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Summary:
100% (1/ 1) of the valid sequences are predicted as miRNA precursors * ’ '

Detail (Mature miRNA presenting with bold red capitals)

>
seq = UAAGGAAAGGAGGAGAGGGAUGGAGAAGUCAAAGUGAACAGGAGCUUUAAUUUGUGCUCCUAUUCCUAGCCUACUCCAACCCUCUUCCUGAGUGGCAGCAGCAA
SLEUCE ® ..cevevees L O O o O o N IRRRRRERRRRRETRSRRSEERRRDRRRE IS B B B R (leve)) s
seq_Sp = GGAGGAGAGGGAUGGAGAAGUCA
seq_3p = GCCUACUCCAACCCUCUUCCUGA

u asACU A A -
GA GAGGU GGGAG AGGA
FERELEL LEE o PO REEEE L et
u gcuccu uuc cu €U CUCCA cCCuc uccy
uugu a - aGc- A A ]
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a  cgagga aag ga
GAguggeageageaa

Citation:Shen W, Chen M, Wei G, Li Y (2012) MicroRNA Prediction Using a Fixed-Order Markov Model Based on the Secondary Structure Pattem. PLoS ONE
7(10): e48236. doi-10.1371/joumal pone 0048236

Yanli Lab, Medical Research Center, Southwest Hospital,
Third Military Medical University, Chongging 400038, China

Refsea Genes

ACA Bax snoRTe WS, 3 mACrORAS from SNORNABASE
Publications i Sequences in SCientific Articles
I

Seauences
v
tman aNAs from Genbank
tuman arins
P+ 108 vercenrates Baseu ise Conservat ion By P ior
o o - Ba - A - B - — e B e B B =
WATEIZ A1 ignments of 109 Vertebrates
GGAANGGAGORGAGGGATGGAGANG TCARNG TOAACAGOAGCT TTAAT TTOTOCTCC TAT TCCTAGCCTACT CCARCCCTCTTCCTOAGTOGCAGCAGEN *
RGORGGRGAGOGATOGRT ARG TCARRG TORRCAGGROCT TTART TTOTOE TCETAT TCC TABOGTACT ACARCCCTCTTCCTOAT TO0CAGCAGCR
AGGRACAGA TORCGAGOLOGLTTCASCTOTAT TIAARTTCCTAGECTAITCIRACACT CTTCCT TA0TACCIG AGEH
GGAARGGANGE GAGOGA - GORNALGTCARCD - GRALAGGAGET L TOAT TGTATCCATA TRGCCTACTCARRL TCTETTECT 1C0CAGEAGEAGE
A GTCARCG ORACAGORG - TEARTTTGTATTENTAT ETCTARCEETETTECT TAGTAGCAGERG A

HIKZTAC Mark (Often Found Near ACTive Regulatory Elesents) on 7 cell 1ines from ENCODE

THASE! Fuper5ens 1T 1V 1Ty CIUSTers In 125 Co 11 Tupes from DNCOCE (V3)

Onase Clusters

Inde 1-based Conservation for Muman hgi9, Mouse aé and Dog canfand
Transcr it ion Factor ChiP-seq (161 FActors) from ENCOOE Uith FActorbook MOTifs
Tan Factor cnie

SIND1e MUCIQOT (de PO IYMOrEh (3RS (GDSNP 146) FOUNd in J= 1% Of Samoles

RNA, s Jis FOMMIR oL wledibl (il it RNA S S o 4l s oslinal 3550 Sledbl laoll nlo s =Y IS
3p 55p JIs MatureBayes oL s 5 (0558 e odalin LIS all—aile jlmlo 53 50 3 K)ol o S 5 olulis &
Sas bl <l UCSC genome browser oGl s (7 ol sl jasets (5455305 5 S e b S JIg5 o JLRNA <.
el 0 w11 (FED.2009 (GRCH37/Mg19)) asews Jawe i Jlse g Voo Sl i o 55 o Ky 0 LS JIys S

¥54


https://dorl.net/dor/20.1001.1.23832738.1401.35.3.5.3

VFe) P ol YO W

(O] ) (ol o3 ) (J5ST 50 5 Jsho Slednssy e

5 5 Al

Lﬁjj'L‘" LSLGAJ) L .\.:.L’\S k;\": u; )\JS J.:.l’ﬁ
s, ol SKMC 5 IMR90 CIP-Tap AMR90

HeL.a-53 TAP

HeLa-$3 TAP-only

HeLa-53 TAP-only whole
—only whole cell

NHEK TAP-only whole cell

CO20+ TAP-only Whole cell small KNA-seq CONti9s from ENCOOE/CSHL

CO20+ TAP-ONlY WNOTe cell small RNA-5eq Mirus Signal Rep 1 from ENCOOE/CSHL

CD26+ TAP-only whole cel) smal) RNA-sea Plus signal Rep 1 from ENCODE/CSHL

whole cell small RNA-seq Plus signal Rep 1 from ENCODE /CSHL

HepG2 TAP-only wnole cell Small RiA-s
Hepo2 TAP-only wnole cell small
HepG2 TAP-only whole cell smal) RNA-sea Flus

IMRSS CIP-TA® whole cell small RNA-seq Contigs from ENCODE/CSHL
IMRSO CIP-TAP wnole Cell small RNA-Seq Minus Signal Rep ! from ENCODE/CSML
IMR9O CIP-TAP wnole cell small RNA-seqa Plus signal Rep 1 from ENCODE/CSHL

IMR9S whole cell small RNA-seq Contigs from ENCODE/C:
IMR90 Whole Cell small RNA-Seq Minus Signal Rep & from mcooe/csm

IMR9@ Wnole cell small RNA-sed Plus Signal Rep 1 from ENCODE /CSML

IMR9@ TAP-only whole (Qll Sllall RNA-Seq Contigs from ENCOOE/CSHL
IMR9E TAP-only wnole cell smal

IMR9O TAP-ONly Wnole cel) small RNA-sea PIus 5i9nal Rep | from ENCODE/CSHML

7 CIP-TA® whole cell small RNA-seq Contigs from ENCODE/CS)
nee-7 cxr TAP whole Cell small RMA-Seq Minus Signal Rep 1 from mcon(/csm
MCF=7 CIP-TAP wnole cell small RNA-sed Plus =ignal Rep 1 from ENCODE/CSML

MCF-7 whole cell small RNA-seq Contigs from ENCODE /Ct
MCF-7 whole cell small RNA-seq Minus Signal Rep 1 from ENWD!/CSNL

MCF=7 wnole cell small RNA-seq Plus Si9na) Rep 1 from ENCODE/CSML

MCF-7 TAP-only whole cell small RNA-seq Contigs from ENCI
MCF-7 TAP-only wnole cell smal) RNA-seq

MCF-7 TAP-Only unole cel) snal) RNA-seq Plus Signal Rep | from ENCODE/CSHL

CO144 TAP-only whole cell small RNA-seq Contigs from Enl:oo:/csu.
CD14+ TAP-only wnole cell small RNA- ENCOOE

CO14+ TAP-Only unole cell snal) RNA-seq PIus SiSnal Rep 1 from ENCODE/CSHL

K=N-SH CIP=~TAP Whole cell snall RNA-seq CONT igs from ENCODE /C:
SK—N-SH CIP-TAP whole cell smal) RNA-sea Minus Signal Rep 1 from EI’I?OOE/CSDL

AKN-SH CTP-TAP Uhals a1l amall RNA-<aa PIue <ional Ren 1 from FNOOAOF /CSH

HI@® TAP-ON1Y whole cell small RNA-zed CONtigs from ENCODE/CSHL
HIP TAP-only Whole cell snall RNA-5ea Minus 5ignal Rep 1 from ENCODE/CSHL

HWP TAP-0N1y uhole cell small RNA-5eq PIus $ignal Rep 1 from ENCODE/CSHL

NHOF TAP-on1y whole cell small RNA-seq Contigs from ENCOOE/CSHL
NHOF TAP-only whole cell small RNA-seq Minus Signal Rep 1 from ENCODE/CSHL

NHOF TAP-on1y whole cell small RNA-seq Plus Signal Rep 1 from ENCODE/CSHL

K TAP-only whole cell small
NHEX TAF-0only vhole cell small RNA-56q Minus 5ignal Rep 1 From ENCODE/CSHL

smal) RNA-seq Plus signal Rep 1 from ENCODE /CSHL

cel) small RNA-seq
small R

RNA-seq Mir

DOR: 20.1001.1.23832738.1401.35.3.5.3

cbli~ 1,5 :.UCSC genome browser &K\
(Y JS2) o ga) e 55 o 03 LS JIg S
54 3,5 (¢ K2) Deep sequencing pooees

195 from &
ignal Rep i

cove. L
From ENCODE /C

n-zea Minus .

i35 from ENCOOE /ML
Rep 1 from ENCOOE/CSHL

i9nal Rep 1 from ENCODE/CSHL

RNA-Seq Mirus Sional Rep 1 from ENCOOE/CSHL

00E /CSHL
Mirus signal Rep 1 from ENCODE/CSHL

-S80 Mirus signal Rep 1 /CSHL

HUIF TAP-ON1Y Whole cell small RNA-seq Plus Signal Rep 1 from ENCODE/CSHL -

FNA-Sea CONtigs from ENCOOE /CSHL

NHEM.f_M2 TAP-0nly whole :ell small RNA-SN Contigs from ENCODE/CSHL
NHEM. £_M2 TAP-only wnole cell smnall RNA-seq Minus Signal Rep 1 from ENCOOE/CSHL

NHEM,f_M2 TAF-ONnly whole cel) smal)l RNA-seq Plus signal Rep 1| from ENCODE /CSHL

NHEM_M2 TAP-ONly whole cell small RNA-seq Contigs from ENCOOE/CSHL
NHEM_M2 TAP-only uhole cell small RNA-Seq Mirus Si2nal Rep 1 from ENCODE/CSHL

IEM_M2 TAP-On1y whole cell small RNA-Seq Plus Signal Rep 1 from ENCODE/CSHL
Prostate TAP-only whole cell small RNA-Seq Minus Sional Rep L from ENCODE/CSHL
Prostate TAP-only wnole cell Snall RNA-seq Flus Signal Rep 1 from ENCODE/CSHL

SKMC TAP-only whole
SKMC TAP-only

SK-N-SH_RA TAP-on

cell small RNA-Seq CONtigs from ENCOOE /C
uhole cell small RNA-seq Minus signal Rep i from :uoone/csn.

SKMC TAP-only whole cell small RNA-zeq PIUS =19nal Rep 1 from ENCODE/CSML

1y whole cell small RNA-Zeq Cont 9= from ENCOOE/CS:

| ML
SK-N-SH_RA TAP-ONly Whole cel] small RNA-2eq Mirus 2ignal Rep 1 from ENCODE/CSML

SK-N-SH_RA TAP-only whole cell small RNA-sec Plus £ignal Rep 1 from ENCOOE/CSHL

ke Gl gla sy 53 oy LRNA S ils) o6 S sSLRNA &) s00 18 s ol .Deep sequencing cledibl -y s
52 HURNAG S i Jleal 68 58 o)Ll 15 o Sl 6801 @ ax 55 L 353 e o talie SKMC 5 IMRO0 CIP-TAP (IMR90

Al e SRl FB 05 4 bs e il JIgs

Gl artle s o B 4 s Ol Coms il
BB erle 2 sk o Al b ol i
5 elantl B sy len Gl s eap et
& Sl Skl s b 5l S e ule
LRNA 5 Seo ol ladle 53 il S5 &) s
3 ot (BT 52 Gy Sl Olge
() MIR-195 (Y 5 1) Llass S 513 a5 3550 Ola s
«(Y+) miR-139-5P «(YA) miR-16 «(YV) miR-423-5P

YV

5l olsebl S sk o MiIRBase &l colw

A3 sl MIRBaASE ol 5l coldlas L s

Sow

s bl o aes glaparls LSS o5l
)‘ odlaial Lol AM}S dl}- L é.}fmf )}.}9 4 Lﬁdl.bf.u

5 oS 53 S ok 4 e gl exls


https://dorl.net/dor/20.1001.1.23832738.1401.35.3.5.3

VEO) O ol X A

(O ) ol s alzee) (S5 50 5 I Gletnsy s

(b g 5 allia

L ol 5 LS s slais) Slwle LSLA('J‘UJQ\
sliSIS sl JIg &}ﬁ.ﬂf s el Gl
la JIg pl a5 o3 8 &l 55 o3 Aol SWRNA ; S
s30950 Oy e b u—“@“ﬂ Lo 55 &L

Lss Al RNA S 8Lf A (Endogenus)

RNA G ol olis shKes 5 Vo Kim Sldlas
Real ) =31y RNA; S Olge a4 Sy S8
il sl b dly oS 58 e a3 S L s (MIRNA
CDNA (35, » PCR b Lla iy, buy O 0L O
s BT L 5 (Total RNA) IS RNA 51 el sz
s b S8 RNA - g (Y gl aob el
SR A AS s A B P ad—ale Sl sl
(¢ asl s Sop o by Sl Ot 5 axils
ok cbli= Sujshé bl 5l S8 RNA iy
a3 oS 5313 Bl 5 Shee SRalS L (F L
5 Lim .00) Wb 5155 RNAS S slasle i Ol e
oromen 5 (SIacbli= ;86 3 8 ks L oles
Ssle s Sskie 4 RNAFOId oL 51 eslized
ey 5 s w3 T 3 S 5 st
Cald op tin bl 5 Las RNA S S slasle i
Colg 0 Ll e el o 5 alid GLRNA S L
Ld= RNA S YA 350 dcdl s i SOldles L
sLi b 5 0A) S Sme s plabis | Sl
O3 V¥ s 5d ( Sile sl go sla o elial O, Kan
A6 ARl Jsb 4 [ i RNAG S ediSus
adlas s OLKea 5 Berezikov pioas (\V) Wb S
g (BS Jh s L Lals Jig 2 sl (Ko
O ST 5l ekl Loy s S &l Sascblas
59t ) Gl JURNAG S 18 0l Ll 5L
Gais s e 0L 5 Bentwich L(7) ol o8
L Solosiiln sl oSy Gl L ows S
Lt RNAG So A i aRls] Gl
Sheslizal b oL 5 glake 23 S b me |, Sl

v\

DOR: 20.1001.1.23832738.1401.35.3.5.3

SBRNA; Soo dhex 31 (V) MIR-187 5 miR-182
ey Slaset s Olge 4 &S daaa loas olulis

J\J}JL;G oalezul LAOLEJW L

Sh oo o Pl S s 0l Sl
Lol 31 s b (5,5 K 55 LRNA S
Cogon BRNAG S Ol o b pl ol )l il
gl w0 b BRNAG S Sl sl U155 o0 (8 50
() 5 S J sy olew Sd i 5 Sy Jbop
bl Ll B ,em B slagoley Olys s alis
B S Glsply s (YA B e S
eslaiul (YY) 5,8 50 wﬁjw\j\wwﬁﬁ;}(\\“)

RGO IS 4

Sobew b ks 5 ot GLRNA S als ol ol
L RNA Seo b s bagls 5l sslizul OSGl Ll
spd s B0 i 4 e Sulg o g esls 1S
Gt boadd slubd GLRNA So 2ig 0486
ol bl L5 e 5 BRNA 0 2.8 K8
Ol 48 Bl a5k s o pne e IS5 2l
wld LS SLRNA S 351 lulis s b IS5
S oael 5l bSOy el eled Loy 354
Lls glacsls ol Slis s 5 00 S (S
L WRNA S olalid aia) 3 o 23 sdoes sdes
S8 aS sl ol sl sy KGS B
b5 kB Lt ol Sl o S GBRNAS S
Codgds by ool Ol Jsbo plad 5 Al Sl Glal> s
03 S 058 b 5l sl e sl K sls Bl Ol
S ol s gl Sy Ws o LRNA S
(oml ) der Sl Dl b s IS S5 des
R oommed 0,8 e Do Gl (O sethe
B odd Eol (Ko IS SSG D3 p0ley 5 anse


https://dorl.net/dor/20.1001.1.23832738.1401.35.3.5.3

VEO) O ol X A

(O ) ol s alzee) (S5 50 5 I Gletnsy s

(b g 5 allia

5 oo 165 43 sslizal LSl slaolSl 1 aslllas
LA g oS ol dl s Sl YL 8
AT AL e el Gla sz 53 0l S me
A L sen Ol Olays 5 g)ls Olge 4 5 a8 S 13

el osliial

L;ﬂ:)ﬂ}jg..."ﬁ

Gy 055 JeoSS IV iy ) Ay b
du).)w C".‘."}" c@d\) .Y‘M“. > 39 QLW | e&i.;‘.) u“"l*‘:‘
3L sy Slges 5 UGl 0 S 2l bl
JJ.ZL;G u.:b).)\ﬁj ,.i.w.:“ JLAS u:“'aﬁ_)'i

e’l:.n alas

51 gy Wlie 8y 8 e wdlis LT S e

;;_“! .]al.:_T)\ R ARV s e S i SR ) -y
L L3, PSCA 05152976394 (us S 5 S i) 50
ool o3 s cioins O e 4 Sl shSB-MIR -3934

AYAA Ol

3- Bade,r A., Brown, D., Stoudemire, J., Lammers,
P., 2011 “Developing  therapeutic microRNAS
for cancer,” Gene therapy, vol. 18(12), pp.
1121-6.

4- Bentwich, 1., Avniel, A., Karov, Y., Aharonov,
R., Gilad, S., Barad, O., et al., 2005
“Identification of hundreds of conserved and
nonconserved human  microRNAs,” Nature
genetics, vol. 37(7), pp. 766-70.

5- Berezikov, E., Cuppen, E., Plasterk, R.H., 2006
“Approaches to microRNA discovery,” Nature
genetics, vol. 38, S2-S7.

6- Berezikov, E., Guryev, V., Van de Belt, J,
Wienholds, E., Plasterk, R.H., Cuppen, E., 2005
“Phylogenetic shadowing and computational
identification of human microRNA genes,” Cell,
vol. 120, pp. 21-24.

7- Casanova-Salas, I., Rubio-Briones, J., Calatrava,
A., Mancarella, C., Masia, E., Casanova, J., et
al., 2014 “ldentification of miR-187 and miR-
182 as biomarkers of early diagnosis and
prognosis in patients with prostate cancer treated

YvY

DOR: 20.1001.1.23832738.1401.35.3.5.3

s UCSC browser genome SSCProfiler glaelL
RNA S o dadlys s Sledlbl oKL s
05 5 has-miR-6165 . oan 5 TrkC 05 ;5 Lds
5 s alalis |y JUS, 48 0l U L3« NGFR
CLsLSS b Bk 5l (A 5 V) as AT At
L Ll PIKBKCA 03 3 dds RNA 5 Sor oSy caslie

(YY)

odd o g atld GLRNA S i Sl ax 5 L
345 oS XS O Sl lea.w 2 ool sladl 03
Dl S A L gen (olew B0 515 LIS e S0
b Gt ol addlas 3 Gaa il o J5SS
LS b Jls oSy 5 plels sk o FB
ol e il Wb GLRNAG S s 5 Ol sl

cLu

Ol WAA L Gslis am e 0b g s dJl =)
bl sk 4 S 5oy S s 55 s Dl goa
JML\*: S ) 41:;.4 )y QUDJ...A Bl miR'486 }miR'zl
R HERIN

with radical prostatectomy,” The Journal of
urology, vol. 192, pp. 252-259.

8- Dokanehiifard, S., Yasari, A., Najafi, H.,
Jafarzadeh, M., Nikkhah, M., Mowla, S.J., et al.,
2017 “A novel microRNA located in the TrkC
gene regulates the Wnt signaling pathway and is
differentially expressed in colorectal cancer
specimens,” Journal of Biological Chemistry,
vol. 292, pp. 7566-7577.

9- Fang, W. and Bartel, D.P., 2015 “The menu of
features that define primary microRNAs and
enable de novo design of microRNA genes,”
Molecular cell, vol. 60(1), pp. 131-45.

Gao, D., Middleton, R., Rasko, J.E., Ritchie, W.,
2013 “miREval 2.0: a web tool for simple
microRNA prediction in genome sequences,”
Bioinformatics, vol. 29, pp. 3225-3226.

Graw, J., Brackmann, H., Oldenburg, J.,
Schneppenheim, R., Spannagl, M., Schwaab, R.,
2005 “Haemophilia A: from mutation analysis
to new therapies,” Nature Reviews Genetics,
vol. 6, pp. 488-501.

10

11-


https://dorl.net/dor/20.1001.1.23832738.1401.35.3.5.3

VEO) T o5l YO Al (Ol ol G 3 dme) 5850 5 Ik Slglns s ales

5y 4l DOR: 20.1001.1.23832738.1401.35.3.5.3

12- Harada, M., Luo, X., Murohara, T., Yang, B., 22- Oulas, A., Boutla, A., Gkirtzou, K., Reczko, M.,
Dobrev, D., Nattel, S., 2014 “MicroRNA Kalantidis, K., Poirazi, P., 2010 “Prediction of
regulation and cardiac calcium signaling,” novel microRNA genes in cancer-associated
Circulation research, vol. 114, pp. 689-705. genomic regions—a combined computational

13- Heneghan, H.M., Miller, N., Kelly, R., Newell, ?Qiareé(ﬁe;:;ggal approach,” Nucleic - acids
J., Kerin, M.J., 2010 “Systemic miRNA-195 ’ '
differentiates  breast cancer from other 23- Sahoo, S. and Losordo, D.W., 2014 “Exosomes
malignancies and is a potential biomarker for and cardiac repair after myocardial infarction,”
detecting noninvasive and early stage disease,” Circulation research, vol. 114, pp. 333-344.
Oncologist, vol. 15, pp. 673-682. . .

24- Saleh, AJ., Soltani, B.M., Dokanehiifard, S.,

14- Jiang, P., Wu, H., Wang, W., Ma, W., Sun, X., Medlej, A., Tavalaei, M., Mowla, S.J., 2016
Lu, Z., 2007 “MiPred: classification of real and “Experimental verification of a predicted novel
pseudo microRNA precursors using random microRNA located in human PIK3CA gene with
forest prediction model with combined a potential oncogenic function in colorectal
features,” Nucleic acids research, vol. 35, pp. cancer,” Tumor Biology, vol. 37, pp. 14089-
339-344. 14101.

15- Kim, V.N., 2005 ‘MicroRNA biogenesis: 25- Shen, W., Chen, M., Wei, G., Li, Y., 2012
coordinated cropping and dicing,” Nature “MicroRNA prediction using a fixed-order
reviews Molecular cell biology, vol. 6, pp. 376- Markov model based on the secondary structure
385. pattern,” PloS one, vol. 7, e48236.

16- Krol, J., Loedige, 1., Filipowicz, W., 2010 “The 26- Taft, R.J., Pang, K.C., Mercer, T.R., Dinger, M.,
widespread regulation of microRNA biogenesis, Mattick, J.S., 2010 “Non-coding RNAS:
function and decay,” Nature Reviews Genetics, regulators of disease,” Journal of pathology,
vol. 11, pp. 597-610. vol. 220, pp. 126-139.

17- Lai, E.C., Tomancak, P., Williams, R.W., 27- Tijsen, A.J., Creemers, E.E., Moerland, P.D.,
Rubin, G.M,, 2003 “Computational Windt, L.J., Van der Wal, A.C., Kok, W.E., et
identification of Drosophila microRNA genes,” al., 2010 “MiR423-5p as a circulating biomarker
Genome biology, vol. 4, pp. R42. for heart failure,” Circulation research, vol.

18- Lim, L.P., Glasner, M.E., Yekta, S., Burge, 106, pp. 1035-1039.

C.B., Bartel, D.P., 2003 “Vertebrate microRNA 28- Wang, H., Zhang, P., Chen, W., Feng, D., Jia,
genes,” Science, vol. 299, pp. 1540-1541. Y., Xie, L., 2012 “Evidence for serum miR-15a
. . and miR-16 levels as biomarkers that distinguish

19- Mehdizadeh, M., Kardoost, M., Zamanl, G., sepsis from systemic inflammatory response
Baghaeepour, M., Sadeghian, K., . . )] -
Pourhoseingholi, M., 2009 “Occurrence of syndrome  in - human subjects,”  Clinical
h I - chemistry and laboratory medicine, vol. 50,

aemophilia in Iran,” Haemophilia, vol. 15, pp. 1423-1428
348-351. Pp- '

20- Miyoshi, J., Toden, S., Yoshida, K., Toiyama, 29- VK/IU GR.,NAI\-|uar_19, ZZ Wang, DZ 2013
Y., Alberts, S.R., Kusunoki, M., et al., 2017 Icro s N car”lac_ reg_eneratlon an
o . cardiovascular disease,” Life sciences, vol. 56,

MiR-139-5p as a novel serum biomarker for
L » pp. 907.
recurrence and metastasis in colorectal cancer,
Scientific Reports, vol. 7, pp. 7-10. 30- Zuker, M., Stiegler, P., 1981 “Optimal computer
21- Oldenburg, J., Ananyeva, N., Saenko, E., 2004 folding of large RNA  sequences using

“Molecular  basis of  haemophilia
Haemophilia, vol. 10(s4), pp. 133-9.

2
A,

Yvy

thermodynamics and auxiliary information,”
Nucleic acids research, vol. 9, pp. 133-148.


https://dorl.net/dor/20.1001.1.23832738.1401.35.3.5.3
https://www.ncbi.nlm.nih.gov/pubmed/20576643

YEOY O o led YO A (Ol ) gl G5 alomn) IS0 50 5 S slgdin sy aloms
a5y Al DOR: 20.1001.1.23832738.1401.35.3.5.3

Hemophilia A disease: Identification and prediction of new
microRNA

Rezaei H.!, Motovali-bashi M.t and Mowla S.J.?
! Dept. of Biology, Faculty of Sciences, University of Isfahan, Isfahan, LR. of Iran.

2 Dept. of Molecular Genetics, Faculty of Biological Sciences, Tarbiat Modares University, Tehran,
L.R. of Iran.

Abstract

Various mutations in factor VIII locus are led to an X-linked bleeding disorder in
hemophilia A. One of the leading causes of inefficient remedy for hemophilia A disease
is the lack of specific and sensitive procedure for punctual diagnosis of the disease.
miRNAs indicate that they have a great potential as diagnostic and prognostic
biomarkers due to their stability in body fluids and their capability to identification.
Furthermore, a relationship between alteration in expression levels of miRNAs and
onset and progression of the hemophilia A disease has been reported.

Prediction of new miRNAs and nomination as regulators of FVIII gene has been
considered as the objective of this study. The ability to express new miRNAs in FVIII
locus was studied via reliable bioinformatic databases such as SSCprofiler, RNAfold,
miREval, FOMmMIR, MaturBayes, miRFIND, UCSC genome browser, Deep
Sequencing, and miRBase. Output data of previously mentioned databases were
analyzed, and one stem-loop structure was qualified, and the region is predicted to
express new miRNA. The presented stem-loop structure can be used as biomarker in
diagnosis of the disease and regulation of factor VIII gene after subsequent
experimental verification.

Key words: Bioinformatic, Biomarker , Hemophilia A, microRNAs.
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