HBEMREEE (retention time)  FfEt (m/z) « BFEE (intensity) X=4
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[1] Emma Doud et al., Deeper proteome coverage of musculoskeletal samples, ASMS 2020.

8 AR S5 AR

>

1H$%$’ > | HEE

mtie |

BB |

e S by

Synergistically Bifunctional Paramagnetic Separation Enables Efficient Isolation of Urine
Extracellular Vesicles and Downstream Phosphoproteomic Analysis
i EIIN TN RENRREL 14 53 B8 SR IR PR R ARRR SN B A M B T B E A A F IR

HATI: ACS Applied Materials & Interfaces | IF: 9.1
ARB: EEBEARE | ZKREE: 2021 F
Eﬁv‘adbg

Appsrgn (V) BAREENNEZHE, WEIZHNBTHEDFRIR. A, NEMEFERFD
B EV RRRE, XTERST s NERIEMD .

26




MRTA*
ATHIT BV TERIEN O, MREBCEBISIREKHES, BIEFEM Ti(V) BF, HREBETE

¥) 1,2- ZHERERS -sn- HH -3- BIERCERRRIEN EV IRPES BV, WEIFIBRESENBRRAFNIRRFS

HITT EERREERAF O,

KIETRIEE
4 (
[ 4 s
=
g »
H o]
.g,| v
..t.
L
HRER
|47

ERRINRE LA E 5 AD- BAER (K E BB SN, XA 100 puL A 5 mL R, w35
36262 N EV BK, XJRz 3302 NMERIFEAM 3233 NMRIFHEREL, 23AEK 1098 MEFHMERER. KM

S@EAEAEL, BmERERE 121 MHEREES LR,

15ProteinCluster
I Canceom
B cancert?

AIYIBRE R E MR RERRK BV NEEBMEQAFHR

i
MARELED 21 MEBBRUPEESMIERVEN LERED, BIE SR TIMS-PASEF

B, AXEEMIREYIRERETBANTAR, BBEANIGKEIR.

SE Xk
Synergistically Bifunctional Paramagnetic Separation Enables Efficient Isolation of Urine

Extracellular Vesicles and Downstream Phosphoproteomic Analysis[J]. ACS Applied Materials And

Interfaces, 2021, 13(3):3622-3630.

Bk
| 27









