Supplementry Figure S2. Network plot for the miRNAs and their targets associated withtaes00195 (Photosynthesis), taes03040
(Spliceosome), taes01250 (Biosynthesis of nucleotide sugars), and taes04141 (Protein processing in endoplasmic reticulum) in flag

leaf (A); taes04141 (Protein processing in endoplasmic reticulum), taes00330 (Arginine and proline metabolism), and taes04144
(Endocytosis) in developing seeds (B).
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