Table SI.miRDBpredicts that 28 miRNAs
target ribonuclease A family member 2.

Target Target
rank score mMiRNA name

1 82 hsa-miR-6858-5p
2 81 hsa-miR-3179

3 80 hsa-miR-4689
4 79 hsa-miR-4306

5 71 hsa-miR-4644

6 71 hsa-miR-185-5p
7 68 hsa-miR-320b

8 68 hsa-miR-320d

9 68 hsa-miR-320a-3p
10 68 hsa-miR-186-3p
11 68 hsa-miR-320c
12 68 hsa-miR-4429
13 67 hsa-miR-518a-5p
14 67 hsa-miR-527
15 66 hsa-miR-4765
16 65 hsa-miR-8076
17 63 hsa-miR-3934-3p
18 61 hsa-miR-3936
19 57 hsa-miR-4499
20 57 hsa-miR-1224-5p
21 55 hsa-miR-3150b-3p
22 55 hsa-miR-4784
23 53 hsa-miR-3664-3p
24 53 hsa-miR-5004-5p
25 52 hsa-miR-548aw
26 51 hsa-miR-3139
27 50 hsa-miR-512-3p
28 50 hsa-miR-548I

mMiR/miRNA, microRNA.



Table SII. miRNA targets predicted using TargetScanHuman.

Gene

Predicted consequential pairing of
target region (top) and miRNA

Site type

Context
++

score

Conte
Xt++
score
perce
ntile

Weighte
d
contex++
score

Position 16-22 of
RNASE2 3' UTR
targeted by
hsa-miR-6858-5p
Position 16-22 of
RNASE2 3'
UTRtargeted
byhsa-miR-4689
Position 16-22 of
RNASE2 3'
UTRtargeted by
hsa-miR-4784
Position 16-22 of
RNASE2 3'
UTRtargeted
byhsa-miR-3150b
_3p

Position 20-26 of
RNASE2 3'
UTRtargeted
byhsa-miR-1272
Position 22-28 of
RNASE2 3'
UTRtargeted
byhsa-miR-3682-
3p

Position 25-32 of
RNASE2 3'
UTRtargeted by
hsa-miR-4765
Position 26-32 of
RNASE2 3'
UTRtargeted by
hsa-miR-1236-5p
Position 30-36 of
RNASE2 3'
UTRtargeted by
hsa-miR-1245b-3
p

Position 34-40 of
RNASE2 3'
UTRtargeted
byhsa-miR-7150
Position 37-43 of
RNASE2 3'
UTRtargeted by
hsa-miR-4538
Position 37-43 of
RNASE2 3'
UTRtargeted by
hsa-miR-4453
Position 40-46 of

(bottom)
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3! CCEEGEEUGEUACAGRAGGAGTUT

3 AGUCAGGGUCGUAGAGGAGT

LTI
3! GEUUGGAGCUGCUAGRGGAGY

3' BRAAGUCUUAARCGACGGUAGUAGUAG

3' GAUGGAGGUGGACAUAGUAGU

3! CUUGUAUCGAUAGUUAGUGAGT

3! AGGEGUARAGGEGACAGUGAGT

3' AUAUCCGEAARAUCUAGUAGACU

3! AUGGAGRAGGGEGEACGEUC

3! AGUCGECUCCAGUAGGUUCGAG

3! TUGGCGAUGUCUGEUUCGAG

3' UUGUCCGUAGACAACUCGAGGAT
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-0.67

-0.27
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-0.32

-0.33

-0.32

-0.48



RNASE2 3'
UTRtargeted by
hsa-miR-3139
Position 40-46 of
RNASE2 3'
UTRtargeted by
hsa-miR-708-5p
Position 40-46 of
RNASE2 3'
UTRtargeted by
hsa-miR-28-5p
Position 42-49 of
RNASE2 3'
UTRtargeted by
hsa-miR-4689
Position 42-49 of
RNASE2 3'
UTRtargeted by
hsa-miR-6858-5p
Position 42-48 of
RNASE2 3'
UTRtargeted by
hsa-miR-3150b-3
p

Position 42-48 of
RNASE2 3'
UTRtargeted by
hsa-miR-4784
Position 43-49 of
RNASE2 3'
UTRtargeted by
hsa-miR-3915
Position 43-49 of
RNASE2 3'
UTRtargeted by
hsa-miR-1224-5p
Position 60-66 of
RNASE2 3'
UTRtargeted by
hsa-miR-450b-3p
Position 60-66 of
RNASE2 3'
UTRtargeted
byhsa-miR-769-3
p

Position 60-66 of
RNASE2 3'
UTRtargeted by
hsa-miR-638
Position 60-66 of
RNASE2 3'
UTRtargeted by
hsa-miR-4713-3p
Position 64-70 of
RNASE2 3'
UTRtargeted by
hsa-miR-1273f
Position 67-74 of
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7mer-m8
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-0.41

-0.41

-0.67

-0.65
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-0.64

98

98

99

99

97

97

96

93

99

99

98

88

97

99

-0.41
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-0.45

-0.38

-0.29

-0.29

-0.64



RNASE2 3'
UTRtargeted by
hsa-miR-185-5p
Position 67-74 of
RNASE2 3'
UTRtargeted by
hsa-miR-4644
Position 67-74 of
RNASE2 3'
UTRtargeted by
hsa-miR-4306
Position 68-74 of
RNASE2 3'
UTRtargeted by
hsa-miR-5192
Position 70-76 of
RNASE2 3'
UTRtargeted by
hsa-miR-6514-5p
Position 70-76 of
RNASE2 3'
UTRtargeted by
hsa-miR-4802-5p
Position 71-78 of
RNASE2 3'
UTRtargeted by
hsa-miR-8076
Position 76-82 of
RNASE2 3'
UTRtargeted by
hsa-miR-548I
Position 77-83 of
RNASE2 3'
UTRtargeted by
hsa-miR-3973
Position 79-85 of
RNASE2 3'
UTRtargeted by
hsa-miR-186-3p
Position 87-93 of
RNASE2 3'
UTRtargeted by
hsa-miR-8075
Position 88-94 of
RNASE2 3'
UTRtargeted by
hsa-miR-4728-3p
Position 92-98 of
RNASE2 3'
UTRtargeted by
hsa-miR-5683
Position 96-103
of RNASE2 3'
UTRtargeted by
hsa-miR-5004-5p
Position 97-103
of RNASE2 3'
UTRtargeted by
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hsa-miR-1224-5p
Position 97-103
of RNASE2 3'
UTRtargeted by
hsa-miR-4751
Position 101-107
of RNASE2 3'
UTRtargeted by
hsa-miR-4502
Position 104-110
of RNASE2 3'
UTRtargeted by
hsa-miR-4499
Position 105-111
of RNASE2 3'
UTRtargeted by
hsa-miR-873-3p
Position 107-113
of RNASE2 3'
UTRtargeted by
hsa-miR-139-3p
Position 109-115
of RNASE2 3'
UTRtargeted by
hsa-miR-4802-5p
Position 109-115
of RNASE2 3'
UTRtargeted by
hsa-miR-6514-5p
Position 115-121
of RNASE2 3'
UTRtargeted by
hsa-miR-3936
Position 116-123
of RNASE2 3'
UTRtargeted by
hsa-miR-3179
Position 117-123
of RNASE2 3'
UTRtargeted by
hsa-miR-6864-5p
Position 117-123
of RNASE2 3'
UTRtargeted by
hsa-miR-7515
Position 122-128
of RNASE2 3'
UTRtargeted by
hsa-miR-320a
Position 122-128
of RNASE2 3'
UTRtargeted by
hsa-miR-320c
Position 122-128
of RNASE2 3'
UTRtargeted by
hsa-miR-320b
Position 122-128
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3I

3I

3I

3I

3 1

3I

3!

GAAGUCGUGGEUAGU-AGUAGUCG

[ ERRREN
AGGGAGGAGAGUCAGARA

AGGGCCCUUGAGUAGUCAGAGG

UGAGGUUGUCCCGGCGCAGAGGT

UUGUACCAGAUCUUGGAGGUAT

CEGUCGACUUUCAGGUGAGGUAU

LEEE Tl
ACGUAGACGGUAUGUGGGGARAU

NERREN
UGCAAARUUURRRGUGEGGAAGA

LTI Irrn
CAGUGGUAGRAGGGARGA

1111 NERRN
CAGUGGUAGRAGGGARGA

NEEREN
AGCGGGAGAGUUGGEUCGARRR

NERERN
UGGGAGRAGUUGGGUCGARRR

NERRRE
AACGGGAGAGUUGGGUCGAAAR

7mer-Al

7mer-m8

7mer-m8

7mer-m8

7mer-Al

7mer-Al

7mer-Al

7mer-m8

8mer

7mer-m8

7mer-Al

7mer-m8

7mer-m8

7mer-m8

7mer-m8

-0.32

-0.28

-0.34

-0.32

-0.28

-0.25

-0.21

-0.69

-0.31

-0.28

-0.22

-0.22

-0.22

-0.22

95

98

98

98

97

94

93

98

99

97

95

97

97

97

97

-0.32

-0.28

-0.34

-0.32

-0.28

-0.25

-0.21

-0.69

-0.31

-0.28

-0.22

-0.22

-0.22

-0.22



of RNASE2 3'
UTRtargeted by
hsa-miR-4429
Position 122-128
of RNASE2 3'
UTRtargeted by
hsa-miR-320d
Position 127-133
of RNASE2 3'
UTRtargeted by
hsa-miR-873-5p.
1

Position 128-134
of RNASE2 3'
UTRtargeted by
hsa-miR-3664-3p
Position 129-135
of RNASE2 3'
UTRtargeted by
hsa-miR-3934-3p
Position 130-136
of RNASE2 3'
UTRtargeted by
hsa-miR-6854-5p
Position 132-138
of RNASE2 3'
UTRtargeted by
hsa-miR-6736-3p
Position 140-146
of RNASE2 3'
UTRtargeted by
hsa-miR-124-3p.
1

Position 143-150
of RNASE2 3'
UTRtargeted by
hsa-miR-4457
Position 144-151
of RNASE2 3'
UTRtargeted by
hsa-miR-513b-5p
Position 144-150
of RNASE2 3'
UTRtargeted by
hsa-miR-125b-2-
3p

Position 150-156
of RNASE2 3'
UTRtargeted by
hsa-miR-6823-5p
Position 152-158
of RNASE2 3'
UTRtargeted by
hsa-miR-1909-3p
Position 152-158
of RNASE2 3'
UTRtargeted by
hsa-miR-6836-5p
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Position 152-158
of RNASE2 3'
UTRtargeted by
hsa-miR-6722-3p
Position 152-158
of RNASE2 3'
UTRtargeted by
hsa-miR-6132
Position 153-159
of RNASE2 3'
UTRtargeted by
hsa-miR-6811-5p
Position 153-159
of RNASE2 3'
UTRtargeted by
hsa-miR-6511b-5
p

Position 155-161
of RNASE2 3
UTRtargeted by
hsa-miR-367-3p
Position 155-161
of RNASE2 3
UTRtargeted by
hsa-miR-25-3p
Position 155-161
of RNASE2 3
UTRtargeted
byhsa-miR-92a-3
p

Position 155-161
of RNASE2 3
UTRtargeted by
hsa-miR-92b-3p
Position 155-161
of RNASE2 3'
UTRtargeted by
hsa-miR-363-3p
Position 155-161
of RNASE2 3'
UTRtargeted by
hsa-miR-32-5p
Position 156-162
of RNASE2 3'
UTRtargeted by
hsa-miR-137
Position 157-163
of RNASE2 3'
UTRtargeted
byhsa-miR-325-3
P

Position 165-171
of RNASE2 3'
UTRtargeted by
hsa-miR-330-3p
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of RNASE2 3'
UTRtargeted by
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hsa-miR-527

Position 167-174 ARRRRN 8mer -0.57 99
of RNASE2 3' 3 CUUUCCCGARGGGAARCGUC

UTRtargeted by

hsa-miR-518a-5p

Position 168-174 LT Tmer-Al -0.13 96
of RNASE2 3' 3! UUGGCACUACUGARRACGUG

UTRtargeted by

hsa-miR-548aw

Position 169-175 SERRRE 7mer-m8  -0.28 98
of RNASE?2 3' 3'  AUAAGUCCUUGUAUAACGUUUU

UTRtargeted by

hsa-miR-450b-5p

-0.57

-0.13

-0.28

miR, microRNA; UTR, untranslated region; RNASEZ2, ribonuclease A family member 2.



