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Additional file Figure S5: Analysis of sSiRNA and methylation profile at the splice variant of GRMZM2G487629 gene. (A) Localization of GRMZM2G487629 in chromosome 1 and two
possible splice variant from these gene (boxes represent exons, and lines are intron). (B) Position of siRNA aligned in GRMZM2G487629 T02. The two peaks, blue and green, are siRNA non-
redundant sequences from inoculated and control libraries, respectively. (C) Four data tracks show methylation levels for B73 in different sequence contexts. Methylation levels are displayed on
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