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Affymetrix KBRIEILHH RS

Affymetrix GeneChip® Rice Genome Array

BRAHE: Affymetrix KGRI 7 78 5549 51,279 MLk, ARERMFIKRN &,
K#j 48,564 4 japonica ¥ A 1,260 4 indica 3%, I EkIE T NCBI
UniGene Build #52, (May 7, 2004), GenBank, TIGR Osl v2 data set. (ftp.tigr.org
FASTA, 89.3 MB).

Agilent /KFEZEE DNA IHF (4x44K)

KGR R EEZ —, RIS T M A, e (KR
AFERH LRGSR AR K BRI O S o fe . A KR AR )
ATLIN S AH DG R EOT A KB RE R o 3% — AR EF BV 1 22 AR R H A B A0 A=
IR A4, AR T #L 40,000 MNKFEREFFIRE A, i vEMRER T
PAYE. RAP-DB 4l FEEAT A if o

Phalanx K#ERILEREF AT FH

2% RGAP V6.1 5 BGI 2008 HEREAKH AT, BLAA GO fF EHHER
FPa kA, FEMAE BRI AR TR 2 LR IS F A, SO Hm
K4 60 MESILIR (sense-strand) [FEEFEET, WA M-S Japonica 5
Indica W§ANZK R Al il ANRER R LU BRI H AR N B Hom e — v,
A HARFER A AT . FERREH R U8R - RGAP v6.1, - BGI 2008, H:[F
BeEHE 21,179 PR 5 824 BAREN %L 22,003 4.

Affymetrix SIEII-RIE L IRk

Affymetrix GeneChip® Arabidopsis ATH1 Genome Array

B AH: TR T SR R B EY 2 — . Affymetrix LF5TF ATHL
LA R AT 22,500 MREFAL, AT 24,000 . ) E 2R T 2000 4
12 3 56 J [ o 40k w700 P vt &1 o

Agilent #IB§IFEEEE DNA i5 1 4 (4x44K)

AR IF I T S A T I BB 2 — o BB AG T i FF A L P AL R 1%
Fr BT 515 Bk BT RefSeq. TAIR. TIGR Al Unigene Z5514 58 e, AT
it 42,000 A PURGIFIERIRIRE e AR o SHRFFST M 5, IXREWRAE fibATT v LA s (5 b A1)
F RIS T, AR B IR B A KRR L AR A A N B
IR SEAT RISV &1/

Roche NimbleGen #IEJF(A. thaliana)RiEiLts } 4x72K RS-
Roche NimbleGen #1557+ (A. thaliana) R iE .05 4x72K {4 4*72K 30361 /ML A

Roche NimbleGen #IEEJF(A. thaliana)&i&iEits /- 12x135K RS

Roche NimbleGen #/Fg7r(A. thaliana) ik il 5 12x135K Jik55 12*135K 39042
NI
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Affymetrix KERIKILHH RS

Affymetrix GeneChip® Barley Genome Array

BHAMH: Affymetrix KA RE KL 5715 8K 11 NCBI/GenBank % e, 415k
#J 400,000 %< K # EST.

Agilent KEZFEE DNA A 4 (4x44K)

AR ORI HE tH I K 2 A R R A kvl 5 1 BT K 245 BT

WormBase. RefSeq. Unigene. Ensembl. UCSC il TIGR 244 $#7E, &
TR 43,000 AN KFEFEFRFFLSA . SHHFREM S, XM AT LU5 EHb R H
e TR RSB AT, 4 PR A AP35 2R S PR £ A2 400 27 D e SR A8 R 3

Agilent fAZEEE DNA N F (4x44K)

HEAR T NH A LR A Rk i3 05 AR T I 42,034 ANEDRIFIRESA, T LA YR
S GRAE AT PR A T30 R S0 R ) A 40027 D Be SRA B R o AIGE T K e 4104 R
T RefSeq. TIGR Fl Unigene 504 B «

Affymetrix NERIKILHH RS

Affymetrix GeneChip® Wheat Genome Array

A Affymetrix /N ZZIERILLE )T 07 61,127 MEEFAL, {3 55,052 ML A
5 Bk T Triticum aestivum UniGene Build #38 (build date April 24, 2004),
ESTs (T. monococcum, T. turgidum, Aegilops tauschii) A 2 GenBank® full-length
mMRNAs (May 18, 2004).

Agilent /NEFEE DNA HH 4 (4x44K)

ARG ORTHE A (F)/N22 A JE TR 41 R0 1 T K7 815 BT WormBase
RefSeq. Unigene 1 TIGR 2512545, AR T ML 42,000 MEEFMEFA,
SR 5, IR AT R LAy (58 Hb A FH oo R (RO BB 21 AT, A4 SR TR ALK T
ot A HIHE R (1 A 02 D RE R R I«

Affymetrix Fia &g S RS

Affymetrix GeneChip® Tomato Genome Array

HAE: WA EEMNSTAEY . Affymetrix T8 £0AHE K285 AT FH A v 2
fili (Lycopersicon esculentum) PRI FAE AL K &L 10,000 M54
M, Wis T 9,200 MMxA. JPAME BKYE T Lycopersicon esculentum UniGene
Build #20 (October 3, 2004) L} GenBank® mRNAs(November 5, 2004).

Agilent FHZLIHEEZ DNA thF (4x44K)

SRS T HE L 0 G 20 A A DI 4L A 1 85 1 B P R U4 T WormBase
RefSeq. Unigene #l TIGR 25125451, AR T ML 42,000 MEEFMEFA,
XPRIEFCE N T, IR R AT T LA {5 ) F v ot R AR 0 AT, 4 DR /K
Xof A KR LR (0 A 42 Th R AR AT R o

Affymetrix T K F AN A RS

Affymetrix GeneChip® Maize Genome Array

BHNE: ERREEEMETEY. BT 14,850 AMERA, Affymetrix K I

S 04 R A6 T NCBI I UniGene 3 ZE b 100 FlE K5 2, i HACE
YL/ & B73, Ohio43, W22, W23, W64A Ll X Black Mexican Sweet 25, %X

)T E 17,555 MREHAL, (g 148R0. R A, AUK T 13,339 AR AEIA.
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Agilent Maize Oligo Microarray (4x44K)

A Agilent TR A3 KL KK 5 5 BT IR 215 BT RefSeq Fl
GeneBank % 512 #di i, AL T 43,803 MEEFI AL A, &5 #idHAE K% Dr. Walbot
S A AETFIR  AFFUHE T 5 IX ARG AT ) AT 5 ) P v S0 B PR A% 471 43 A
FEAFE RN 27K A SN HE R ) AR 27 D e 3R A3 8T A B«

Affymetrix #ERFIE L kRS

Affymetrix GeneChip® Cotton Genome Array

R Affymetrix K fE5E RIS A8 23,977 AMREHAL, AR T 21,854 MiAE
e K, F5E BokIET GenBank, dbEST, RefSeq, Gossypium hirsutum UniGene

database, Gossypium raimondii UniGene database 244 % .

Agilent #E7EZ 5 DNA IHF (4x44K)

Agilent Cotton Gene Expression Microarray

LSRR AL R R A k%05 v P I 245 Bk AT

RefSeq, UniGene, TIGR Plant TA 1 TIGR Gene Indices 414 5 E, RET
43,803 METEHE IR s AR

Affymetrix K & RIE 7 RS

Affymetrix GeneChip® Soybean Genome Array

WA Affymetirx KT IER 2005 B 55 37,500 A~ K5 (Glycine max) &4, [A
I3 T A0 4 P ) K U SRR, 49 15,800 4K 5% % J& (Phytophthora sojae)
17,500 A K G H1HEZ: 1 (Heterodera glycines) 53k 4k,

Agilent JiZEZEZE DNA T (4x44K)

Agilent Brassica Gene Expression Microarray

M T A AR 9 R AR 2 — o e AR B R T A R A A S
B PR 5145 Bk T RefSeq, UniGene, TIGR Plant TA fil TIGR Gene Indices %%
MMABARE, IRET 43,803 MMIEEREN A,

Affymetrix W RIEIL SRS

Affymetrix GeneChip® Poplar Genome Array

R A48 : Affymetrix A7 4% 3 BI85 61,000 /MEEHAL, 403K T8 56,000
ANEEFARTMAE R . ¥ 545 H k¥ T UniGene Build #6 (March 16, 2005) ,
GenBank( April 26, 2005).

Roche NimbleGen A#(Populus)®iksiih i 12x135K k%
Roche NimbleGen H#(Populus)#&iA 1% t5 i 12x135K /45 12*135K 48276 4~

Affymetrix HEERIE IR IS5

Affymetrix GeneChip® Sugar Cane Genome Array

R Affymetrix T RERE RGPS H B (Saccharum officinarum) 1)
SR FRIENE D %5 045 8,236 AN H RELREF 4L, 735 6,024 4% HRERE,

Affymetrix BERIE LS H RS

Affymetrix GeneChip® Vitis vinifera (Grape) Genome Array

R, Affymetrix #7253 K 4105 78 25 14,000 4 V. vinifera %38 A1 1,700 A
Fe % fh R
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Affymetrix & &k 155 F k%

Affymetrix GeneChip® Medicago Genome Array

WA A2 Affymetrix B & 3L R 10 H 7T H T4 M.truncatula., M. sativa. S. meliloti
ZANE R IR BRI IR o G0 iR AR EATE S F TR ST G S R 20 DA K *E%%}é
[o] 40 B R A A 2 RIS AE S R I E 2 T H.. i & 61,200 ANMREN, I
1 32,167 /> M. truncatula EST/mMRNA FlIH- & AR FE AR CHER 4, 18,733 A M.
truncatula IMGAG #l 2/3 BAC Tiill¥4t2H, 1,896 4~ M. sativa EST/mMRNA #HIGH#
B4 LA % 8,305 4~ S. meliloti AHOCHE R TMIERE 2. FPofi Bok A TIGR. IMGAG
£

Agilent BFEER DNA T FH (4x44K)

Agilent Medicago Gene Expression Microarray

TG 1 A A DR 21 i 65 v i IR P 24 R B

T RefSeq, UniGene, TIGR Plant fil TATIGR Gene Indices 25414 5%, RET
43,803 N 1 KRR sk AR

Affymetrix HIAERIE 8 R IS5

Affymetrix GeneChip® Citrus Genome Array

B Affymetrix MG EERIZ1E 405 30,171 AMAREHAL, 1R T 33,879 T
MR

H SRk i &S A
Cabbage 44446 1~ EST, ki NCBI, miE#iil, Chinese Cabbage 170148 4
EST, % NCBI, A% ¥il.

T RR IS A
12548 EST, ki NCBI, A[iEFHT

FH RIS 0 A
130179 EST, 656 Gene, X5 NCBI, n[#&EP#t

HEREE LA
23991 4~ EST /741, KJ& NCBI, mliEFil

59242 /™ EST J¥%1, 164 4> Gene, Fi§i NCBI, m[iEFi%it

NG 37N Y
15365 4~ UniGene, >kKJ& NCBI, mJiE#tixil

¥ MNRIBE SR
radish # i, 17188 4~ UniGene, k5 NCBI, mJikfE#it.

WhTRIELELH,
8218 /™ UniGene, >KJ& NCBI, TiE#& .

TR 5 A
19916 4~ EST J¥%1, 392Gene, ki§ NCBI, mJi&fi%it.

BRHRIE I
8731 UniGene, i NCBI,  MIZSER LS
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BEak i H
7662 /> UniGene, 167 > Gene, i NCBI, A[EFi%it

23794 UniGene, 2167 Gene, ki NCBI, APPLE

AURIK IS S
2270 EST, 80 Gene, PEAR

15388 EST, 95 Gene, apricot,

FEWMRIEE R
3332 /N EST ¥41, K NCBI, A[i&#&it.
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H#ERE: Affymetrix GeneChip® Human Genome U133 Plus 2.0 Array
BRAE: SRS T 47,000 ANMEFA, T 38,500 /NI ARSI . 4L
KT GeneBank. dbEST. RefSeq. UniGene database(Build 159 January 25
2003). Washington University EST trace repository. NCBI human genome
assembly(Build 31).

A HEE: Affymetrix GeneChip® Human Exon 1.0ST Array

A4 Affymetrix 2255 AR B EF7 b 4 AN REFREE AN R T 1 2
17 40 ANREFREE R E, 7 G 200 P R T e A0 21 P4

A HEE: Affymetrix GeneChip® Human Gene 1.0ST Array

SR Affymetrix Bk RaE B m, Ak, SRR R 25 4
TREFRAGI, % 28,869 A>Ty it W ff ik PR 3 A AT R

Phalanx NFRiEiEHH

X PR AN RefSeq K Ensembl JPAl¥da:, wil&ht 60 MR
(sense-strand) M ARREIEIEFRE, WEUEATHMEEERE (protein-coding
gene) AE, BRT IR SRR E S5 R Ah, T SE RN A 5 AR SR AR RN G (1 &R
B, I A ANRE O TR HERE Y H AR R & R L1k, g dk H AR BRI 1K)
AT . FERBRET BETH S E: - RefSeq release 38, - Ensembl release 56,
FLPPREN$ 29,187 A, EHIEREIEL 1,088, SMREI L 30,275 .

Roche NimbleGen A(Human)®iEiEihH 12x135K R4
Roche NimbleGen A(Human)#ikif it i 12x135K x4 12*135K 44049 /M F

Roche NimbleGen A(Human)Ri&itih H 4x72K k%
Roche NimbleGen A (Human)#&iE il s i 4x72K A4 4*72K 24000 4% [F

Affymetrix /NRFIXILHH RS

O HERE: Affymetrix GeneChip® Mouse Genome 430 2.0 Array

A4 Affymetrix /) FERIZH 430 2.0 S5 iiRE T 39,000 MESEA, 183 34,000
AT N IR R . 445 B3E T GeneBank. dbEST. RefSeq. UniGene database.

HH#ERE: Affymetrix GeneChip® Mouse Exon 1.0ST Array
B4 Affymetrix D FARILG G ™0, A8 AR GANE T | 4
40 MREFRE W RANEER, 2 E RI S T T8

SRR Affymetrix GeneChip® Mouse Gene 1.0ST Array
B Affymetrix BRI S 0, Ban R, MANERHKY 25 4
PREF SRS, X 28,853 A1)y i BH fiff 225 I8 2 T 15 L HEA T AL 0 o

Agilent Mouse Genome, Whole /&3 E4

ANRIE B Z M ] AR PR R A B — o ARSI A PR A R TA
S EOEARR /N B EE R 2L Th By AR S L A e oA, AUR Tl 41,174 S/
BRI A, Borbizr= i BT IR 5145 BE T X UCSC. NIA. RefSeq.
Ensembl. Unigene H1 RIKEN &5 5142 85 FERIR AR, 1 B48 K 2 B & %
TR LRSI IAEFLT BRI AL . ST E T &, SRR AT TRT LA (5
S e SRR A 73 BT, M st al SR AR A3 AR 0T A o
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Phalanx /MREZE SR

X EpRAINZ RefSeq 42 K Ensembl 59 8% E, Wit KEE 60 Mgtk

IR (sense-strand) MUEERIEREF, WA LIE A FgniSAEE (protein-coding gene)

HA, PRI R R 55 R A PR A SR A AR BB AR R VAR DGR R, I B
ARERREICIECI ) FLR M AU &b, sl B s, i BIHIR
BB E: - RefSeq release 42, - Ensembl release 59, J:A4F%1 26,423

A, PEHIERE S 872, EEREIEL 27,295 4.

Roche NimbleGen /MR (Mouse)RiXiE A 12x135K RS
Roche NimbleGen /) fi(Mouse)3&Kik itk i i 12x135K %% 12*135K 44170 AN

Roche NimbleGen /MR (Mouse)RikiE A 4x72K k%
Roche NimbleGen /) fil(Mouse)#ik il it [ 4x72K k4% 4*72K 18869 4~H:[H

Agilent Mouse Development PRERBERIEIESH

NS N T A AR S BB L o AR R SRR T RIA T A R
b AR NIA JE DA H S35 5 L0 T AR T AH IS TORS Lo v R R I A s
Je

Affymetrix KRFIXiLHH RS

Affymetrix GeneChip® Rat Genome 230 2.0 Array

WA Affymetrix K FRZERIZE 230 2.0 #5484 31,000 4 probe sets, ft#k
28,000 AWM FI K SRFE N - 515 B E T GenBank , dbEST, RefSeq 2 BUSA 7 .

Affymetrix GeneChip® Rat Exon 1.0ST Array
5 Fi A1 44 Affymetrix A SRR I P 20T A NEEEREH AN T 2
1 40 MREFREE R REANIE D, 78sG480 M SR S0 87

Affymetrix GeneChip® Rat Gene 1.0ST Array
T Affymetrix BTgCRIA S i B AR, ANER kg 25 4
TREF KA, xF 27,342 /> Ll g WA KL DRRIE T DU BEAT G o

Agilent Rat Genome, Whole KR4&HFE4

RS R A TE R4 R IR 7 BLE AR K B 4L rp I L 8 B L= 2R 1)
A, IRET T 41,012 A KRUIERFIEE A . %= i it F 107 24 R T
%} RefSeq. Ensembl. Unigene Fil GenBank &5 41142 S0 e (RR ARFST, 10 46K
ZHARE A A LRI LR AERT R R . SFRE NS, &G
AT LA {8 b 5 B v O PRI B0 2 BT, ) H i s PR 5 SRESRA AR B i B«

Phalanx KR &X iR

ZEBBR A2 RefSeq K Ensembl JFHIEE, Wil 60 MZEHEALIR
(sense-strand) PZERERE:, WA FEUEETMEER (protein-coding gene) 4
F, RO RPN A A1 A ASIREN SLR SO PR ) H AR B R i 1k,
WA H AR 2258 M0 . JERRE BT 4l P2 - RefSeq release 42, -
Ensembl release 59, JEFEREN % 24,358 4, kIR El 5k 980, M¥%l %k 25,338,

Roche NimbleGen X (Rap) g EEFa Forl 2x 135K M5



R

Roche NimbleGen K fil(Rat)#ik it i 12x135K i 12*135K 26419 /M [H

Roche NimbleGen K (Rat)®ixi&ih A 4x72K k%
Roche NimbleGen Kl (Rat)#&ik il &5 4x72K k% 4*72K 26208 M

Affymetrix FERiE g RS

Affymetrix GeneChip® Porcine Genome Array

BRAE: J% (Sus Scrofa) s NIEE LA KU, W@ TIERE, O i 38500
FIFS B R RAN T O SR . Affymetrix JEREPRIZLE 408 23,937 ME
BH4l, Wi T 23,256 PMORA, 3 20,201 P,

Agilent JEEZ DNA T H (4x44K)

W (Sus Scrofa) & NJST B P ERIR, 2 I ARRE, Ol 2500 Al o o A A
FHOCWF I B R A o 22 AR I A B R A ik i 5 AR Tl I 42,034 AN
IRIFIAL S AR o VT b BT FH WP 5145 B+ RefSeq. Unigene Fl TIGR 2540444
PaFE o RHFFCE M IR AT AT LA 7 (5 b S 0 i R PRV 21 o3 0T, P T e
45 AR AR B R«

Affymetrix RFEIERE RS

Affymetrix GeneChip® Canine Genome 2.0 Array

SR KRNI FIT N BRI EY) . Affymetrix REERZLE A 2.0 °f
AT [ ST 18,000 AN 5R (C. familiaris) 35t ASRIEERE 20,000 45U A T
DEERA

Agilent RZEZ DNA T4 2 (4x44K)

ZRAC M R R A LIRS (Vv2) FTHIFSME BJE T RefSeq. Unigene.
Ensembl FI TIGR 45 50144 $4is 72 (1) B H Budie , AR 1 et 42,034 ANk R R e A
SIS T, IR AT AT LA 7 (et ) FH s o (0 A 410 93 A, A0 A BE R 2K
X AR R 1) A 0 2 D e AR AT R B«

Agilent L DNA 5 (4x44K)

ZHEAE Y (Equus caballus) 4HER 4L ST AQK Tl 42,034 ANJEDI RIS
SRAS, TS LU BRE 2 SRAT A DR 2H KSR A 5 R 1) AR ) 2 D RERAF B R I e AREES
Fr TR 5I15 KR T RefSeq. UCSC Ml Ensembl 2540142 %4l 176 1 B 95l

Agilent 8 EEE DNA IH 7 (4x44K)

TG 1 S A BE TR 0 IR 85 i AR T By ARG A, ) A BB R A4
HE PR ZH KT 0 A SR RE R (0 AR 27 D RESRAF R I ACGE By B K e 4 R T
RefSeq. Ensembl Fl Unigene 24044 Bod 5 (1 a5t -

Agilent 2233 DNA T (8x15K)

TSR LR R Rk ik 5 AR T 1 15,200 AN KA A, AT LAFE LR}
S GRAE AL ALK A DR 1 A 0 25 Th RERATHT R I o AU ) BT R PP 2 R,
5T RefSeq #1 Unigene 338 %

Affymetrix FRiK g H RS

Affymetrix GeneChip® Bovine Genome Array

BRAE:  Affymetrix FFERAS R E G T 23,000 MEA T BIETTE ET
AR PrE . R R R

www.yeslab.com
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Affymetrix fEERIE TS S RS

Affymetrix GeneChip® Rhesus Macaque Genome Array

SR R (Macaca mulatta) S 1 05T AP i R . 1%k
BRI T 47,000 NMEERA . JPFIME BORYEF Rhesus Macaque Whole Genome
Shotgun Assembly (October 1, 2004). GenBank( March 30, 2005).

Agilent [BVTHREZ DNA thF (4x44K)

Bk (Macaca mulatta) & F T F S0 G G i i e 13 2 Rt i 8 7K NS0 1)
W REEMEY . AR R A L R AL FA 1% 15 A3 T d 18,000 43I
FURESEAS, 0] LS B R SRAE A R IR AL /K7 A S S R (K A= 02 Th RESRA BT R I e A%
FOE R TP 545 BT GenBank Fil TIGR £ /4 .

Affymetrix 3RiE i R%

Affymetrix GeneChip® Chicken Genome Array

R SRR A TR 2 TS R 69T L 2 3% 93 i P Je AR S i) 2
Foo W8 32,773 MHSRA, AT I KL 28,000 4. s 1 B4 689
ANEREFAL TR ] 17 PSS 1) 684 M A .

Affymetrix JEJTUE RIS 0 A RS

Affymetrix GeneChip® Xenopus laevis Genome 2.0 Array

WBHAY: AEPRE, Xenopus laevis, &Rl B2 K H T & B A2 AH SCHEST AL
KA. AATfymetrix JEMTUESE BRI ALE v 2.0 AR TOMES 1) 4> JE R A ik 5
A R 32,400 MNMREFL, 1R 29,900 AN EHEUTSE: A . P55 Bk
T+ X. lagvis UniGene build 69 (July 2006) L\ /% GenBank® mRNAs (September 12,
2006)

Agilent JEHIEERFER DNA B (4x44K)

Jeisidk, Xenopus laevis, & —FhEEMHT K E LW IR AEY . %
FEAC IR 4> FE PR 20 F3 K 05 05 v BT M7 4145 55Kk B T TIGR A1 Unigene #ifi 2, AR
KT 21,495 NEERURIEGSRA . SHFFCE 5, IX R AbATT AT LA (5 AR FH v
W) 38T, TR, KA R T 2 SRR BT R

Affymetrix B DA REE S Rk

Affymetrix GeneChip® Zebrafish Genome Array

BRAE: Affymetrix BE 5t RE R0 7 8 o 4,900 M. R8I EoRUE
T+ RefSeq (July 2003), GenBank (release -36.0, June 2003), dbEST (July 2003)LL
J% UniGene (Build 54, June 2003)..

Agilent I AZEZE DNA H F (4x44K)

P 1 #1 (Danio rerio) & [ WU MES ) A B R AL (K SR B e R I BE L
Fa A FE R IR R AR T B 43,000 ANBE Sy fa SERURI LS A, ml LS B RL 22 5K
A1 A DAL K0 ARG R AR 27 D e SR A R o A Iy T IR PP 905 R T
RefSeq. Ensembl. Unigene. UCSC FI TIGR ZF4n44 34 7 .

Roche NimbleGen B fi(Zebrafish)Ri&igHh A 12x135K RS
Roche NimbleGen ¥ 5 i1 (Zebrafish)# A 1% 15 i 12x135K k%5 12*135K 38489 4
HEBR

Agilent =3CAZFEE DNA T H (4x44K)

www.yeslab.com
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GG ) = SO AL A RIEEE F AR TS 42,034 MNERRIELSRA, ] LIHS Y
FFSE AR A SE R AT o} A N3 IR (1) 2 4 Sh B3RS T R B o A0S v B FH (R P
BT RefSeq. TIGR H Unigene 254145 B8 16 fe W B .

Affymetrix FLBA I 7 k%5

Affymetrix GeneChip® Drosophila Genome 2.0 Array

A Affymetrix SIRFENALE 2.0 7T HTHE5T R Rl (Drosophila
melanogaster) 3L K 20 ik . iZ 300 H (U4 18,880 MEEH4L, vl -+ #riBid 18,500
AN e AR

Agilent EIB3EE DNA THH (4x44K)

R F TR AT AR RN 03T 8L R S A B AR ) 2 — o B AR I AL 4 R R
YLFTEW P RR T I 13,936 AN ULUREL R ANEE A, BT IR AE Bk E
FlyBase. BDGP. Ensembl. UCSC. TIGR 1 Unigene 2540144 ¥ A i 5 5 B o

Roche NimbleGen ZJEEU8(D. melanogaster)Fik it F 12x135K R4
Roche NimbleGen /i %4 (D. melanogaster) ik it {5 ;i 12x135K k4 12*135K
16637 NI [A

Roche NimbleGen ZEEI#(D. melanogaster)FikiHh A 4x72K kS
Roche NimbleGen i %0 (D. melanogaster) &kl s i 4x72K IR 4*72K
15473 N

Agilent BUFZEE DNA T F (4x44K)

ZHAS T (Anopheles gambiae) 4xFERZ1 R 15 AR T8I 26,000 /M3
DEUREG SfeAR, ] DA B R SR AT A BE DR 2 7K S0 R A DR 1) AR 2 D RE AR A T A«
AHGE TR IS BT RefSeq. UCSC. Ensembl Fil Unigene 25404 Bt 2
11 5 T 45040

Affymetrix £ RRIXIL RS

Affymetrix C. elegans Genome Array

WHEAN4E: 2 (Caenorhabditis elegans) £ TR &, AERMZEZ W5 B
R Y 2 —. SR BEERA S R T 22,500 NMEFA,

Agilent 2 RZEE DNA IHF (4x44K)

LARHTRE, EHMEZACT RN B AEY 2 — . 2RI AR R A
FIERE L H T 55 Bk B T RefSeq.WormBase .UCSC. TIGR #1 Unigene %%
MAZBARE, R T BOTANRER I A . SR ET S, X ARG 1T LAy s
FIH PR IR S 53 1, R 2 SRS B R B

Roche NimbleGen £ H(C. elegans)®i&i i F 12x135K k%
Roche NimbleGen £ 11 (C. elegans)#ikiff 5 i 12x135K /x4 12*135K 23187 4

He A

Roche NimbleGen £ H(C. elegans)®i&iE S 4x72K IR%
Roche NimbleGen £ H1(C. elegans)f&ikifh 5 i 4x72K k% 4*72K 23336 M

RIS R
24394 /> UniGene, 14730Gene, K NCBI, AliE#F&il,

/N3 Plutella xylostella &%@E@ab com

K
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SR

Yt}

L /B
LiEd

e

# K

JH R

F

FOKIE

2297 /N EST ©%1, 277Gene, ki NCBI, wJiE#it,

R Braconidae ikt Fr
9303EST J¥41l, ki NCBI, wJiE#itit.

IR AR T A
2345 4> EST /541, ¥ NCBI, nJik#ikil.

iR HU/igk FR R IA TS

28494 4~ EST J¥%1, Onychiurus arcticus (16379), Folsomia candida (8686),
Cryptopygus antarcticus (3429), ki NCBI, mJ#&#Eiit.

lof L aphid Rk i
21414 /> Gene, KJ& NCBI, "JiER& .

#5 K #\ Nilaparvata lugens ik i {5
113805 EST /741, K NCBI, FJiEF I,

¥ Tl Bemisia tabaci #1405 A
9281 > EST &4,

SLNE SNy
6789 4> Gene,

T K Ostrinia nubilalis 615 1% 45 F
12519 4~ EST J#41,

12467 /> UniGene, 2380 /> Gene, k5 NCBI, k&t

www.yeslab.com
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Affymetrix Ji& 5 HHEBER I TE O A IR S

Affymetrix GeneChip® Plasmodium/Anopheles Genome Array

A Affymetrix JE JR HEIOE R A AL ST 4,300 ANE R B
(Plasmodium) 3 4F0 14,900 M= (Anopheles gambiae) #3435 &

KYET PlasmodB (version 4.1, June 2003). GenBank. dbEST Fl Ensembl (Build 2,

2003).

Affymetrix [ RERIE G A RS

Affymetrix GeneChip® Yeast Genome Array

ZO B TR S. cerevisiae ) 5841 ALK FIERER, A TR S. pombe 4:
6 5031 AN HHRET o 12005 B AT BRSO AST I HH o A T B 1 22 R [ )t e A U L
X PRRNTRERE I S 06 R BV ol

Agilent BEBEEEE DNA IS F V2 (4x44K)

WA YR (Saccharomyces Cerevisiae) MV SEIFI N 2 m S A LG 1R &
P FIEYE . AR IR R4 R R A b1 0 (V2)REE T i 6,200 A FFBUEADAE,
R LAHS B2 ST A DR 2 7K ST R A a1 56 R 1) A 40 2 D e SRAF 0 R

Roche NimbleGen BRVEBAEE(S. cerevisiae )RiK S 12x135K R4

Roche NimbleGen FRIEEZEE(S. cerevisiae )F A1 A 12x135K flR4s 12*135K
5777 AN K

Roche NimbleGen ZFBRE(S. pombe)FRiX it A 12x135K R4
Roche NimbleGen ZFHERE(S. pombe)# ik 1%t - 12x135K JIR%s 12*135K 4942
ABER

Roche NimbleGen ERIEEERE(S. cerevisiae )RIXED A 4x72K k%
Roche NimbleGen PRiFIRE(S. cerevisiae )R IETE N A 4x72K 45 4*72K 5849 4
BEH

Roche NimbleGen Z¥FBRE(S. pombe)FTiXiEHH 4x72K RS
Roche NimbleGen Z4FH#RE(S. pombe)FR ik it i 4xT2K ik %S 4*72K 4977 N2 H

Affymetrix KJGH R RIERE 5 RSy

Affymetrix GeneChip® E.coli Genome Array

ol ] AR AP i K12 W #OR 0157: H7-Sakai.  0157: H7-EDL933 #
CFTO73 = ANEUWHk, X T LR PURFE 20366 S5

Agilent XA EZES DNA B (8x15K)

K IGAT B2 T A Ui i e B AR AR o T A I KW AT R 4 R R 4 i iy
SRR T B4 5,000 AN R B, B P FIE ERE T TIGR Bk R )
T

www.yeslab.com
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SROHHREREIE SRS

WHHETE: Affymetrix GeneChip® S. aureus Genome Array

A Affymetrix <GB (084 SR TR R DR 200 R m] P 3 00 < €0 2 4 B T 70 DU Ao
BFR, 43728 N315 (National Institute of Technology and Evaluation, Japan), Mus0
(National Institute of Technology and Evaluation, Japan), NCTC 8325 (University of
Oklahoma), LA Jz COL (TIGR). %t 4l 3,300 4~ ORF 1 4,800 ™ [l 1] 7 X
R

SRR RIEIE D RS

O HERE: Affymetrix GeneChip® P. aeruginosa Genome Array

A ATymetrix e FF i 3E DR AL 6 7 2R L AT TR e 1 PAOL
PRI R R 2 IR 0, O 55 T 7 5,549 AN 4w AS /741, 18 tRNA FE[
PSR 117 DN R A R A

Agilent FHRFMIZER DNA 54 2.0 (4x44K)

IR A2 9 BOICRE 92 S RS (0 LI R0 AT B Y 5 U R P e A 8
Wb SN IR A DAL RS R4 T L 13,000 AMEEE B A D
AL Bt 7,000 AKAEEIH, REMEB RS SAE A B AL AT AR AU SR I
{15

www.yeslab.com
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NimbleGen A CGH 5 /i 4.2M, A LU KL RIZH 248 45 F

Human CGH 4.2M Whole-Genome Tiling Array

Format: 4.2M

Source: UCSC

Build: HG19, NCBI 37

Version Probe Length 50-75mer Median Probe Spacing  284bp

NimbleGen A\ CGH % /i 1.4M, A4 3L K4 CGH i

Human CGH 3x1.4M Whole-Genome Tiling Array

Format: 3x1.4M

Source: UCSC

Build: HG19, NCBI 37

Recommended Storage: Store arrays desiccated at room temperature
Version Probe Length 50-75mer Median Probe Spacing 941bp

NimbleGen A CGH 5 /5 2.1M, A LKL RIZH 248 45 F

Human CGH 2.1M Whole-Genome Tiling v2.0D Array

Format: 2.1M

Source: UCSC

Build: HG18, NCBI 36

Version Probe Length 60mer Median Probe Spacing  1169bp

NimbleGen A\ CGH i /i 720K, A4 3L [KI4H CGH i

Human CGH 3x720K Whole-Genome Tiling v3.0 Array 3.0
Format: 3x720K

Source: UCSC

Build: HG18, NCBI 36

Version Probe Length 60mer Median Probe Spacing 2509bp

NimbleGen A CGH it i 3x720K, A4 CGH 45 4

Human CGH 3x720K Whole-Genome Tiling v2.0

Format: 3x720K

Source: UCSC

Build: HG18, NCBI 36

Version Probe Length 60mer Median Probe Spacing 3877bp

www.yeslab.com 14



NimbleGen A CGH it /i 12x135K, A &3 K4H CGH {5 1

CGH

Human CGH 12x135K Whole-Genome Tiling v3.0 Array

Format: 12x135K j\
Source: UCSC

Build: HG18, NCBI 36

Version Probe Length 60mer Median Probe Spacing 12524bp

NimbleGen A CGH 5 135K, A4#:H4H CGH &

Human CGH 12x135K Whole-Genome Tiling v2.0 Array

Format: 12x135K

Source: UCSC

Build: HG18, NCBI 36

Version Probe Length 60mer Median Probe Spacing 21500bp

N CGH 5 /7 385K, ALWREERA A48 A V2

Human CGH 385K Whole-Genome Tiling v2.0 Array

Format: 385K

Source: UCSC

Build: HG18, NCBI 36

Version Probe Length 60mer Median Probe Spacing 7073bp

NimbleGen A\ CGH % /i 385K, A ML 3L R4 248 th 4 Va1

Human CGH 385K Whole-Genome Tiling v1.0 Array

Format: 385K

Source: UCSC

Build: HG18, NCBI 36

Version Probe Length 50-75mer  Median Probe Spacing 6270bp

NimbleGen A\ CGH 5 /i 4*72K, A MLE R R A 2448 15 4 Vi

Human CGH 4x72K Whole-Genome Tiling Array 2.0

Format: 4x72K

Source: UCSC

Build: HG18, NCBI 36

Version Probe Length 60mer Median Probe Spacing 40046bp

NimbleGen A\ CGH it )i 4h & 3x720K

Human CGH 3x720K Whole-Genome Exon-Focused Array 1.0
Format: 3x720K

Source: UCSC

Build: HG18, NCBI 36

Version Probe Length 50-75mer Median Probe Spacing Variable

www.yeslab.com 15
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NimbleGen A CNV #% TV 5385 1, A CNV &5 )7 2.1M

Human Copy Number Variation (CNV) CNV 2.1M v1.0 Array
Format: 2.1M
Source: UCSC j\

Build: HG18, NCBI 36
Version Probe Length 50-75mer Median Probe Spacing 1239bp

NimbleGen A CNV #5 D145 55085 B, A CNV it i 3x720K

Human Copy Number Variation (CNV) CNV 3x720K v1.0 Array
Format: 3x720K

Source: UCSC

Build: HG18, NCBI 36

Version Probe Length 50-75mer Median Probe Spacing 4750bp

NimbleGen A\ Z: 4k CGH #5 A7, A CGH Ze o it

Human CGH 385K Chromosome-Specific Arrays
Format: 385K

Source: UCSC

Build: HG18, NCBI 36

NimbleGen 40 izt f£.65 ¥ CGX ith ) CGX3

CGX-3 Array 1.0

Format: 3x720K

Source: UCSC

Build: HG18, NCBI 36

Version Probe Length 60mer Median Probe Spacing Variable

NimbleGen 4l g gt f%.0> - CGX ith i CGX6

CGX-6 Array 1.0

Format: 6x315K

Source: UCSC

Build: HG18, NCBI 36

Version Probe Length 60mer Median Probe Spacing Variable

NimbleGen 41l igigtf%.65 - CGX it ¥ CGX12

CGX-12 Array 1.0

Format: 12x135K

Source: UCSC

Build: HG18, NCBI 36

Version Probe Length  60mer Median Probe Spacing Variable
ANGEAR CGH il 153k, N CGH Zetaiiits

Human CGH 385K Chromosome 1 Tiling Array

www.yeslab.com 16



AN 1053
JEEREN
AN 1155
(SRS
N 12534
JEEREN
N 1355
(SR
N 1455
JEEREN
A 15534
JEEREN
AN 16 5
(SRS
N 1755
JEEREN
AN 1855
(SR
N19 53
(SRS
N2 553
JEEREN
N 20 5 3¢
(SR
A2l 55
JEEREN
A\ 22 5 3
JEEREN
UNER=2'S
(SRS
A 453
JEEREN
INGREE S
(SR
A 654
(SRS
N T 53
JEEREN
N 853
(SR
UNERCE
JEEREN
AN X 53
JEEREN
ANY 5

JEREN

NGtEAR CGH 5/ 10 4k, N CGH Zetafhits iy
Human CGH 385K Chromosome 10 Tiling Array
NGtk CGH A 11 S Ha R, N CGH Bt i/
Human CGH 385K Chromosome 11 Tiling Array
NG B4k CGH B 1 12 5404k, N CGH et ffits v
Human CGH 385K Chromosome 12 Tiling Array
NGtk CGH ()7 13 Sk, N CGH Jet it Jr
Human CGH 385K Chromosome 13 Tiling Array
ANGOAR CGH i 14 Sk, N CGH Jetafhits iy
Human CGH 385K Chromosome 14 Tiling Array
NG04k CGH 57 15 5404k, N CGH et fhits v
Human CGH 385K Chromosome 15 Tiling Array
ANGEtAR CGH i 16 54 A ik, N CGH Zet it
Human CGH 385K Chromosome 16 Tiling Array
ANGOAR CGH R 17 Sk, N CGH Jetafhits iy
Human CGH 385K Chromosome 17 Tiling Array
ANGetfk CGH ()7 18 S (A ik, N CGH Je it Jr
Human CGH 385K Chromosome 18 Tiling Array
NGtk CGH i 19 S H ik, N CGH Zet it
Human CGH 385K Chromosome 19 Tiling Array
NG B4k CGH B 1 2 ‘530 fk, N CGH Je ikt
Human CGH 385K Chromosome 2 Tiling Array
ANGetAR CGH ()7 20 S H A4k, N CGH Jet it Jr
Human CGH 385K Chromosome 20 Tiling Array
NGtER CGH i 21 Sk, N CGH Jetafhits iy
Human CGH 385K Chromosome 21 Tiling Array
NGtk CGH 5T 22 %5 Bt ik, A CGH Jetafhis )y
Human CGH 385K Chromosome 22 Tiling Array
ANGEAR CGH i 3 Sk, N CGH Ze it
Human CGH 385K Chromosome 3 Tiling Array
NGtk CGH 51 4 S04k, N CGH Jetafkth )y
Human CGH 385K Chromosome 4 Tiling Array
ANGetfk CGH i 1 5 5 ik, N CGH Jetaffits Jr
Human CGH 385K Chromosome 5 Tiling Array
AR CGH {5t 6 5 Yk, A CGH ettt/
Human CGH 385K Chromosome 6 Tiling Array
NGtk CGH b7 7 53t ik, N CGH Bt fkitify
Human CGH 385K Chromosome 7 Tiling Array
NGtk CGH i ) 8 Sk, N CGH Jetaffits Jr
Human CGH 385K Chromosome 8 Tiling Array
NGtk CGH 51 9 (A, N CGH Jetafkth )y
Human CGH 385K Chromosome 9 Tiling Array

NG B4k CGH B h X Jetifk, N CGH B fAts
Human CGH 385K Chromosome X Tiling Array
ANGEAR CGH (7 Y Betafi, N CGH Jetu ikt i
Human CGH 385K Chromosome Y Tiling Array

www.yeslab.com
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NimbleGen £&H CGH i/, & R W BIE R4 Z¢30 5 b+

C. elegans CGH 385K Whole-Genome Tiling Arrays

Format: 385K

Source: UCSC

Build: CE2, WS120

Probe Length  50-75mer Median Probe Spacing 137bp

NimbleGen 3% CGH &)1, 38 LU A K 4 2448 5 )

Chicken CGH 385K Whole-Genome Tiling Arrays
Format: 385K

Source: UCSC

Build: galGal3

Probe Length 50-75mer Median Probe Spacing 2586bp

MEFERIZL CGH W3, XS LR L DR 21 24 A2 it
Chicken Genome CGH Microarray Kit 244A
Distinct Biological Features 235,980

Composition Content sourced from - UCSC galGal3 (WUSTL Build 2.1) May

2006)
Probe Spacing 4 kb overall median probe spacing

NimbleGen 4 CGH ith i, 4 LA R R 20 2438 s

Cow CGH 385K Whole-Genome Tiling Arrays

Format: 385K

Source: Bovine Genome Project (Baylor College of Medicine)
Build: Btau3.1

Probe Length 50-75mer Median Probe Spacing 5779bp

NimbleGen Rt CGH i 7, T br g B PR 40 J8 A8 s

D. melanogaster CGH 385K Whole-Genome Tiling Arrays
Format: 385K

Source: UCSC

Build: DM2, April 2004

Probe Length 50-75mer Median Probe Spacing 308bp

NimbleGen %] CGH 5 7, Kk CGH 5 1 Ji LU AL IR 41 4448 5
Dog CGH 385K Whole-Genome Tiling Arra

Format: 385K

Source: NCBI

Build: canFam2, May 2005

Probe Length  50-75mer Median Probe Spacing 4675bp

www.yeslab.com
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MEMEREIE NimbleGen SEMEJE R L CGH i A 385K

22}
P. falciparum CGH 385K Whole-Genome Tiling Array sz ﬁ
Format: 385K b
Source: NCBI
Build: Dec 2004
Probe Length  50-75mer  Median Probe Spacing 48bp

K NimbleGen X fil CGH it i 385K

Rat CGH 385K Whole-Genome Tiling Array

Format: 385K

Source: Ensembl

Build: RGSC 3.4, Ensembl July, 2005

Probe Length 50-75mer pMedian Probe Spacing 5303b

WELYEEERE  NimbleGen MU E% £ CGH 15 4 385K

S. cerevisiae CGH 385K Whole-Genome Tiling Array
Format: 385K

Source: UCSC

Build: Oct 2003

Probe Length 50-75mer  Median Probe Spacing 12bp

REH NimbleGen SEBZLEMRE CGH 5 )1 385K
i
S. pombe CGH 385K Whole-Genome Tiling Array
Format: 385K
Source: NCBI
Build: Jun 2005
Probe Length  50-75mer Median Probe Spacing 8bp

BT NimbleGen Bt &£ CGH its i 385K

Zebrafish CGH 385K Whole-Genome Tiling Array

Format: 385K

Source: UCSC

Build: danRer4

Probe Length 50-75mer  Median Probe Spacing 3525bp

74 7F CGH A5y, FJEIR 4 CGH 5 )
SurePrint G3 Bovine Genome CGH Microarray
Distinct Biological Features 171,527 coding and noncoding bovine sequences

Composition Content sourced from - UCSC bosTau4 (October 2007)
Probe Spacing 11.0 KB overall median probe spacing

www.yeslab.com 19
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(ERCIE

7N ER,

B CGH it 7, JE AL COH it iy
SurePrint G3 Canine Genome CGH Microarray
Distinct Biological Features 171,534 coding and noncoding canine sequences

Composition Content sourced from - UCSC canFam2 (May 2006)

Probe Spacing 2.7 kb overall median probe spatial resolution

SRR CGH A%, SRR DL COH Y, S b A (R 4 238 s ZIN |

SurePrint G3 Chimpanzee Genome CGH Microarray

Distinct Biological Features 171,524 coding and noncoding chimpanzee
Composition Content sourced from - UCSC panTro2 (March 2006)
Probe Spacing 12.7 kb overall median probe spatial resolution

JKFG CGH it i, K FESE RN CGH it Fr, /KB LU SR A A8 s B

SurePrint G3 Rice Genome CGH Microarray

Format 4 x 180k

Distinct Biological Features 171,861 coding and noncoding Oryza Composition
Content sourced from - RGSP Build5 (June 2008)

Probe Spacing 14.9 kb overall median probe spatial resolution

TEAAE CGH S5y, ML BRI 20 CGH o8, R L A B R A1 2 A8 5

SurePrint G3 Rhesus Macaque Genome CGH Microarray

Format 4 x 180k

Distinct Biological Features 171,495 coding and noncoding Rhesus macaque
Composition Content sourced from - UCSC rheMac?2 (January 2006)

Probe Spacing 14.9 kb overall median probe spatial resolution

NimbleGen /Ml CGH 5 )1 4x720K, /M LLERFE R 41 2448 it 1 VL
Mouse CGH 3x720K Whole-Genome Tiling Array

Format: 3x720K

Source: UCSC

Build: MM9

Probe Length 50-75mer  Median Probe Spacing 3537bp

NimbleGen /)M CGH it )1 385K, /) LB A1 4448 15 )1 V1
Mouse CGH 385K Whole-Genome Tiling Array

Format: 385K

Source: UCSC

Build: MM8, NCBI 36

Probe Length 50-75mer  Median Probe Spacing 5782bp

www.yeslab.com 20
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NHHEAGE - 2.AM, N5 R 20 AR RS

Human DNA Methylation 2.1M Whole-Genome Tiling - 10 Array Set
Format: 2.1M

Source: UCSC

Build: HG18

Probe Length 50-75mer Median Probe Spacing 100bp

NS R 2.0M 28568, N AR R 20 F AL 85

Human DNA Methylation 2.1M Economy Whole-Genome Tiling - 4 Array Set
Format: 2.1M

Source: UCSC

Build: HG18

Probe Length 75mer  Median Probe Spacing  50- 205bp

AR ST AL Fr,2.1M

Human DNA Methylation 2.1M Deluxe Promoter v2 Array
Format: 2.1M
Source: UCSC
Probe Length: 50-75mer
Median Probe Spacing: 100bp
Build HG19 Promoter Upstream Tiling (bp) 8000** Promoter Downstream
Tiling (bp) 3000 Number of CpG Islands 27867 miRNA Promoters
730(-15kb to mature miRNA)

A CpG BINash 7H A F, 3x720K

Human DNA Methylation 3x720K CpG Island Plus RefSeq Promoter Array
Format: 3x720K

Source: UCSC

Build: HG18

Transcripts: 30,848

Promoters: 22,532

Number of CpG Islands: 27,728

Probe Length  50-75mer Median Probe Spacing 104bp Promoter Upstream
Tiling (bp) 2440 Promoter Downstream Tiling (bp) 610

NIAE)F HEAE N AL Bl 7 X 300 A

Human DNA Methylation 385K Promoter - 2 Array Set

Format: 385K

Source: UCSC

Build: HG18

Probe Length  50-75mer Median Probe Spacing 100bp Promoter Upstream

Tiling (bp) 3500 Promot%@ggﬁgggm Tiling (bp) 750

21



A CpG

A HOX

NIAB T PEALE I, WAL R 31 X 3 refseq (U

Human DNA Methylation 385K RefSeq Promoter Array

Format: 385K

Source: UCSC

Build: HG18

Probe Length ~ 50-75mer Median Probe Spacing 100bp Promoter Upstream
Tiling (bp) 2200 Promoter Downstream Tiling (bp) 500

NJEETHREAL RefSeq XM ith F,384K, FHIEALIN A

Human DNA Methylation 385K RefSeq XM Promoter Array

Format: 385K

Source: UCSC

Build: HG18

Probe Length 50-75mer Median Probe Spacing  100bp Promoter Upstream
Tiling (bp) 9000 Promoter Downstream Tiling (bp) 2000

N CpG WAL A B 7 LA Ay

Human DNA Methylation 385K Promoter Plus CpG Island Array

Format: 385K

Source: UCSC

Build: HG18

Number of CpG Islands: 28,226

Probe Length  50-75mer Median Probe Spacing 101bp Promoter Upstream
Tiling (bp) 800 Promoter Downstream Tiling (bp) 200

A CpG & AL v, N AL
Human CpG Island Microarray
27,800 CpG islands covering 21 MB
Enriched content sourced from UCSC hg18 (NCBI Build 36.1, March 2006)
237,220 probes in or within 95bp of CpG Islands
1x244K slide format printed using Agilents 60-mer SurePrint technology
5 slides per kit. Each slide contains one 244K microarray

NHEEALE R HOX BEFR S

Human DNA Methylation 385K HOX Targeted Tiling Array
Format: 385K

Source: UCSC

Build: HG17

Probe Length  50mer Median Probe Spacing 5bp

NH ARG A0S RNA JE 35115

www.yeslab.com
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A\ HG18

Human DNA Methylation 385K Non-Coding RNA Promoter Array
Format: 385K

Source: UCSC

Build: HG18

Probe Length 50-75mer Median Probe Spacing 50bp

NG HG18 b7 A

Human DNA Methylation 385K ENCODE HG18 Targeted Tiling Array

Format: 385K

Source: UCSC

Build: HG18

Probe Length 50-75mer  Median Probe Spacing 60bp Tiling Coverage
Tiles All ENCODE Regions

NG HGL7 Bbs A

Human DNA Methylation 385K ENCODE HG17 Targeted Tiling Array

Format: 385K

Source: UCSC

Build: HG17

Probe Length 50mer Median Probe Spacing  38bp Tiling Coverage
Tiles All ENCODE Regions

NGihith HGL7 ¥Eks 34 7, 4% 72K

Human DNA Methylation 4x72K ENCODE HG17 Targeted Tiling Array

Format: 4x72K

Source: UCSC

Build: HG17

Probe Length 50-75mer Median Probe Spacing  105bp Tiling Coverage
Tiles biologically significant ENCODE Regions (HoxA, 3-globin, Apo, among

others)

NI P, N\ CpG Byits Jr
Human DNA Methylation Microarrays
27,627 expanded CpG islands and 5081 UMR regions
Probes annotated against UCSC HG18
237,227 biological probes, median probe spacing of 97bp
244K slide format printed using Agilents 60-mer SurePrint technology
One slide per kit. Slide contains one 244K microarray.

N AL TE v
Custom DNA Methylation Microarrays - Human

Human Feature-annotated, 14.5 million probes tiled at ~100 bp hg18 Agilent

www.yeslab.com
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NG T 2.0M, /) B A R A PR AL S

Mouse DNA Methylation 2.1M Whole-Genome Tiling - 10 Array Set
Format: 2.1M

Source: UCSC

Build: MM9

Probe Length 50-75mer Median Probe Spacing 100bp

AN T 2.0M 285 /N L A DR 21 AR

Mouse DNA Methylation 2.1M Economy Whole-Genome Tiling - 4 Array Set
Format: 2.1M

Source: UCSC

Build: MM9

Probe Length  50-75mer Median Probe Spacing 255bp

N BT A B

Mouse DNA Methylation 2.1M Deluxe Promoter v2 Array
Format: 2.1M
Source: UCSC
Probe Length: 50-75mer
Median Probe Spacing: 100bp
Build MM9  Promoter Upstream Tiling (bp) 8000** Promoter Downstream
Tiling (bp) 3000 Number of CpG Islands 15969 miRNA Promoters
599 (-15kb to mature miRNA)

7 B PR 5 0 3l DR R R

Mouse DNA Methylation 3x720K CpG Island Plus RefSeq Promoter Array
Format: 3x720K

Source: UCSC

Build: MM9

Transcripts: 22,881

Promoters: 20,404

Number of CpG Islands: 15,980

Probe Length 50-75mer Median Probe Spacing  100bp Promoter Upstream
Tiling (bp) 2960 Promoter Downstream Tiling (bp) 740

N U SEAGE F, B 37 X AR e 385K

www.yeslab.com

/MR



CpG

Mouse DNA Methylation 385K Promoter - 2 Array Set

Format: 385K

Source: UCSC

Build: MM8

Probe Length 50-75mer Median Probe Spacing 100bp Promoter Upstream
Tiling (bp) 3250 Promoter Downstream Tiling (bp) 750

/IMNER

NRR BT A Fr, 385K,

Mouse DNA Methylation 385K RefSeq Promoter Array

Format: 385K

Source: UCSC

Build: MM8

Probe Length 50-75mer Median Probe Spacing 100bp Promoter Upstream
Tiling (bp) 2000 Promoter Downstream Tiling (bp) 500

/N, 385K RefSeq XM i a1~ X A H F6 4005

Mouse DNA Methylation 385K RefSeq XM Promoter Array

Format: 385K

Source: UCSC

Build: MM8

Probe Length  50-75mer Median Probe Spacing 100bp Promoter Upstream
Tiling (bp) 7000 Promoter Downstream Tiling (bp) 2000

/N CpG HIIEAL IR 8 1 AL Ay

Mouse DNA Methylation 385K Promoter Plus CpG Island Array

Format: 385K

Source: UCSC

Build: MM8

Number of CpG Islands: 15,963

Probe Length  50-75mer Median Probe Spacing Promoter Upstream Tiling
(bp) 1300 Promoter Downstream Tiling (bp) 500

/N CpG B HEAL S Fr

Mouse CpG Island Microarray

16,030 CpG islands

Enriched content sourced from UCSC mm9 (NCBI build 37, Jul 07), February 2006)
97,652 probes in or within 95bp of CpG Islands
2 x105K slide format printed using Agilents 60-mer SurePrint technology

/N B R R S S A

Custom DNA Methylation Microarrays - Mouse

Mouse Feature-annotated, 13 million probes tiled at ~119 bp mm8 Agilent

www.yeslab.com 25
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Rat DNA Methylation 2.1M Whole-Genome Tiling - 10 Array Set
Format: 2.1M

Source: UCSC

Build: RN34

Probe Length 50-75mer Median Probe Spacing 100bp

KB AL A 2.1M 230

Rat DNA Methylation 2.1M Economy Whole-Genome Tiling - 4 Array Set
Format: 2.1M

Source: UCSC

Build: RN34

Probe Length  50-75mer Median Probe Spacing  250bp

K CpG &y HHHEAL N A 2l X I R

Rat DNA Methylation 3x720K CpG Island Plus RefSeq Promoter Array
Format: 3x720K

Source: UCSC

Build: RN34

Transcripts: 15,600

Promoters: 15,287

Number of CpG Islands: 15,790

Probe Length  50-75mer Median Probe Spacing 100bp Promoter Upstream

Tiling (bp) 3880 Promoter Downstream Tiling (bp) 970

PN OEESIRREE i UYEY

Rat DNA Methylation 385K Promoter - 2 Array Set
Format: 385K

Source: Ensemble

Build: RGSC3.4

Probe Length 50-75mer  Median Probe Spacing  105bp Promoter Upstream

Tiling (bp) 4500 Promoter Downstream Tiling (bp) 1125

KA )T R R4 A refseq

www.yeslab.com

KB,

26



K CpG

Rat DNA Methylation 385K RefSeq Promoter Array

Format: 385K

Source: Ensemble

Build: RGSC3.4

Probe Length  50-75mer Median Probe Spacing  105bp Promoter Upstream
Tiling (bp) 2250 Promoter Downstream Tiling (bp) 500

PN

Kl CpG HEAL IR B 7 HEAL S Ay

Rat DNA Methylation 385K Promoter Plus CpG Island Array

Format: 385K

Source: Ensembl

Build: RGSC 3.4

Number of CpG lIslands: 15,809

Probe Length  50-75mer Median Probe Spacing Promoter Upstream Tiling
(bp) 1300 Promoter Downstream Tiling (bp) 500

KB EAL T2 8
Custom DNA Methylation Microarrays - Rat
Rat Coordinate-annotated, 10 million probes tiled at ~120 bp rn3.1 Agilent

www.yeslab.com
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A8 T

PR TR S F 385K, UL A Ak A4 U REAL S )7

A. thaliana DNA Methylation 385K Whole-Genome Tiling - 3 Array Set
Format: 385K

Source: NCBI

Build: TAIR6.0

Accession Numbers: NC_003070,NC_003071,
NC_003074,NC_003075,NC_003076

Probe Length 50mer Median Probe Spacing 90bp

PRI R 37 AL i 358K

A. thaliana DNA Methylation 385K Promoter - 2 Array Set

Format: 385K

Source: NCBI

Build: TAIR6.0

Probe Length 50-75mer Median Probe Spacing  102bp Promoter Upstream
Tiling (bp) 3000 Promoter Downstream Tiling (bp) 750

R R 37 AL i 358K

A. thaliana DNA Methylation 385K Minimal Promoter Array

Format: 385K

Source: NCBI

Build: TAIR6.0

Probe Length ~ 50-75mer Median Probe Spacing  102bp Promoter Upstream
Tiling (bp) 1200 Promoter Downstream Tiling (bp) 300

TR I+ F A L A

Custom DNA Methylation Microarrays - Arabidopsis

Arabidopsis Coordinate-annotated, 735 thousand probes tiled at ~100 bp Athl
Agilent

www.yeslab.com
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PN

e

F g b #EAR FHBLAL L 7 0 KA , ENCODE CF HIBAL

Dog DNA Methylation 385K ENCODE CF2 Targeted Tiling Array

ormat: 385K

Source: UCSC

Build: CF2

Probe Length 50mer Median Probe Spacing 45bp Tiling Coverage
Tiles All ENCODE Regions

WP CGH el i, A E X aCGH it A 2.1M

Custom DNA Methylation 2.1M Array
Format: 2.1M
Source: Customer-defined
Build: Customer-defined
Probe Length  50-75mer  Median Probe Spacing Uniform or mixed-density
Design Options
Whole-genome, single or multiple chromosomal regions per array.

2t RS E I A

Custom DNA Methylation Microarrays - C. elegans
C. elegans Coordinate-annotated, 718 thousand probes tiled at ~100 bp Ce2
Agilent

R FR LA E I A

Custom DNA Methylation Microarrays - Drosophila
Drosophila Coordinate-annotated, 447 thousand probes for whole genome with

~100bp spacing Dm2 Agilent

Pt F AL 2 S

Custom DNA Methylation Microarrays - Arabidopsis

S. cerevisiae Feature-annotated. Whole genome with ~9 bp spacing SacCerl
Agilent

S. pombe Coordinate-annotated, whole genome - Agilent

www.yeslab.com
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et R R R UTE O Fr

N AR R B i e s LD Te S, A chip 57 2.1M

Human ChlIP-chip 2.1M Whole-Genome Tiling - 10 Array Set

Format: 2.1M

Source: UCSC

Build: HG18Probe Length 50-75mer Median Probe Spacing  100bp

NAFERA G 5 GBI TTRE D, A chip i 4558 2.1M

Human ChlIP-chip 2.1M Economy Whole-Genome Tiling - 4 Array Set
Format: 2.1M

Source: UCSC

Build: HG18

Probe Length 50-75mer Median Probe Spacing  205bp

A\ ENCODE ChlIP-chip % J, A\ & B it 5% 3L iiE ENCODE,

Human ENCODE ChIP-on-chip Microarray

153,000+ probes total represented within specific ENCODE regions of
chromosomes 1-22

Each Human ENCODE microarray is optimized using validated probes proven
to deliver the robust hybridization and optimal binding critical to reliable data.

1x244K slide format printed using Agilents 60-mer SurePrint technology

Slide contains one 244K microarray

NS 7R i LI LS, 2.1M

Human ChlIP-chip 2.1M Deluxe Promoter v2 Array
Format: 2.1M
Source: UCSC
Probe Length: 50-75mer
Median Probe Spacing: 100bp
Build HG19 Promoter Upstream Tiling (bp) 8000** Promoter Downstream
Tiling (bp) 3000 Number of CpG Islands 27867 miRNA Promoters
730(-15kb to mature miRNA)

www.yeslab.com
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NJHBIT ChiP-chip 5 R, AR 31 XIS Rt i B UTHE L5, 3x720K
Human ChiIP-chip 3x720K RefSeq Promoter Array

Format: 3x720K

Source: UCSC

Build: HG18

Transcripts: 30,893

Promoters: 22,542

Probe Length  50-75mer Median Probe Spacing  100bp Promoter Upstream A
Tiling (bp) 3200 Promoter Downstream Tiling (bp)
800

NI B 7 XIS i e 5, 385K

Human ChlIP-chip 385K Promoter - 2 Array Set

Format: 385K

Source: UCSC

Build: HG18

Probe Length  50-75mer Median Probe Spacing 102bp Promoter Upstream
Tiling (bp) 3500 Promoter Downstream Tiling (bp) 750

NJAzhT ChIP-chip i3 )7, refseq 385K

Human ChlIP-chip 385K RefSeq Promoter Array

Format: 385K

Source: UCSC

Build: HG18

Probe Length  50-75mer Median Probe Spacing 100bp Promoter Upstream
Tiling (bp) 2200 Promoter Downstream Tiling (bp) 500

N BB TR 0 o JLPTIE 5, refseq XM 385K

Human ChlIP-chip 385K RefSeq XM Promoter Array

Format: 385K

Source: UCSC

Build: HG18

Probe Length ~ 50-75mer Median Probe Spacing  100bp Promoter Upstream
Tiling (bp) 9000 Promoter Downstream Tiling (bp) 2000

A ChiIP-chip 3875 1, AR B)T X Gs (i i e, M

SurePrint G3 Human Promoter Kit, 1x1M

Distinct Biological Features 966,092

Internal Quality Control 7,924

Genes Represented ~21,000 of the best-defined human genes as represented by
RefSeq

Probe Spacing 75 KB overall median probe spacing (higher in ISCA regions)
Composition Content sourced from - UCSC hg19 (NCBI Build 36, February 2009)
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A HOX

N
ENCODE

A ChIP-chip A 85 i, MR 8l 1 X B 5 S B JLUTTE, 2x400K

SurePrint G3 Human Promoter 2x400K Kit

Distinct Biological Features 414,043

Internal Quality Control 6,245

Genes Represented ~21,000 of the best-defined human genes as represented by
RefSeq

Probe Spacing 172 bp overall median probe spacing

Composition Content sourced from - UCSC hg19 (NCBI Build 36, February 2009)

A ChIP-chip JA 3)F .t 7, N A 87 X G 85 % L PTTE, 1x244K

Human Promoter Microarray Kit, 2-Design Set, 1x244K

Distinct Biological Features 243,504

Internal Quality Control 6,245

Genes Represented ~21,000 of the best-defined human genes as represented by
RefSeq

Probe Spacing 172 bp overall median probe spacing

Composition Content sourced from - UCSC hg19 (NCBI Build 37, February 2009)

A HOX #ifx ChIP-chip 5, N 48 i e JLitiE HOX #UbRit A

Human ChIP-chip 385K HOX Targeted Tiling Array
Format: 385K

Source: UCSC

Build: HG17

Probe Length  50mer Median Probe Spacing  5Sbp

NAEZRES RNA $IUBR ChiP-chip (5, NG 85 s 3L T RS0 TE RNA SEFR.C A

Human ChlIP-chip 385K Non-Coding RNA Targeted Tiling Array
Format: 385K

Source: UCSC

Build: HG18

Probe Length 50-75mer Median Probe Spacing 50bp

A\ ENCODE HG18 #i45 ChIP-chip it J, A JL 8 i S i Heyiie g i HG18 #lAw.t5 v

Human ChiP-chip 385K ENCODE HG18 Targeted Tiling Array

Format: 385K

Source: UCSC

Build: HG18

Probe Length 50-75mer Median Probe Spacing 60bp Tiling Coverage
Tiles All ENCODE Regions

A\ ENCODE HG17 iz ChIP-chip it

www.yeslab.com
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Human ChIP-chip 385K ENCODE HG17 Targeted Tiling Array

Format: 385K

Source: UCSC

Build: HG17

Probe Length 50mer Median Probe Spacing 38bp Tiling Coverage Ch | P'Chlp
Tiles All ENCODE Regions

A

A ENCODE HG17 ##5 ChIP-chip i /,4*72K

Human ChIP-chip 4x72K ENCODE HG17 Targeted Tiling Array

Format: 4x72K

Source: UCSC

Build: HG17

Probe Length 50-75mer Median Probe Spacing 105bp Tiling Coverage
Tiles biologically significant ENCODE Regions (HoxA, 3-globin, Apo, among

others)
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/N Z)F ChIP-chip 45 1,2.1M
/IR

Mouse ChIP-chip 2.1M Deluxe Promoter v2 Array
Format: 2.1M
Source: UCSC
Probe Length: 50-75mer
Median Probe Spacing: 100bp
Build MM9 Promoter Upstream Tiling (bp) 8000** Promoter Downstream
Tiling (bp) 3000 Number of CpG Islands 15969 miRNA Promoters

599 (-15kb to mature miRNA)

/N JE BT ChIP-chip it 4,3x720K

Mouse ChIP-chip 3x720K RefSeq Promoter Array
Format: 3x720K

Source: UCSC

Build: MM9

Transcripts: 22,881

Promoters: 20,404

Probe Length 50-75mer Median Probe Spacing 100bp Promoter Upstream
Tiling (bp) 3200 Promoter Downstream Tiling (bp) 800

/NERJE BT ChIP-chip 5 )47,385K

Mouse ChIP-chip 385K Promoter - 2 Array Set

Format: 385K

Source: UCSC

Build: MM8

Probe Length 50-75mer Median Probe Spacing 100bp Promoter Upstream
Tiling (bp) 3250 Promoter Downstream Tiling (bp) 750

/NEJE BT ChIP-chip i85 )4,/ B chip 385K it 4

Mouse ChIP-chip 385K RefSeq Promoter Array

Format: 385K

Source: UCSC

Build: MM8

Probe Length 50-75mer Median Probe Spacing 100bp  Promoter Upstream
Tiling (bp) 2000 Promoter Downstream Tiling (bp) 500

www.yeslab.com
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goe oSkl

N BT IR (0 5T S e SR TIE S - RefSeq XM, /MR, chip 385K it A

Mouse ChIP-chip 385K RefSeq XM Promoter Array

Format: 385K

Source: UCSC

Build: MM8

Probe Length 50-75mer Median Probe Spacing 100bp Promoter
Upstream Tiling (bp) 7000 Promoter Downstream Tiling (bp) 2000

/I AT G (5 S B LUTTE L5 1, /N B chip L5 2.1M

Mouse ChIP-chip 2.1M Whole-Genome Tiling - 10 Array Set
Format: 2.1M

Source: UCSC

Build: MM8

Probe Length 50-75mer Median Probe Spacing 100bp

/D AT G (0 5 S B LUTTE L5 1, /N B chip S 2258 2.1M

Mouse ChIP-chip 2.1M Economy Whole-Genome Tiling - 4 Array Set
Format: 2.1M

Source: UCSC

Build: MM8

Probe Length 50-75mer Median Probe Spacing 203bp

/I ChIP-chip A 875 Fr /N R Bl 5 Xt i e e 3L TTE, 1XAM
SurePrint G3 Mouse Promoter Microarray Kit, 1x1M
Composition Content sourced from

UCSC mm9 (NCBI Build 37), July 2007

/NER ChIP-chip J3 87t A /NS 8 7 X Qe o S s L,  2x400K
SurePrint G3 Mouse Promoter Microarray Kit, 2x400K

Distinct Biological Features 415,814
Internal Quality Control 6,009

Genes Represented ~19,000 of the best-defined mouse genes as represented by

RefSeq
Probe Spacing 93 bp overall median probe spacing
Composition Content sourced from

UCSC mm9 (NCBI Build 37), July 2007

/I, ChIP-chip i 2l 15 7 ANUR 1 DX BT L DTE, 1x244K

www.yeslab.com
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SurePrint G3 Mouse Promoter Microarray Kit, 1x244K

Probes/Microarray ~17,000

Genes Represented ~19,000 of the best-defined mouse genes as represented by

RefSeq

Composition Content sourced from Chl P-Chlp
UCSC mm8 (NCBI Build 36)

/INER

AINEUEH] ChIP S, /N ChiP-chip 45 /N U S 6 5 S JL i
Custom ChIP-on-chip Microarrays
Mouse Feature-annotated, 13 million probes tiled at ~119 bp mm8 Agilent
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KB AR P AL G i S B LD TTE 5 v, KB chip 57 2.1M

Rat ChIP-chip 2.1M Whole-Genome Tiling - 10 Array Set
Format: 2.1M

Source: UCSC

Build: RN34

Probe Length 50-75mer Median Probe Spacing  100bp

KRJEB)F ChiIP-chip 57, K BB 87 I 0 5 s Feytve o, KR chip

3x720K 5 A

Rat ChlIP-chip 3x720K RefSeq Promoter Array
Format: 3x720K

Source: UCSC

Build: RN34

Transcripts: 15,600

Promoters: 15,287

Probe Length 50-75mer Median Probe Spacing 100bp  Promoter Upstream
Tiling (bp) 4280 Promoter Downstream Tiling (bp) 1070

KEE )T ChIP-chip 5, K EUR 3 7 A (4 i fe s 2L PTIE & fr, KB chip 385K
JiYay

Rat ChIP-chip 385K Promoter - 2 Array Set

Format: 385K

Source: Ensemble

Build: RGSC3.4

Probe Length  50-75mer Median Probe Spacing  105bp Promoter Upstream
Tiling (bp) 4500 Promoter Downstream Tiling (bp) 1125

KEUA 8D 7 ChiP-chip 51, K U 85 X3 G 5 S B LD THE &5 1, K chip refseq
385K 5

Rat ChIP-chip 385K RefSeq Promoter Array

Format: 385K

Source: Ensemble

Build: RGSC3.4

Probe Length 50-75mer Median Probe Spacing 105bp Promoter Upstream
Tiling (bp) 2250 Promoter Downstream Tiling (bp) 500

www.yeslab.com
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A8 T

2t

BT FFIE 2 ChIP-chip 5 H

A. thaliana ChIP-chip 385K Whole-Genome Tiling - 3 Array Set
Format: 385K

Source: NCBI

Build: TAIR6.0

Accession Numbers: NC_003070,NC_003071,
NC_003074,NC_003075,NC_003076

Probe Length  50mer Median Probe Spacing  90bp

BRI IFE 3+ ChIP-chip 5 H

A. thaliana ChlIP-chip 385K Minimal Promoter Array

Format: 385K

Source: NCBI

Build: TAIR6.0

Probe Length  50-75mer Median Probe Spacing  102bp Promoter Upstream
Tiling (bp) 1200 Promoter Downstream Tiling (bp) 300

PRI A Bl XA 0 o B LTI L5 7

A. thaliana ChIP-chip 385K Promoter - 2 Array Set

Format: 385K

Source: NCBI

Build: TAIR6.0

Probe Length 50-75mer Median Probe Spacing  102bp Promoter Upstream
Tiling (bp) 3000 Promoter Downstream Tiling (bp) 750

AT ChIP-chip 5 1 0L w7+ e 85 G2 JL P, 1x244K

Arabidopsis Genome Microarray Kit, 2-Design Set, 1x244K

Composition Content sourced from

- Arabidopsis Ath2

Probes Tiled across whole Arabidopsis genome with 212 nt average spacing

ChIP g il Fr, R ChIP-chip j& fil.t v SRS I+ 0 G 10 i S e Lt ie
Arabidopsis Coordinate-annotated, 735 thousand probes tiled at ~100 bp Athl
Agilent

£k ILELRI 4 ChIP-chip i H
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C. elegans ChlP-chip 2.1M Whole-Genome Tiling Array
Format: 2.1M

Source: Wormbase

Build: WS180

Probe Length 50-75mer Median Probe Spacing  40bp

e A R 21 et it S e I ITE L5 J, 385K

C. elegans ChlIP-chip 385K Whole-Genome Tiling - 3 Array Set
Format: 385K

Source: UCSC

Build: CE2

Probe Length 50mer Median Probe Spacing 86bp

2 ih ChIP-chip (b 2k ALt i S B AL TIE, 1x244K

C. elegans Genome Microarray Kit, 2-Design Set, 1x244K
Composition Content sourced from

- C. elegan Ce2

Probes Tiled across whole Arabidopsis genome with 212 nt average spacing

ChIP 2t i, 2k ChIP-chip & it Fr, 2 HUR B S Lot

Custom ChIP-on-chip Microarrays Rat
C. elegans Coordinate-annotated, 718 thousand probes tiled at ~100 bp Ce2
Agilent

R FE 4] ChIP-chip i, i chip ‘B H 2.1M

D. melanogaster ChlP-chip 2.1M Whole-Genome Tiling Array
Format: 2.1M

Source: UCSC

Build: DM5

Probe Length 50-75mer Median Probe Spacing 55bp

SR AR DN A G € i S B LTI 5, R chiip o5 385K

D. melanogaster ChIP-chip 385K Whole-Genome Tiling - 3 Array Set
Format: 385K

Source: UCSC

Build: DM2

Probe Length 50mer Median Probe Spacing 97bp

iy ChIP-chip it 7, Hlif g €6 5 G i T, 1x244K

www.yeslab.com
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PN 7R

S P 1

Drosophila Genome ChlP-on-chip Microarray Set, 1x244K

Composition Content sourced from - DrosophilaDM2
Probes Tiled across whole Drosophila genome with 233 nt average spacing

Manufacturing  Agilent 60-mer SurePrint technology

ChIP il B, Wil ChIP-chip & il Fr, S s Y 05 S e JLiiie

Custom ChIP-on-chip Microarrays Arabidopsis
Drosophila Coordinate-annotated, 447 thousand probes for whole genome with
~100bp spacing Dm2 Agilent

BTy ChIP-chip Ja 2l 1t i BEH £ 5 3)) 1 X 4 05T fe & LT3, 1x244K

Zebrafish Promoter Microarray Kit, 2-Design Set, 1x244K

Composition Content sourced from

- Zebrafish zv4

Probes Probes tiled across Zebrafish promoter regions representing 11,000
transcripts

Fgmh AR ChIP-chip o Fr A 44 (05 9% 23T e .05 Fr ,ENCODE CF #Uf% chip i

Dog ChIP-chip 385K ENCODE CF2 Targeted Tiling Array

Format: 385K

Source: UCSC

Build: CF2

Probe Length 50mer  Median Probe Spacing 45bp Tiling Coverage
Tiles All ENCODE Regions

RIT 4 J DRT 2 G 0 Jo e B L THE L5 R chiip 85 F 385K

E. coli ChIP-chip 385K Whole-Genome Tiling Array
Format: 385K

Source: RefSeq

Build: NC_000913.1

Probe Length 50mer Median Probe Spacing 24bp

P e B 4 AT 2 e €0 Jot S B3R THE L5 BRI B chip o5 Fr 385K

S. cerevisiae ChlIP-chip 385K Whole-Genome Tiling Array
Format: 385K

Source: RefSeq

Build: sacCerl

Probe Length  50mer Median Probe Spacing 32bp

ChIP-chip & il F, B P i
Ja G 5 G g FL YT

www.yeslab.com
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Custom ChlP-on-chip Microarrays S. cerevisiae

S. cerevisiae Feature-annotated. Whole genome with ~9 bp spacing SacCerl
Agilent

S. pombe Coordinate-annotated, whole genome - Agilent

SEWYZLEE  ChIP-chip & Il Fr, ST G I B
[iE4 Ji G0 e % ST

Custom ChIP-on-chip Microarrays S. pombe

S. cerevisiae Feature-annotated. Whole genome with ~9 bp spacing SacCerl
Agilent
S. pombe Coordinate-annotated, whole genome - Agilent

SEINZBEEERE ChIP-chip s F,4x44K

S. pombe Genome Microarray, 4x44K

Gene List Annotations Design Files Probe Sequences
Composition Content sourced from -

~85% of the non-repetitive portion of the S.

pombe genome (~12.5 MB)

Probes Average probe spatial resolution is ~290 nt
Manufacturing  Agilent 60-mer SurePrint technology

1 fERE ChIP-chip it A A RE Y €0 5 G5 JL 3T vE

Yeast Genome Microarray Kits

Composition Content sourced from

- S. cerevisiae sacCerl

Probes Average probe spatial resolution is ~290 nt (4 x 44K slide format) or ~50
nt (1 x 244k slide fornat)

www.yeslab.com



SNP & H
SNP Microarray

N Affymetrix A2 SNP6.0 5 SNP ih |

Genome-Wide Human SNP Array 6.0
Affymetrix *J- & ,SNP6.0 5 F & 47851 906,600 4~ SNPs DK id 946,000 AN T4+ DUBAS SR ET

FERMA&FR: Human omni-1 quad beadchip

HA{ER: Human omni-1 quad &5 ik B F A LT AER LRI pas 5. s T 114 754
PREHE B, ATUAFE—ik S R ESPATHET 4 AMFEARIRLI . 2305 R & X 55 SNPs, #7428 SNPs, #5111
HOBA (CNVD -, B A e (8 1) 2 PR 21 DX 5 PRT 2 X ol e 1 R

¥3%% Tag SNPs: 4 HapMap $ki%tr%: SNP, 7Er*> 0.8 Hij#2 K, Caucasian(CEU), Han
Chinese/Japanese (CHB/JPT)1 Yoruba (YRI) A Ffr 3 K120 75 75 %< 43 7)) 4 95%, 94%7F11 85%. $24L T i
FRPEF RN e %, AERE AL P24 1] K5 2.4kb.

CNV R4 #5458 75 7 CNV sk I8/ Be s HilIX. 48, megasatellites, SNP 7031, MHC [X ; 7 7% Database
of Genomic Variants(DGV) %4 17 o TR 18 CNV X 45 284152 7% DGV 58l 12 b i AR RS CNV X
i, 7EH T 6,000 A~ WL /% 5,000 ML) CNV XEKA, “T-E4A CNV XI5 10-15 Mz s, ) 1.2
kb,

TEZ T8 55 14 SNP A7 sh4H 18,000 A SNP 55 T il ik GWAS WF 5143 21 5 N B AHOG I 2L X
1%, 50,000 4~E[F]E SNPs, 41 62,000 /4~ SNPs 7 i 100 /M Ak K AL X 15 .

ADME(Absorption, Distribution, Metabolism, Excretion)#RK: 17 ADME H:XH1(1) 22,429 SNP.
MHC R3#: {4 19,081 /4~ SNP #5ic 1 495 4 indel #xic.

PR AR 27,493 > X GelfRA G, 2,322 A Y B p7 a1, 1,157 D G R X (PAR)SNP {7 £
£RifE SNP: 27 mtSNP,

FEE&FK:  Human omni-express beadchip

H{EE: Human omni-express A7 i AFIER 11T HapMap =AM BERFFC I s, 5 55
SNPs, #5% SNPs, # U125k (CNV) , S HoAl w4 {e Al 3k DA 40 X ek - 4R %

4t 700,000 Z /M A, AFKGEF T RIS EI 12 MEA . 76 r°> 0.8 F4EF, 76 CEU, JPT+CHB, YRI %%
NP4 25 %0 50k : 0.91, 0.91, 0.68. CNV [XI°F-¥[f]f% 4.0kb.

FEE&FK:  HumanlM-duo beadchip

BHRMER: Human IM-duo R 0 Tl —F D /MREHE B, w3k i EPATBEAT 2 MFEAR )
R o AZK0 A B R LR SNPs, #7285 SNPs, #5 TUEUBEL (CNV) -, B HoAth i U {E P 55 DR 4 DX 45 1 T
PREE, WIRHERE I T —SSBAr L Qe BEI0 T WA G SNP A7 5, RIE IR — LU 5L PRI 20 G IX o 2%
JE{¥) SNP 47 55

¥3%% Tag SNPs: 4t HapMap $ki%tr%: SNP, 7Er*> 0.8 Hij#2 K, Caucasian(CEU), Han
Chinese/Japanese (CHB/JPT)1 Yoruba (YRI) A Ffr 3 K120 75 75 %< 43 71 4 96%, 95%7F11 86% . #2243k T f& i
FRPEF RN e %, AERE AL P24 1] K5 2.4kb.

CNV Xi: #4175 T CNV mk X sin i B il X 5, megasatellites, SNP 3%, MHC [X ;78 7 Database
of Genomic Variants(DGV)3 i TR S0 CNV X 3845 G 1478 % DGV B 5 i R IR S0 CNV X
e

ADME(Absorption, Distribution, Metabolism, Excretion)Z & : 20,000 £/~ SNPs 7 5 300 £1~52i)
ARTAH I E PR 201X 35

MHC Xi: 14 10,415 /> SNP 45t fil 483 4 indel #xict.

PRtk 45501 N X Rt R o, 4,637 Y ARl 979 MMy R (LRI (PAR)SNP fiL sl
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Zehifk SNP: 138mtSNP.

FEE&FK:  Human 660w-quad beadchip

BRER: ICE ek BT T 4 RS IR, B AR TR A B, b Tk
AR R 22 1B T 2R T HumanHap550 5 7 1 A 2%, LARAISME N T 100,000 itk ARid .
Human 660w-quad b SNPs EA% 5kb (1% BERB) 5 ip A BRI A b S0 T 2R RAH i 2 4R CNV X
B OF BEE I RIS SNP LRI IX 1) , Human 660w-quad %t 7 — 2845 i RE ARk 34T 5T .

FEE&FK: HumanCytoSNP-12 beadchip

RSB 7 300,000 MEAEARICERET IR S 300 £ ANSEAREAT AR RH, | IZ B D5 pericentromeric
DX (5 PRI 2 46 A Hh ARG e R DX SR X R e (R R A48 rT R I 400 RS 5 RFBIE B )
AR A P 5 4 P AR A PR DR RH S £

P4 #: HumanCVD BeadChip
AR 7 48,742 4 SNP 4, Wil 2100 £ 5.0 MEEF (CVD) AHIMk R o 5%k
EURRBIISCER . DML PRR (CVD) BT LA K BB 4 JE R 20 S IBE 23 BT I W

PERARK: PEAHSE SNP 45 )7 (Cancer Panel)

BHFER: LY 400 ANHRAHKIERK >1400 A SNP fric, {5 EKIUETEHE NIHSNPS00 [ifg $df
JZ http://snp500cancer.nci.nih.gov/ .

FEEAFR:  DNA Jfs

BRER: % 360 4 SNP i, AILAAEBEAT AL A S50 2 BN A dh Bh AT T4t

4 SNP B R R%

FERAFR: illumina BovineSNP50 Genotyping BeadChip

BRER: llumina 2] 58050 L A TFR 2 SNPS0 JEELE 1, it )1 & idid 54, 000 4~ SNP
PREF, SNP {52k A Illumina Genome Analzyer 745 5 A O R AT A LAF B o Zot il 08T 12 AMFEA,
SE T A SRR S IR 20500 AR SR B T B 2 SNP5S0 & [RILES i SNP {7 s iFSF341E) BR 4 51.5kb, AHE T4
FER A4, e B RO A, PO 2 A5 A 75, 2T VEREH S B, T A AL

# SNP A RS

FEf&FR: illumina PorcineSNP60 Genotyping BeadChip

BHAER: & SNP60 HFE 4 L8 &l llumina (1) iSelect 1 H 5 @ R4 5ithss S1ETT K. BES
1L 60000 4~ SNP A7 5, LI 5E 40kb 17— AMhRid, EaE AR, 12 FEAS R8G5 T 25

FEERZE 5, AEFERRE, KO, R 2BARER, Smtis, i@ 0bemg iy SNP %%,

N5 AR R A AT LB AT 7o, e AR SE. MEBE a4, Su Bk . iR
ESET/ SR

I SNP B A RS

FERAF: illumina EquineSNP50 Genotyping BeadChip

BRER: &% 54, 6024 SNP 7, XL g8 — 404 fE 15 AN Fp UL AR R A P b B
Bl 5 Bk B AR AL Rl ) SNPS0 FERE F SNP [¥)°F- £ [ Ff 4 43.2kb. 1%HE R a] [ i Al
12 MFEAR, AR AR FUERBE T W fig, 90 40 25 DR DG IBERIE S0 468 8 B MR TR RIS

) SNP 5 IRSS
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FERAFK: illumina CanineSNP20 Genotyping BeadChip

WBRER: R SNP20 FEEE R & A KA SN SNP e, “FRMIRE Y 22362bp, W LARHMESR] —Fh %K IR
RIGHATAFERA TR . lllumina A F TS5 CanFam2.0 &1F, Pkt m 2 &AL S LS e R R R TRR
FMHE. Ui SNP P E LN AEIK 8 M7, A% P rl W A R IR 707 o % R vl )
R 12 ANFEA, KKIA T 49, K BeadArray HiAR%it, KF PCR ZH K Infinium J7i550 07, &
F EAWIFRIRERN A &G, callrate (EFEE A,

FEF%FR: illumina Canine HD Genotyping BeadChip

BRAER: S AR ) B R R A AT [ IR 170,000 AMEREF . REFKGES AL 12 MFEA

2 SNP W H RS

FEfh4&FR: illumina OvineSNP50 Genotyping BeadChip
BRER: 3 SNP50 K4 845 Fr &l llumina (¥ iSelect T H 5 E R EER A2 SEFR. BEE

i1 50000 4~ SNP fi7 g1, “FI%: 46kb H

AbRid, Ea AN ERA . I 12 FEAS RS T 2

BN ZES, PRt BERAUL B SNP L, WML xR IR T s LAt o

EK SNP A RS

FEfA&FR: Maize SNP50 Genotyping BeadChip
BHER: FKRERSAEF, 75 50,000 4~ SNP #4F, A5 v] WA 24 AN FEA

Affymetrix 7/K#& SNP & H

GeneChip® Rice 44K SNP Genotyping Array

including indica, aus, tropical japonica, temperate japonica, and group V. 44,100 SNPs

* ~1 SNP every 10 kb throughout the 12 chromosomes of rice

* 12 probes per SNP

» Median call rate of 95.9 percent for more than 400 diverse O. sativa (inbred) accessions

« Greater than 99 percent average pair-wise concordance of technical replicates

« Greater than 92 percent average call rate
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NANE AR 2.1M

NimbleGen Sequence Capture Human Exome 2.1M Array
Format: 2.1M

Source: UCSC

Build: HG18 or HG19

# of Probes 2.1M  Capture Target Size

Up to 50Mb

T PSR, 2 000 3 S SRoE il R 2.1M
Custom Human Sequence Capture 2.1M Array
Format: 2.1M
Source: UCSC
Build: HG18 or HG19
# of Probes 2.1M Capture Target Size

Up to 50Mb

Titanium HLAL R I E PSSR R, 2 080 7 513 382 il 1 385K
Titanium Optimized Sequence Capture 385K Array
Format: 385K
Source: UCSC
Build: HG18 or HG19
# of Probes 385K Capture Target Size
Up to 5Mb

FE SUPBIIGE , 2 00 7 ST AR E il - 385K

Custom Sequence Capture 385K Array

Format: 385K

Source: UCSC

Build: HG18 or HG19

# of Probes 385K Capture Target Size
Up to 5Mb

DNA #5143k 4% /i, SureSelect DNA Capture Array
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MiRNA It H

microRNA Microarray

AZ miRNA & H Human miRNA OneArray v3
AZE miRNA £/ Human miRNA OneArray® v3
%% Sanger miRBase ¥i/F release 17 HIFHIBATHE ¥, A2 miRNA &
R v3 HREFA 2

*:4 Homo sapiens

WHh SR A%

WHAEKS hsa

WHPECAF Human

miRNA #EH%r 1,711

SRR R miRNA % 1,732

mMiRNA #EFEZE 3

PRS2 189

SERE 5,322

PMR&K R mMIiRNA B H Mouse&Rat miRNA OneArray v3
/MRE&KE miRNA 5 F Mouse&Rat miRNA OneArray® v3, 2% Sanger
miRBase #Jli/%E release 17 KIFFIHHTHAE BETH
NR&A R, miRNA 5 H v3 HEFRE

*:4 Mus musculus Rattus norvegicus

WHB SR MR KR

WHIE 2P Mouse Rat

EHMRES mmu mo

miRNA #4540 1,086 676

JITRE R mIRNA 30 1,111 680

RmMIiOA v3 miRNA #EHE4L 1,320

RmIOA v3 Jirxf WK i miRNA &% 1,791

mMiRNA #REFESZE 3

PEHREH 144

SREH 4,104
UM S RRA 442 > miRNA BREHEITER.

BUEY): BEOF. KRB KE. TR, BE. B4, FWESE niRNA )T

BEAEY) mIRNA S H v3 J22% Sanger miRBase #(#i /% release 17 (¥)741
BEATERERSEUE S JF LA I mn g A R AR AT B 2277 v P s BRI T UK
T KRS, m%es M. Tk, BARREAEGRE WA miRNA BREFF41,

FEPIREL
B mIRNA S H v3 JE2% Sanger miRBase %% release 17 (11741
BATERE B, JLok 1,018 AN, AIRENE] 1,817 AMMAK miIRNA.  fEERE!
B R, AR AR, BEAT PR Tm HIC . e —Ua L,
H—/4 miRNA FHIAA 3 ANEE BT .
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