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This workflow will help scientists in every phase of
biopharmaceutical discovery and development from
early cell line development to final drug purity
verification.

Aim: Demonstrate the utility of leveraging Protein Metrics
S Umimnm ary Protein Centric Analysis with GraphPad Prism. Allowing
for robust statistical analysis and complex visualizations.
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This workflow produces auto-curated analyses for
guantification of thousands of proteins from sample
replicates, quickly processing gigabytes of input data.

The Byosphere® cloud platform rapidly compares data
across samples, projects, and geographic sites
leveraging Deep Query and Dashboard capabilities in a
GxP compliance-ready environment.

Conclusion

' |
] | ] | Abundance

case 12 The study of heart proteome

§:§4 1 changes in a diet-induced obesity
0 model demonstrates the power of

S Integrating the MPQ workflow with

2 GraphPad Prism to identify and

Acot7

Atp2a2

Decr1

Crat L] L] [ ] [ ] [ ]
Kidhsa interpret significant proteomic
Gmpr

Synpo2

Bcat2
wd

F Pemar Using MPQ, proteomic data was
F Veee? efficiently processed and
o quantified, while GraphPad Prism

;gﬁ_;jgsm enabled advanced visualization
= Fetub

B through 2D hierarchical clustering

Acat1

L 5T e

4] A

Prdx6

- Gstz1
" Synpo (left).
= Psmb5

- Gsto1

g

g ) (m] O O O

= =

* Clearidentification of diet-induced proteomic changes, with clustering separating
the two diet groups.

* Discovery of co-regulated protein clusters, highlighting potential pathway-level
dependencies for further investigation.

Byos provides robust, streamlined workflows for efficient data processing, and
GraphPad Prism complements these by offering comprehensive visualization and
clustering capabilities. Together, they form a powerful toolkit for advanced
proteomic studies in both academic and industrial settings.
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