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Figure S1: Comparison of down-sampled DNA/RNA-seq data size and detected RDDs number
between whole dataset and down-sampled subsets.
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Figure S2: The distribution of RDD site type across different regions in the genome

Intergenic All repeat
100% 1w EE ERnEgpgn 100%q IR ‘AR ERERER mT-A
90% - N BN N NN BB PEN O ReN e ) . N . o - . 90% 4 BN N N NDEPEN ROE S BN P - .- - I © mCG
80% - 80% - mAC
70% - N BN B B i P B IR 70% BB - B R B B a8 = B B mCA
60% - 60% - mG-C
HA-T
50% - ! : : : 50% -
mG-T
40% - 40% - .G
30% - B I B I & B 48R BR R 30% © mGA
20% A 20% - mCT
[73NEN T BN U% BN BN RN BE BN WS BN BN RN BB PN B N Bo[790N N BN W BN BN BN B BN BN BN BN BN B BN B ) g
0% - 0% - WAG
NN N O N0 OO = NS N O N M S N O N0 0O HANMmM S NN O
QO O O O O O O VU U A ™= ™o o oA A - QO O O O O O O 0O O H# o o A A oA
O 0O 0O 00U LU OO OLVLOLUOLOUOLLVOLUOL L O O 0O 0O O LU OO0 OLULOLVOLLLVOUOLV OV
(S UG U U U ) O 0 0O 0O LU VU O
C D .
Non-repeat Transcript
90% - 90% -
80%_ N . B N p B .- B .. . - - . 80%_
70% - 70% -
60%_ B = - P B .- - . .. B . N B 60%_
50% - 50% -
40% 40 . L N N By A BB . N iR B . 40% 40
30% A 30% -
20% -4 8 . B B N B B o B B Ny B B 20% 48
10% o . 10% o
0% - 0%
NN N O N0 OO H NS N O N M S N O N0 00O HANMmM S N O
O O O 0O 0O OOV U A A A A A o Q O O VU VU VU VU OO A A A A A A
O 0O 0O 0 OO OO OLUOLVUOLULOLUOLUOLL O O 0O 0O O LU LU OLOOLUOLUOLUOLULVOLV OOV O
O 0 0 0O 0O 0 0O O 0 L0 LU L LU O



Figure S3: RDD site type distribution in Alu repeat, non-Alu repeat and non-repeat regions
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Figure S4: The distribution of RDDs in genic regions. The ratio of intronic RDDs ranges

from 8.45% to 61.09% while ncRNAs’ ranges from 13.9% to 68.55% and correlation coefficient is -0.95.
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Figure S5: percentage of the genes with miRNA target RDDs that were up-regulated in
primary prostate tumor in published microarray datasets.

B %(percentage of total mirT RDD genes
that were up-regulated in primary PCa
from microarray studies)

H %(percentage of down-regulated mirT
RDD genes that were up-regulated in
primary PCa from microarray studies)

1 %(percentage of up-regulated mirT
RDD genes that were also up-regulated
in primary PCa from microarray
studies)



