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Supplementary Figure 1. Amino acid sequence alignments of PvGmGSTUG with
the first 12 sequences identified following BLASTP search (Clustal Omega;
Sievers et al., 2011) The figure was created using Geneious v9.1.2 software (Kearse et
al., 2012) after alignment of the protein sequences using Clustal Omega (Sievers et al.,
2011) and protein blast. Conserved areas are shown shaded: El100% identity, IESO-
100% identity, I 60-80% identity, = <60% identity. The order of the sequences in
the alignment was ranked in the same order as obtained from the BLSTN and BLASTP
searches. The accession numbers of protein sequences that were used were M¢tGST.1
(Medicago truncatula GST, XP_003623196.1), MtGST.2 (Medicago truncatula GST,
XP 003623195.1), MtGST.3 (Medicago truncatula GST, XP_003623174.1),TsPrl
(Trifolium subterraneum AU41833.1), TsPr2 (Trifolium subterraneum GAU41831.1),
CaGST1 (Cicer arietinum GST, ALZ41813.1), CaGST2 (Cicer arietinum GST
XP_004492376.1), MtGST.4 (Medicago truncatula GST, XP_013449023.1), MtGST.5
(Medicago truncatula GST, XP_003623168.1), TsPr3 (Trifolium subterraneum
GAU41828.1), and MtGST.6 (Medicago truncatula GST, XP_003623173.1).



