Comparing the omics landscapes ot HEK293
and CHO for improved bioproduction

Mapping differences between industrially relevant HEK293
strains and learning lessons from the divergence in secretory
pathways between HEK293 and CHO
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The secretory pathway utilization is different in HEK293
and CHO cell lines during expression of difficult-to-
express proteins

Concentration (ug/ml)
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Co-expression of highly abundant HEK293 secretory
pathway components can boost bioproduction in

CHO

2-3 fold titer

'_ Funchonal group .
i DOPVCOMI INCrease
] w Dolchol patevay
. R gy .

- I I !
= Doy gy omyedbr
3 UM e dbeows 30_
s | » Pyztedoicirg ' CHO
.. | ' Trosioto 257 :
E 4444444444 E
‘.3\ fl £ 2.0-
= o
3 pod .c% 1.5 T
o 2 9 = 1 I 1 T T
X )

| B —3 1094 B B T B TR TR
joo| § o 9 , I 1

o ! 0.54 T 1 x
" 04
| V

Group | Group Il Group Il



Heavily glycosylated
proteins benefit from
higher activation of
glycosyltransferases
activation in HEK293
compared to CHO
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HEK293 transcriptomic mapping enables identification




