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Additional file 6: Figure S2. Sequence alignments of full length of GLYII proteins. Multiple sequence alignments were conducted with full length protein sequences listed in Additional file 3: Table S3 along with GlyII of human (Homo sapiens, Accession No: NP_005317) and a known GLYII protein from Brassica juncea (B. juncea, Accession No: AY185202). The conserved activ motif G/CHT are indicated in black boxes. The conserved metal binding sites are marked with "#" and the GSH binding sites are marked with red stars.
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