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Figure S6. Alignment of the predicted variants of the A. halleri Cysteine Protease-Like 1 (CPL1) protein. Shown are the conceptually translated consensus
coding sequences of AL8G32870 from two metallicolous (Klet and Mias) and two non-metallicolous (Kowa and Zapa) populations of A. halleri based on
the A. lyrata genome annotation version 2.1 (transcript variant t2). Amino acids that are polymorphic among the five genotypes are printed in bold type,
with those common to both metalliferous (M) sites shown in red fonts and those common to both non-metalliferous (NM) sites shown in blue fonts, and
highlighted in yellow when M populations share derived alleles. A grey bar above the alignment marks the PF00112 papain family cysteine protease
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