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Figure S1. Differential expression between railway and mountain accessions.

(A) Volcano plots of differential expression (g-value) against log expression ratios between railway
and mountain accessions (excluding BGS) within whole transcriptome. 5% most differentially
expressed (two-tailed log-ratio) are highlighted in green and within these, flowering-time genes (FT)
are in red. (B) Volcano plots of differential expression (g-value) against log expression ratios
between railway and mountain accessions (excluding BGS) within FT-peak region. 5% most differ-
entially expressed (two-tailed log-ratio) are highlighted in green and within these, flowering-time
genes (FT) are in red. (C) Paralogue-specific FLC expression: relative expression of AaFLC1 (light
grey) and AaFLC2 (dark grey) across mountain populations and BGS.



