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[bookmark: OLE_LINK378][bookmark: OLE_LINK379][bookmark: OLE_LINK141][bookmark: _GoBack]Figure S2. Phylogenetic relationships of 42 sweet potato GST proteins. Multiple alignments of amino acids of 42 full-length GST genes from sweet potato were executed by Muscle Program and the phylogenetic tree was constructed using MEGA 7.0 by the Neighbor-joining (NJ) method. 
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Additional file   5.   Figure   S 2     Figure S 2 .  P hylogenetic relationships of 42 sweet potato GST proteins.  Multiple  alignments of amino acids of 42 full - length  GST   genes from sweet potato were  executed by  Muscle Program   and the phylogenetic tree was constructed using MEGA  7.0  by  the Neighbor - joining (NJ) method.   
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