TOoLYURMIRNARAOF7 LA

100ng®Total RNADNGD
MBHEMIRNARBTOD74)0 T

p.2 TOLUMMIRNARAOO7L A SRR

p.19 HUTILRNADME LGB

p.29 NEMNEAFZRNAOMIRNARIETAD7/) T ~AD
& (FFPEY 7 ILED)

p.44  mMRNAEMIRNAD# & AT
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MiRNADF I

T EE: NEMNICRBR T H22158 &/ # Dnon-coding RNA

/ROUOT N . ERNLEAEL SIS YmRNADEE R DBRET
& - B SETE R (I IHI8)

>

pre-miRNA

- #330% DEMEEFIL. mIRNAIZKLAHRHEZITTLNS
EFHE

\\
X \\, . Nucleus
L

)

o €

Cytoplasm ' (I Dicer - miRBase Release 16 (September 2010)
1T miRNA duplex
" B2 8% (MBBHK) 15,172,

One strand incorporated
into RISC

Human mature miRNA 1,223

Targertl-S/C/- ' H JC’ Rlsiarget "/ {Ij 7)b@9-7>9>ﬁ®&%@8':; U N ei:bﬁ;ﬁ
mw@ @ mRNA MiIRNAD BEH LTINS

mRNA cleavage Translation inhibition

Cancer Genomics: Small RNAs with big impacts
from Nature 435: 745-746 (9 June 2005)
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Table 1 | Platform comparison for microRNA profiling

qPCR I Microarray Sequencing
Throughput time ~6 hours I ~2 days 1-2 weeks
Total RNA required 500 ng 100+1,000 ng 500-5,000 ng
Estimated cost per $400 $250-%$350 $1,000-$1,300

sample, including
reagents and supplies

(754 human microRNAs
queried per sample)

(at least 950 microRNAs
queried per sample)

(theoretically, all microRNAs
queried per sample)

Dynamic range detected

Six orders of magnitude

Four orders of magnitude

Five or more orders of
magnitude

Infrastructure and
technical requirements

Few

Moderate

Substantial

nature methods | VOL.7 NO.9 | SEPTEMBER 2010 | 687-692

EEEIMDMIRNAZIEOATHRERNICREL ., TLUEICRRE

R ZITLV =0

>IAAF LA &E !
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7LUF MIRNAZLLDEE

= DUTNEFALIMIR)LETaralL
1HFETmMIRNAT A7 LT —32% &

= 100ng®total RNA MBHSRJLIEREF—k
small RNA Di=HE. FBRAE

= miRBaselZ&#H I TLryAdmature miRNADFIRIRH
=B SLERM., A XERME

« NARI—TY ERRT BH8/\9974+—<T vk

= BRE: BRHRE 0.1 amol

= [BIEVWTAFSYILIY 0 >5H

- ERT—ADEEMEML

By)rL70—7
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Total RNA (100 ng) + Labeling Spike-In (optional)
/PO | Nt 1 . ¢ Phosphatase Treatment, incubate 30 minutes, 37°C
TOtal RNAb\Ea&}lf"t Dephosphorylated RNA®
—small RNAFFH - RIEFE | AddDMsO
o ¢ Heat. ice
¢ Assemble Labeling Reaction, incubate 2 hours, 16°C
Point2 : Labeled RNA®

ﬁiig . i%'IIE%La ¢ Desalt with Spin Column (optional)
SAREEOMIRNADFKRUGIZ | Desalted Labeled RNA*
KRR/ ESE LT

~

Dry sample with vacuum concentrator, approximately 2 to 3 hours (1 hour
i with columns), 45°C to 55°C

—

/A Assemble Hybridization Mixture + Hyb Spike-In (optional)

Heat, ice

Hybridize 20 hours, 55°C, 20 RPM

« ——

Wash, Scan
miRMNA Profile

*The sample can be stored frozen at -80°C if needed.

FRNDENETTEL FYNATFTRADENTAT7AIER/RECENTES ! !

e Mea|sure| of Confidence '::" ilent Technologies
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IRIEDBNATYETRELGREEZ Y
Complete Labeling Reagent and Hyb kit

totaRNAFHOmMiIRNADSR)JLIEDSINAT)FLE— 3>
FTRELGEEEComplete Kit&LTIRAE
1%yk: 247145

miRNA Complete Labeling Reagent and Hyb Kit

Reagents T4 RMA Ligase(27 uL)
(9 vials) )

10% T4 RM& Ligase Buffer (90 pL)

Zalf Intestinal Phosphatase (22 L)

10% Calf Intestinal Phosphatase (90 L)

DMSO (180 pL)

Muclease-Free Water (450 uL)

2¥ Hi-EPM Hybridization Buffer (22 uL)

10¥ Gene Expression Blocking Agent (lvophilized pellet)

Cyanine 3-pCp (81 L)

e Mea|sure| of Confidence '::" ilent Technologies
The M f Confid 2.5+ Agilent Technolog



RNA%

h-\

RNA

NOBIETM LV 12— 3 %184t

NATNEA

> 2a8 —_ 7
" 5 4 BrRe 20 B 1045 +a
\ /
O

Qq

Absolutely Complete Labeling
RNA,MiRNA Reagent and Hyb kit
v miRNA Spike-in kit
MRNAEMIRNAD DUTNTHEER
WAZEE EREIVESR)LE
E#E Total RNA

iR totalRNA

WEE 100 ng

The Mea of Confidence

NATVFeN—&

\ AR RBEEAHD
HRATYISRSAF A YA P4
4
totalRNAR D TR
IR ESHTF=miRNA
NDEEM

NATYVEALE—=a~

AE¥vry ., #iE1L
T—ARRHT

8 FIRFAF
2881t

FOURRFrF—
£EBRE/IEYILOTT
Spike-inFyhzE{#Eo1=
QCLR—I%

B Bi1ERL

GeneSpringlz&kd
HERT

FEPCR(MxI1J—X)
[2&BN\)TF—Lay

Agilent Technologies



miRBaseD&§FICEDILN=-TO—TJHFEt

http://www.mirbase.org/

mf Y MmiRBase MANCHESTER.

miRBase

Download Submit

Home §| Search § Browse

miRNA count: 15172 entries
Release 16: Sept 2010

News - release 16

We are mapping reads from deep sequencing experiments to
miRNA annotations. These mappings can be viewed from
links in the miRNA entry pages. We will be adding data over

Search by miRNA name or keyword

the coming weeks and months. As usual, please contact us

(mirbase@manchester.ac.uk) with questions, comments or
problems. Download published miRNA data

Download page | ETP site

miRBase: the microRNA database
This site is featured in:

miRBaseD B IZHF->THER<II/OT7LAET7YIT—F

The Mea of Confidence ::: Agilent Technologies



wETFHYIDTO—T YA XEIRM
AIER{A LR BIL TMatureZimiRNAD H ZF B IRR

A
B \ /
QT
N
truncated G-C / I\ .
N hybridization 9
extended seqrience
hairpin \ /
™~ —
G‘@i/f@\\‘ microarray surface
probe
probe-target
Interaction region
hybridization miBNA
sequence target 10-20 nts
\_ HWEDRMAE, ATELRHED

[ 5 Ta—TFHAL2IZ&Y. mature %

. mMiRNA Z2ReIH H
microarray surface
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WMETFYIo0TO—T EBHIERY
HEEOBT LI MIRNARTHLLEBIL T

miRNA Sequence #NT
hsa-let-7a ugagguaguagguuguauaguu 22
hsa-let-7b ugagguaguagguugugugguu 22

hsa-let-7¢ ugagguaguagguuguaugguu 22
hsa-let-7d agagguaguagguugcauagu 21
hsa-let-7e ugagguaggagguuguauagu 21
hsa-let-7f ugagguaguagauuguauaguu 22
hsa-let-7g ugagguaguaguuuguacagu 21
hsa-let-71 ugagguaguaguuugugcugu 21

mRNA ~ mRNA  miENA  mRNA mRNA mRNA mRNA  miRNA

Probes Tg
Probes T7i

EMIRNAZA—4SyhELT=TA—TIZ, thOmMIRNADNATYE AL —3 T HIRE

0-4% Grey Mumbsr

7a 7b 7c 7d Te 7f 79 7i

Probes Ta
Probes 7b 0 85 - 100%
Probes Tc 1 70 - B4% -
Probes 7d 2 jg:gi::
Probes Te 2 25 - 30%,
Probes 7f 7 il

0

0

The Mealsure{of Confidence ':." Agilent Technologies
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RET—ADEEMER L
7Lk miRNA 7L A Spike-inFwk

(Fakajlversion2.2F71-1%1.7)

« SR)JL{EA Spike-in Mix
SR)LE +/\4 TR EFL N> ZEEEE

« INA{J1JH Spike-in Mix
NATYEBRH £ E N o7 ivE BT

ﬂ_abeling Spike-ln\ ( Hyb Spike-In \ FLAEIZFO—7
' Mi

EREEFEHS

Mix X
MicroRNA
E Spike-In E
r Fvk r
Cp—,

P/N 5190-1934 Cp—,

-

\_ TotalRNA / \_ SRLEED

Agilent Technologies



QC Report
MiRNA Spike-in M AIFE R DHEER

Evaluation Metrics for miRNA_QCMT_29Sep09 :
Excellent (4) ; Good (2)

Metric Name Value Excellent Good Evaluate
@ IsGoodGrid 1.00 =1 NA <1
AddErrorEstimateGreen 2.24 <5 Sto 12 >12
AnyColorPrcntFeatPopnOL 2.58 <8 8 to 15 >15
gNonCtrIMedPrentCVBGSu... 7.26 0 to 10 10to 15 <0Oor >15
gTotalSignal75pctile 160.31
& LabelingSpike-InSignal 3.47 >2.50 <2.50
«Zp HybSpike-InSignal 4.39 >2.50 <2.50
L% StringencySpike-InRatio 0.72

4 Excellent ¢ Good ¢ Evaluate

Feature Extraction v10.7 TPZ™kr Ty
(BHF/N—T3Y)

The Mealsure{of Confidence ':." Agilent Technologies
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SLERE. BWWAFIvILYY  FERPCREDELVIEES

-

EFELEREEABDOMIRNAD FB
Self vs. self plot
7
i Breast-normal Vi
| i~
1H§ __,""_._:'f//
S
11000 ?/Zj
i =
- v/
e ?/ b
] e 7
AR
Fa g
S
I:“: //.-'A'
//

~

ATBE DR D AR TI=DLVT. 60DMIRNAD

Breast-normal /

The IVIea of Confidence

=1 Y IR
RELEEFEPCREFOLUNFLATHE
0 20 [
5[ Testes/Thymus . Brain/Breast
~ @10
ﬁ Coo _ §a' e
z_om 5 & %‘ 5 \
< & go
o =] L)
< °| y=-0.175-0.822x, R=-0.968 "l y=-0.038-0.982x, R=-0.984
o -20 -156 -10 -5 ] R 15 20 =0 -20 -16 -10 -5 0 5 10 15 50
gPCR(CtA-CtB) gPCR (CtA-CtB)
20 20
ie Placenta/SkM R Heart/Liver
" ""H& i‘:w X
S5 L4 g 5 .-
= [ ] -
4 i, ;. .
2 o 2 -
% 5 [ £ : “a
e'ch'fw "'.‘ 5-10
-15 ) ."'_ -15
y=-0.073-0.962x, R=-0.972 - y=-0.276-0.972x, R=-0.951 ]
20 -20 -15 -10 -5 o 5 10 15 20 720-20 -15 -10 -5 0 5 10 15 20
quH (CM-CIB] ADPD (F+ A MDY

BMC Biotechnology 2008, B:By
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ZOLUMMIRNARA2Q7014 T—2D%5H

DigitalGeneExpression&ERT-PCRED B4 7LAT—3LERT-
EABLDEFTOLUNTLA PCR/DGE& M +HMEE

e

5 fth gt 1

§ A % w

2 | 2

P £ ° s

] g P =
£ ° § ? ,j,:'-.' o
S f J A r=0.78{0.73,0.83] 1=0.66[0.62,0.7)
= o ! el o 2=0.36[0.34,0.38] 2=0.26[0.25,0.27]

2] 7

3 e .

° ‘ ‘ \ 4 Agilent

Affymetrix

lllumina

gPCR

DGE

Agilent
%
Agilent log ratio
0 s

-5

r=0.9{0.87,0.92] r=0.83[0.8,0.85]

DGELRT-PCREDER

\? =0.79(0.76,0.81] 2=0.7(0.69,0.72)
e " i i
e o v
go B
w e
? £
r=0.9[0.87,0.93) £ v
2 a=0.87(0.84,0.9] r=0.88[0.84,0.9] r=0.8{0.77,0.83]
A ; ; ; 2 2=0.46[0.44,0.48] 2=0.41[0.4,0.42)
-0 -5 0 5 10 A A i
gPCR log ratio 0 5 0 5 10 0 5 0 5 10
BioTechniques 48:219-222 (March 2010) doi 10.2144/000113367 qPCR log ratio DGE log ratio
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miRNA ¥4/ 070L 4 REORZSAFTVT
Ek-TOX-TVk

Human

Mouse

miRBase®

N—T3Y
miRBase mature
MiRNAZEL

r4oA7LA

miRBase mature
miRNA%L

47 A

miRBase mature
miRNAZL

487 A

1223

Coming Soon

(8x60KF 7€)

1055

Coming Soon

680

Coming Soon

1100

717

8x15K
Rel.15.0
(029152)

387

8x15K
Rel.15.0
(029200)

904

8x15K
Rel.14.0
(029297)

710

8x15K
Rel.14.0
(029298)

388

866

8x15K
Rel.12.0
(021827)

627

8x15K
Rel.12.0
(21828)

350

733 470

8x15K
Rel.10.1
(019118)

579

8x15K
Rel.10.1
(019119)

351

8x15K
Rel.10.1
(019159)

8x15K Rel.9.1
(016436)

miRBaselZ& D HHEr TR SYRUN D EMEeArray ThRARL T LA VER AT RE !

The Mea of Confidence
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miRBaselZ&iFDHAHErTHXSvRLUND EWE
eArray CHRRAL T U AER AT HE
TEbct
@® miRBasel6.0LLFIIZEERSN Tl Smature miRNAIZX L TT
CLUMRTHAUFADTO—TEEIRL, PLAIZHEE TS

@® MiRBasel6.0LLRIIZZE FHFINTLNAETHOEMDmMIRNAIZXT
B9 A570—T%. —DDF7LAIRESHES

IRETEENE
H mRNAZLAADTO—JEHBIZT AT S

B SX15KLNNDTA+—IVhEEIRT S

EE)

ETDEYIHLTHRELT LAZTH AU TH5IENHETT A,

IR DOIRN/LIETORIILTIE, 3imITOHEZH-ELI mMIRNA BTG E) &
SRIETBIEAHEETH A,

Agilent Technologies
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HE3Z 9B total RNA &

2010 12 A B H T HHEERNA H X
—Agilent Absolutely RNA miRNA Kit (400814)
—Invitrogen TRIZOL Reagent (15596-026)

—Qiagen miRNeasy Mini kit (217004)

— Applied Biosystem mirVana miRNA Isolation kit (AM1560)

Xiwhd small RNADNEEND KOG EZFRALTT S
XTotal RNAQMBTOra—JLEFERL.
small RNADi=ifE. BRIZITHEWNTTEL
MXHEFENEHLDETOT7AIVIZEEEEZ DD T,
1207820z IMIE, A—OHEAEEZFERALTTFSL

The Mea of Confidence %3 Agilent Technologies



Absolutely RNA miRNA Kit

+ MRNA, miRNAZEL D, HESHIZEHERNA

A EETotal RNAZFE I4aF7LADYUTILELT
MAlRELE vk

+ $Hf8 . R E R,

1T L% ff> 1=l B TR
J0kR3)L

; HEEFRITTLA
}M +MiRNA7Z L 1

BTN EERATTRE

JFZILRALPCROYUFTILELT

| +HEGFHRIR
+miRNAZ IR

Absolutely RNA® miRNA Kit N
400814 50 preps

Agilent Technologies



Absolutely RNA miRNA Kit
HEh 1= Total RNAIZIZ., BALGEREBEEDmMRNANREENS

7.00E+07
6.00E+07

; 5.00E+07 5$E*E®mIRNA€
;4.00E+07 ')7)[/9*{L\f€§

S 300E+07

o = | I_.ﬁ
200E07 l B PCRTHIE
0.00E+00 : : — B

let-7a let-7b let-7¢c let-7d let-7i

2FEFH O MRNAZ
JFZILEALEE
. PCRTGHIE

ng
O R, N WA OITO N
1 1 1 [ 1

GAPDH Lamin C

Agilent Technologies



Total RNA Quality Check
—UV-VisIZ & 5P EREER

SEIESEE:  230nm, 260nm, 280nm
Ace0 total RNA concentration
1 =40 ng/ul (RNA)

Criteria: A260/A280 = 1.8 ~ 2.0

AMaxhH?
260nm(ZdH S

raph each Sample

/

230nm|(Z
2hHd

»*e
.......
)



Total RNA Quality Check —BRikE

Bio Analyzer RNA6000 Nano kit
RIN = RNA Integrity Number

4.5 - ; Inter Region | 28S Fragment
Pre Region 18S Fragment
4.0 4
Marker

3.5 4 RNA Area: 616

3.0 - :
o RNA Concentration: 102 ng Ul
[ = - X 1
§ 25 Fast Region Precursor Region S .
£ 201 53 Region ; :
= ’
= 1.5 4 PostRegion | RNA IntegrityNumber (RIN): 7.9 (B.02.02)

1.0 - l

0.0 A~

| T, T ], S Ta Ty s ] e |
b ey T R T SRS Y E i |« Sy T Wil - YR i . R ORORH Y« e Y U

Time (seconds)

miRNAR A 2701 DY FIILTH->TH., RNA6000 Nano KitZE
EoTTotal RNAD D EEGEE=A—F H LT HEE
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Total RNA Quality Check
Total RNAD S fEERIN

RIN: 1 | RIN: 2

| ]

; ‘].

|

I

BN
AN
Y

I\«..-—..-rn—-—--#‘*\-'--*-w—.--q._._.,-- e S |
- H ® O d & mom A w I (]

RIN: 1 RIN: 2 RIN: 3 RIN: 4 RIN: 5
Degradation —je—

|

| .I | 1
i e . L]
b ¥ fl N L_v_,l I: i i f'l il
# ] HEL* - H | It ]
fif - e | } | R e I"\x\_ "',-“lu 18 "1 L.- 41

(- ™ _ R ~ | e 1 1
et Ik'"‘———-—-.-.—...--- Y e v—-;"-f'"" N B | O ™ t «.E_!-_.-’\‘\- _.H__/_Jwv L
T - N - . L L D R T D D D T T B T T S T T R § |
]

= 4 4 = & & Amon m 4 & & & = @

RIN: 6 RIN: 7 RIN: 8 RIN: 9 RIN: 10
Intact
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Direct miRNA extraction (HEK 293 Cells)

using Ambion “mirVana* Kit and RNA 6000nano o
RNA 6000nano kit Tld. small RNA fraction D73 4T (X AIRETH S A, 7 BEEEI

T 573 TN,

[FU] HEK293 Total RMNA (miRM... ‘ ‘[FU] ' HEK293 Total RMA (miRM...
RNA 6000 nano

160 ! v k I t'csa) ;’7131

i . (no Lower Marker u_sed) Small RNAZEB#ELE-Y>TIL

100+
S0+

80

45

40

60 u
40 IE2 S O T I L |

35

T T T T T T T T T T 1 T T T T T T T T T T 1
20 25 30 35 40 45 50 =) 60 65 [s] 20 25 30 35 40 45 50 55 60 65 [s]

Small RNA kitld. Total RNA%, L<[&purified sample FF )
200nt LT D f818k D CharacterizationD 1= IZRAF SN ELT-
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RNA6000nano 7wt 4 &Small RNAT vt A D H B

Ladder Skelet...[FU] g $ Skeletal Muscle 100 ng/ul
454 : « Human Skeletal Muscle RNA 100ng/ul
a0 | g r]
| 9 \ E
»1 | & | H 0|
30 : <Z[ } %
254 | | n
4000 - | R RIN: l el
— 204 | > x_ o |
sl |3 385 8.1 |
2000 — — 23 @ |
1000 — 7 I no :
s | | | RNA 6000Nano
SO0 —  — | |
0 = .
. I r Size range: 25-6000nt
o5 2‘5 Z(IJO S(I)O 10‘00 ZOIOO 40‘00 [nt]

Results: Integrity, Total RNA amount,

RNA 6 0|ﬁn0 kit gDNA contamination

" . Skeletal Muscle 100ng/ul
Ladder Sk N Human Skeletal Muscle RNA 100ng;"l‘1|

3
(\ Small RNA Region \‘

]
-

ilent Technologies

i L--ﬂ

Smnll RNA Clnp

NEW! Small RNA
Size range: 6-150nt

Results: miRNA amount, Ratio and
amount of other Small RNA

The Meaof Confidence 3.3 Agilent Technologies




Total RNADDMRESDEE

Total RNAZEZ K-> T, BRBERIIZH B2 L 1=, RNA 6000kitZ{F>T. Integrity (RIN)Z ;8
FE. Small RNA kit THHZE{Tofzs RINGBKLTDHUTILTlIE A—XSAUMLEHEL.,
miRNA/small RNAENBE| [CRBLoNSBEENH S,

(FU] # Brain RIN 8.0
701 If #® Erain RIN 7.3
M | | | # Erain RIM 6.6
W Brain RIMN 5.5
# Brain RIM 2.4

fNAeoOOkitI:até
RIN{E

Small RNA kitl=&k 3
Electropherogram » /

! x ‘x.d,\‘ _

40~

30

by

20

BEUKEITIL, Fsmall RNAIN R M IMNEHIET HEMNTELL
=) RNADQCELTIZ. Total RNAD S EE A EFTvrT BRENHS
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SEDAE AT Total RNADNSD
mMiIRNARIRIOJ2714) 45

B EBASBROMRNAEMIRNAANDELE
-RNaselZ&BAROMRNAEMIRNAANDEE
FOULURPUAIZEBFFPEY T ILD 4 #T

Agilent Technologies



60°CHRZE—EFRINITHICETASBMICRNAZ

Sample : STRATAGENE MVP Total RNA
Human MDA-MB-453 Cells, Catalog Number : 540093
Heat Treatment: 60 ° C, X hr
RNA concentration: 250ng/uL
Volume : 9uL

heating time | RNA Integrity Number
(hour) (RIN)
0 9.7
3 7.6
4 6.7
6 4.1
12 2.2

The IVIea of Confidence %%~ Agilent Technologies



RNAZ> i D 1EAR
RNA Integrity Number (RIN)

. i} HIHILUDET
adder u =9.
RNA L RIN =9.7 RNAﬁﬁE{E*"E
(BE 50-200 pg/ul)

RIN=7.6 RIN =6.7

RIN=4.1 & RIN=2.3

RNAG00O Chip
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Technical replicates DB REIIBIF

195—; 1e&
. o .
H % Ted3 S et % Tedy
Gene Expression ¢
— E Toooy g 10003 E 10004
n =41,000 B
% 1004 “; 1003 g 1004

1073 107

s RIN 9.7 L bese. RIN4 O s RIN23

sample number RIN 9.7-1 {normalized)
el il .

sample number RIN 4.1-1 (normalized) " . . ‘SImpls ﬂumb‘ar RIN 2'3'2. )
T T r T ; e r— T
1 10 100 1000 Ted 165 166 a3 To 100 1000 Tod o5 166 1 10 100 1000 Ted 1e5 1e6

o5 1057 Te57
P  RIN9.7 ; . RIN41 - . RIN23
i St #
—_ K — - .
n= 470 g o~ g « H -~
4 #
¥ oo L z ooy .f’ g 1000y 2
£ # 2 e g A
= s o = o -
& 1001 o * 5 100 * o 100 =
5 z . 3
z © 4
H H H
2 104 E 104
£ g — z P
£ BRI H RDRPS S5 £ - '
N CRE Y Y .5 LR
ek RIN 9.7 e RIN 4.1 = RIN 2.3
s PR Y - 04 .'" : ‘ssmplenumberRlNA‘l 1‘(normalm o1 N : . ‘samp\nnuml‘:ﬂrRlN23 1‘{mm|aind)l
0.1 - ; sample number RIN9.7_1 (nermaized) 01 1 10 100 1000 1e4 1es 041 1 10 100 1000 104 15
0.1 1 10 100 1000 1ed 1e5
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RNABSDEBIEEGEFRRIOT7AIVICEZHEE

n =41,000

1e63 1e63
1653 = e 1e53
5 ledy g ledy
2 &
g g
s &
£ £
« 10003 - 10007
@ ©
z z
r I
o a
2 1003 2 1005
£ £
5 5
w 0
RIN 9.7
Sample ID RIN 9.7 (normalized) 1 Sample IDRIN 9.7 « ized)
T T T . : T T . :
100 1000 1ed 1e5 1e6 1 10 100 1000 Ted 1e5 1e6
1e63 1e63
RIN 4.1
1e57 1e53
5 led] 5 ledd
] ]
T s
£ £
s H
£ £
« 10004 « 10007
< N
z P4
[ ©
a a
2 1004 2 1003
5 g
& »
104 103
. / Sample ID RIN 9.7 (normalized) . i . . ; Sample ID RIN 9.7_(normalized)
. T . : .
1 10 100 1000 1e4 1e5 106 1 10 100 1000 Ted 1e5 1e6
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RNAZBSEEAMIRNARIE I OD7A LI E 7 BB &

n=470

1e53 1e53
1ed 1ed3
g 10007 < 10003
3 3
§ £
£ g
1003 J
@ 100
= g
= 4
o 4
a o
°
g 10 2 103
5 5
n 1]
. RIN 9.7 . RIN 9.7
. .
o1 : : i Sample DRIN 9.7 (normalized) 0 2 Ty Sample ID RIN 9.7 (normalized)
0.1 1 10 100 1000 Ted 165 o 1 0 100 1000 1oa Tes
1653 1653
1ed3 ledy
o 10007 < 10007
2 H
s N
£ E
g g
- 100 T
< o
4 Z
4 &
o a
2 103 2 104
5 :
W [5]
v RINO.7 -
" L]
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Pl
MIRNARETO774)LIZ. RNAOED R L THEMNERE

all

the number of the number of
RNA degradation by 'genets which % of all human miRNAs whif:h % of afll human
_ signal intensity genes signal intensity miRNAs
heating
changed by (n=41,000) changed by (n=470)
degradation degradation
RIN 9.7 vs. RIN 7.6 290 0.7 0 0.0
RIN 9.7 vs. RIN 6.7 2,175 5.3 0 0.0
RIN9.7vs.RIN4.1 9,400 22.9 0 0.0
RIN 9.7 vs. RIN 2.1 23,384 57.0 2 0.4

Welch T-test, p-value < 0.05, FDR Fold Change above 2

MiIRNAZIETO774)LIE. RNaselZ& AR L THHENERE

The Meaof Confidence %%~ Agilent Technologies



_J EEERIR A E 5L IR (Fresh Frozen) ERILY Y

8/ \FT71 B (FFPE) ME D L
[ Fresh-Frozen or FFPE samples ]
|

Extraction of Total RNA containing miRNAs:
miRNeasy and miRNeasy FFPE Kits or
mirVana miRNA and RecoverAll Total Nucleic Acid Isolation Kits

!

|
[ Labeling and Hybridization:
[
[

Agilent Complete Labeling and Hyb Kit

!

|
]
]
|

A7 LA EERIE

Agilent GE Wash 1 and 2 Buffers

!

Scanning and Feature Extraction:
Agilent Microarray Scanner and Feature Extraction

TOLURD
EXOral

!

[ Data Analysis: Genespring GX

Agilent Technologies



b n |

2 (FFPE) LE (L DHRNA

RILRYDEE/NT T4
»HEEDRIE

Bl—ES KA DFresh Frozen EFFPE® H %

[FLI] Normal Colon E [FL |] Tumor Colon|- FFPE
RIN = 2.10 RIN = 2.20
2l = Iﬂ 20 —
10 — / \\x 10 —
0 ——I’ 0 -
| [ | | | | | I |
25 200 1000 4000 [rit] 25 200 1000 4000 [rit]
[FU] Normal Colon lFruzen [FU] Tumor Colon -|Frozen
2 RIN=17.70 RIN = 8.90
- 4 —
. 4 ;L\JL o U
0 L 0 __F._J'—L_._-J Al\“——‘
| I 1T 1 | | | T 1 | |
25 500 4000 [nt] 25 500 4000 [nt]

FFPEH > ILIETotal RNADREh TLVS

The Mealsure|of Confidence 4% Agilent Technologies
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FFPE normal colon
[NamFFPE]

B TE/\
W2oA1))

_J HoTILO RN
574> A1E
LB

R? = 0.953

Fresh Frozen normal colon

[NormFF]

| (FFPE) J0LE

FFPE tumor colon

(Fresh Frozen) &L=
EOMIRNAZTAI7AY)

R?=0.948

Fresh Frozen tumor colon

DRBEALFFPEY U TIILTHEE YV TIVERET 2R 85N5

Agilent Technologies




KGO AIZHEITHEMIRNAD FHIR
Fresh FrozenEFFPEY T ILO) EEBR

Fresh Frozen FFPE

JmiR143s . miR135h miR-145 ' ; miR-] 35b

E— | iR- = ________..--""'). .;:_ -

3 |miR-375 3 nminm/'__"“ .|

: R ) miR31 £ ImiR375 ' WSI
< .|miR30c £ miR30c AME

FF

H [ i H H 1 I
Log, (fold change) Log, (fold change)

FFPE

corrected p-value 0.05, at least 2 fold change

FFPEY > TG TE, B THREMNBEEZEZ Lo TRELEH T HmIRNA
DRHIEARETHS

The IVIea of Confidence %3 Agilent Technologies
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Gene Expression + miRNA THhbCE

- EER:FEBELTWSELGFOREDITHE (Up-regulation) $o4]
# (Down-regulation) M FEF=BHEEIL. short non-coding
RNA (i.e. miRNA) IZ&2FHTH 5.

> Z mMRNA @) 3-UTR ~D#EH

» P2 RAF—1AM miRNA (e.g., miR-17-92) \\/ Clp/cP iy
> ZH vs. 2R miRNA (e.g., miR-122) ﬂ N

17 18a 19a 20a 19b-1 92-1 222 221

106b 93 25 106a 18b 20b 19b-2 92-2 363

RUSZAFAZYH7E miRNA [2&%
» WL OB HEREEAET (Agilent miRNA 7L A TEE
» MIRNA Decoy (e.g., miR-328) )
Nucleic Acids Res. 2009
> Decoy for miRNAs (e.g., PTENP1) Apr;37(5):1672-81.

Functional links between clustered
microRNAS: suppression of cell-

_ _ cycle inhibitors by microRNA
CN:eItI. zoggll\gir 5,140(5):612-4. clusters in gastric cancer. Kim YK et
ature une al. £Y3|

The IVIea of Confidence %%~ Agilent Technologies



MiRNA @ 4907 LA T—28H

23@]?’6 mMiRNA DRAH)—=2%
> EER BRI HAEFHZERTE. AL MIRNA ORI L ILFIEF

> RIS mIRNA IO T—4
— T4ILRY2 T — FHIRZE miRNA OH#H
— DT AZ—IKD (or —FEZFI—ER) miIRNA MESIMFEEE

miRNA + Gene Expression & &hHEEH
— B (A5 R BETFEO T
— A—TYNMEGRTFHORBET IR
— IV FINEREF RV DAL FOT—
INA) A DEE

> DR HITEZEZIToTLVS mMIRNA DY AH

Agilent Technologies



miRNA + mMRNA #i& 247451
MERNA . —2a—AJSA—H+RE

¢ - (Agilent Human miRNA Array Ver.2)

(Affymetrix Human Genome U133 Plus 2.0 Array)

Agilent GeneSpring GX11 (GX11)
GX11: M@ &7 /SR

ABS9T 4TS I LTSIV ERE = ——  [conys
> GX# /LTS Y & ERLI AR ot T ] track

=~ | expression
MiRNAD 22—y MEILFZEF Al | e entity
> GXIC#iARAFENT-TargetScan#BEDiE M —_———

e Mea|sure| of Confidence ':.. ilent Technologies
The M f Confid 3,2 Agilent Technol



MiIRNAT—4 & #r- GSE16444

Series GSE16444 Query DataSets for GSE16444
Status Public on Jun 27, 2009

Title miRNA expression profiling in high-risk neuroblastoma

Organism Homo sapiens

Experiment type  Non-coding ENA profiing by array

Summary In the present study we evaluated the miRNA expression profile of 31 high

risk, stage 4 neuroblastoma patients.

Overall design We compared miRNA expression profiles of 14 long-survivors (alive with an
overall survival time = 36 months) and 17 short-survivors (dead of disease
within 36 months from diagnosis. Deaths due to toxicity were censored).

Contributor(s) Scaruffi P, Stighani S, Coco 5

Citation(s) Scaruffi P, Stighani 5, Morethti S, Coco S et al. Transcribed-Ultra Conserved
Region expression 15 associated with outcome in high-risk neuroblastoma.
BMC Cancer 2009 Dec 15;9:441. PMID: 20003513

« 7L :Agilent miRNA microarray ver.2

« Short survival < 36 month (N=17)

- GEO(Gene E ion Omnib
+ Long survival > 36 month (N=14)neriqee sama

The Meajsure|of Confidence & ' Agilent Technologies
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http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE16444

Long survivor CEFEIRGEMIRNA

12 1 o 12 -
= @)
Q o >
104 .2 L .S
> p, o
= >
g - 3 I n 2 4 w
(7)) | )
T Vet . 5
1 o S Tahd = S
- l % : U) m hsa-miR-451
I e g — 10miRNA
?:I DD [ 2 wsa—m?RrjzaS_:lR_485_Sp
” Long survivor Long survivor

T T
2 4 3 21 10 12

] TR Aot
2miRNAZ T vk ong survivorCRIEM L hioF

mMiRNAD&ZEFTOyk
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GXT /LT 5 CHEER : miRNA-clusterO1

Homa sapiens Build:hg19 (UCSC)

F.HUQ%“DL. I

¢ 37057 bp ,
T T T T T T 1
100392 66K 100396.36K 100400.06 K 100403 77K 100407 48K 100411.19K 100414.89K 100418.59K 100422 30K 100426.01K 100429.T1K
mi FHA Guantile / Fold change == 2.0 (Erfity List) { -y, 4 b
= |
B M
! L8
‘ L 8 B B N N N N | /

Genes / gena [Genes)

A

.o EML1D TFRIZ 390)
EML1EEF MIRNAMEFLTLVS

Transcripts f Transcript [Transcripts ]

4 b
——
e — _:K___—"—--__:_.-"*u_\_:_/‘\—
Chromosame |chr14 (107349540bp) |+ | Region | 100392656, 100429712 | [ Go |
Spreadsheet - Genes | gene {(Genes) 1
Stark End Tame Strand
100259744 100405393 EML1 +

Find: l:l () Find Next (2 Find Previous

Agilent Technologies




GX’7“/A77"7"52’CEE=E miRNA-cluster02

sapiens Build:hg19 (LCSC)

EEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEE

------------------------ \
{ eset A% o o
3 o & & 1
: & & & & !
& [ | | I
! !
N e e - -

EVLiE:F

« EVLOAFAVHR[Z6DD -
MIRNAMWEHRLTLS, F————————

Chromosome |chri4 (107349540bg) v | Region | 100551928, 100626040 | [ o |

= —
NI-20E948

Spreadsheet - Gen ene (Genes)
Start End

mlRNA&EV REFARL IOE—5 —
TEEHH SN TS alEEE 2 R L

The Mealsure|of Confidence ':.. Agilent Technologies
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MiRNADZ2—4 v % I
« MIRNAMZ—4yhELTLVAMRNAZFAIL . BEELTLS
MRNAD K EEEIMFT R R

« GeneSpringGXIEMITHEAFE L f=TargetScan7 LT X L%
FALT. XM/ IORNADS—4 V% F 8

Partial Complement;rity Perfect Complementarity
:Im_f—‘mm.—(/\)n .
5'UTR ORF 3'UTR 5'UTR ORF 3'UTR

Agilent Technologies



GX1lMTarget ScanlZ&kHF—YMEIEFDF Al

v B OMIRNAOA—F Yy MEMREFZ—ETRE
v {DGeneBFAShIFEIE. RaT7EOELI—
TFyMEMREFERHTSELTRE

Pathwway Analysis

Find Similar Enkity Lisks -
#" TargetScan Entity List

Find Significant Pathwways
Launch IP4 TargetScan
. Flease choose entity list, enter the context percentile and choose
Lrjsie e it ey Lt database ko perform TargetScan, The target genes passing the given
Extract Relations via MLP percentile will be present in the resultant entity lisk,
MeSH Pathwway Builder
Entity Lisk | long upregulated | [ Choose. .. ]

mifM& Column |SystematicName v| a_ﬁ‘yFEmﬂE;w
. Entity List4ER

Context Percentile | 50.0 |

EI E Analysis
=" E All Entities

Database I:Z|:|r|-_:Eer'-.-'E|:|

----- .48 Contral Probes

E Filtered on Flags Present ar Marginal
----- &1 Fold change »=2.0

--§j mir-333

48] mir-557

E mir-623

. 'ﬁ lanmm ssmunmllabaAd

«  10MiRNAsH 51035GenesMFHlEhT-
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(fRB)Web®DTargetScanzFl F

TargetScanHuman

Prediction of microRNA targets Release 5.1: April 2009

Search for predicted microRNA targets in mammals [Go to TargetScanMouse]

[Go to TargetScanWorm]
[Go to TargetScanFly]

1. Select a species  |Human -

AND

2. Enter a human Entrez Gene symbol {e.g. "LIN28") |
ANDIOR

3. Do one of the following:

= .4

« Select a broadly conserved® microRMA family [Broadly conserved micraRMA families

.
l..
+ Select a conserved® microRNA family | Conserved microRMNA families x| et L
0‘.
» Select a poorly conserved microRMA family | Paorly conserved microRNA families bett =
°® e*
« Enter amicroRNA name (e.g. "mmu-miff-1") [hsa-mir-e1 b

Go to TargetScan Customn if your RNA is not include amilies listed above.

http://www.targetscan.or

E.icli'nfnrmatics and Research Caormputing
2006-2009 whitehead Institute for Biomedical Research

of Confidence

N

1)

Targt PAIZTO054
PicTar, TargetBoost,
MiRanda, miRBase, etc.

Predictiol of microRNA largets Release 5.1: April 2009

gTurgeichnHuman

Human | miR-2163905p
210 conserved targets, with 8 total of 222 conserved sites and 80 poorly conserved sites.
Table sorted by total cortext score [Sort tabi by agoregate Pegl

Genes vilh only poorly conserved sites ere not shovn  [View top predicted targels, imespective of site conservation]

Repre- | Linksto
Target Gene name | sentative 3| ites in
gene ﬁ ‘miRNA V““‘::““" UTRs
YOD1 YOO1 OTU deubiquinating enzyms 1 homolog (S cersvisiae) 3 2 0 1 o 1 0 hsamiR-530-5p -084 091 2007 Sites in LTR
GATAD2B  GATA zinc finger domain containing 25 2 2 0 o 0 0 a 0 hsamiR-21 078 084 2007 Sites in LTR
GPRE4 G protein-coupled receplor 64 2 2 0 oo 0 a 0 hsa-miR-21 078 018 2005, 2007 Sites in TR
BMPR2 type ing kinass) 2 1 1 o 1 o 1 0 hsamiR-530-5p 076 053 Sites in LTR
PLAGT pleiomorphic adenoma gene 1 3 0 2 1 1 o 1 0 hse-miR-590-5p -075 059 2006, 2007 Sites in TR
RP2 retinitis pigmentosa 2 (X-linked recessive) 1 1 o o 2 0 1 1 hsamiR-580-5p -072 <01 2005, 2007 Sites in UTR
KRIT1 KRIT1, ankynin repeat containing 1 1 0 o 1 1 a 0 hse-miR-590-5p -071 038 2005, 2007 Sites in TR
SCML2 se comb on midegHike 2 (Drosophika) 1 1 o o 1 o 1 0 hsamiR-21 070 063 2005, 2007 Sites in UTR
BRWD1 bromodomain and WO repeat domain containing 1 o0 0 o 1 1 o 0 hse-miR-590-5p -0 86 045 Sites in UTR
PIPSK3. 3 i S-kinase, type Il 1 1 o o 1 o a 1 hsamiR-580-5p 066 <01 Sites in UTR
PHF14 PHD finger protein 14 1 0 1 o 1 o 1 0 hse-miR-590-5p -084 039 2005, 2007 Sites in TR
wCL vinculin 2 1 1 o o 0 a 0 hsamiR-580-5p -0 64 040 Sites in UTR
FLEKHA1T gﬁcﬁz‘]"ﬁxwd“’"a'“ containing. family A (phosphoinositidebinding 4 1 g g 1 9 1 0 hsamR-5905p-084 063 2005,2007 Sites in UTR
FAM13A1 family with saquence similariy 13, member A1 101 0 0 1 0 0 1 hsamRSISp-063 046 Sites in UTR
POZD2  PDZdomancontaining 2 1 1 0 0 1 0 1 0 hsamRS0Sp-080 025 2007 Sites in TR
SATBI  SATBhomsobox 1 2 0 2 0 0 0 0 0 hsamR21 050 050  2005,2007 SitesinUTR
TIAM1  T-cell ymphoma invasion and metestasis 1 1.0 1 0 1 0 1 0 hamR21 058 047 2007 Sites in TR
CI7ut38  cteomosome 17 cpen reading frame 38 101 00 0 10 6 1 hamR21 055 064 2005,2007 Sites inUTR
PERM1  poybromo 1 11 0 0 0 0 0 0 hemRI0Sp-052 026 2005,2007 Sites in UTR
RAB22A  RAB22A, membar RAS encogens family 10 01 0 20 2 0 hsamRS0Sp-051 042 Sites in LITR
MTMRI2  yotubuarin related pretein 12 1.0 1 0 1 0 1 0 hamRSIBSH-052 045 Sites in UTR
CPEBZ  cytoplasmic polyadenytation sksment binding protein 2 101 00 o 10 1 0 hemR21 052 €01 20052007 SitesinUTR

. MIRNA-mMRNADFESHRBEARAMDETIVICHTITESI M
(8mer=7mer-m8=7mer-1A)

. mMiRNA-mRNA# & RIRS O 5 861t

. MiIRNA-MRNAF M S ARO0EE L - THROA-UD
iR

. MiIRNA-MRNA Y Sl & Ak & UTR K 8 D EEME
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http://www.targetscan.org/
http://www.targetscan.org/

S—TyMBEIEF DR
 System Development A FDGOATI!) THEAT

GO:0021761

limbic system development
p-value: 0.0012

corrected p-value: 0.1955

e Count: 5 (1.79%)

organ development

p-value: 0

corrected p-value: 0 /

Count: 101 (36.07 %) ! GO:0007417

central nervous system
development
p-value: 0

. corrected p-value: 0
Count: 49 (17.5%)

~

GO:0007399
nervous system
development
p-value: 0

Count: 125 (1 ciny | MIRNADSRIRHIHT 2 BIZFETF A

e Mea|sure| of Confidence :.’ ilent Technologies
The M f Confid 3,2 Agilent Technol



MRNAT—42#Hr- GSE16237

Series GSE16237 Query DataSets for GSE16237
Status Public on Sep 01, 2009

Title Expression data of human neuroblastoma tissue samples

Organism Homo sapiens

Experiment type  Expression profiling by array

Summary The prognosis of the patients with neuroblastoma largely depends on the

biological charactensitics. Meuroblastoma tissues obtained before any
treatments were analyzed for gene expression using Affymetrix array.

We used microarrays to detail the global programme of gene expression
distinguishing tumor biology of neuroblastoma tisses from the prognosis of
the patients.

Overall design 51 neuroblastoma samples were selected those resected from the patients
who died of tumor progression and those whose tumor regressed or
matured spontaneously. Total RNA was extracted from these tissues
samples and hybridized on Affymetrix microarrays. We sought to obtain
genes to distinguish unfavorable tumors from favorable tumors.

7 LA : Affymetrix HGU-133 Plus2

Short survival < 36month (N=6)

] GEO(Gene Expression Omnibus)
Long survival > 36month(N=6) ST LAT—4%0RE

The IVIea of Confidence &% Agilent Technologies


http://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE16237

Long Survivor T{EH:

Filter on Expression level > 20%ile lout of 20

Fold change >< 2fold
Unpaired t-test FDR < 0.05
Long survivor<2fold

842 probes

The Mea of Confidence

14

12 4

104

HIEMRNAZHME 95

Short survivor

Long survivor

Agilent Technologies

8 10 12

14




MiRNAEHTFEREIMRNABITE RO LB

B35y I+—LTH
GX11% LS HEIC—#E (e

Long survivorg

FEmMiRNA
DA—TFyMEIEF

Long
survivor{g

FEIEMRNA

Entity List 1 : TargetScan list,
percentile = 50.0 (Translated
from Copy of New Experiment)
2947 entities

Entity List 2 : Filtered Lt on
[regulation equals down ]
242 entities

Long survivorTHEIHL TLIVOMIRNAIZKY
HMslEhdEFiRShT=33 probes

The Mealsure|of Confidence ':.. Agilent Technologies
Page 52 2 G 9 9



DNAfE S -RNAE SRAEDERF . Short

GO An aIyS|S survivor CIXEBRNELG-TINVS

GO ACCESSION GO Term o-value | Sorrected p-| Countin
value Selection

G0:0005622 (intracellular 0.00359 0.473832 11

G0:0044424 |intracellular part 0.001902 0.473832 11

8

8

5

G0:0006807 |nitrogen compound metabolic process 0.005944 0.482217 2

GO:0006139 nucle.obas.e, nucleos_lde, nucleotide and 0.002495 0.473832 5

nucleic acid metabolic process

G0:0048770 [pigment granule 0.006687 0.482217 2

G0:0042470 |melanosome 0.006687 0.482217 2

G0:0032301 [MutSalpha complex 0.00265 0.473832 1

G0:0032300 [mismatch repair complex 0.006613 0.482217 1

G0:0032143 [single thymine insertion binding 0.00265 0.473832 1

G0:0032142 [single guanine insertion binding 0.003973 0.473832 1

G0:0032139 [(dinucleotide insertion or deletion binding 0.005294 0.482217 1

The Mea of Confidence

Agilent Technologies




ERENEIRTF

. Molecule Annotations

) K Cooan | & (o Biomarker

[ | Swmbol SYNOnymis) Entrez Gene Mame Locati L+ | : M el | :

[ | msHe AUD44881, muts homolog & (. coli) Muded [ human MSH6 gene has been used as a biomarker for diagnosis of Colon Cancer.
AWS50273, GTBP,

Gtmbp, HNPCCS, HSAP Link to reference  American Association for Cancer Research (AACR) Meeting Abstracts.
] | rRM2 AA407299, tibonucleatide reductase M2 Tucle ) )
MGC113712, Source: GVK Blosciences
MGC116120, R2,
Ribonucleoside-diphosphd | | | m '

Ribonucleotide reductase
RIBOMUCLECTIDE REDLI]
Rnr-r2, RNRII, RR2,
RRZM

L1 | sFrst It A spicing factor, ardl.  Link to reference  American Society of Clinical Oncology (ASCO).
5730507COSRIE, rich 1

6330415C05Rik,
AT482334, ASF,
AW491331, |
LOCE8E1 14, MGC5228, | | | E

SF2, SF2JASF, SF2p33,
SRp30a

[T | vwHaE 14-3-3 EPSILON, byrosine 3- Cykop
14-3-3 L, 14-3-3E, monooxygenase/tryptophan -
ALID19196, FL145465, monooxygenase activation

FLIS3559, KCIP-1, protein, epsilon polypeptide . . )
LOC727845, MOCR, Source: GV Biosciences
MDS

[ | sox11 1110038HO3RIK, SRY {sex determining region ¥)- | Nucleus transcripkion regulator
6230403H0ZRIE, box 11
AIB36553, endl

] | po1as 1700015E05Rk, protein disulfide isomerase fal | =] human YWHAE protein has been used as a biomarker for diagnosis of cervical cancer.
AL0Z3058, C77895, &, member &
CaBP1, CaBP5, ERPS, Link to reference  American Association for Cancer Research (AACR) Meeting Abstracts.
PS5, PDIAG isoform 2,
FDIRS,

Protein disulfide isomeras:
Similar to disullide isomerd

E human RRM2 gene has been used as a biomarker for diagnosis of non-small cell lung cancer.

Source: GV Biosciences

E human SFRS1 gene has been used as a biomarker for diagnosis of ovarian cancer

Link to reference  American Society of Clinical Oncology (ASCO).

Source: GV Biosciences

TAMNDCT
[] | EIF4B 2310046H1 LRIK, eukaryotic translation initiation | Cytoplasm translation regulator
ALO24095, CBS189, factor 4B

Eif4a2, elF48,
MGC94923, PRO1843

'_| s i Tuk Nalutul=hdni=ieH} A=F. I H H H 3 s Fid 1 ko,
Selected/Total molecules ; 0f2

4
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RRM24 > EE #—I[&Nervous system tumor®
BEELLTPhaselIBGEREER b

Findings: affects central nervous system tumor (2/2)

Review the information that supports the gene-to-function relationship. Click the plus icon to view the reference information.

PlainText *

Findings 1 to 5 of 5 Expand All

Hydroxyurea, an inhibitor of human RRM2B protein, is in Phase II clinical trial for the treatment of central nervous system tumor.
Hydroxyurea, an inhibitor of human RRM2 protein, is in Phase II clinical trial for the treatment of central nervous system tumaor.
Gemcitabine, an inhibitor of human RRM2 protein, is in Phase II clinical trial for the treatment of central nervous system tumor.
Hydroxyurea, an inhibitor of human RRM2 protein, is in Phase II clinical trial for the treatment of central nervous system tumaor.

Hydroxyurea, an inhibitor of human RRM2B protein, is in Phase II clinical trial for the treatment of central nervous system tumaor.

Findings 1 - 5 of 5

SEEYI7 YT LIzhsa-miR-539THIHIL THLEIZHDIEAS5Mh 2?2 2
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hsa-miR-539 >>> RRM?2

TargetScanHuman

Prediction of microRNA targets Release 5.1: April 2009

Human RRM2 3'UTR

0.k 0.2k 0.3k 0.dk, 0.8k 0.6k 0.7k 0.8k 0.5k

Gene
Human RERMZ MWM_to0103d4 37 UTR length:lio9

Conzerved sites for niRHA fanilies broadly conserved among vertebrates

l.E-t—?.f'E'S m.iR—i?—Ep.f'EWE'S LA 106519 . d
Conserved sites for niRHA fanilies conserved only among nannals ANNEEREE,
miR=202/202-3p ] mik-339 L
| ] - [ | ]
\ A L RBEERE A
Key:
[Hide Conserved sites for miRNA families conserved only among mammals] Sites with higher probability of preferential conservation
[Show poorly conserved sites and sites for poorly conserved miRMNA families] W smer B 7mer-mé [l Tmer-1A Il 3’ comp®
[View SVG image of miRNA sites] Sites with lower probability of preferential conservation
iew table of miRMNA sites i .
giew human aenome brnw]*aer (Mar 0611 Momer B 7mermd E7mentA [ ¥ comp

MIRNAZLAEMRNATZ LA A B HETHWS LT,
I—h—ERR OB ERITEITOBREFOKYAHH AT RE
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