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Proteomics: Proteins are active biological macromolecules that carry out biological
functions. Proteomics is a systems biology technology that comprehensively analyzes the
entire state of proteins.Compared to genomics and transcriptomics, proteomics directly and
comprehensively resolves the protein abundance or post-translational modification levels in
samples,uncovering protein specific regulatory mechanisms that cannot be determined at the
gene and transcriptional levels. It is the core content of the 'post-genome’ era and holds
great significance for deepening our understanding of the essence of life phenomena,
disease mechanisms disease diagnosis, and even drug development.
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. Quantitative Proteomics Strategies and PTM BIO Recommended Solutions

I Key )

A roach Quantlflcatlon Best Fit For

PP Strategy Advantages

5 MS-based label- Broad applicability, Discovery proteomics A mainstream approach
T DIA/ Label-free - . ) . . . .
o _ free quantitative flexible design, suitable for cells, tissues, and  for protein profiling and
= Proteomics . - . . .
8 proteomics for large sample sets biofluids differential analysis
% Il T Isobaric labeling- Hllg_hlre?rodumblllltlg_{, Comparative studies ;
T - i : based multiplex mu tltp E:ar}g capatIJII I;(y. with moderate Ideal_ for mmultaneogs
% roteomics quantification suitable for paralle sample numbers multi-sample analysis
o comparison
Py Targeted quantific-  High sensitivity, speci- Validation of Best suited for follow-
<« PRM Targeted . ) ). I ) . P
[} Brofeomics ation of predefined  ficity, and quantitative  candidate biomarkers  up verification rather
2 proteins or peptides accuracy or proteins of interest than discovery

o
. PTM BIO Recommended Discovery Proteomics Solutions

Products Typical Needs What We Deliver

For routine discovery A complete quantitative proteomics workflow with standard bioinformatics

Enhanced studies requiring reporting, including QC assessment, protein identification and quantifica

. reliable protein tion, reproducibility analysis, differential protein analysis, GO/KEGG
Discovery ) )
Proteomics quantification and  functional annotation, enrichment analysis, clustering analysis, and PPI
standard biological network analysis. It helps researchers rapidly identify candidate
interpretation. proteins and key biological pathways from proteome-scale data.
For high-value Built on the same report framework, but with deeper proteome cover-
projects requiring  age and greater potential for downstream data mining. The expanded
deeper proteome  protein coverage helps reveal more regulatory proteins, candidate
DPeeE[) Insi-ght coverage, stronger  biomarkers, and mechanistic pathways. After report delivery, PTM BIO
roteomics

data mining, and provides more comprehensive one-on-one scientific support to help
more comprehensive customers interpret differential proteins, key pathways, PPl networks,
scientific support.  WGCNA modules, candidate targets, and follow-up validation strategies.
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o Data Quality Visualization

Protein Quantification Depth of Each Sample / Cumulative Protein Quantification Curve

Consistent protein quantification depth is the foun-
dation of high-quality proteomics research.
Through standardized mass spectrometry work-
flows and rigorous quality control procedures,
PTM BIO helps researchers obtain robust, reli-
able, and quantitatively reproducible proteom-
ics data for downstream mechanistic analysis.
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PCC Correlation Heatmap / PCA Plot

Pearson correlation coefficient

50
N_1 [ ]
N_2
N_3

= 25
-0.08 -0.01 0.06 0.14 B_1

§ Group
-0.14 -0.06 0.06 0.08 0.25 0.18 B_2 3
A ~ [¢] CON
0.1 -0.12 0.07 0.04 0.22 0.19 B_3 = CON_3 e B
o O éj - C
-0.08 0.12 0.23 C_1 [&] 5631\4 1 F_1 F
a

F1 25 %

\ -50 0
PC1 (52.7%)
Using multidimensional reproducibility assessments, including Pearson correlation coefficient analysis, principal
component analysis, and relative standard deviation analysis, we enable researchers to directly evaluate whether
biological replicates are consistent, whether the overall data quality is stable, and whether the proteomics data-
set is suitable for downstream differential protein screening and mechanistic interpretation.
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i PTM BIO performs comprehensive quality control at the sample, peptide, and protein levels, helping ensure the

'\ stability, comparability, and biological interpretability of proteomics data from the earliest stages of analysis.
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o Differential Protein Discovery: Rapid Identification of Candidate Proteins

W e requisted [l Down reguisted

708

BN N FiN
comparable group

o

-Log10 P value

sripm® r“‘

Pz

iiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii -

The differential protein statistics chart
provides a quick overview of the scale of
protein expression changes across experi-
mental comparisons, helping researchers

guide downstream candidate protein

[
\
\
\
\
| prioritize key comparison groups and
\
| selection and mechanistic analysis.

Differential Protein Volcano Plot
The volcano plot simultaneously
visualizes fold change and statistical
significance. Significantly upregulated
and downregulated proteins can be
prioritized as candidate targets for
downstream mechanistic studies, PRM
validation, or biomarker screening.

Differential Protein Expression Heatmap: |
The clustering heatmap visualizes the |
expression patterns of differentially |
expressed proteins across samples and |
groups, helping researchers move beyond |
individual protein changes to understand |
coordinated expression patterns among |
protein groups. J

High-throughput proteomics studies often generate large sets of differentially expressed proteins. Simple statistical

or its underlying molecular mechanisms. Functional annotation and enrichment analysis help researchers extract

/
| summaries alone are insufficient to connect these protein changes with the biological phenotype under investigation
\
| biological patterns from complex proteomics datasets, identify significantly involved pathways, and uncover key
\
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Network and Advanced Analysis: Identification of Key Regulatory Proteins

and Mechanistic Modules
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WGCNA Analysis:

Weighted gene co-expression network analysis (WGCNA) constructs a protein co-expression network to identify |

[
modules of co-regulated proteins and further evaluates their associations with disease groups, treatment conditions,
or clinical phenotypes. '
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I For Deep Insight Proteomics, WGCNA-based advanced analysis can further extend the interpretation from
: individual differentially expressed proteins to phenotype-associated protein modules, helping researchers identify :
|

regulatory networks and potential hub proteins with mechanistic relevance. |
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[ M PTM BIO Brand Advantages

01 Technological Innovation

\ 4

Integrated with PTM BIO'’ s proprietary
ProTeoMaster™ automated sample
preparation platform, sample prepa-
ration efficiency has been increased
by nearly 10-fold, enabling higher
experimental consistency, stability,

and analytical reproducibility.

03 Proven Scientific Excellence

v

2,900+ high-impact original
research publications supported by
PTM BIO, including 36 full-length
research articles in Nature, Cell,
and Science.

-Quantitative proteomics analysis
completed for over 10,000 samples
-Multiple benchmarks established in
proteome identification depth across

diverse proteomics applications

02 Industry-Leading Platform Capacity

v

PTM BIO operates an extensive and highly
diversified high-resolution mass spectrometry
platform, significant improvements, acquisition
speed, mass accuracy, and quantitative preci-
sion.

-5 x Orbitrap Astral high-resolution mass
spectrometers

-3 x timsTOF HT high-resolution mass spec-

trometers

04 Comprehensive Post-project Support
v

-Providing one-on-one project support and
customized analysis

-Free access to premium online training courses
and technical documentation

-Cloud-based project reports with flexible
reanalysis and parameter adjustment

-Free access to 40+ proteomics bioinformat-

ics tools




