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Table S1. The list of candidate gastric cancer genes.

Gene PMID Gene PMID Gene PMID
ACE 18059164 HIFIA 26339797 PDCD4 27021515
AQP3 26768614 HPSE 31257534 PGC 25549793
ARIDIA 24744582 IGF1 29731870 PIK3CA 26543351
ATM 24841718 IGF2 24451943 POUSFI 30628031
AURKA 31871591 IGFBP3 24451943 PRKAAI 30253744
BRCAI 25266802 IL10 26088449 PTEN 26753960
CASP10 31611962 IRFI 27866197 SFRP] 23943784
CCND1 31982864 JAK?2 25055044 SIRT1 24107295
CDH1 19168852 JUN 22002117 SMAD?2 31773690
CDHI17 24465527 KRAS 31217166 SMAD4 28440445
CDKNIA 28571676 LEP 33061532 SP1 24613927
CDX2 29113265 LGALS3 24971481 STAT3 32545648
CEACAM>S 26374829 MACCI 26919111 TBC1D9 29137307
CLDNI8 24073219 MAPK1 29550487 TERT 28423629
CREBI 25825983 MDM?2 32023766 TGFBI 25118995
DNMTI 25595591 MMP2 24072772 THBS1 26075074
E2F1 32376557 MTHFR 25998065 TIMP2 24440352
EGFR 27997901 MUCI 24810688 TIMP3 27383203
EPHB2 32226496 MUC6 24816253 TP53 27323394
ERBB3 30621788 NFKBI 26801246 TYMS 28056823
EZH?2 30952377 ODC] 28096401 VEGFC 29393383
FGFR2 26516773 0GG1 21822670 XRCC1 26768611
FLTI 24398900 PARPI 26540566 ZEBI 22466758

Table S2: The characteristics of the miRNA interactions with 5UTR mRNAs of gastric cancer candidate genes

Gene; NX miRNA Start of AG, AG/AGm, Length,

site, nt  kJ/mole % nt

AURKA; 4.3 miR-5095 420 -108 93 21
miR-619-5p 426 -119 98 22

DNMT1;9.0 ID02052.5p-miR 137 -134 90 24
EGFR;7.8 1D02457 3p-miR 89 -132 95 22
EZH2;2.7 1D02761.3p-miR 120 -138 93 24
FGFR2;9.3 1D03047 .3p-miR 48 -132 89 24
HIF1A;16.0 miR-6789-5p 54 -132 90 24
JUN; 47.0 1D02008.5p-miR 269 -123 91 22
KRAS; 23.6 ID01310.3p-miR 17,29  -121,-123 92,94 22
1D03332.3p-miR 37 -132 89 24

LGALS3; 36.9 1D00329.3p-miR 21 -125 91 22
MMP2;20.5 1D00278.3p-miR 110 -123 89 23
1D03345.5p-miR 124 -127 90 24

NFKB1;14.6  ID02064.5p-miR 128 -132 91 23

POU5F1; 6.3 miR-1273a 181 -119 90 25



miR-1273g-3p 203 -113 96 21

miR-1273d 237 -119 87 25

PTEN; 17.8 ID01310.3p-miR 531 -119 90 22
ID02761.3p-miR 533 -132 89 24
ID03037.3p-miR 536 -121 90 22

SFRP1;11.0  1D01641.3p-miR 111 -132 89 24
SMAD2;26.3 1D01492.3p-miR 16 -129 100 23
TGFB1;12.8  ID00457.3p-miR 209 -129 95 22
1D02064.5p-miR 211 -132 91 23

THBS1; 46.5 miR-328-5p 84 -123 89 23
miR-6786-5p 88 -119 93 21

ID01652.3p-miR 113 -129 92 23

TIMP2;24.2  ID01520.3p-miR 60 -123 92 21
1D00252.5p-miR 61 -134 90 24
ID02668.5p-miR 219 -127 88 24
1D00961.3p-miR 239 -132 93 23
ID00049.5p-miR 269 -136 90 24

ID00417 .3p-miR 278 -123 94 21
ID01293.5p-miR 281 -127 94 22

TIMP3;22.9  1D02903.3p-miR 1102 -121 90 22
TYMS; 4.2 ID00252.5p-miR 87 -132 89 24

Table S3: The characteristics of the miRNA interactions with CDS mRNAs of gastric cancer candidate genes

Gene; NX miRNA Start of AG, AG/AGm, Length,

site, nt  kJ/mole % nt

ACE; 1.9 ID00522.5p-miR 62 -125 89 23
1D02294.5p-miR 64 -132 90 24

ARID1A;19.5 1D01473.3p-miR 1093 -125 89 23
ID03167.3p-miR 1399 -123 91 23
ID01508.5p-miR 1459 -129 90 23

CDX2;0.1 ID01895.5p-miR 416 -138 93 24
ID00522.5p-miR 419 -125 89 23
ID02052.5p-miR 608 -136 91 24
ID01041.5p-miR 609 -129 88 24

miR-3960 613 -117 93 20

EPHB2;2.3 miR-4253 1089 -102 100 18
IGFBP3; 8.3 1D02982.3p-miR 435 -123 100 21
MUC1;105.0 ID00645.5p-miR 507 -110 93 20
miR-6752-5p 510 -119 90 22

MUC6;76.6  miR-6815-3p 1218 -104 91 21
1D02841.5p-miR 1238 -108 93 20

miR-939-5p 1330 -121 88 24

0OGG1;10.8 1D00920.5p-miR 882 -134 94 24
PARP1;159 1ID01616.3p-miR 1275 -119 90 23
PGC; 963.7 ID01303.5p-miR 715 -115 92 20
SIRT1;13.2 miR-4767 236 -134 94 23
ID01560.3p-miR 264 -123 89 23
ID03332.3p-miR 280,287 -132,138 89,93 24
ID00278.3p-miR 294 -123 89 23

ID00811.3p-miR 300 -125 88 24




Table S4: The characteristics of the miRNA interactions with 3UTR mRNAs of gastric cancer candidate genes

Gene; NX miRNA Start of AG, AG/AGm, Length,
site, nt kJ/mole % nt
AQP3;3.9 miR-466 1255 -106 91 23
ID00436.3p-miR 1255 -104 89 23
ID01030.3p-miR 1259, 1269 -108 89 23
BRCAI;5.1 miR-5095 6406 -106 91 21
miR-619-5p 6412 -119 98 22
miR-5096 6486 -110 98 21
miR-5585-3p 6554 -110 95 22
CASP10; 8.7 miR-1273h-5p 2234 -106 91 21
miR-1285-3p 2357 -106 91 22
miR-1273g-3p 2589 -108 93 21
miR-1273d 2623 -119 87 25
miR-1273h-5p 2623 -117 100 21
miR-619-5p 3247 -113 93 22
miR-5585-3p 3389 -108 93 22
CCND1;19.2 miR-574-5p 2593+2597 (3) -108+-113 89+93 23
ID00470.5p-miR 2595, 2597 -108 89 23
CDH1;21.6 miR-1273c¢ 3251 -110 91 22
miR-1273g-3p 3271 -108 93 21
miR-1273h-5p 3305 -113 96 21
CDH17;0.3 miR-1273a 2773 -119 90 25
miR-1273g-3p 2795 -110 95 21
miR-1273d 2829 -121 89 25
CDKN1A;25.2  miR-4433-3p 1601 -106 91 21
CEACAMS5;20.1 miR-5585-3p 2441 -108 93 22
miR-5095 3229 -115 98 21
miR-619-5p 3235 -119 98 22
miR-5585-3p 3378 -113 96 22
CLDN18;126.9 miR-5095 1852 -106 91 21
miR-619-5p 1858 -115 95 22
miR-1273h-3p 2053 -113 90 22
CREBI1;13.3 miR-5095 2791 -110 95 21
miR-619-5p 2797 -119 98 22
miR-5096 2871 -106 94 21
miR-619-5p 2932 -110 91 22
miR-5585-3p 2939 -108 93 22
ERBB3;32.9 miR-619-5p 4950 -117 96 22
miR-619-5p 5104 -121 100 22
HPSE; 2.4 miR-1273g-3p 2081 -106 91 21
miR-1273g-3p 2376 -108 93 21
miR-5095 2759 -106 91 21
miR-619-5p 2765 -110 91 22
miR-5096 2839 -110 98 21
IL10;2.0 miR-5095 1210 -115 98 21
miR-619-5p 1216 -119 98 22
miR-5096 1290 -106 94 21
IRF1;17.5 miR-5095 2229 -110 95 21
miR-619-5p 2235 -115 95 22
miR-619-5p 2523 -110 91 22
miR-5096 2597 -110 98 21

miR-5095 2653 -110 95 21



miR-619-5p 2659 -119 98 22
miR-5585-3p 2800 -110 95 22
KRAS; 23.6 1D03224.5p-miR 3163 121 92 23
miR-1273g-3p 3176 -108 93 21
miR-1273f 3209 -104 100 19
LEP; 0.2 miR-5095 3094 -110 95 21
miR-619-5p 3100 -119 98 22
miR-5096 3172 -104 92 21
miR-5585-3p 3240 -108 93 22
MACCI; 5.0 ID01030.3p-miR 2962, 2976 -108 89 23
ID01727.5p-miR  2963:2981 (3)  -104 89 23
miR-466 29662990 (4) -104+-106  89:91 23
ID01030.3p-miR 39493965 (8) -108+-110  89:91 23
miR-466 3951+3967 (9) -106+-108  91:93 23
1D00436.3p-miR 39533967 (8) -104:-106 8991 23
miR-619-5p 4856 -117 96 22
miR-1273f 5717 -102 98 19
miR-1273d 5718 -123 91 25
MDM?2; 9.8 miR-1273g-3p 2117 -113 96 21
miR-1273g-3p 2486 -106 91 21
miR-1273e 2521 -108 93 22
miR-1273g-3p 6739 -113 96 21
MTHFR; 136  miR-5095 6855 -110 95 21
miR-619-5p 6861 -115 95 22
miR-5585-3p 7003 -110 95 22
MUCS; 76.6 1D01401.3p-miR 7895 -108 91 21
PDCD4;27.6  miR-5095 3215 -106 91 21
miR-619-5p 3221 -121 100 22
miR-619-5p 3355 -110 91 22
PRKAAIL; 221  miR-1273g-3p 2260 -110 95 21
miR-1273f 2293 -102 98 19
miR-1273d 2294 121 89 25
1D01404.5p-miR 2297 -113 91 23
miR-1273e 2303 -106 91 22
SMAD4;19.3  ID01838.5p-miR 4291 -113 90 24
miR-1273g-3p 4312 -110 95 21
1D01656.3p-miR 4342 115 89 23
miR-1273d 4346 -119 87 25
1D01404.5p-miR 4349 -115 93 23
1D02732.3p-miR 7721 -123 91 23
miR-574-5p 77407756 (8) -108+-113  89+93 23
ID00470.5p-miR 77447752 (5)  -108 89 23
TD00106.5p-miR 7825 -106 91 22
miR-574-5p 7830 -108 89 23
STAT3;29.4 miR-5095 3125 -106 91 21
miR-619-5p 3131 -119 98 22
miR-5585-3p 3268 -110 95 22
TGFBI; 12.8 miR-6089 2060,2065 -132,-136 89,91 24
1D03306.3p-miR 2060 -123 94 21
ID01382.3p-miR 2062 -113 93 20
1D03208.5p-miR 2066 -125 88 24
miR-4651 2087 -113 95 20
TD00978.5p-miR 2089 -119 90 22
1D00296.3p-miR 2093 -140 89 25




miR-1183 4361 -132 90 27
TIMP2;24.2 1D01941.5p-miR 1427 -117 89 24
TIMP3; 22.9 miR-1224-5p 3268 -104 96 19
TP53;12.0 ID00548.3p-miR 1393 -115 89 23
ID02379.3p-miR 1397 -119 89 24
miR-1273c¢ 2297 -110 91 22
miR-1285-3p 2301 -110 95 22
miR-1273g-3p 2317 -106 91 21
miR-1273h-5p 2351 -106 91 21
ID01838.5p-miR 2460 -110 88 24
ID00785.5p-miR 2520 -113 90 23




GGGAGCAGCUGAGCCGCCGGCGCCUCGGCCGCCGCCGCCGCCUCCUCCUCCUCCGCCGCCGCCAGCCCGGAGCCUGAGCCGG hsa
GGGAGCAGCUGAGCCGCCGGCGLCUCGGCCECCGCCGCC---UCCUCCUCCUCCGCCGCCGCCAGCCCGGAGCCUGAGCCGEG ggo
GGGAGCAGCUGAGCCGCCGGCGCCUCGGCCECCGCCGCC~---UCCUCCUCCUCCGCCGCCGCCAGCCCGGAGCCUGAGCCGE ptr
GGGAGCAGCUGAGCCGCCGGCGCCUCGGCCGCCGCCGCC---UCCUCCUCCUCCGCCGCCGCCAGCCCGGAGCCUGAGCCGG ppa
GGGAGCAGCUGAGCCGCCGGCGCCUCGGCCGCCGCCGCC---UCCUCCUCCUCCGCCGCCGCCAGCCCGGAGCCUGAGCCGG pan
GGGAGCAGCUGAGCCGCCGGCGCCUCGGCCGCCGCCGCC-—-UCCUCCUCCUCCGCCGCCGCCAGCCCGGAGCCUGAGCCGE nle
GGGAGCAGCUGAGCCGCCGGCGCCUCGGCCGCCGLCGCC---UCCUCCUCCUCCGCCGCCGCCAGCCCGGAGCCUGAGCCGG mml
GGGAGCAGCUGAGCCGCCGEGCGCCUCGGCCECCECCECC---UCCUCCUCCUCCGCCGCCGCCAGCCCGEGAGCCUGAGCCGE mne

Figure S1: The nucleotide sequences of mRNA regions of orthologous ARIDIA genes containing clusters of BSs of ten
miRNAs.

GGCCUGCCGCCAUGGGCCCGCGCCGCCGCCGCCGCCUGUCACCCGGGCCGCGCGE hsa
GGCCUGCCGCCAUGGGCCCGCGCCGCCGCCGCCGCCUGUCACCCGGGCCGCGCGG ggo
GGCCUGCCGCCAUGGGCCCGLCGCCGCCGUCGCCGCCUGUCACCCGGGCCGLGLGG ptr
GGCCUGCCGCCAUGGGCCCGCGCCGCCGUCGCCGCCUGUCACCCGGGCCGLCGLGE ppa
GGCCUGCCGCCAUGGGCCCGCGCCGCCGCCGCCGCUUGUCACCCGGGCCGCGCGG pab
GGCCUGCCGCCAUGGGCCCGCGCCGCCGCCGCCGCCUGUCACCUGGGCCGCGCGG pan
GGCCUGCCGCCAUGGGCCCGCGCCGCCGCCGCCGCCUGUCACCCGGGCCGCGCGE nle
GGCCUGCCGCCAUGGGCCCGCGCCGCCGCCGCCGCCUGUCACCUGGGCCGCGCGG mml
GGCCUGCCGCCAUGGGCCCGCGLCCGCCGCCGCCGCCUGUCACCUGGGCCGLCGCGG mne

Figure S2: The nucleotide sequences of mRNA regions of orthologous E2F1 genes containing clusters of BSs of three
miRNAs.

CGCGGGCCACCCCCUGAAGUCGCCUGCCGCCGCCGCCGCCGCACCUAGCGGACGGG hsa
CGCGGGCCACCCCCUGAAGUCGCCUGCCGCCGCCGCCGC---ACCUAGCGGACGGG ggo
CGCGGGCCACCCCCUGAAGUCGCCUGCCGCCGCCGLCGC---ACCUAGCGGACGGG ptr
CGCGGGCCACCCCCUGAAGUCGCCUGCCGCCGCCGCCGC---ACCUAGCGGACGGG ppa
CCCGGGCCGCCCCCUGAAGUCGCCUGCCGCCGCCGCCGC---ACCUAGCGGACGGG pab
CGCGGGCCGCCCCCUGAAGUCGCCUGCCGCCGCCGCCGC---ACCUAGCGGACGGG nle
CGCAGGCCGCCCCCUGAAGUCGCCUGCCGCCGCCGCCGC--—-ACCUAGCGGACGGG pan
CGCAGGCCGCCCCCUGAAGUCGCCUGCCGCCGCCGCCGC---ACCUAGCGGACGGG mml
CGCAGGCCGCCCCCUGAAGUCGCCUGCCGCCGCCGCCGC---ACCUAGCGGACGGG mne
CGCAGGCCGCCCCCUGAAGUCGCCUGCCGCCGCCGCCGC---ACCUAGCGGACGGG mfa

Figure S3: The nucleotide sequences of mRNA regions of orthologous TBCID9 genes containing clusters of seven
miRNA binding sites.

GCCGCCAGCAGCCUGGGCAACCCGCCGCCGCCGCCGCCCUCGGAGCUGAAGAAAGC hsa
GCCGCCAGCAGCCUGGGCAACCCGCCGCCGEGCCGCCGCCCUCGGAGCUGAAGAAAGC ggo
GCCGCCAGCAGCCUGGGCAACCCGCCGCCGCCGCCGCCCUCGGAGCUGAAGAAAGC pab
GCCGCCAGCAGCCUGGGCAACCCGCCGCCGCCGCCGCCCUCGGAGCUGAAGAAAGC ptr
GCCGCCAGCAGCCUGGGCAACCCGCCGCCGCCGCCGCCCUCGGAGCUGAAGAAAGC mml
GCCGCCAGCAGCCUGGGCAACCCGCCGCCECCGCCGCCCUCGGAGCUGAAGAAAGC mne
GCCGCCAGCAGCCUGGGCAACCCGCCGCCGCCGCCGCCCUCGGAGCUGAAGAAAGC mfa
GCCGCCAGCAGCCUGGGCAACCCGCCGCCGCCGCCGCCCUCGGAGCUGAAGAAAGC nle

Figure S4: The nucleotide sequences of mRNA regions of orthologous ARIDIA genes containing clusters of eight
miRNA binding sites.

CUCCCACCGGCCCCGCGGCGCCCGCCGCCGGCCCCUGCGACCC hsa
CUCCCACCGGCCCCGCGGCGCCCGECCGCCGGCCCCUGCGACCC ggoe
CUCCCACCGGCCCCGCGGCGCCCGCUGCCGGCCCCUGCGACCC ptr
CUCCCACCGGCCCCGCGGCGCCCGCUGCCGEGCCCCUGCGACCC ppa
CUCCCACCGGCCCCGCGGCGCCCGCCGCCGGCCCCUGCGACCC pab
CUCCCACCGGCCCCGCGGCGCCAGCCGCCGGCCCCUGCGACCC pan
CUCCCACCGGCCCCGCGGCGCCAGCCGCCGGCCCCUGCGACCC mml
CUCCCACCGGCCCCGCGGCGCCAGCCGCCGEGCCCCUGCGACCC mfa
CUCCCACCGGCCCCGCGGCGCCAGCCGCCGGCCCCUGCGACCC mne
CUCCCACCGGCCCCACGGCGCCCGCCGCCGGCCCCUGCGACCC nle

Figure S5: The nucleotide sequences of CDS mRNA regions of orthologous E2F1 genes containing clusters of BSs of
three miRNAs.



CCAACAUGGCGGCGGCGGCGGCEGECEECGECGECEGCGEGCGCEEGCCCGGAGA ggo
CCAACAUGGCGGCGGCGGCGGCGGCGECGECGECGG---GCGCGGGCCCGGAGA pab

CCAACAUGGCGGCGGCGGCGGCGGCGEGCEGCEGEEC~-—-— - -~ ———= ==~ CCGGAGA hsa
CCAACAUGGCGGCGGCGGCGGCGGCGEGCGCGEEC-——————————— CCGGAGA ptr
CCAACAUGGCGGCGGCGGCGGCGGCGGEGCECGEEL-——--—-—————— CCGGAGA ppa
CCAACAUGGCGGCGGCGGCGGCGGCGEGECECGEEL-—-—-———————~ CCGGAGA pan
CCAACAUGGCGGCGGCGGCGGCGGCGGGCGCGGGEC-—— =~~~ —===== CCGGAGA mml
CCAACAUGGCGGCGGCGGCGGCGGCGEGCECGEEC———————————— CCGGAGA mne
CCAACAUGGCGGCGGCGGCGGCGGCGEGCGCGEEC———————————— CCGGAGA mfa
CCAACAUGGCGGCGGCGGCGGCGGECEEEC-————-—--——————————— CCGGAGA mmu
CCAACAUGGCGGCGGCGGCGGCGGCGGGL——————-———————————— CCGGAGA rno

Figure S6: The nucleotide sequences of mRNA regions of orthologous MAPK1 genes containing clusters of BSs of
four miRNAs.

GGGAUGUCGCUGGGGGCCAAGGGCGCCGCCGGCCCUCUGCCCUCCGAGGCCGUGC hsa
GGGAUGUCGCUGGGGGCCAAGGGUGCCGCCGGCCCUCUGCCCUCCGAGGCCGUGC ggo
GGGAUGUCGCUGGGGGCCAAGGGUGCCGCCGGCCCUCUGCCCUCCGAGGCCAUGC ptr
GGGAUGUCGCUGGGGGCCAAGGGCGCCGCCGGCCCUCUGCCCUCCGAGGCCGUGC pab
GGGAUGUCGCUGGGGGCCAAGGGUGCCGCCGGCCCUCUGCCCUCCGAGGCCGUGC pan
GGGAUGUCGCUGGGGGCCAAGGGUGCCGCCGGCCCUCUGCCCUCCGAGGCCGUGC ppa
GGGAUGUCGCUGGGEGCCAAGGGUGCCGCCGGCCCUCUGCCCUCCGAGGCCGUGC nle
GGGAUGUCGCUGGGGGCCAAGGGCGCCGCCGGCCCUCUGCCCUCCGAGGCCGUGC mml

Figure S7: The nucleotide sequences of mRNA regions of orthologous TERT genes containing clusters of BSs of three
miRNAs.

GGGUCCUCGCGAGGCGCCCGCCGCCGCCGCCGCCGCCGCCUUAGAGUCCGGA mne
GGGUCCUCGCGAGGCGCCCGCCGCCGCCGCCGCCGCC---UUAGAGUCCGGA mml

GGGUCCUCGCGAGGCGCCCGCCGLCCGCCGCCGCC~————~ UUAGAGUCCGGA pan
GGGUCCUCGCGAGGCGCCCGCCGCCGCCGCCGCC—————~ UUCGAGUCCGGA hsa
GGGUCCUCGCGAGGCGCCCECCGCCGCCECC————————— UUCGAGUCCGGA ggo
GGGUCCUCGCGAGGCGCCCGCCGLCECCECC————————~— UUCGAGUCCGGA pab
GGGUCCUCGCGAGGCUCCCGCCGCCGCCGCC————————— UUCGAGUCCGGA nle
GGGUCCUCGCGAGGCGCCCGCCGCCGCCGLCC——-——————— UUCGAGUCCGGA ptr

Figure S8: The nucleotide sequences of CDS mRNA regions of orthologous VEGFC genes containing clusters of seven
miRNA binding sites.



ATM, miR 1273a,11054, 119,90
5" -GAGACAGAGUCUUGCUCUGUCACCC-3 "

LEEE Trrrnrnenernenennnni
3" “UUCUUUCUCAGAACGARACAGCGGG 5"

ATM,miR 1273c, 11056, 104, 86
5'-GACAGAGUCUUGCUCUGUCACC-3"
PErrnennernnnnrrnnennd
3 ' -CUGUCCCAGAGCAAAACAGCGG 5"

ATM, miR-1273e,11119,-108, 93

5" ~UCUBCCUCCUGGGUUCAAGCAA-3"
terrrrrrnrrereerrennni

3" —AGGUGAAGGACC ICGUU-5"

ATM, miR-1273f,11109,-89, 86

5" ~CACUGAAACCUCUGCCUCC-3 "
Perre e

—GUGACGUUGGAGGURGAGG—

3" 5%

ATM, miR-1273g-3p, 11076, -113, 96

5" —~CCCAGGCUGGAGUGCAGUGGC-3 "
LErrrrrernrnenernennl

3" —GAGUCCGACCUCACGUCACCA-5"

CASP10, miR-1273d,2623,-119,87

5" —ACUGCAGCCUUGACCUCCCAGGUUC—3"
Perrnereernenerer reeentl

—UGACGUCGGAGUUGGAGUACCC:

3* ARG—5"

CASP10, miR-12713f, 2622, 89, 86
5' —CACUGCAGCCUUGACCUCC—3*
T

CASP10,miR—1273g3p, 2589, —108, 93

5" - CCUGGGCUGGAGUGCAGUGGU -3
Frrrrererrereerrenenl

3" —GAGUCCGACCUCACGUCACCA-5'

CASP10, miR-1273h-5p,2234,-106, 91

5* —~ACUGUAGUCUCGACCUCCCAG-3*
Terrernrrnreenenneennl

3" ~“UGACGUCGGAACUGGAGGGUC -5 "

CASPI0, miR-1273h-5p, 2623, 117,100

5~ ACUGCAGCCUUGACCUCCCAG-3"
FErrrereereneerrenenl

3" UGACGUCGGAACL gC—5"

CDHI, miR-1273g-3p, 3271, 108, 93

5" ~GCCAGGCUGGAGUGCAGUGGU-3 "
PELRLIRRRnnnernnnnl

GAGUCCGACCUCACGUCACCA-5"

Y

CDHI, miR-1273h-5p, 3305,-113,96

5" —ACUGCAGCCUUGUCCUCCCAG-3"
TRRIRRERRRnr el

3' —UGACGUCGGAACUGGAGGGUC—5"

CDHI, miR-1273¢c, 3251, -110, 91
5" —~GACAGGGUCUCAUUCURUCGGCC-3
PRLEEERrenrnennn il
3" —CUGUCCCAGAGCAABACAGC-GG—5"

CDHI7,miR 1273a,2773, —119,90
5" ~GAGGUGGAGUCUUGCUCUGUCGCCC 37
PEOE BRRRrnrnnrrnnnnrinnn
3 ~“UUCUUUCUCAGAACGAAACAGCGGG-5"

CDHI7,miR 1273d,2828, 121,89
5" ~ACUGCAACCUCCGCCUCCUGGGUUC-3"
PELEREERRE reeen veenend
3" —~UGACGUCGGAGUUGGAGUACCCAAG—S "

CDHI7,miR 1273f,2828, 100,96

5" -CACUGCAACCUCCGCCUCC-3"
rerrrrerernreeennn

3 ' -GUGACGUUGGAGGUAGAGG—5 "

CDH17,miR-1273g 3p, 2795, 110,95

5" —-CCCAGGCUGCGAGUACAGUGGU-3"
PELLEELERRER Rt

3" -GAGUCCGACCUCACGUCACCA-5"

H#PSE, miR 1273c,2356, 104,86
5'-GACAGGGUAUCAUUCUCUUGCC-3"
PERLELEE RRLEE it
3" -CUGUCCCAGAGCAAAACAGCGG—5"

HPSE, miR-1273g-3p, 2081, 106, 51

5" —~CCCAGGCUGGAGUGCCADGGU—-3 "
PELLEELERRRInn 1l

3" -GAGUCCGACCUCACGUCACCA-5"

HPSE,miR-1273g-3p, 2376,-108,93

5" —CCCAGGCUUGAGUGCAGUGGU 3"
PERERERD TRRRnnnnnenl

3" -GAGUCCGACCUCACGUCACCA-5"

KRAS, miR-1273e, 3219, -102, 87
5' —UCCAUCUCCCAGGUUCAAGCGA-3*

TR
3" ~AGGUGAAGGACCCAAGUUCGUU-5"

KRAS, miR-1273f,3209, —104,100
5" -CACUGCAACCUCCAUCUCC-3"

Peerrrrerreeneren
3" —GUGACGUUGGAGGUAGAGG-5"

KRAS, miR-1273g-3p, 3176, -108, 93
5 ~CCCAGGCUGGARUGCAGUGEC-3
LErrrrrrrernrnernennl

3" ~GAGUCCGACCUCACGUCACCA-5"

KRAS, miR-1273h-5p, 3210, 100,85

5" ~ACUGCAACCUCCAUCUCCCAG-3"
PERLRRRRErE nnerenenl

3’ ~UGACGUCGGAACUGGAGGGUC-5"

MACCI1,miR-1273d,5718, - E
5" ~ACUGCAACCUCCACCUCCUGGGUUC—3 "
PERLREREREr e e
3" —UGACGUCGGAGUUGGAGUACCCAAG—S5 *

MACCI,miR-1273e,5727, —102,87

5'-UCCACCUCCUGGGUUCAARAGA 3"
rerrreererereenrnnn

3 ' -AGGUGAAGGACCCAAGUUCGUU-5 "

MACCI,miR-1273£,5717, -10,98

5" ~CACUGCAACCUCCACCUCC—-3*
Lerrerrrreenenernni

3" —GUGACGUUGGAGGUAGAGG—5*

MACCI, miR-1273g-3p, 5684, -102, 87

5" —CCCAG IGGAGUGCGGUGUU—-3"
prernerrernreerrnne i

3" —GAGUCCGACCUCACGUCACCA—5"

MACCI,miR-1273g-5p.5714, —104,87

5" ~ACUCACUGCARCCUCCACCUCC-3"
TREERErennrnene e i

3 —“UGAAUGACGUCCGAGUUGGUGG—5"

MDMZ, miR—1273a,2795, —113,85
5" -GAGACAGAGUCUUGCUCCAUCACCC-3"
PELD TRRRIRRnnrrnnnnenntl
3 —UUCUUUCUCAGAACGARRCAGCCGG—5"

MDMZ, miR1273c, 3215, —104,86

5" -GACAGGGUCUCCCUGUGUUGCC—3"
PELLEELRRED 11 Tinnn

3" -CUGUCCCAGAGCAAAACAGCGG—5"

MDMZ, miR-1213e,2521, 108, 93
5"-UCCGCUUCCCGGGUUCAAGCCA-3 "
PERLEREREERE Rt |
3" -AGGUGAAGGACCCAAGUUCGUU-S

MDM2,miR-1273e,2860,-104,89
5" -UCCEGOCUUCUGGGUUCAAGCUA— 3"

Lerrrrrrnernreerrenn
AGGUGAAGGACCCAAGUUCGUU-5"

MDM2, miR-1273f,2850,-91, 88

5'—CACUGCAACUUCCGCCUUC—3 "
ferrrerernnneernnn

3 ~GUGACGUUGGAGGUAGAGG—5 *

MDMZ, miR-1273E, 6772, -96,92

5' —CACUGCAACCUCDGCCUCC-3.
e

3" —GUGACGUUGGAGGUAGAGG 5

MDMZ, miR-1273g-3p, 2117,-113, 96

57— CCCAGGCUGGAGUGCAGUGGE -3
PEREERRrnnnnrnnnnnl

3" —GAGUCCGACCUCACGUCACCA-5'

MDMZ, miR-12739-3p, 2486, -106,91

5 ~CCCAGGCUGGAGUGCAGUGUC-3
LEErrrrrrernenernen 1

3 —GAGUCCGACCUCACGUCACCA-5 "

MDMZ, miR—12733-3p, 6739, 113,96

5" —CUCAGGCUGGAGUACAGUGGU-3"
Prernereernrenrrnnnnl

3'—GAGUCCGACCUCACGUCACCA-5"

PRKAAL, miR 1273d, 2294, 121,88
5" ~ACUGCAACCUCCACCUCCCGGGUUC-3 "
PEREREERRE reeen veeeend
3" -UGACGUCGGAGUUGGAGUACCCAAG—S ™

PRKAAI, miR 1273e,2303, 106,91

5" ~UCCACCUCCCGGGUUCAAGUGA -3 "
Perrreeeernrenrrnneend

3" -AGGU 'CCAAGUUCGUU-5 "

PRFKAAI, miR-1273f,2293,-102, 98

5" ~CACUGCAACCUCCACCUCC—3"
Lerrerrrrrenenernel

3" “GUGACGUUGGAGGUAGAGG—5*

PRRAAI, miR-1273g-3p, 2260, -110, 85

5" -CCCAGGCUGGAGUGCAAUGGU 3"
PEELELEREER Rt

3" -GAGUCCGACCUCACGUCACCA—-5"

PRKAAI, miR-12739-5p,2290.-102, 86

5 —GCUCACUGCARCCUCCACCUCC—3"
TERTREREnerneer e i

3" “UGAAUGACGUCGGAGUUGGUGG-5"

PRKAA1, miR—1273h-5p, 2294, -102, 87
5 ACUGCAACCUCCACCUCCCGG— 3"
FERERRRREIE el

1
3" —UGACGUCGGARCL GUC-5"

SGCB, miR-1273a, 3312, 113, 85
5' —GAGACAGAGK IGUCGCCA-3"

PEEE reernenenernennnnnn
3" “UUCUUUCUCAGAACGAAACAGCGGG—5 "

SGCB, miR-1273c, 3314, -110,91
5 -GACAGAGUCUUGUUCUGUCGCC -3
FERERRERRrnnneninnentl
3" -CUGUCCCAGAGCAARACAGCGG-5"

SGCB, miR-1273e, 3383, ~100,85

5" ~UCUGCCUCCCAGGUUCAAGCGA -3
Lerrerrrrnrnenernennnn

3" -AGGUGAAGGACCCAAGUUCGUU-5"

SGCB,miR-1273f 3373, -986,92

5" -CACUGCAACCUCUGCCUCC-3"
rrrrrrerernreennnn

3" -GUGACGUUGGAGGUAGAGG—5 ™

S5GCB, miR-1273g-3p, 3333, -106,91

5" ~GCCAGGCUGGAGUGCAGUGGC-3"
Prrrrrrrnnrnernnnnl

3" —GAGUCCGACCUCACGUCACCA—5 '

SGCB, miR-1273h-5p, 3374, -102,87

5" ~ACUGCAACCUCUGCCUCCCAG—3"
PREERERERnrE veernnntl

3' —UGACGUCGGAACUGGAGGGUC—5"

TP53, miR-1273a, 2295, —113, 85
5" -GAGACUGGGUCUCGCUUUGUUGCCC—-3 Y

LEEL RLreinneernenennin
CUUUCUCAGAACGAAACAGCGGG—5 "

TP53, miR-1273c,2297, —110,91
5" -GACUGGGUCUCGCUUUGUUGCC-3 "

PEL LRt
3 ' —CUGUCCCAGAGCAAAACAGCGG—5"

TP53, miR-12173G 3p, 2317, 106, 91

5' —CCCAGGCUGGAGUGGAGUGGC-3 '
TR reeeel

3' ~GAGUCCGACCUCACGUCACCA-5"

TP53, miR-1273g 5p, 2347, -102, 86

5" -GCUUACUGCAGCCUUUGCCUCC -3
Prrrrererreneer ree i

3 GACGUCGGAGUUGGUGG

POUSFI, miR-1273a,181*,-119, 90
5 —~GAGACAGAGUCUUGCUCUGUCACCC—3 "
TR TR
3" “OUCUUUCUCAGAACGARACAGCGGG—5 "

POU5F1,miR-1273c,183*%, -104,86

5" —GACAGAGUCUUGCUCUGX
PERERRRREIRnnr el

3" —CUGUCCCAGAGCAARACAGCGG—S

POUSFI, miR-1273d,237*,-119, 87
5" ~ACUGCAACCUCCGCCUCCCGGGUUC—3 "
PERLRERERr e rnnnrnd

3" —“UGACGUCGGAGUUGGAGUACCCAAG-5 "

POU5F1,miR-1273e,246%, -104,89

5'-UCCGCCUCCCGGEUUCARGUGA 3
PRRIRRRRRIRnnrinnnini

3 ' ~AGGUGAAGGACCCAAGUUCGUU-5 "

POUSFI, miR—1273f,236*,-100, 96
57 ~CACUGCAACCUCCGCCUCC—3"
FERERIRERRinenennnl

3" —~GUGACGUUGGAGGUAGAGG—5 "

POUS5F1,miR—1273g—3p, 203*, -113, 96

5 - CCCAGGCUGGAGUGCAGUGEE 3"
FERRRRRRRennernnntl

3 ' -GAGUCCGACCUCACGUCACCA-5"

Note. The top linc contains sequentially: genc; miRNA; the beginning of the binding site, nt;

AG, kl/mole;

AG/AGm % * - the miRNA binding sitc is located in the 5'UTR. The top linc of the diagram is the nucleotide
sequence of the miRNA binding  site; the bottom line is the nucleotide sequence of the miRNA.  Non-canonical

pairs arc in bold.

Figure S§9: The schemes of miR-1273 family interaction in the 3'UTR of mRNA of candidate gastric cancer genes




FLT1,miR-466,6907 (12),-108,93
5' -AUGUGUGUGUGUGUGCUGUGUCUGU-3 !

trereeer terrrrerrrreend
3' -URCACACA-ACGCACRUACACAUR-5'

FLT1,ID00436.3p-miR, 6907 (12),-104, 89
5" -GUGEUGUGUGUGUGUGUGUGUGUG-3 "

trerreerrrreerrerrrrel
3' -CACACACGCRUAUAURCACACREU-5'

Fr71,ID01030.3p—miR, 6909 (11) ,-110;91
3 ' -GUAUGUGUGUGUGUGCUGUGUCUGU-3 "

frereeerrrer reerrrreetd
3' -CGUACACGUACA-ACACACACACA-5'

JAKZ, miR-466,5184 (9),-106, 91
3" -GUGUGUGUGUGUGUCUGUGUGUGU-3 "

feeereer tererrerrrreend
3' -UACACACA-ACGCACRURCACAUAR-5'

JAKZ,ID00436.3p—miR,5184 (9),-104,8%
3 ' -GUGUGUGUCUGUGUGUGUCUCUG-3 "

Frereeerrrrerr el
3'-CACACACGCRURURUARCACACAU-5'

JAKZ,ID01030.3p—miR,5184(9),-108,8%
3" -GUGUGUGUGUGUGUCUGUGUGUGU-3 "

frerrrerrrer rrerrrreend
3' -CGUACACGUACA-ACACRCRCACA-5"

5p1,1ID00436.3p—miR,4147(7),-104,89%
3 ' -GUGCUGUGUCUGUGUGUGUCUCUG-3 "

Frereeerrrrerrrerrtrertl
3' -CACACACGCRURURUACACACAU-5'

5pP1, mirR-466,4147(7),-106,91
3 ' -GUCUGUGUGUGUGUCUGUGUGUGU-3 "

feerreer teeerrerrrreend
3' -UACACACA-ACGCACRURCRCAUAR-5'

5$p1,ID01030.3p-miR,4147(7),-108,89
5" -GUGUGEUGUGUEUGUGUEIGUGUGU-3 '

frereeerrrer rrerrrreetd
3'-CGUACACGUACR-ACACACACACA-5'

MACC1,ID00436.3p-miR, 2990(6),-106,91
5" -GUEUGUGUGUGUGUGUEUGUGUR-3 "

frerreerrrerrr el
3' -CACACACGCAUAUAURCACACRAU-5'

MACCI,ID01030.3p-miR,2976(6), —108,8%9
5 ' -GUGUGUGUGUGEUCUGUCEUGUGUGU-3 '

freerrrrrrrr reerrrerend
3 ' -CGUACACGUACA-ACACACACACA-5'

MACCl,miR-4&6,2966(6) ,-104,89
5'-GUGUGUGUCUGUGUGUGUGUGUCU-3 "'

FEereerr rereereeereen
3'-UACACACAR-ACGCACAUACACAUA-5'

MACC1,ID00436.3p-miR, 3951(10),-106,91
5' -GUGUGUGUGUGUGUGUGUGUGUA-3 "

FEErrrrrer e e el
3 ' -CACACACGCAUAVAUACACACAU-5'

MACC1,ID01030.3p-miR,3949(11),-110,91
5' -ACRUGUGUGUGUGUGUGUGUGUGU-3"'

Frerrrrrrerr rrererernn
3'-CGUACACGUACA-ACACACACACA-5'

MACCI,miR-466,3949(10) ,-108,93
5" -AUGUGUGUGUGUGUGUGUGUGUGU-3 "'

trereeer terrrrerrrreend
3'-URCACACA-ACGCACRUACACAUAR-5'

AQpP3, miR-466,1255,-106,91
5'-GUGEUGUGUGUGCAUGUGIGUGCAU-3"'

feerreer teeerrerrrrennd
3'-UACACACA-ACGCACRURCACAUR-5'

AQP3,1D00436.3p—miR,1255,-104,89
5'-GUGUGUGUGUGCAUGUCUGUGCR-3"'

frereeerrreerreeerrrend
3'-CACACACGCRURUARURCACACAU-5'

ApP3,1ID01030.3p—miR,1259,-108,89,23
5" -GUGUGUGCAUGUGUGUGCAUGUGU-3"'

frerrrerrrer rrerrrreend
3'-CGUACACGUACRA-ACRCACRCACRE-5'

Note. The top line contains sequentially: gene; miRNA; the beginning of the binding site, nt; AG, kl/mole; AG/AGm,%. * - the
miRNA binding site is located in the >UTR. The top line of the diagram is the nucleotide sequence of the miRNA binding site;
the bottom line is the nucleotide sequence of the miRNA_ Non-canonical pairs are in bold.

Figure S10: The schemes of miR-466, ID01030.3p-miR, ID00436.3p-miR interaction with 3'UTR mRNA of gastric

cancer candidate genes




CCND1,miR-574-5p, 2595, -113, 53
5'-ACACACRCACACACACACRCRCR-3'

LT rrrrerrrrrerr i
3'-UGUGUGAGUGUGUGUGUGUGAGU-5"

CCND1,ID00470.5p-miR,25%95,-108,85
5'-ACRCRACACACACRCACACACRCR-3'

LEErrrerer e e e rerrrd
3'-UGUGUGUGCGUAUGUGUGCAUGU-5"

IGF1, miR-574-5p,4042,-113,93
5'-ACACACRCACACACACACRCACLR-3'

LETEEE rrrrerreererr 1l
3' -UGUGUGRGUGUGUGUGUGUGAGU-5"

IGF1,ID00470.5p-miR, 4042, -108,89
5'-ACACRACACACACACACACACRACR-3'

LErrrreerrrerrrrrrerrnd
3'-UGUGUGUGCGURUGUGUGCAUGU-5"

IGF2,miR-574-5p;2299;-106;88
5'-ACACACGCACACACRUGCRACACA-3!
LEEEer rerreerrrerrr 1l
3' -UGUGUGAGUGUGUGUGUGUGAGU-5"

IGF2,1ID00470.5p-miR;2297;-113;93

5'-RACACACACGCACACACAUGCRCR-3'
LEEEErrrer e et

3' -UGUGUGUGCGUAUGUGUGCAUGU-5"

IGF2, miR-574-5p;2343;-106;88
S'-ACACACGCACACACAUGCACACA-3"

Lrrrrr rerrrrrrerrrr i
3' -UGUGUGAGUGUGUGUGUGUGAGU-5"

IGF2,1ID00470.5p-miR;2341;-113;83
S'-ACACACACGCACACACAUGCACA-3'

LErrrrrrrrrrrr et
3'-UGUGUGUGCGUAUGUGUGCAUGU-5"

IGF2,miR-574-5p;2522;-108:89
S'-ACACAUGCACACACAGCACACRACE -

LETEEE rrererrr reeer i
3' -UGUGUGRGUGUGUGU-GUGUGAGU -

3!

5 1

IGF2,1ID00470.5p-miR;2520;-108;89
S'-ACACACRUGCACACACAGCACRCA-3'

LErrrreerrrerrrrr reered
3'-UGUGUGUGCGUAUGUGU-GCRUGU-5"

IGF2, miR-574-5p;2835;-104;86
5'-ACACACRUGCGCACACACACGCA-3"

TR rererrrrererr i
3' -UGUGUGAGUGUGUGUGUGUGRAGU-5"

IGF2,ID00470.5p-miR; 2837;-110;51
5'-RCRACRUGCGCACARCACACGCACA-3'

LR re e e el
3'-UGUGUGUGCGUAUGUGUGCAUGU-5"

SMAD4,miR-574-5p, 7744,-113, 93
S'-ACACACRCACACACACACRACACLR-3'

LETEEE rrrrerreererr 1
3' -UGUGUGRGUGUGUGUGUGUGAGU-5"

SMAD4,ID00470.5p-miR,7744,-108,89
5'"-ACACACACACACACACACACRCA- 3°

LErrrrrerrrerrrrrrerrnd
3'-UGUGUGUGCGURUGUGUGCAUGU-5"

XRCCl,miR-574-5p, 2035,-113, 93
5'-ACACACRCACACACACACRCRACR-3'

LEEEer rerreerrrerer 1l
3' -UGUGUGAGUGUGUGUGUGUGAGU-5"

XRCC1,1ID00470.5p-miR,2035,-108,89
5'-RACRCRCARCACACRCARCACACRCR-3'

LEETErr e e rrrrnd
3'-UGUGUGUGCGUAUGUGUGCAUGU-5"

ZEB1,miR-574-5p,3587,-113,93
S'-ACACACACACACACACACRACACLA-3"

LT rrrrrrrrrrerr i
3' -UGUGUGAGUGUGUGUGUGUGAGU-5"

ZEB1,1ID00470.5p-miR, 3587, -108,85
5'-ACACACACACACACACACACACA-3'

LEErrrerer e e el
3' -UGUGUGUGCGUAUGUGUGCAUGU-5"

Note. The top line contains sequentially: gene; miRNA; the beginning of the binding site, nt; AG, kl/mole;
AG/AGmM %. * - the miRNA binding site is located in the 3'UTR. The top line of the diagram is the nucleotide
sequence of the miRINA binding site; the bottom line is the nucleotide sequence of the miENA_ Non-canonical pairs
are in bold.

Figure S11: The schemes of interaction of miR-574-5p and ID00470.5p-miR in the 3'UTR of mRNA of candidate
gastric cancer genes



