he expanding world of
small RNAs in plants
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Box 1 | Sorting small RNAs onto AGOs

a 5'-terminal nucleotide preference by AGOs
dsRNA

AGO1—PTGS AGO5—7
AGO10— PTGS

Ll

AGO2 —PTGS
AGO4 — RdDM
AGO6 — RdDM
AGO7 —PTGS
AGO9 — RdDM?

(AGO3 and AGOS

not characterized)

b Structural determinants of miRNA sorting and function

miR166
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Mismatch at position 12
and base pairing at
positions 10 and 11

miR390
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Figure 2 | 2'-O-methylation, uridylation and degradation of microRNAs (miRNAs) in Arabidopsis thaliana.
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a Triggers of secondary siRNA production in plants b PhasiRNA biogenesis pathway in grasses 1
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Figure 3 | Triggers of secondary siRNA biogenesis. a | Plant microRNAs (miRNAs) target transcripts for cleavage or
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a Initiation of RADM 1 | DRM2 establishes de novo DNA
methylation at all sequence contexts
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Figure 4 | The transition from post-transcriptional gene silencing (PTGS) to TGS in transgenes, epialleles and active
transposons. a|PTGS by microRNAs (miRNAs) is probably the major pathway triggering the biogenesis of secondary 21-
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a Meiosis and gametogenesis in maize anthers
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Figure 5 | Small-RNA functions in meiosis and cell fate specification.
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