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and links to product pages Figure 2: Basal levels of KRAS mRNA in ATCC® cell lines. The box

plot illustrates the relative abundance and endogenous activity of the
KRAS gene among ATCC® cell lines, representing various tissue, cell,
and disease types.

= Provide data to foster reproducible research and development of impactful therapeutics.
4. Leveraging RNAseq for unique insights:

= Over 300 cell lines from kidney, blood, and lung tissues sequenced.
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= Encompasses primary, engineered, cancerous, and healthy cells.
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5. Objective of establishing research standards: Find new cell lines based on gene expression

= Offer traceable, standardized, and authenticated reference-quality transcriptomic data. correlation

Strict QA criteria of data curation
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Factors causing preclinical irreproducibility
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Identify cell lines with a specific coding mutation
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Line Land data curation, enabling comprehensive gene expression analysis and
facilitating the selection of the right cell line.
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credibility and reproducibility in scientific research.

© 2024 American Type Culture Collection. The ATCC trademark and trade name, and any other trademarks listed in this publication are trademarks owned by the American Type Culture Collection unless indicated otherwise.

QIAGEN is a registered trademark of the QIAGEN Group.



	Slide Number 1

