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Figure 2. (a) Output: list view of phased small RNA clusters with phase-initiator cleavage sites on TAS candidate. (b) Output: detailed view of a
specific phased small RNA clusters with phase-initiator cleavage sites on a TAS candidate. (¢) Output: detailed view of the alignment of specific
phased small RNA clusters with phase-initiator cleavage sites on a TAS candidate.
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Arabidopsis MPSS Plus database (http://mpss.udel.edu/
at/) (13,14). A total of 11767 distinct small RNA signa-
tures were analyzed based on the Arabidopsis TAIR7
cDNA release (ftp://ftp.arabidopsis.org/home/tair/Genes/
TAIR7_genome_release/). When these data were investi-
gated, pssRNAMiner detected 124 significantly phased
small RNA clusters (P < 0.005) at 19 gene loci. Moreover,
pssRNAMiner detected all the reported ta-siRNA gene loci
with significant P-value, including TASla (AT2G27400),
TAS1b (ATIGS50055), TASlc (AT2G39675), TAS2
(AT2G39681), TAS3a (AT3G17185) and PPR proteins
(AT1G63080 and ATIG63130) (see Supplementary
Material for the list of detected phased RNA clusters and
gene loci). To investigate the ability of pssRNAMiner to
identify valid cleavage site of phase-initiators, a reported
phase-initiator, miRNA ‘ath-miR390°, was submitted for
cleavage site analysis on TAS candidate precursors. The
pssRNAMiner reported two complementary regions
(expectation < 5) with one region having a valid cleavage
site on TAS3a. These results are consistent with previously
published studies that demonstrated that the ath-miR390
initiates production of phased small RNA clusters on
TAS3a by guiding precursor cleavage (2,4) (see detailed
alignment in the Supplementary Material).

SUPPLEMENTARY DATA
Supplementary Data are available at NAR Online.
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