Metabolic consequences of mouse hepatocyte ,
culture and impact of TGFB signaling CHARITE
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Background. Culture of primary hepatocytes is highly important Method. Fiuxdistributions computed in the stoichiometric network of
for medical applications [1,2] and liver research [3,4]. However, the the hepatocyte’s metabolism [9] for a plethora of metabolic functions are
metabolism of cultured hepatocytes undergoes substantial matched to transcript changes with a novel method combining the scoring ap-
changes [5]. Autocrine and paracrine acting factors as TGF[3 further - proach [10] to complex functional flux distributions [11], implemented in [12].
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The average expression value of the mRNA files of primary mouse hepatocytes cul- e score;(m;, v;) =€ *\7 ™l score component
associated with reactions of HepatoNet1 tured on collagen 6-well plates / monolayer | = _ My, = (m)s k-th reference mode
compared to the average expression value of (3 time points, 1h, 6h, and 24h, control N V= ()i relative expression profile . . .
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Relative expression scores of the third time point (24h) with respecttothe + & L — /| ‘% """""""""""""""""""""""""""""""""
first (1h) for the control and TGFf series sorted by the sum of amplitudes _— SN
(inverse of scaling factor 1). Only the 40 most down-regulated shown. - A
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