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Figure 3
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Figure 4

a 350 - poly (A) separation
<'I: 3.00
o
e I
.g g 250 1 msiCntrl pA-
S .
@ S 2.00 A msiCntrl pA+
2 % 150 | msiDGCR8 pA-
> =
@9~ siDGCRS8 pA+
< 1.00 -
&
0.50 -
= =
0.00 -
U6 snRNA GAPDH pri-miR-122
EXON2
b Chromatin RNA-seq profile of Inc-pri-miR-122
Scale 10 ka | hg19
chr18: 56,115,000 56,120,000 56,125,000 56,130,000 5 kb
o hsa-mir-122| 1800~ 56,125,000
$ 8000 800
< i Cntrl
s SI Cntr
< T
o £ ! e e
X ®© — - 1800
= 8000
o
& siDGCRe h| |
Auhohe bl . a0 .

Asa_

} hg19
56,130,000

it e B sk S e ks



Figure 5
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Figure 6
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Figure 7
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Figure 8

MIR17HG
Scale Sk | ha19 b MIRLET7BHG
chr13: 92,000,000} E 92,005,000 92,010,000/ Scale 10 kb} | hg19
bsarmir-17] chr22: | 46485000 46,490,000 46,495,000 46,500,000 465505000  46,510,000)
sa-mir- I —} | ‘—
hsa-mir 18a| ’ o ' h' ‘
hsa-mir-19a| % sa-let-7a-3| o
hsa-mir-20a| hsa-\et-?bli _
hsa-mir-19b-1|| ' 2500
hsa-mir-92a-1] __ |
8000 —| pA+ :
= A
_ pA+ 8 S ——————— e e e Mk -
= (7 i 2500
O T - — = Lo o __ [) (7] |
8 o 8000 < PA- |
< B PA- " x Lk
zZ T —
& . ae o - - o  [30000
= 8000 % :
Ro) @ pA+ 2 © pA+
g o NP T P " % M e — -1
z 8 8000 0] i [30000
A pA- “"“ Al pA- :
— 7 :
U)I A e — ST Y WO . PP

CPA mediated

termination 5 : z f_f
Protein coding gene /’

pA
miRNA .
produclion Spliced mRNA

§ Pre-miRNA

Microprocessor

O RNA Pol Il

£

Microprocessor

mediated termination Termination defect

associated interference
°/ Read-through

(MIR17HG)
IncRNA
CI)-—Z ? ?_]: Efficienttermination
CZF--2ZZl MIRLET7BHG
miRNA Non-polyadenylated ?;‘:\nmaet?é%tecj PA ( )
production unstable IncRNA



