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Genomic DNA / Total RNA Preparation Service

DAHMHAM EUZ== Sample SF 0l Tt High Quality, High Yield2l Genomic DNA, Total RNAZE Preparationdtd M&dte MEIALICH

> Work Flow

; <DNA> <RNA>
e e e
RNA: DNase | 0|2{2]
- ) Columns 0| &8t
=l L Ok - . HMilgs & =3
Sample | b2 Cell lysis Preparation 3 | NanoDrop

PCR Service

Universal primerE 0| &8t Colony PCROI LI, Reference seqE & 18t PCR M& 2 +=35t0 Sequencing 212t &M M Sdte AUIALLICH

»[>  Work Flow

O9%H — -

Sample ZH|

ForwardPrimer

ReversePrimer

AEATATAGACTATG AATGATTCAATAAL

N T |
. , | T
e T

Buffer

Sequencing 21t

PCR / Multiplex PCR Set-up Service

PCRset-up2reference )t &1 ElgeneS A & %"*Oﬂm‘—enzymeEOIQ;} SE=YYH O Z ,genel ASH=R 2 WS 0|H 2 2 Z & 6l=primerS

o= =&0
ME;POIILIX*QJPCRZ\_aQEset upot= MBI A LICHMultiplexPCRset—-up2 0 24 ISl gene2 S Al SZ=ot= 2 H 2 2, 0 2 PrimersetE € HPCR
set-up ELICH & B0l 014 geneS SAI0 SZol)| 20 U ME SZ Al, Al2H 2 HIS0 2 ELICH

»[> Work Flow

»[> PCRset-up &

ForwardPrimer
—
—_ B pp—
- Rm,sep,m, GradientPCRE SSATU A E
M 1 2 3 4 5 6 7 8

Reference &2l = Primerdesign

i -l 422
P —_ .

275

232

181

109

Target Gene : TNFR1
Template DNA : 50ng
Cycle : 35 cycle

DNA
Primer
Enzyme
ANTP mix
Buffer

1~12:50~68(2%)
Gradient PCR Setting

A B C D NTC
i1 5 {4 Ra A B R
— —
— Ji A:PrimerMix 2211 B:PrimerMixA2212  C:PrimerMix =213 D:PrimerMix 214

Inverse PCR Service

LENELANIR LHHAINERZE2HSEMHOISot=2HLE 2 2SequenceS L NUA=L R HMES0IEcIH L X Rot= M ESlot= MEIAYLICH

> Work Flow

s
S

-

R —T —_— T =i
im. ——ewmih_—_— ':'rp{"-..-

Known sequence LHOl Al Restriction

Enzymesite S J| = 2 2 Primer S inverse 2 design RIESTEE S > Self-ligation —> Inverse PCR
» > Sequencing Z 1 R ¥ T Known'Gene €
L ! l| LK !:II ’
i g DTG
-}‘«'.?'J"L]_.J-._ L | ‘I ||I if] |I|!|l l" i I1 I |I|f| I || L
unknown Pk b Bl i o ""”' 'l-l Kn d'Gene o iavan?
Gene [ ‘ [ l ; '
|Il|fb|!| ”lwll Mﬂ il l“ﬂ |I1I'|'_', |F 'J"'lun ,.II'|||||n I ]I | '||l'

Restriction Enzyme site

Point Mutation Service

TargetDNAS| £ & site 0l pointmutation 0| Ltinsertion & = deletion Al 24 1 & &l sequence 2| Plasmid £ Ml S ot = A Bl A & LI CH

=5t

- Reference sequence &0l & ME St &H O Z mutation &I

1

- ZEX OS2 Mutation® SequenceltXl &0l = plasmid HEHZ N2

> Work Flow

.F Mutation AlZ XI& - :_l |-" :l Self-ligation
Plasmid IJ' :I E S

Mutation Primer design & Inverse PCR e

Mutation & &J|

Dpn | X2l5tod Wild Type M1 e Self-ligation & Sequencing

Allele Specific PCR Set-up Service

DNAZ J| A € 2| X010 (T 2+ S & primerE designdt 0 band S X H R 2 S| A S S & 215H= MEIA0I 0, DNAS I M E &2l 7 H
PCRIIE2Z BO0IE JHAE UE SAEX 22 S0 SIS S It primer2 PCRot= AMHIARLICH

- X SPCRset-up Al A2t DHHIE0] 20l 22 &I LE 0| FPCRUH M| 2 S22 2 SNPsite #0210/ Jbs  —Sample M ==Jt 210, SNPmarkerJt O Y 2R S ut Aol gr
> AlS =] ¥=] =)
ot F Sl - 1-R
* — +—t
’ SRATECAT—
Aillalc 1 mITIT“TEI'mm Al 1 m'"?m—m
A=l —
Moo -3-F fr- ]

[S)

Reference &

Primer Design & PCR

i)l
13
=]
]
Jn
o
)il
|0
Hu
_IlOII
9'3
&
H0
ol

Real-Time PCR Set-up ice

AlS
=

oo

=2
=

i)l

- Conventional PCR set-up &8 & i x2HS & 100610 2 &2l Real-Time PCR &2 Set-up

» > Work Flow

Primer and

probe design

» |- Intercalating DyeE 0| & 8t Real-time PCR

1. Intercalating Dye

< SYBR® Green | Dye >

S O,
IEIE'H@ oy

A, ==

A Fo——a

® g ® &

® ® L 5 -Fle—
<EvaGreen™>

Novel "Release—on—-Demand" DNA Binding Mechanism

Eja:Maer

0l X == A EPCRenzyme 3t = ™ XtH0fl S 0| & Ol primerE design ot 0 Real-Time PCR

21 Zset-updt= MBI A LICEH

- &5t= Intercalating dyeZ Set-up Jts

qPCR Data
optimization analysis

< SFCgreen® | >
SFCareen®|=SYBR®Green! 0| LtEvaGreen ™1t 0 & At 8tExcitation IHE Dt EmissionI & S 2=
GreenFluorescentdye0| 04, DNAbinding 01121 LI & 2bis—intercalator 2 A DNAminorgroove 0l 2 &
Gt 2&dt= S4S JtX4 ASLICH
SFCgreen®I2DNAZ 821015 0tSYBR®Greenl 0| LIEvaGreen™2 L= 2012t &= £ 2 0| (HPCRinhi—
bitionZ Ot D s E UM EPCREZ S S0I=220tLI2HY, &, SIS SR NICHoHHE X0l et &l 2Bt
JIJF CH2 &2 dyelll HIdH 2CHs && S JHELICH

e e T

> Efficiency Test

sagEE

R R e

2. & & OIAl
Standard Curve Amplification Plot Melt Curve
y=-16252x+31.058 g
R?=0.9981
! -
0.1ng &
?:, L L? 0.01ng E-
<] mA F mA
L} 2
g e g e
mC 2 mc
L 0.1ng mo i mo
WE — WE
< M Standard i [ 13 L3
_ | W Unknown P o | mGc
ct B Unknown (Flagged) Cycle WH Temperature(C) WH
. - _ .
» > ProbeE 0| &8t Real-time PCR
Amplification Plot Amplification Plot Amplification Plot Allelic Discrimination Plot
M b " ]
. G/ G Type , A/ AType . G/ A Type
y <
£ £ £ 8 |
1 1 /
i b
'
fereee] = b L LI *
¥ ycla b e n S T " oy Hin b e mee L aobe T
M ACD Ver2-ACDG Type Ml ACD Ver2-ACD a Type M ACD Ver2-ACD G Type Ml /ACD Ver2-ACD a Type

B ACOVer2-ACDGType Ml ACDVer2-ACDaType ©® ACDG/ACDG @ ACDA/ACDA
ACDG/ACDA XUndetermined

Selection Guide

TA Cloning Service

2 ot= K& XS S = 8HPCRProductE AllinOne ™CloningVector il Ligation & Transformation & H & &2l =l PCRproductE & J | A 24 kK

2 JHNZBUE
H3c6t= MYIALLICEH
> Work Flow
P LI
i AGATATAG ATEA TA C

| i h i
il 1111 v,
L .|.!I LRI lll. I Iﬁl.ll L LI'I

Transformation Colony PCR Sequencing

Aamy

All in One™ Vector

Sub-Cloning Service

A= R X 2VectorE S & restrictionenzyme 2 X 2l 504 LigationE competentcel I S 2 M S AIHA S I S 2L NX & o Z U E M Sdt= MBI ALICEH

=

- A& SH Wt vector S84 ItsS — Cloning ¥ insert sequence Z W)Xl M3 - &, Recombinant Vector2| 2802 A& 2 S0t
> Work Flow pene
Cloned Restriction
Plasmid Enzyme Cut
—_— 124 @& Plasmid
gEne —
AIIinOn%TM
B clone
’ plasmid

SENCZINFYI| 2 Y B EMHIot=5 A E 2 Z L2k sHemplate 2l DNAS chainterminationmethod 2t AutomaticSequencer(ABI3730XL) £ 01 2
SOt E DA ETIH=SSE A BI|ME S HMSELICH LS purity, primer,highG+C2t 2 X2 H QI 2 M S 2 & 21 24 MH| A HIS, PlasmidPreparation,PCR

purification 2 HH MUIAZE M350l bioinformatics Data & Al assembly, blast, POF II2 S2 HM3ol =& LICH

- High quality & Long read length(700-750bp)
— Primer Walking (Full Sequencing) service

- Fail resultOfl CHSH RIQIZ A AHIA
— Online(GeneFACT)S S8t Z2AHIA

el & oHZ 2 MAl
- _ 2al0l =2 A|AH

2%t 7 & Ltrepeat %, G+Ccontent It & £ [Hpeak 0| 2 A 5t 01 dataZd 01 I & OHH =ctol =& Al A8 <GeneFACT>
St=dataS X RS TIIASLICHOIA B L2 X1 2 S 2 HEBH0I L E 0 A

EdCTPEH,GCEASS0IE5I01 /I 2L AL S e E dataE XSSt AUASLICH

<GC =2 / dGTPZ=2 > E=n e

Ikl
e
Jd
00
o

< www.genefact.net >




