Retrovirus Packaging Kit Eco
Retrovirus Packaging Kit Ampho

TaKaRa Code 6160
TaKaRa Code 6161

RZ5} retrovirus vectorE 0|28t EX MIZE2o| SAAF ol
SHFHUAE SFSEMA o MestE2E &V(H0|1n Aoz
grsist 4= QICL Ol O|FE retrovirus vectore= R&AF X2 22

oF ofiiet 2 Fofoff H2| O|8E1 UL TaKaRaGM=
retrovirus vector2 0|23+ FAAES! 82 =2 £ A= XY
Zgt fibronectin fragment®! RetroNectin®(TakaRa Code T100A/B)

I} AE 2xs3He 280 Qs retrovirus(RCR)S| &8 TsME
&2 retrovirus vector pDON-Al DNA(TaKaRa Code 3650)'S 25

td AL

ol

Zof| retrovirus vector| MAO= viruse] TE FEARl gag
pol, envE SiSH= packagingM| =0l A|Z=gH retrovirus vector
plasmidE TRIS5t0] 14T} virus ‘HAMFE MAGHOF Sh= &
O Heotlon =g virus Mt MEFE FEIsk=H 170
oIéff’—l 7|7F0| 2QE[QIC) TaKaRaOM= MBUistmel ZMA
5H AT RYZ=E retrovirus QIAF ABAE A|AEIS
o,:,oh_ M_D{ O] AM2EIZ o|8ete=M MZEE retrovirus
AHARN| I ZQJ} 9120 transfection2ZFE{ 48A|17F =
T1947}9| XH_._?:. retrovirus2 S HS = QUL 2 A|AEIS A2
5101 virusE M|ZTol=0| 2QSt AlZHS HE =" £ ULk

aask7 ol

H FD
ﬂJII'I

n 2 HZ0| cHstof

Packaging vector® retrovirus®] +Z2F-AAC1 gag, pol E enve]
e vectorE ¥ 3 kito] o} Kitol] & mouse, rat Al 3ol 7H
7153 ecotropic virusE A AF8}E Retrovirus Packaging Kit Eco
(TaKaRa Code 6160)¢t W& ZHFgEAME 74 7Hsst
ampotropic virusS AJAF8}= Retrovirus Packaging Kit Ampho
(TaKaRa Code 6161) = FR/7F 1w 52 FAAM L] ATt
A AR 4 it

n
H kitE o273 7+S packaging vector®} transfection A|9FS X
s
=

- gagpol &3 vector : pGP Vector

- env 3 vector : pE-eco Vector, pE-ampho Vector

ol & vectore virus YA A Z EAlo HR3F retrovirus®] T3
A1 gag pol B env ©]9]9| retrovirus frEf 2] MES 73
E3FelA] Fo v g A Z3 retrovirus vector®}e] AHEZZH] 9]
¢t RCR &9 7Fs7d°] m-% Wt} & packaging vectores A
transfection®] AFEE 4 YEE IFEEE AA Y dom FH
FE transfectionr] 9FS o] &3t FA {FHAE He AxYH
retrovirus vector®} 7 293 A EU 293T ME So A &=
ato] dAGORE I97H vius & P F AUTH6E0 mm plate
103]+8).
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A ZSt retrovirus A A

293 THIZ 5)E 3FF ZY platee] seedingdttt.
E2ALAAE AYS AFF retrovirus vector plasmid9t
pGP Vector, pE-eco ¥ -ampho Vector?] £gto)S wt
0.

of ol&ste SFAMEQ23 AMEY

Kitol]l ¥ transfection buffers @2 vector &gl
H7bete] 42 & AGHE ulkst Ao BT
A8AIZF i 5 WS AT fiter® o gk

o A Ho} )23 retrovirus £H O 2 dhr)



m M :

2 g ARstol 2of7 vinsele] &7t HE
Red-shift GFP(rsGFP)E pDON-AI DNA ©f 4tdste] AA) sk
Az retrovirus vector pDON-AI-rsGFP* S E kitS A}&-3}e]
2037 AE'e] 8k 7 YT O 2 vl & ZA|sfo " T o
7He NIH/3T3HI 5 o] &3] ZAbatSiTh

(@)

(1) Virus®§ Z=H| protocol
S
293T A ZZ 60 mm plated] 2x10°7}/plate D E 2 seedingd}
o njj ket

(1M : transfection]

© WA RS
(10% FBS, 25 M chloroquine F+ DMEM, 3 ml)

© DNAZFAS zA| gt

pDON-AI-1sGFP(1 wg/ul &) 10
pGP Vector 5 u
pE-eco Vector %=+ pE-ampho Vector 5 ul
2 M CaCl 62 ul

=Erete 418 ul

® Calcium phosphate 342 A3}
A% Transfection Buffer 500 & #3519 @] DNAEH
Aol FEHA Hrtedh JA7F & SA IS ARt
bubbhng BHH10~20%).

ojulell D9 plated]] #U3HA Hojy wjx|e} T3t

3&‘:}.

@ 37C2] 5% COz incubatorell A 9A] 7F wj &Faic},

® WAZ 233 tH10% FBSEH DMEM, 4 ml).

Transfection & 24A] 7ol Bl & 3 o
FBS$H+ DMEM, 4 ml).

Transfection & 48A]17HA ol A4S 045 pm filter2 o 23}
virus?} 0.2 g},

A 2ATH(10%

(2) virus 2712| =H(G418 colony assay)

)

@

sl aF A NIH/3T3 AES
/well YEZ seedingdte] Hl Fstrt,
== polybrene 9 ug/mle FFsls AR 900 W 2 vl
AE wgetty Aol 10'~1081 = oA A st
Vurus‘1‘14 S wellol 100 g H7FslY virusE ZgA 7o
A= 5% 8 we/ml). 37C¢ COz incubatoro] A
< 1 mle] HuAE H7peiet

e 2 GA18(400~800 ug/ml)% z3ete @PAE
3L 3~4Y 7HA S 2 WA w3t

o]y} Giemsa?] 5
E Aol 849

6 well pateel] 5Xx10'7}

(polybrene
4~6A1 7k v o3k &

ool methylene blue®
G418 WA colony
Hefu/m) & AlAbetet

o
JeitA
2
(S
—lN
e

T 48AI 7 1 7Ee] A 27 virusd

43 AEEs 293 A2 Sv404 TE6
+3k 203T xﬂ olth, 293T M ZE d3A
£o] FHolur 203 AEHUE & 017},] virus
[e]

AFESt Kit o}

Retrovirus packaging Kit Eco 26510 cfu/ml
Refrovius Packaging Kit Ampho 44x10° cfu/ml

(e

1) Life Science & Biotechnology 105 11-13

2) Life Science & Biotechnology 1535. 10-12

3) Life Science & Biotechnology 163 30

4) Dubridge R. B, Tang P, Hsia H. C, Leong P. M, Miller J.
H. and Calos M. P, (1987) Mol Cell. Biol, 7, 379-387.

5 Pear W. S, Nolan G. P, Scott M. L. and Baltimore D.
(1993) Proc. Natl Acad. Sci USA., 90, 8392-8396.

6) Yang S, Delgado R, King S. R, Woffendin C, Barker C. S,

Yang Z. Y., Xu L, Nolan G. P. and Nabel G. J. (1999)
Hum, Gene Ther, 10, 123-132.

m HE 2AE Y HHAE
MNZEY TaKaRa Code LRt
Refrovirus Packaging Kit Eco 6160 ==
Retrovirus Packaging Kit Ampho 6161 10212
pDON-AI DNA 3690 20 ug
RetroNectin®Recombinant Human Fibronectin Fragment) T100A 05 mg
RetroNectin®Recombinant Human Fibronectin Fragment) T1008 25 mg
RetroNectin® Dish(RetroNectin® Pre-coated Dish, 36 mm e ) T110A 10 dishes
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293 Al

Trans

e

SEA} =QIA]0}

T°-293

TaKaRa Code V2700

PanVeraAte| MIZILIC

LM 20 REAE =Qlohks %9l WHoll= liposome
calcium phosphate, DEAE-dextran®d S0| QJCF

W Trans T6-233
T Z liposomeS IE0| ZHEHSIH Cheo| A|RE A2|5Hs b e

] S B B wOf

A20|E Matslo Ha| 0|25/ UCH g

o= M . 15 w9l Trans M-293 D}
Trans IT® Polyamine Transfection Reagents= ZISHM|ZE |EXA}
ERlAfeR =40 11 280 =20 ZTXO0| ZHotsto] g l

of oz =He &1 ACE

. A
=M, 7|Z9] Trans IT® Polyamine Trasfection Reagents A|2|Z0{| ’

o P

JBME ML SEREQIAIR Trans T-2032 AM{E ZA|5ISIC} W 05 el DNA 2t
Trans IT®-2932 23M|Z2OZ2 Jljuts] A|tOZ M|Z=A{0| D) '
P S0 ZRE ZICksiol 18R |FMAE £olE = U

AR0IM 522t =8t
= Ex W
Trans IT®-2932 203 X F-AA EYX GO g ofgj o} 7+e & | .
A o] 9t} - Compied Farmalion

_ SEIACIE AXHHRIOIA HHQSH 298N

(1) 15&= ‘(l?[‘;ﬂ A2 =Y 5 Ak ol &}

8 3x1008/2 am’ weel
(3) 4] UH—"r et (E e 23 wiAA A =
ol 7hsdte] WA S w&d ot glrh).

(4) Transient ¥ stabled} transformantES AL 4 o}

m MEo :

Trans IT®-2930]| 2|5t 203M| £ oj|2] FHAL =¢]
[7H]
7l & GFP(red-shift GFP) 2& vector?l pQBI 25(TaKaRa Code
313)E 1Y 19 v o2 293 Azl SAAE £k Th
[43]
1% 28 720] Trans IT®-293% o]43te] §12E =Yg 293
Az A =9 F Ak ”Lfﬂg gttt ol¢k 72o| Trans IT
®-2932 o] &3ale] 7hhsly EEAOE 2N LR FAAAE &

A & 99

a7 1 A flow chart

E3l Trans IT®-2932 71t & WA wj7pA] WA & w3
F FQUt Qitk olge e M EEAL transfection 9] Al¥E
VEN7F S8 8k ke B Apol o]iFA o),

o mw b

a2l 2 Trans IT®-2932 0| 23l0] =8t vector(pQBI25)2| 293 M E LY
CI3|
=2 =
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[(#EAF]

NESE TaKaRa Code Lalef
NAMEE ST TSNS (Trans IT® Polyamine Transfection Reagent)
Trans IT®-LT1 \/2304T ~20031£(35 mm dish), 04 ml
Trans IT®-LT1 V2300 ~5002/2(35 mm dish), 1 ml
Trans IT®-LT2 \/2404 ~20031£(35 mm dish), 04 ml
Trans IT®-LT2 /2400 ~5002/2(35 mm dish), 1 ml
Trans IT®-PanPak V2510 ~2503/£(35 mm dish), 2t 0.2 ml
Mouse MAILH NMEZE FHEA =N
Trans IT® In Vivo Gene Delivery System 5126 25 injections
MNEF GFP &S vector (rsGFP vector)
PQBI 25 3131 20 ug
pQBI 63 3132 20 wug
pQBI PGK 3133 20 ug
pQBI Pol Il 3134 20 ug
BFP vector
pQBI 50 3135 20 ug
pQBI 67 3136 20 ug

-

TaKaRa BIO CATALOG 2002 231!
On-Line Catalog & ¢h]

o189 RIYS AAstel KL, 7PEA ARAYOH, AAF IBE 5
Sah3 Qg
A EE PEE AGAE HPHOE AHHAL,

AN AERIE AR Hade] RS FEAFUL 7]
9] A% A7 E(Protocol, Application, Reference)= TaKaRa On-Line
Catalog®ll F55o] A5 Th

MZ$H On-Line Catalog= ZHA|Fo] tst AR e} AAF JHE H
olEl| o] 23} ste] AAo] Bt K F T

TaKaRa On-Line Catalog
www.takara.co.kr

MNE/7371/8R2/FH Fohate] LA ZR(F) 02-841-7530
A

/7 EA S of &34 3t 051-247-2875
/A EA S (F)Ey4 053-959-3611
AF/-AEA S g Al 063-227-3700
A/ AEA S A ol =4 & 062-672-7631

J
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DNA chip data mining<

GeneSight™ Version 2.0

.tTM

GeneSight™ Version Upl!

=420l DA cnipe] GO I el ol ! caS of
I'_

2 MM SHSECSE oMM ME A AZEY0{7}
%‘88}[}_ TaKaRaO|M= 0O|= BioDiscoveryAl2| GeneSight"&
Eelsto] M35t ACk

GeneSight™7} version up=|0] M2 7|s0| F7I=|10 EZMS0|
CHE A= ACEH

m EX

1) File 2

ImaGene™ Version 4022 a|A3t Ao 43 filed EE
Microsoft Excel 5 XAIZ AZEolZ 7133t FXAHES
text flelr. FAHA & & Atk A7 549 file datae
d#o] A9 data set® F T 4 Uk

2) Data 7t=(23 1)

Signal 7FEv H|&E 92 datag ©]&std HAE clustering
5o sl 8T data FEaN) H2E 4 ST FAH
2 background - subtraction(background %S A7), signal %=
o A AA. signal L] HEsh HEHFRE W
normalization 5°] 7F5alth Ed 28 A BoA AL mkE A
do| A3s Hatsto] shtz e ¢ gtk

71E & o9 data 7hg ZFe] W ¥ A7 £ chip
o SA3 fle VEoloF Heuk of Je Frw Hao
chip datag sh#lel 7Hg& & Stk

EE D ala Preparstion: boa.ge
Eile Preset Preparation Secquences  View  Help

Transtormations

OEEBEEHNEHOEEK

[ Agry Data Preparation
Fiot Data

Gens D Dis (control)Signal Maan Dis Gontol. | Dis mnnl'nl |Dis feontrol  DisSignal M_|CisBackg
LR L) 3005 49 154403 E: 156200 A4S0 TH aig=
AIRII430 2570.23 1478.55 149600 G341.29 [IF |
AIFI2430 208714 133313 1352.00 5184.52 B
ANEIERT 142212 135008 1371.00 22505 B1
1223287 141212 128831 129250 74832 £3
1323287 123052 1106 48 111800 49244 a0

L T 1762.52 138260 1494.00 135696 9
AIEZ3204 1EBT.77 1456 58 1489.00 1379 40 1
AFFII0L r:{ 104 55 1368 71 142300 1051 87 81
ANZZI205 212273 137540 1376.00 2907 69 (1]
AI323205 1668.79 1383.13 1409.00 2077 66 59
AIZTEING 178550 118027 114600 1996 75 Lk
AIZZ3I01 1654.71 147034 1611.00 1489.00 1134 64 (1]
AI3ZII0N 1692.77 143045 188190 144800 101233 0.
AIFTIIN 1501.23 138331 1464.50 1403.00 693,33 63

a2l 1 Data9l 712
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TaKaRa Code BDO003

BioDiscoveryAte| MIZILIC.

3) Data2| Al=Z|M
2 NEE AHERY 3H51H) 8- 9] data’}
2SI PoRHY 7 wEn g AFAHE A F 9l

|

(3 2)
2 ge
ool 7502 MES UEls §47 Fl4 FAGHCE
o]

o

3o 243

|

Select | fvem Fie BN SubSebectGenes Parnkioms Chosse UL el
Des/Dts (cortro: D fcantr oSigpaal Mean focal e

Please EROE AME Tor subsalocson.
difgenes

[om ] cancu

| ESE ;

@ - T T
2 1] 2 4 B

e il ﬂmﬂ Gl Wl Fira
g v Talle Lo bound Uppay bouns) Tl o 00

a7 2 Data?] MEM M

4) Clustering(1%! 3, 4)

MlCTOBHaYJ =R &3] AL F AE ASEE clustering(1
F 3)olt} A712A3s AXE(SOM), K-meansel]l 23 clustering
(19 4)0] 7F53tth,

g ANAHRE AN custerd] Sokiz AR PAES BE
67— 0)\1:}

5) Time Series Plot(Z1&! 5)
AAA W3l 55 Golhe A9 el
profled dHro] Lol ¢ YEE I =st & 4 ok w3
" 54 F42¢ profileo a
BEES A4 & 4 gtk

_/

'

o
>~
>
2
o
)
>
M
tlo
o
&
of
ol
£



T B Sl Semect Genes Parstiens Cheoss (5L Hew

S | o st

e
e

™ | mAL

TARSERAD

st E@YEEEGE | Posavao [ it Gt RO R e

a2l 3 AEH clustering

Fin B S Select Genes. Pariiions. Choss URL Help
Sekeer | Zeom

Expenmantal Conaiton Chisters Fiswrs Daly. |

Pl ot s fo gt
Kemeans_3_chuser

e Gy

TARSERAS
Lk 1 B

Bt EBIHNEE LB | S s
a2 4 K-meansofl 2|3t clustering

Fin B SubSelect Genes Paritiens Cheoss UL Help

Seleet Toom

P EOE SUBSECIGUWS PHRNS CheO FL Hew
G Homar AT pyrirasa b subunt §

L0 (Dt  iD0mn  L0W (0% (0W 0@ oW D)
PEt ] 2 o AP g AZ g AP DA poAT -l

AR Qiza -
[Bwat T SR R 2

g SmMe LM A GHOWHS PG ARG Templen  Ramow espse

Bort| EWLHE B Boera | Sreesem | Somin
a2l 5 Time Series Plot

6) Query Builder 7|

245 #1401 annotation HEOIA AL FAA 5E oA
HE]' o) JE FARE =T & 9\}13]' dE 59 clustering
Aol A 22 clusterell &3k KA F 54 22 stellA g
wHugo] 3 ol e FE2T & Utk

i

O:

7) Partiton 7|S(23 3, 4)

Az HE3} 715 99 dustering 5] A Al Wb £
A 83} groupsh(partition) & & 4 Atk ©] group®] 2
HE O 4 A ¥s F 9o ‘:1r— 3|4y o] Aol
B e ¢ qdth ol & 5% K-meansd] 938} clusteringol] A 970
9] groupl 2 B FAAIE AZF clusteringo| A& o gt
FH 2 rold eA 58 A F gtk

8) Report 7|5
7t 715 AFgste] dojzl 7hE data® Microsoft Excel 59
EAN ZR I AL 5 Y text fleR HET 5 YTk

[5% &73]

0S 37 : Windows® 95/98/NT and 2000

A 37 @300 MHz Pentium®, 128 MB RAM, Hard Disk 7}
£-2F 100 MB, CD-ROM drive

B 37 1450 MHz ©]% Pentium® 512 MB RAM ©]4,

Hard Disk 7FH& £ 200 MB, CD-ROM drive
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DNA chip & ol
ImaGene™ PremiumPack
ImaGene™ FLEXPack

ImaGene™ PremiumPack
ImaGene™ FLEXPack

g SZEO]

TaKaRa Code
TaKaRa Code

BDO012
BDO11

BioDiscoveryAte| XM|FILICE

s oM V152 FIKsh 25t ImaGene™ option !

=

=7HX| TaKaRaO|AM{= CIESH DNA chip s 70 CHs}
f|oto] stikoiA AtSE AZEY K “AutoGene™ S SZ5t
11 O, ImaGene™ PremiumPackZ} ImaGene™ FLEXPacks Alf
EN ZA|5HACHPremiumPack, FLEXPack2 ImaGene™ Ver. 4.1
AHO| ST} EESE 0] M| 7HK|E ZH|SQZEM AutoGene™
SS55 7lsg #=0h.

0| ImaGene™ PremiumPack %! FLEXPacke AutoGene™z} ZH2
CHrstake| 2AXMALSSE 3 XA algorithmE 02310 Spot
Finding(spot signal®| Z7A, noise signal, contamination signal |
H) 752 20 U0 St data A0 B2 AlZkS AH[SHH
AR | OFF St tool2 O| 2= QUCh

EESH 71& AutoGene™0f| H|SH0 ZF 7]=0] version upx|0] &=AH
Ar2s £ AA = ACE ImaGene™ Ver. 402 7|ES=2
JavaScript0]] 2|8t module dAlS 225101 FAME ZH=C}

n HED £3

(1) ImaGene™ PremiumPack

Noise®} contamination signal2 A A3} spot signals 7 =3}st
= Auto Segmentation 715 (2% 1 IFZ)# XA 2] = data
F4L 9% F Ade Quality Measurement 715 (19 3 F=)
© 2 batch A2 ]9 715& 2l Stk

o] /15O A AT J|FOR dataE FHH Y § oz
A ke QA WAE =tk dAEe S e BA
A B4 Azt spgal Ao dests Aol Agsti

(2) ImaGene™ FLEXPack

&A1& #4538t *2lsh= Batch Processing 715 (19 <
ZE St} 71E AutoGene™-& 8o AZES o] T AIFHC
1} Java Applicationo] HOZM AREuILo] #AA Qo] o]L3]4

o gl AFS FUT 5 Ank
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[Advanced Automatic Segmentation Module]

3} dataZ A %3}e v spot signal, noise?} contamination signal
S AFoqE FET 4 9ojof 3}l ImaGene™ PremiumPack
e AFo] F2 AFL3l= ImaGene™ Ver, 409] algorithm<
ALt Htth Alg]Ao] =& tlolE 9 d|4le] shgetal 71E
AutoGene™ell Hlsf oF 1589 w2 &R gjAlo] 7hgaitt
(10,000 spot A&7} <F 13 ool ¢+&).

[Advanced Spot Quality Control and Assessment]

s datas AHF dA S & s AF] el o FE HES
ofF 3t} ImaGene™ PremiumPacke A= 5 5o spot datas
checkdtE 7150l F7HEATE 7 spote] data® H7bste] A
3H= Auto Flag 7153 sl3hde] &dd= BAshs datad]

A BASHE aert 7150 )

[Batch Processing Module]

NS AlEsteld data Ao Aele AZES Aoste] A
82 =9 & Jrh ImaGene™ FLEXPacke F72t% 7+d
3 batch fleS P& 4+ QY E=E batch editor7} F71= 0] 2
2 wgor HUo HE AdS 4 Uk

= 25 Il FHHe of

D Auto Segmentation 7]%

Spot signalS A #F5}8 W noiset} contamination signals A 7 3t
£ AL datad] AFAE wol=d vl$ 5231t} ImaGene™E
=214 9l algorithm2 ©]8-3}9] noise®} contamination signal A}
5 9145t spot signaldl A AAT = JTHLE la, b F3).
1ol A spot signale A4 © 2 background signals A0 2
A Atk A £E o2 AP HE2 noisett
contamination signal® 124 =0 s} Wele A A Hrt,



@

File Geid Spol Quantify Tooks Help

Blem BF REEEND € 0x B v
mages Grid QuaiRy Conrol [Meatroments | COMGSSED Cyares O/ BATLIN | Cyan Cyd par 1A seg |
Cyana Cv3 oamtl o |

101 %

ety Color| |

a2 1 (a) Auto Segmentation2| ol
(b) Segmentation® 2 contamination signal | #

@ Spot Quality Measurement 7]%

Spot signal& A W APz wixol szt &)

A ezt Sl og Aot A4 4 itk old datad] M

WA 7] e e o 4gs 7o R M e 22t dnk

ImaGene™ PremiumPackol| 5]& spot signals LA A A

7171 §1st o] 7}A] parameterg 7+l QITHIE 2a). 2s 3

A 49 AAZ ZF spotol] U5t parameters ©]-§-5+¢] class

g BFL flags A9 3 22 spot signals AEE F 9l

(1Y 2b FF).

® Batchz]glo] &3 =384

ImaGene™ FLEXPackS batch g2 7herabA oi#e] 3h

data® BNAM T 5 itk AFEA 34 okt ZTHIH 3).

1) Batch editorg ©o]&38ted Qe R (3} data, GenelD
File, grid AH 5)2 vlet O 2 batch fileS ZHA st}

2) Batch fileE 715X A batch g st}

3) #Xe] FREW XA Zrid XAt 2y EEHT
shtel sk datad Al 79 1A A3 Auto Segmentation
data, spot signal®] A3} data, spot?] griding data)7} 2HA]
gk A 7t s A F 8ol logixtE 71 SHTh

(a) ] Quality Measures

Ivl lgnored Area  [v] Perimeter to Area Ratio
[¥l Spot Area [ Offset from Expected Position
[¥! lgnored Median [v] Shape Regularity

Spot Quality Labeling
Threshold (signal strength)
Empty Spots [ —oE—————
00 10 20 30 40
0.52
Threshold
=
00 02 04 06 08 10

0.73

Poor Spots [

Negative Spots[y]

(b)

Fle Gd Spot Quaniy Tooks Hew
Elele OF aRE%S B KUK @ e
Compasi WKL IOCNZ1SHCIGHS I |

e G| sy Contod | Wasam ot |

HIKLICCHTISHCI06SM |

a2 2 (a) Quality Measurementoi| 0| 23}= Cl2%3t parameter
(b) Auto Flage| st of

4) S| AF) BGA o5 FAT BHE result reviewol A
A3 fleg Atk FA3} datast 34} data® A3 EFFA
S 3lolgk = ) A3} datas Exceld] X202 FA
Atk o} 7)ol spot signal datas E2 signale] £33 H7}
317] 913} data® BAIE TR T3 sort 715 % 9lof dataZd A
o #g3ich 3} dataZE Auto Segmentation 2 Auto
Fag 238 93 F ok X A4E FEHOE +F
sfaAt & W £5oR st A Fgsist ¢ 7hds)
A £ dataell ¥FgE 4 Qlrh

(A4

0S &7 : Windows® 95/98/NT and 2000

#2374 IBM PC or 300 MHz Pentium®, 128 MB RAM,
Hard Disk 7} £ 100 MB, CD-ROM drive

AR 1450 MHz ©] Pentium® 256 MB RAM ©]A,

Hard Disk 7} £ 200 MB, CD-ROM drive
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12 3 Batch %22 X}Ss|A flow chart

teh Editor
Grid

Image Gene ID

|output Directon]

HIKL10CN21... gridFile.grd H1k_List2 bt
HIKL10CH21... gridFile.ard H1K_List2 bd
HIKL10CN21.. gridFile.grd H1K_List2.td
HIKL10CH21... gridFile.grd H1K_List2 bd

Hik_configutd H1k_result
Hik_configutd H1K_result
Hik_configutd H1K_result
Hik_configutd H1k_result

| LoatBatch || Savwbatch || mun |

Batch EditorZ Batch File 2

Review ResultsOlA{

siM 2t Mg elirt

Entries Available: Unlimited

7 waEh e R
! amas

.
[y R —

Auto

i

Segmentation [E—

=[olx]
H1KL10CN21SHC 3645 if succeed

g Batch...

Add Batch Entries Batch
| Remove Selected | — Batch X2
| Show Full Path [ ~Completed 1 of 6 images I

H1KL10CN21SHC3G55.tif

T HIKL10CN21 SHO3GEG sst
{ (=] H1KL10GN21SHC3GES bt

° E H1KL10CN21SHC3GED finalgrd

on
I3
o
it

- - SlilA1 ZD2 37Y file(auto segmentation
| 2D @RE BTRW BRHG SRAE ALTE

: > . i i =t
= )s” T B | X i@ data, spot signal data, grid data)O| &
| m it T i P WgT wEY BB JaRE MEIC}
| TEVAD [C1camy Y e
I | OCN21 SHCIGA! 4] bgtxt
H1K result &
t °
[ HIKLI0CH21SHCAGES fialerd °
PALAERIBE. TO “a] HIKLIOGN1 SHOIGES 55t °
RTINS, ) HiKLIocHZISHCaEos I
[ H1KLI0CH21 SHC3G86 fmal prd °
= HIKLIOGZISHOSG 0 3t °
'S] HIKLIDCH2I SHCSG 0 42t D
[SHKUI0CHSHESGT0 fralerd
‘] HIKLIOOHZI SHOSGR0 51
(] HIKLIDGHZ1 SHCSGR0
= 1
] H1 KL10CH21 SHCSG90 53t
] HIKLIOCHZ SHCEG0 1t
(G KU0CHSHESGR0 fimalerd
[2aome NEEE N

oA 2ot XAis¥e = EEFC
L . AL AtStO

° ° \
X5 fileZ &I

J1=0| E&=Ct

[ImaGene™ FLEXPack M|Z 2|AE])
A2 sl ol Bel Adstel 442

K=

Batch X2l 3=

ImaGene™ FLEXPack 200
ImaGene™ FLEXPack 500
ImaGene™ FLEXPack 2000
ImaGene™ FLEXPack 5000
ImaGene™ FLEXPack 10000
ImaGene™ FLEXPack Ultra

2002
6002
20002
60002
10000=]
SHsH1Eh

[=EHE]

NS TaKaRa Code
ImaGene™ Ver. 4.1 BDOO1
CloneTracker™ Ver. 1.49 BD0O02
GeneSight™ Ver. 2.0 BD003

* 2 version2 2001 3& 1 SN JlE
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EASYPrep RNA

2|t RNA2| Northem biot

TaKaRa Code 9095 100 ml

EASYPrep RNA= SE0|L} AIERZ = DJMENM 1E=E9] = EX
total RNAZ 2F 1A[ZH 222 & =, RIISHE J|2LZ < tubeol| A R o} R 2AS AAIGTL
St A|2FO|CL EASYPrep RNAO|= H.jAOJHIQ} RNase inhibitor7} £ NNAZZ ZAZA v AFA 74559 total RNAS
Y HIE2Z =E0 A0 CHE, XL CHEEL RNase SO| B 223 & 9t}
2 ZHUME NESE2 RNAS Zele 7 QI F2lohs =M Nokg 2AE Beoh glon, ko] Desle tf AR
71 2HCkSto] CHpel A|RE SAl0l X2 4 QUL 2 Zx9 A & 9t

Mg Wi glo] daie & o FiEo] 4tk
m 2 A2 0|2 total RNAS| 22| =X 1) oF 1N BE AYS 42T 5 Ak
AN EE EAZA(NE) EEo| AL 4 oo 22(HX) AHEEE Aloke] it 2 oW #e| ARE A
of 10vfeke] EASYPrep RNA*E A7}, 938 % chloroforme sl
d7kete] ERsta dAaielstd A e For Reddh F
w3l AE(42)dE RNATL £7H2d= DNAZL A2 fi m MY : 2 HES ol8st0f AF ZFM &
By
o

5 A
(7180 Z)ele @, oy, At AXZAE 23
< 7180 FolA HAsHER
proteaseS 22| L7} QI A=(42)S Eo} isopropandl®
skl RNAE 35871714 oF 1417kl 53 4 it

© 2 HE2 40% phenolo] SO{RUSEE F2[510{ ARZaHOF SITHARMIEE A2 Al
o ’é*.-'?'—%' MSDSE EZBITH).

= F2|E RNAS| EF

2 AEFS o83ty £Ed RNAE T Folu} DNAZE A<
1ol Northern blot analysis, nuclease protection assay, RT-PCR,
mRNAS] 2, in vitro transatione] JIthZ o]£& 4= o}
RT-PCRe] o]&3l= 4% ml#e] DNAZE € 4 glorn=
A& 7ol DNase I * 2] gttt

.i-n!

Tigsie ciesupdicon in A LATE i g
E ST Prag RNA chiard arm {14 min}
(AT, Bmin [HF, 16 min)

1% 1 EASYPrep RNAE O| &8t total RNAS| £2|Z= %}

EASYPrep RNAS ©]£3}e] moused] 7}%
T N I N e

7t 5 ug®] RNAE WA agarose gel H71%9 %52 33l membrane
filterol] blotting@ ¥ mouse B-actin, mouse cyclophilinel] AF& 2 o1
EZP—EN RNA probeE ©]-§3}] hybridizationa}$i Tt Fiterg Al
A8 3 autoradiography 3t TH(Z4-2 2417 18 2).

SLEIN

) el A total RNA

5 ug Mouse Total RNA

B-actin— = - e
(2.1 kb) s ' - '-
cyclophillin — & - - . . -'
(0.7 kb)

%l 2 EASYPrep RNAE 0| 230 £2|8t RNA2| Northem blot

i — Total HMNA
- - - P e A sty i,
£ E: @ Cadtal Hist eage P rodedion,
! HAT-PCA, Trasshdion
|ssprand Cenlrdus
pracol ala (T mind
, Vi ena)
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RNA =& -

Sl-& Kit
RNA Isolation System(phenol-free

TaKaRa Code 9096 1 Kit

RNA Isolation SystemZ phenol2 O|236HK| %0 AZFo| A|Z0|
M total RNAS F£ - 3|46}7| 2[8t kito|C} 0f2] 79| =2
Ol NE(SEXZ!, AMETZ!, LM E, MT, &2, vius ¢
X, EALISE S)0M AlZ5IT SSXMOR total RNAS A

b ALk

o

Kite| L5 mg =& J|& 503 F)
+ Lysis/binding solution 60 ml

- Water for 64% ethanol 216 ml
(AR A 95% ethanolS 384 ml A7}

- Wash solution 1 40 ml

- Wash solution 2/3 concentrate 16 ml
(AFEA Aol 995% ethanolS 64 ml 471

- Filter cartridge 507}

- 3|44%4 RNasefree tube 10071

- Elution solution 9 ml

- LiCl precipitation solution 4 ml

- Gel loading solution™ 6 ml

* 2 MES Fomamide@t Fomaldehydelt ENHRUCEZ EE3|
CHAIMIBE 232 AlStOll HEEl MSDSE EESHTH.

Z0[6101 Atsst

m 2 KiE 0|23 total RNA X5 - 3|4 ==Haa 1)
RNA Isolation System< %5 %¢ caotrophicg (S EW
guanidine thiocynate(GITC))EA] 3stollA RNAZ} glassZ= 2] 9]
£ AAL o143 9tk WA guanidine thiocynate(GITC)
3Hr3t lysis/binding solution ol A (M E)S sty

Alell Ml2Eol| A 3= RNase® &g/ shstth

rat

om ru{m _I>"

+
Coaviirfiales  Ladiast
Nt

il e
o] o ler
PR iy

| e e 8] e
Ligtsshet: Sl il ot

2 1 RNA Isolation System (phenol-free)2 0| 25t total RNAS| 22| ==
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Whashes1 283
B

o] Ysate% ethanol @ 8]4]3}3L filter cartridgeol] o] A4EE
dle] F9l o etk RNAE fiter cartridge 9] glass filtero] &
oty g DNA 2 02 B8 A9 Fiters 33
AT o, 2% elution solution o] &3lo] fiterol & 23k
NAE §E3th

) el A& o 208el $EFR phenol/
] Fgo] Bagle]

SN
R

=

i

A M= =
chloroform %]} protease #]2], alcohal
tre] AEE Al A skt A et

= Z2|E RNA EZ

2 Al2"o7 B3 RNAE Northem blotting, RT-PCR, in
vitro trandation 5ol AMHE-E 4 gtk F8)¥ RNAE genome
DNAE 7ol x¥elx gErH( 1Y 2). @, RT-PCRo| o] &3}
= 79 genome DNAZF £92 & 9lov g LiCl AA(Kit W
9] LiCl precipitation solution ©]%) H+= DNase 1 HZZ T
DNAE A A%}

AE 3] § 2080 F25 45T F
Phenol/chloroform
o] I8 gith

L7 NES

T
e
o°
T
o,
8
_>€
’g
(Qr
Q
7
N
®
0
5

o Asked 4 g

L} Total FMNA
: {Murd e A iy sis Pl uckanse
Praded b, T -PCEL Transdidia ]

37 L]
=110 mn}



B AR X2z
RNA Isolation System fiterS 17] AFHE-E ¢ 25 3% A&
Y2 #1392k

I
ar

—_

NE A
shls T4 1~75 mg
LR5 BN X0 ~1x 1002 NI =
60 ot plate : confluentdl Al HIQL Lane M1 : Millennium Markers™(2 ug)(Ambion, Inc.)
_ _ o = 1 : mouse liver(1.5 ug)
2 SANME 2X100Q] NI te= 2 : mouse lung(1.5 ug)
Pen=Ct 2~30] H{QIOH 1.5~3 ml 3 : mouse brain(L5 ug)
_ _ o 4 :rat spleen(1.5 pg)
JEIH gcl'}dl_% 108~10ng9| }\‘”_17"_ EE: 5 : alfalfa leaf(1.5 ug)
Pew=0F 1~29] HH 15~3 m 6 : alfalfa root(L5 ug)
— — _ 7 :yeast(1.5 ug)
=i 1X10700] MZ = iyt
Peoo=2F 1~20| HIUOH 1.5~3 ml
Virus IA OF 200 wgOl RNAZ Haitl= & azl 2
S B OF 5~300 w2l RNA
(2) 2 kt22 F2|8 RNA2| RT-PCR
. A0 P kitg o]4319] mouse 7%olH RNAS FZ3ke] 110 ug
& TYOE RT-PCRE AAsksint A= 14 33

=
(1) &2 kitE o|835t0of £2|3 total RNAS| M7|PE
Mouse, rat, alfalfa®] %%, @& 2 thAolA B kitS o] &3}
o] total RNAE ZAsAT ZF 15 we total RNAE gel

loading bufferol] /] 65C, 158 7}Y9 %, 1% agarose gelol D= — 841bp
formaldehyde/MOPS buffer2 71953 & EtBrZ 9A3}% B op=
o A3 1Y 29 2
341 bp — — 361 bp
258 bp —
Lane M : pUC19/Sau3A
1 :p53
2 :S15
a3 3
= Takara RT-PCR System H|11
M= TaKaRa One Step TaKaRa RNA LA PCR™ TaKaRa RNA PCR BcaBEST™ RNA mRNA Selective High Fidelity
ES RNA PCR Kit (AMV) Kit{AMV)Ver1.1 KitAMV)Ver21 PCR Kit Ver1.1 PCR Kit Ver..1 RNA PCR Kit
RRO24A 508 - RO19A 508 RRO2 3| RI 3| RO20A 508
Code / ERE RO2 505;4 ——— 019 soil 0234 soil RO25A 505;4 020 50si|
RRO24B 50| X2 RO19B 508] X2 RRO23B 508] X2 RRO25B 50| X2 RO20B 50| X2
N8+ U -
RNA template -
N AMV Reverse Transcriptase XL BeaBEST™ Polymerase AWV Reverse Transcriptase XL BeaPLUS RTase
b (42~60COIM 7t5) (65C ) (42~50COlIM 7HS) (65C =/x)
AHAIZO| 122K OJAF 75 ko 0|2t 122 Kb O|AF 95 ko 0|gt
DNA Polymerase AMV-Optimized Taq TaKaRa LA Taq" TaKaRa Taq" Bea-Optimized Taq AMV-Optimized Taq Pyrobest™ DNA Polymerase
SE2o| M= 56 kop 7HA| MO 122 Kop M| H0{= 5 kop 7| M= 5 kop 7| H0{= 2 kop 7HA| H0{= 5 kop k|
3 -RACEY 42 ] % Ee) e
oFAle} PCRS HMO|= 122 kop THA| o 25 2AEEE JIE | Genome DNAT} EXf5 et} =
o EEE | EEiss7l omg = ) Sl01 AA 52 =
AN RT-PCR system FTFPCR System RT-PCRY| B3 of cONABIS S DME E2

* RTA|0f|= Oligo dT-Adaptor Primer FBS, PCRA|O{= Adaptor Primer FBS AF2EIOZM 3 -RACER0)| CHS

No.19 37
Life Science & Biotechnology




RNAS] QFEIE0

RNA/ater2 H|=Z M|ZELHS| RNAZ in sitol|M QHASHH| EZ
5t7| flet =2 BEE A|o|ch =2 A|ZRE {FSto] ZHt
2 RNAaterof| 2204 RNAS| ZlTf Qtof| A glo| EESH 4=
QIC} RNAlater"S AF2E A ZsHH| =7 g Melg 2ot
en, ke X2l <lsio] Zag dH Ao 52 EEe

20t gt

%9 RNAE -80C~37C W BEY 4 Qlrk 37C
I 8, 25CaN 95, dColM BEt uED 4 3)
o} -20C U -80CellX = 248 7] BEe] 7Hsstth
o 24 uzo| Aol
RNAkter™& o8 HF5E F9 o, 474, A4, ¥,
W A A AMERE, H,
W FA 2] HE FAo|tH( T
ok ool 29, g8 FR7Y A=(E o AE
7], Arabidopsis thaliana, Alphalpha 5)ol| & & #}2} o]t}
® RNAhter™z HEI} 2 gFEo RNAZHS
st 83 F gtk TaKaRaolAl& RNAEZ-EAIF-
EASYPrep RNA(TakaRa Code 9095), RNA Isolation
System (phenol-free) (TaKaRa Code 9096), RNase #| 7 A]
¢F-RNase Remover(TaKaRa Code 9038), RNA ZA|-&
water-RNA Preparation Water(TaKaRa Code 9011)% UHeF

g RNA 28 AFS FFsHL Aok

2

®
L

o |
S

o4

m ME

1) RNAlater"2 2E38H =X RNAS| QH™ M
Mouse 7H4, B @ 23S RNAkter™dl] Yol 37CoA] 3
AL 93 4CoA g 7+ HE T RNAS &3
= 40}04 7t Ao M RNAZ FZ32
agarose AZ A7) %9%E3}] northem blottingdtith. 1 A3}
a9 13 2o

o}
ol

il
b u

rE:oZi

rir ox
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HES floko!

RNAlater™

TaKaRa Code ABO001 100 ml

AmbionAte] HIEILICE

37C for RT for 47 for
1 day 1 week 1 month

- - - .-'- Bew s

37°C for RT for 47 for
1 day 1 week 1 month

33 1 RNAate™Z EEst ZEo|M FE3H RNA
(a) EBr2 AMSH A agarose gel

(b) Northern blotting

-

2) RNAlater"2 HZE3$t ZZl2] mRNA profile
Mouse®] ZHd, ¥ 2 A4S RNAhter™o] Wo] 4CollA
TY Ee 4570 BES § 7 2H9 A FE RNAS 2%
WAL antisense probeES ©]-8-8e] RNase protection assayS 4!
Al ¥ mRNAS| profles ZAFSHITE A= 19 29 2o

Q2
Kidney ~ Liver  Spleen 2
i 1 1 1 ‘<§’ \)(}Q’
Protected Probe 1wk 4wk 1wk 4wk 1wk 4wk & & Fulllength
Fragments Probe
c-myc
c-myc - — 053
P53 e e e e — Egrl
Egr =
. ras
* cyclophillin

[CONE I . |

cyclophilin il & = @ &

1%l 2 RNAlate2 4C EZ8t T2 mRNA profile



Genome Projects Speedf 4% Il 71} ZSAO|E Alv4
3 Mb T|%E Genome Project= 371 O[Ljof &iEto ) 0oy S2IL |},

Genome Project0IA Functional Genomics/tAl

S AR A ZRAE Au]X

Cooperation with TaKaRa Biomedical Group

Dragon Genomics

- PCR/TA cloning 2
- Random Se_quencing - New Gene Search
- EST clustering - Useful Gene Search

(TaKaRa Biomedical Group) = ?C;C
ataBase

Megaclone/sort

- cDNA-Tag library construction
- cDNA-Tag fixed to beads

- Sorting by cell sorter

DNA chip manufacture
- DNA Amplification
- Spotting to slides

Post.genome analysis l

- DNA chip/Expression Analysis
- Protein Functional Analysis

Dragon Genomics oflAl 5= =2 MHIA U8
15 MegaBACE 96/384 t :
| 29aBAC /384 type Sequencing Targets
Ch= 80715 . Multiple, full-length cDNA
el =3 Btg/ 103,680 - Whole Genome
JNEES /2 3,110,400 - Large Shotgun(BAC)
/El 37 324,800 - Medium Slhotgun(Cogmld)
- Small & Directed Projects
CIOIEAS MegaZi?|/& 1,866.2 o _
Editing/Assembly/Annotation
Mega®?|/A 22,394.4 o _ i
- Bioinformatics Service
OIRA(B,400 Mp)Etat | Ot2l/¢ 4.1 , ,
= Functional Genomics
AIEH(6,600 Mo)EHAt o/u 34

29| : CHI2A2I0HI0ILQHICIZHE) JI=XE
Tel. 02-577-2002°  e-mail support@takara.co.kr



