CHO Affymetrix Microarray

Microarray Design, Quality Assessment and Comparative Transcriptome Profiling
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- Ten test hybridizations were performed using RNA from
CHO cells and Chinese hamster tissues

- More than 81% of the probes on the microarray detected a

signal in each CHO cell line RNA sample

- Only 10.9% of probes did not detect a signal for any of the
CHO cell RNA samples
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Hybridization Results

There is agreement in EST
isolation frequency and
microarray intensities

- The plots above compare
brain EST sequencing
results with cell line and
brain microarray
intensities

Compatrative plots of intensities
for cell lines and tissues

- CHO cell RNA is more
similar to ovary RNA than
brain RNA






