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Agilent Array vs RNA-Seq
Log, Ratios (B/A)

M=1.120
1 R=0.840
N =15516

RNA-Seq, 1 ug

0 3 0 5 10

BT FIR8X60K, 25 ng, 1-color
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Ogawa, et al., The Journal of urology 183.1206-1212 2010
Hoshi, et al., PNAS 106. 6416-6421 2009
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FNILIEFY k
Low Input Quick Amp Labeling Kit(LIQA)

& /DHF H10ngDiotal RNAMS SN JLIE AT EE,

AEEIET, + 5B DI ILIECRNAZ & B,

SRIERBIZBELREZLTEENTVET,

AEESLV28ZEITHIGLTLNET,
8x60K, 8x15K 10ng (¥%E25ngLl )
4x180K, 4x44K 25ng

2x105K, 2x400K, 1x244K, 1x1M o0ng
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! Z = 27 L A4 TWell Above
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! . “4x44KTA— Uk

3 A n=28,808

' W 70.3%

LIQA

' '[MAQC_B :200 ngX5—F "IMAQC_A :25 ngR5—hk

‘MAQC_A :200 ngR5—}
P n=32,814 | | n=32,284 - n=28,977

§7d 80.0% | . 787% | ', 70.7%
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Quick Amp Low Input Quick Amp

Microarray Log Ratio

o TaqMan Lng Ratm o TagMan Log Ratio
50 ng Input: n =726, r = 0.93, m = 0.97 10 ng Input: n =740, r = 0.93, m = 0.92
200 ng Input: n =753, r=0.94, m=0.97| | 50 ng Input: n =760, r=0.94, m =0.94
® £ XA—FRNAE T3[HE#EY RLEER
® Z7LAT—4t Y TWellAbove®
B Fa L
TOLYRXETZRT—4
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Whole Genome B FHIT 7 L A4 4x44K v2
Human, Mouse, Rat(v3)

44K L
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-non-coding RNAIZ+70—J#&&Et

TO—JHREHDOSBT —4R—X

*Refseq Build 36.3 *‘Refseq Build 37 *Refseq Build 36.2
‘Ensembl Release 52 ‘Ensembl Release 55 ‘Ensembl Release 55
*Unigene Build 216 *Unigene Build 176 *Unigene Build 177
(April 2009) (April 2009) (October 2008)
*'mRNA from UCSC ‘mRNA from UCSC ‘mRNA from UCSC
(April 2009) (April 2009) (January 2009)
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Whole Genome EGFHIR7 L A4 4x44K v2
FEMEN /N

0 0
e

Protein coding 23,530 96.8 29,412 79.8 23,978 87.7
snoRNA 65 17.9 3 15.8 - -
tRNA 0 0 0 0 0 0
pseudo 2,414 23 3,197 30 2,840 35.6
rRNA 5 18.5 4 14.3 0 0
miscRNA 810 59 308 35 15 100
snRNA 13 17.3 8 34.8 0 0
SCRNA 0 0 1 50 - -
other 57 8.4 95 3.4 17 3.6
unknown 1,064 37.5 989 9.3 80 7.9
Total 27,958 34,017 26,930
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Whole Genome ¥4 -2 Q7 L Av1& DLEER
—JBa—JavTovy

WIO—JEH(v2) Probe L A JL O t 8% GeneSymbolL N JL D LLER
v2DH  |HEBETO—T|viDH | v2DH H & viDH
25,415
Human | 34,127 1 5 556(45.6%)l18561(54.4%| 22.439 | 4.025 [ ProbelDAEIL |ProbelDREASD| 545
17,811 7,604
27,204
Mouse | 39,429 [27,341(69.3%)[12,088(30.7%) 29,086 | 7,573 | ProbelDAEL |ProbelDAELS| 1,097
11,419 15,785

Fh¥hhg18, mm9THD L&

#E 3t #€ € f . Whole Genome microarray vi&7O—J Qa7 YNRERY .,

F—AOWERBEARELR—TASIINATIE, BEERESE TRRTAC
LIEBRHTEEL A,

N &~ 4/07LADTHAID

Human 014850 026652 F— 4 — B AOEERFC. N—a—FBEL
Mouse 014868 026655 - THAUIDEZHEROLE., BEEZALG K
Rat 014879 i 028282 D= ERAIKIZELY,
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-Whole Genome 12 FHIT 7L 14x44k v2(Z. %*i?’*‘)b’ft%‘yb
Low Input Quick Amp Labeling kit(EE& 7' 0 k3)Lv6.0 LARE)E Z F FKTE LY,

- Whole Genome BIZFHEIRT7L A 4x44K v, S & ELHRFELTLNETET,

-Whole Genome BIzFHKIE 7L A4x44k v2[ZILlincRNAIZEENLTLVEE A,

VIZHEFEWTV2OCHERAZEHFEZD AL, 8X60KITA—TYADYIYEBEZZHEND
L\T: Lij_o
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- FYFLWAMT —ER—X([CEDE, TO—T & B
(Whole Genome Bz FRIRT7L A4x44k v2DTO—THF RTEAHEY)

-ix 0 10ngMtotal RNAM 5 R A— AT RE(HESE25ng Ll |)

5 EEREDIincRNAZ # 8 (Human# & UMouse) !

2E g BET—4R—X FH A UNE

ERefseq Build 36.3 EEntrezgene targets : 27,958
G4851A SurePrint G3 Human &{ZFH#I Ensembl Release 52 1incRNA : 7,419

Y4074 F%y + 8x60K  Unigene Build 216 (April 2009) snoRNA, rRNA, miscRNA, snRNA,

mRNA from UCSC (April 2009) pseudoxtfis 70— JH#

éRefseq Build 37 éEntrezgene targets : 34,017
G4852A SurePrint G3 Mouse ;8{nF%¥#  Ensembl Release 55 1incRNA : 4,623

X487 LA4 Xy~ 8x60K  Unigene Build 176 (April 2009) snoRNA, scRNA, rRNA, miscRNA,

mRNA from UCSC (April 2009) snRNA, pseudoxtit: 70— JH##

éRefseq Build 36.2 éEntrez gene targets : 26,930
G4853A SurePrint G3 Rat i&{zF I Ensembl Release 55 miscRNA,

Y4 B7L4A4Fy kb 8x60K  UnigeneBuild 177 (October 2008)  pseudoxfit 70— JHE#

ngNA from UCSC (January 2009)
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MRNA&ERE#kIC
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HELFICEKSRESN TV S HBEDRE

1
h 1? | 1, aaa aaal 1,588, 8a6]
1i lHNH

TincRHA | |

or,
EEEEEEEEE H—+—HH+H HHHIHI—I—|—|—|I+HHH+H—|—H IH H-H'—| H—|IHHIHHI+H-I HI'H—H-I—H-HHI
S0 and H.-"FIDFI Eox shoRMAs, =caRMAs, and oRMAS i RHFIB and mikEa
h=a— —-5155 | hsa —mi EE | h=
=

Ensemi 1 Gene Fredictions - Ensem
Ensembl Genes H—HHHH—H HliHH——A BHHHHH— [H' Hi H—|IHH—|IHN HH-H-I R A

GuttmanM et.al., Nature, 458, 223-227 (2009)
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%2125 H(Z7% BlincRNA

7/ L EIZEDLENNaA—FENTWLNSD M ?
—Ek:~3,300, ¥ X:~1,600
SRLMEBNIBADEREMEDY,

CAGEHRRICEAHOTILNS ?
—ESHIfZDIRIE. MBI, REREGTE

BAERMIZHRESNTLDD(E @
-XZBARDFFL(Xist, Tsix)
AT T4 (H19, Air)

-1%2E A D H{E(Nron)

GuttmanM et.al., Nature Biotech., 28, 503-510 (2010)
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%2125 H(Z7% BlincRNA

T DIEEEIL ?
—BEEFREOHREICES
Z I3 LB MMEMIE S IRK(PRC2,CoRESTE ) LGS

lincRNA

PRC2:H3K27me3 *F5—1, |
Bz FDT7OE—42—fEigIHEEL. O @
Repress

ZTDORBEFNGHEIT 5, EOEITIZEAS
CoREST:ERF D AFILE

lincRNA

Promoter

p53, Oct4¥>NanoghllincRNAD T OE—4—IZ#ES

GuttmanM et.al., Nature, 464, 1071-1076 (2010)
Khalil et.at., PNAS, 106, 11667-11672(2009)
E. Pennisi Science 324, 1252-b -1253-b (2009)
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IEDIRT 4 v 7 GEBRHEICEED SlincRNA

ocalized by
12015, 15

UCEC Genes Based oh EefSed, UniFrot, GenBank, CCOE and Comparat ive Genomics
Hoxzi2 I HOTAIF S i ] [AEECEEY ol —
eeeeeeeee
HoxCc12 -1 HOTAIF SO o oo

‘HOX CO7 U FEVR[ZOa—F
‘PRC2EMBEAEAL. EAADIRICEA S,

‘HOTAIRDFEIREZ DA DERTE - FRICHBELNALND,
GuttmanM et.al., Nature, 464, 1071-1076 (2010)

ano
iNcRNA-ROR(IiNcCRNA-STSSLA3) g

‘P53% L. IPSOBETOT S LLIZES HcRES RO
*OCT4/NANOG/SOX2IZ &> TELE il l

MAEFEO(EE @ pS53REOEE ¢— IincRNA-RoOR’ﬂ

Nature genetics 42,1113-1117(2010)
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p537D FEIR | EH 284> SlincRNA-p21

liNcRNA-p21:p21 DL {323 BlincRNA

*hnRNP-K (heterogeneous
ribonucleoprotein K) LfE& L. #k R IR
EFOHERFZIMH L7 R— R(ZEL,

Cell 142, August 6, 2010

N

4 SurePrint G3 ¥ R FHIF8X60KT A —<VkIZ
X7 O—J g,

9 LOC100499420: lincRNA-p21(Z % s y
Huarte et al., Cell 142, 409-419, August 6, 2010
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12 1 12 4

101 10 4

Log, mES Replicate #3
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N
Five Logs Linear Dynamic Range

g All Biological Probes . lincRNA Probes Only
61 r=0.997 -6 1 r=0.995
n =34,599 n=8,947

—I8 —IES —I4 —I2 ICI) é :1 EIS é 1I0 1I2 —I8 —IES —I4 —I2 ICI) é :1 EIS é 1I0 1I2
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lincRNA% 5loglzh =Y., &LVBIRMETERH

The Mea of Confidence Agilent Technologies




RS ERIIZFEIR 9 5lincRNA
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250 Kb

lincRNA-1

lincRNA-2
- -

q

Brain-Specific

mRNA

10 8x60K Microarray Data
" Visualized with GeneSpring GX 11.0
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> 27 33
© 8s
£ wE
s Brain-Specific mRNA g
5 5
- 0 - @
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bsl
o
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qPCR Data
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Unpublished data courtesy of Guttman et al
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SurePrint G37 L 1 IXE=PCREEWVHEZFD

Agilent Array Correlation to Tagman

o

il

© <L

@ >3
©

(@] -

o = O

= S

3 5 =

= - g S

g - 3

| ]

Q-

E E 1

* 10 ng Input: n =686, r =0.93, m = 0.86

50 ng Input: n =704, r = 0.94, m = 0.90 = & 4 ; ’ ]

TaqMan Log Ratio *AffinityScript QPCR cDNA Synthesis Kit
*Brilliant 1l Ultra-Fast QPCR Master Mix

10ng& % WMES0NgRA 2 — PR THLEEPCREFWVVEEAZ D
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“14k [@ - =|| _|
Whole Genome~v /4207 L1 i ]
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Whole Mouse Genome v1 & v2, G3
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B FREBEHARZLTAOT7LA
-100FELL LD EMFEICEAL T, BRETFATO—T o HETA—TE:EIRA
((Bi=zF4. AccessionID, O —3> GO termFT7O—J KRR AT HE)

-, SRS THER(BERH$H BV EGeneBankID) A HE, T O —T iR E AT RE
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