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Figure S1. (A) The sequence of nucleotides, the deduced sequence of amino acids, and the putative
secondary structure of PmGrx2. The initiation codon "ATG" and the termination codon "TAA" are
marked in the rectangular box. The poly adenylation signal sequence (AATAAA) is marked using
double underlined. The grey region indicates the predicted Grx structural domain. The active center
sequence (C-P-Y-C) of the Grx domains is marked using single underlined. Cys residues are marked in
bold. The phosphorylation sites, glycosylation sites, and N-myristoylation sites are highlighted in green,

red, and blue, respectively. The legend of the predicted secondary structure is annotated at the bottom
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of the image. (B) The putative tertiary structure of PmGrx2.
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Figure S2. Multiple sequence alignment of Grx2 from seven crustacean species. Red regions indicate
conserved amino acid residues. Red letters indicate similar residues. Conserved active sites C-P-Y-C are

highlighted in a black box. The results of the amino acid sequence counts are shown at the top of each

Trow.
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Figure S3. Phylogenetic tree of Grx2, Grx3 and Grx5 based on amino acid sequences. The corresponding
bootstrap support values for each branch are indicated by dark green dots. The size of the dark green
dots and the corresponding values are shown on the right side of the image. The corresponding species

classification in different colours is shown on the right side of the image. PmGrx2 is marked with

triangles.



