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Supplemental Figure S2 — Temporal profiles of mMRNA accumulation across tissues and
in clock-disrupted conditions

(A) Examples of genes whose expression is rhythmic in different combinations of
tissues. Flat indicates nonrhythmic tissues. Rhythms can be further classified as
clock- or system-driven by analysis in WT and Bmall KO data, shown in (B).

(B) Examples of tissue-specific (Lipg, Lpin1) and tissue-wide (Dbp, Cirbp) genes
whose oscillations can be clock-dependent (Lipg, Dbp) or -independent (Lpinl,

Cirbp) manner.



