[bookmark: _GoBack][image: C:\Users\Administrator\Desktop\BMC返修\同源比对 基因表达作图\同源比对.tif]Additional file 2: Figure S2. Multiple sequence alignment among SlbZIP1, SlbZIP07, SlbZIP10 and SlbZIP39 genes. The 435 bp DNA fragment of SlbZIP1 used in the hairpin is indicated on top of the sequences. 
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