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Introduction

The Chinese hamster ovary (CHO) cell-line is the predominant mammalian industrial cell line being used to produce recombinant thera-
peutic proteins. Although CHO cells have been used for more than 25 years, the genome sequence was first published in 2011. So far
there have been limited studies of the cell biology of the CHO cell and the potential of cell line engineering. To elucidate the poorly un-
derstood cellular processes that control and limit recombinant protein production and secretion, a system-wide study was initiated to
identify possible engineering targets relevant for therapeutic protein production.
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/~ | Perspectives N\

This preliminary study shows the possibilites for using RNA-seq data and cluster analysis to identify new gene clusters based on biological gene expression behaviour that can lead to a
greater biological understading of the important industrial cell CHO-K1. n be used for identifying genetic targets for improvement of protein production by overexpression transcription fac-

\tors og create knock-downs of growth inhibiting. /
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