Plasma MicroRNAs for GC

hsa-miR-223:
predicted consequential pairing of | seed | “ii-Ype | 3 pairing TA SPS  [contexts| OMeXt- fconservedi
target region (top) and miRNA (bottom) [matc! bution bution onf on | contributi score percentile| leng
Position 439-446 of SP3 3'UTR §" .. . AUUUUUAUUAUGCAUAACUGACA. . .
1111 I 8mer  -0.247 -0.029 -0.073 -0.003 -0.016 0.017 0.35 97 4124 047
hsa-miR-223 3 ACCCCAUARACUGU-UUGACUGU
predicted consequential pairing of SPS ontext: conlext+ (:’nr:enr::d Per
target region (top) and miRNA [bmom] mal contribution| score n:entlle length
Position 265-272 of FBX08 3 UTR 6’ .. . UGUUAACGAAUGAUALACUGACA. .
IIIIIII Bmer  -0.247 0.003 -0.080 -0.047 -0.016 0.017 0.3 1742 047
hsa-miR-223 B ACCCCAUAAACUGUUUGACY
predicted consequential pairing of [ seed [ °_ " pe cl;“ g I:'::‘I AU ms::::l* tE:‘r:h o]
target region (top) and miRNA (bottom) [match bution bution bution rcentile| length
Position 95-101 of SCN3A 3' UTR 5° « AGGAGGUCCAUGCCAAMCUGACT. . . Tmar
| 1l | | I I me 0120 0.003 -0.021 -0.048 -0.011 0.014 -0.18 193 048
hsa-miR-223 3t

hsa-miR-19b-2*

- 5 A. i ¥ pairing context+ |conserved
predicted consequential pairing of | seed S s e context score [—
4 3 CT|
_ o ' L oL s St

Position 167-173 of NMET 3' UTR §' ... UGUUAGAACAUGGAUUUUGCACU. .. 7
LIELE TEELLT 3 0120 -0.035 -0.056 -0.050 0.019 24 88 1655
hsa-miR-19b 3 UACCU-AAACGUGD =
predicted consequential pairing of | seed TA SPS  [contexts| OneXt- fconservedi
target region (top) and miRNA (bottom)|matc| on ion|contribution| score length
Position 1207-1214 of SCN4B 3 UTR 5 . .. UUCUCCCAGAGCUGGUUUGCACA. . .
TIELET Bmer  -0.247 0.003 0.119 0.191 0.008 0.025 >-0.03 1 1669 070
hsa-miR-19a 28 AGUCAARACGUADCUARACGUGT
Position 1207-1214 of SCN4B 3 UTR 5 . ... UUCUCCCAGAGCUGGUUUGCACA. . .
IANINL] 8mer  -0.247 0.003 0.119 0.191 0.008 0.025 >-0.03 1 1669 070
hsa-miR-19b 3 AGUCAARACGUACCUARACGUGT
- . o 3 context+ |conserved
predicted consequential pairing of "pe context b h [P
target region (top) and miRNA (bottom)| :?':D" bution score ﬁ:::ll& |¢:.:;fh Y
Position 141-148 of RHEBL1 3 UTR §' .. . UGUGGCAUCCUCAUG—UUUGCACA. . .
(AU AN Bmer  -0.247 -0.018 0.078 -0.079 0.008 0.025 0. 87 1691 0.71
hsa-miR-19b 3 AGUCAAAACGUACCUASACGUGT
Position 141-148 of RHEBL1 3 UTR §* ... UGUGGCAUCCUCAUGUUUGCACA. . .
LERIN LN 8mer  -0.247 -0.008 0.078 -0.079 0.008 0.025 -0.22 85 1691 071
hsa-miR-19a g AGUCARRACGUATCUARACGUGT

hsa-miR-194*

predicted consequential pairing of conu conu p;)s:[lron TA SPS context e c::::::d Pcr
target region (top) and miRNA (bottom) match bu bution -ontribution|contributi score r:enule length
Position 273-280 of CHD4 3' UTR §° ... UCCCCACUGUAACGCCUGUUACA. . .
TELELEE 8mer  -0.247 0.003 0.094 -0.045 0.001 0.038 -0.16 81 1583 049
hsa-miR-194 3 AGGUGUACCUCAACGACAAUGY
predicted consequential pairing of | seed |:om.r TA SPS context: co;c‘:fr:" ol:r:::h Per
target region (top) and miRNA (bottom)|matc| bu -ontribution|contribution| score porcontile| length
Position 38-45 of ARHGAP21 3 UTR 5" ...CAAGUAAAAAAACUACUGUUACA. ..
LI Bmer  -0.247 0.034 -0.027 -0.105 0.001 0.038 -0.31 1.065 021
hsa-miR-194 3 AGGUGUACCUCAACG ACAAUGT
hsa-miR-141

target region (top) and miRNA (bottom)| ion|contributi score Dercariel Misnath

Position 933-939 of ARPC5 3 UTR 5" .. .CCCCGUAAAUGUCUUCAGUGUUC,

PN 7™ 9120 ;3 00 0006 0015 0020 013 74 1420
hsa-miR-200a 3 UGUAGCAAGGUCUGUCACAA
Position 933-933 of ARPCS 3 UTR & ... COCCOUARAUGUCUUCAGUGUUC. .. o
LI me 0120 0.012 -0.038 -0.006 0.015 0.020 012 14l 1420 022
hsa-miR-141 3 GGUAGARATGGUCUGUCACAAT
Position 1009-1015 of ARPC5 3 UTR 6§ . ... UUCUGUGUUTUAGCU--C. 2
1111 IIIIIII ha | 0120 0025 -0.067 -0.016 0.015 0.020 -0.19 87 1503 0.4
hsa-miR-141 3 GGUAGARATGGUCUGUCACAATI
Position 1009-1016 of ARPCS 3 UTR §' ... UUCUGUGUUUUAGCU--CAGUGTUT, .. o
11 (UNUNL m; -0.120 -0.016 -0.067 -0.016 0.015 0.020 -0.18 86 1503 024
hsa-miR-200a 3" UGUAGCAAUGGUCUGUCACAAT
predicted consequential pairing of local AU context+ [conserved
s T.ﬁ SPS ontext:
o e i @ o
Position 1617-1624 of CHD9 3' UTR &' ... AGAGACAGUGUUA. . .
11 T Smer  -0.24 -0.018 -0.069 0.134 0.026 0. 0. 79 1.095
hsa-miR-141 3 GGUAGAAAUGGUCU-GUCACAAD

Position 1617-1624 of CHD9 3' UTR 6" ... CCCUUAUUAGAGAGACAGUGUUA.

1 001 8mer  -0247 0018 0069 0434 0.026 0026 015 79 105 026
hsa-miR-200a 3 UGUAGCAAUGGUCT-GUCACAAT
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contri nti
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percentile| length

predicted consequential pairing of seed
target region (top) and miRNA (bottom) | match

Position 391-397 of LMO3 3 UTR 5* ... UGCAUUUAGUACAAUCAGUGUUU. . .

11 TN Ll 0025 0112 0006 0015 0020 023 92 2073
hsa-miR-141 3 GGUAGAAAUGGUCU--GUCACAAN
Position 391-397 of LMO3 3 UTR &' ... UGCAUUUAGUACAAU-CAGUGUUTL. .. 7
1 s 0120 0.016 0112 -0.006 0.015 0.020 -0.22 92 2073 050
hsa-miR-200a ki UGUAGCAAUGGUCTGUCACAAD
Position 608-614 of LMO3 3 UTR &' ... UGAGUUAGAGUCUAUCAGUGUUC. .. 7
111 LIEETE mg 0120 -0.016 -0.055 0.024 0.015 0.020 013 76 1459 023
hsa-miR-200a 3 UGUAGCAAUGGUCU=-——GUCACAAT
Position 608-614 of LMO3 J UTR 67 ... UGAGUUAGAGUCUAUCAGUGUUC. ..
LTI ma 0120 -0.007 -0.055 0.024 0.015 0.020 -0.12 73 1459 023
hsa-miR-141 ¥ GGUAGANAUGCUCUGUCACAAT

hsa-miR-1233

ition SPS il contexh conserved
branch |Pcrt
ion | contribuf score
perce length

predicted consequential pairing of | seed slte-ly
target region (top) and miRNA (bottom)|match b l =

Position 139-146 of DLGAP4 3'UTR 5’ ... AAAUUGACGCAUACAAGGGCUCA, . .

Smer  -0.247 0.013 -0.008 -0.079 0.000 -0.146 047 2540
hsa-miR-1233 3 GACGCCCUCCUGUCCCGAGT
predicted consequential pairing of | seed TA SPS context: C::::H ob"’ﬁ'::d Per
target region (top) and miRNA (bottom)|match contribution | contribut score =
percentile| length

Position 111-118 of FMNL2 3 UTR 5" ... ACAAAAAUAUUCUUAAGGGCUCA. . .

1T 8mer  -0.247 0.045 -0.066 -0.086 0.000 -0.146 -0.50 99 1386 NA
hsa-miR-1233 3 GACGCCCUCCUGUCCCGAGT
\arpot rogion fop) and itk | 2224 | "comt | cont” Y| oot | TA sps _eamtexte| <0 (e [P
Lot conl jon|contribution| score €
(bottomn) by n percentile| length
Position 1311-1317 of LRRCST I UTR &' ... GUGCCUUAUTGGUAGAGGGCUCT. ... o
-0.120 0.003 0.001 -0.027 -0.001 -0.085 -0.23 84 1562 NA
hsa-miR-1233 3 GACGCCCUCCUGUCCCGAGT
predicted consequential pairing of | seed ;:D:r[pe ition SPS context c::::’:‘ (:;:‘r::d Pt
target region (top) and miRNA (bottom)|match bution ion|contribution| score percentile| length
Position 816-823 of PDRG1 3 UTR & ... CUUAUGUGUUCAUUAAGGGCUCA. . .
LITHIT 8mer  -0.247 0.024 0093 0107 0. -0.146 0. 1.308
hsa-miR-1233 3 GACGCCCUCCUGUCOCGAGT

position context+ |conserved
COm| con[r.:-:ulion omfi:ﬁuo cns:‘:loer,: oore branch |PcT
bution bution percentile| length

-0.120 0.003 0.009 0.011 -0.001 -0.085 -0.18 n 1508 MNA

predicted consequential pairing of
target region (top) and miRNA (bottom)

Position 895-901 of STM1 ¥ UTR 6" ... ccmocamnuac?m,?ﬁu. .

hsa-miR-1233 3 GACGCCCUCCUGUCCCGAGT





