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Orbitrap Exploris™
480 Mass Spectrometer

timsTOF AT

Orbitrap Eclipse™ Tribrid™
Mass Spectrometer
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HERTFMERE (TIMS, Trapped lon Mobility Spectrometry) Cintensity) « BSTIME (mobility)
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Lable-free

LFQ (label-free quantification), FEARITE =4 compare intensites
R, REMMALIT AL, A AR N
IR R BT T4 89 ZIRAE R BHAT R IR R, i
FRA TN B A o P AR M IR A9 13 53R, A m Rk
Bt & G Rt AT st 2 2.
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time

intensity

Mass spectrometry
Q C-trap

e @ Proteome Discoverer

Orbitrap mass
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‘H=m-DIAEEERA

¥AEER AR E (Data Independent Acquisition, DIA) : ZIGEmEF N B F LN,
FRAXZ A RATIEmIZEE, 0B AR 6E R THATA R, MR ARMAZ 5T
FHFHPit, 5ERGERMMEKE (Data Dependent Acquisition, DDA) # X gk,
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DIA data acquisition

Combine And fractionate

Orbitrap mass ™
‘ | analyser Spectronaut
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Direct DIA (direct Data-independent acquisition) , BFDDA-free DIA (dDIA) , 54 4DIA
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Mass spectrometry
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®,
Trypsin - ‘ e
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& XV _— | = =
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DIA data acquisition

Bioinformation
analysis
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ﬁa @ ﬁ‘-\] @3 Phosphorylation
@ﬁ g g @3 Acetylation Methylation U More structurally complex
@ @3 @3 { More functionally advanced
'ﬁﬁq ﬁq @ Glycosylation PTMs Ubiquitylation
@J ﬁ’ @‘] ﬁ“ U More precise Regulation
ﬁ’ @J @J U More specific action
] ADP- .
Genome Transcriptome Proteome ribosviation SUMOylation
~20-25,000 genes - - - --—- - - - - > ~100,000 transcripts -———————— -3 1,000,000 proteins y
Alternative promoters Post-translational
Alternative splicing modifications
mRANA editing
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Marker* Cancer type [
AFP Hepatocellular p, 'l'lrFet protein
B-hCG Testicular, ovarian :_-; ;:::f_:‘;mn ol
CA 15-3 Breast, lung, prostate :-“;1 ‘,onccn".ﬁi:
CA 199 Gastrointestinal (pancreatic) ,,
CA 27.29 Breast, lung, prostate
CA 125 Ovarian
CA 549 Ovarian
CEA Colorectal
CEACAMs Colorectal, pancreatic . “ka Target glycan
e S HER2 Breast é . | antigen,
onfFN Thyrod & e — | determining glycan
PLAP Testicular, muscle " e 7" | concentration
PSA Prosate & e
sTn antigen Colon,other =™ .
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G Thyroid
Tn antigen Colon, t, cervical, other
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