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: o o° 5 Figure 2. Key biological processes (BP), molecular functions (MF) and cellular components (CC) in each analyzed tissue for fast versus slow-growing comparison.
£ 150- 2
= S
@ —400 o
S Q
— 100 - >
3] - ' %% =3 — - —
IE : ._z_g_._._: - 200 a ( ° [ ] [} [
L 5q- P e 2 * Cluster analysis revealed that some groups of DGEs are tissue-specific (e.g. ceacamb5,
0 - - 5 | | 0 only expressed in the intestine), or size specific (e.g. erbb3 only expressed in fast-
Slow Fast Slow Fast : : : : : : : :
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The preliminary results from the trials and RNA-seq analysis demonstrate the feasibility of this approach, showing clear
distinctions in gene expression profiles between fast and slow-growing fish.
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