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PHK-untepdepeHuua (anrn. RNA interference,
RNAi) — npouecc nogaBneHuUs 3KCNPeccumn reHa
unn perpagaumm MmPHRK npu nomowm manbix
monekyn PHK. Mpoueccbl PHK-uHTEpdeEepeHumn
ObHapyXeHbl B KNETKax MHOIMX 3YKApUOT: VY
XUBOTHbIX, pacTeHnn n rpmnbos. Cnucrtema PHK-
MHTEPPEPEHLMNN UTPAET BaXKHYIO PO/b B 3aLLUTE
KNeToK oT BUPYCOB, NapasnUTUpyroLWmnx
reHoB (TPaHCNO30HOB), a TaKXe B pPeryasauuu
Pa3BUTUA, ANPDPEPEHUMPOBKN U 3SKCNPEeCcCcUu
reHOB OpraHn3ma.
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>hsa-mir-30a MI0000088
GCGACUGUAAACAUCCUCGACUGGAAGCUGUGAAGCCACAGAUGGGCUUUCAGUCGGAUGUUUGC
AGCUGC

Stem-loop

853211 reads, 1.07e+04 reads per million, 79 experiments

Deep 2
sequencing TN T T
GCGACUGUAAACAUCCUCGACUGGANGCUGUGAAGCCACAGAUGGGCUVUCAGUCGGAVGUUUGCAGCUGT
fid Annotation confidence: high
ILLILE Y oo dback: Do you believe this miRNA is real? Yes (+12) | No(:0) | Leave comment |

The mature sequences miR-30 [1] and miR-97 [2] appear to originate from the same precursor. Subsequent data confirm that both arms of the precursor appear
to give rise to mature miRNA sequences (Pfeffer S, pers. comm.). Landgraf et al. later showed that the 5' product is the predominant one [5]. Related miRNAs are
processed from the 5' arms of other precursor loci (mir-30b, MI0000441; mir-30c-1, MI0000736; mir-30c-2, MI0000254; mir-30d, MI0000255; mir-30e,
MI0000749).

Comments

(WL Coordinates (GRCh38)
()11t «ll chr6: 71403551-71403621 [-]

EMBL: AF480535; AF480535
EMBL: AF480569; AF480569
DEIGLHEETR D Cll EMBL: AJ421752; HSA421752
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HGNC: 31624; MIR30A
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[MoaroToBKa UCXOAHbBIX AaHHbIX

NcxogHble AaHHble anAa aHanus3a - 18719 nocneposatenbHOCTEN
OJIMHOM 22 H.N. C M3BECTHbIMMU 3Ha4YeHUsIMU 3PPEKTUBHOCTU
camneHcuHra (log). 3t paHHble aennnncb Ha 2 4vactu: 14972
nocneaoBaTenbHOCTM Ansa obydyeHusa v 3747 gna TeCTMPOBaAHUA.

A =)1,0,0,0; Te=) 0,1,0,0; Ce=) 0,0,1,0; G =) 0,0,0,1.
Okono 150 reTeporeHHbIX MNapameTpoB W3 JIUTepaTypbl,
HYKNEOTUAHOIO KOHTEKCTa, TepMOoAMHAMMYECKMX pPacyeToB
(OligoHybrid, OligoTherm, Afold). [na Bblbopa Haubonee
YHUBEPCA/IbHbIX NAPaMeTPOB UCNONb30BaAIOCh 2 KPUTEPUA:

- 3HaYMMaA Koppenauma ¢ 3PPeKTUBHOCTbIO ANA KaXKaoro
napameTpa,

- cTabnNbHOCTb KOPpPENALUN ANA KaxXaoro napameTtpa.
Oba Kputepma oueHUBANNCb TONIbKO ANA 0byyatolen BbIDOPKMU.



BnoK-cxema npoueaypbl noadopa napameTpos MOAeNU

150-initial-parameters- (position-dependent-nucleotide-preferences-and-
avoidances, -thermodvnamic-profiles-of-shRNA-duplexes.-free-energy-of-
senselantisense-duplex)’

Correlation-analvsis_7-test
(p<0.05 ), -analysis-ofstability-
(stability-thresh $=-0.063)

41-parameters-(39-nucleotide-related-and-4-key-
thermodwvnamic-characteristics)®

=0 399 wdtinle bnearregression,
' 53-foldcross-validation
ROC-analvsis§

41-parameters-with-eliminated-data-points-from-
dataset-(GGGG,-TTTT.-AAAA ‘TGGC.-GCCA)

regression.-3-fold
cross-validation,
ROC-analvsis¥

wltiple linear
R=0.51Y i

41-parameters-with-eliminated-data-points-from-
dataset-(shRNAs-capable-to-form-stable-self-

structures)¥
R=0.569 PRRiR)s Imear
regression,-3-fold-

cross-valhdation.,
ROC-analysis¥y



OueHKa cTabunbHOCTM KOppenaumm

OueHKka cTabunbHOCTU Koppenauunm ABASETCHS WHAMKATOPOM
TOrO, HACKO/NIbKO npejAcKa3aTesbHasa CUAAQ  KOHKPETHOrOo
napameTpa 3aBUCUT OT BblboOpa nNoaMHOXKecTBa oOby4yatouero
MHOXecTBa:

S :\ = , R == , n=1,...,1000; m=10



Pe3ynbTaTbl M3y4eHMA B3aMMOCBA3UN 3GPEKTUBHOCTU U CTPYKTYPHbIX ocobeHHocTen ShRNA
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Parameter Coefficient P-value

Intercept —43.85 2.046 x 10— 178
AG —2.694 4.459 x 10~ 11
AG? —0.06917 1.716 x 10~ 105
Pe3yf| bTaT ne p BOIro AG3 _0.0005959 3.017 x 10-106
AG 0.3705 0.00048315
3Tana yToYyHeHus A ZAt R E S
Ao 0.8225 1.4939 x 10—
As 0.6747 0
Mo.ﬂlen M . As 0.4644 0
2 3 As 0.5027 0
AG y AG n Oj'lyl-l eHbl Aqs 0.3433 1.0172 x 10~ 10
Asz 0.4986 0
J
nporpammou - et . .
Ais —0.4455 2.1798 x 10~ 7
Azg —1.067 2.6228 x 10~%8
AfO I d . Aoz 0.3039 2.0603 x 10~08
Gs —0.3063 1.8561 x 10-%
Gy —0.3133 2.2034 x 107
Go —0.2439 2.8698 x 10708
G —0.6207 7.4738 x 10728
Gia —0.4776 2.4605 x 10~'8
Gy7 —0.2477 42719 x 10706
Gig —0.2378 3.9472 x 10708
Gig —0.132 0.0140624
G21 0.3678 1.1793 x 1072
Ca —0.239 9.663 x 10~
Cs —0.3201 3.7375 x 10702
Cy —0.4681 3.9052 x 107
Cs —0.1913 0.00023711
C1o —0.6128 2.4693 x 1072
Cys —0.2256 3.1081 x 10705
Ciz —0.2326 0.00018304
U, 1.989 0
Us 0.6581 43741 x 10797
Us 0.5757 0
Ug 0.5343 0
Uso —0.3281 3.3946 x 10708
Uiz 0.5828 0
Uiz 0.7992 0
Uje 0.6866 0
Us7 0.3141 1.7814 x 1009

U2z 0.3012 2.7612 x 10~



MHOeCTBEHHbIN KO3PPULMEHT KOppenaymm

D (x—v )2

R= [1-- , rae

\ (% _7)2

Xi - 3KCNepumeHTasibHble 3PPEKTUBHOCTM ONIUTOB,
Yi - npeAacKa3aHHble C MOMOLLbI0 mogenm 3GPEeKTUBHOCTU O/INTOB,
2%
T = - cpeaHee sKCnepMMeHTaNbHbIX 3PPEKTUBHOCTEWN,
n
n - 06bem BbIOOPKMY,

R* - KO3pOdUUMEHT aeTepMUHALUN.



Cxema NATUKPATHOM NepeKpPecTHOU NPOBEPKU MOAENU
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ROC-KpuBaa AnAa pe3ynbtaTtoB npeackasaHuA
3P PeKTUBHOCTM canmneHcmHra no 41 napametpy (0.882)
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miR_Scan

PaboTa yacTMYHO NoaaeprkaHa cpeacTsamm rpaHTa POOU
Ne12-07-00530a


http://www.ncbi.nlm.nih.gov/staff/ogurtsov/projects/mi30/

