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Forward PCR primer Sequencing primer Reverse PCR primer
_— ——
T G = GhG } Staphylococcus aureus
T i B X - - Staphylococcus epidermidis
1 A ACTCAATT i Enterococcus faecalis
T, AGARTTCA CAGGATGCAC COGTAGTITAC TACACCETA= = &+ I A = Streptococcus constellatus
T GLGA CTTGAT TAG C ‘ -' Paenibacillus sp.
I QUG AGD = i % Clostridium sp.
AL A CTOTCT— —OAT—TC TE Pseudomonas stutzeri
AGCCT GGG GTAATT-— -GAC—CTAC C© T Acinetobacter sp.
AGGCT GOUGG GG - + G T = Acinefobacter sp.
A NCTGT 1= Shigella boydii
ATOCTTE ACTOC A Th  Eikenella corrodens
T T ACOOT 1 A & Propionibacterium sp.
T AT A Th Arcanobacterium sp.
T CT ¢ T A ; Actinomyces odontolyticus
etc.
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QlAcube ™ THEEIE Bisulfite Zi2 TS54v—tv PyroMark PCR Kit PyroMark Q24 PyroMark Q24
AgERF Y b EpiTect® Plus Bisulfite Kit ~ PyroMark CpG Vacuum Workstation PyroMark Q24 Advanced
QlAamp® Kits EpiTect 96 Bisulfite Kit ~ Assays* PyroMark Q96 PyroMark Q96 ID
DNeasy® Kits N - _ n= Vacuum Workstation
Bisulfitome 1&1@ TSV —5kE

EZ1 Advanced XL T

EpiTect Whole

PyroMark Custom

BEtAEEL Ty b Bisulfitome Kit Assays* * GeneGlobe® B &R FT,
EZ1 Kits EpiTect Control DNA PyroMark Assay 10 iﬁ%*%;%iﬁﬂ:f?ét%é‘éTo FAERFBEIES E— RIS

Design SW FOTEBUET,

PyroMark & 27 /L
PyroMark Q24 ') —X PyroMark Q96 ID > 2 5 Ls
M PyroMark Q24 B PyroMark Q24 Advanced M PyroMark Q96 ID
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PyroMark 53

YT IVEinE

4 Z (W xDxH)
58

F149 30 ~ 50 bp

CpG (AFIULLLERTESBERT)

SNP (ZE#ZHT)

AQ (BEDEEET)

SQA (—U T2 VIR
PyroMark Q24 Analysis Software
PyroMark Assay Design Software 2.0°

PyroMark Gold Q24 Reagents

PyroMark Q24 Vacuum Workstation

100 ~ 240 V AC. 47 ~ 63 Hz,
1.1 ~045A (7—2X)

39 x52.5x42 cm
27.5 kg

49 60 ~ 100 bp

CpG/CpN (A FILALLEERE SREIT)

SNP (ZE#ERHT)

AQ (ERDESHEN)

SEQ (2 —2 T RERH)

PyroMark Q24 Advanced Analysis Software
PyroMark Assay Design Software 2.0°

PyroMark Q24 Advanced CpG Reagents’
PyroMark Q24 Advanced Reagents**

PyroMark Q24 Vacuum Workstation

100 ~ 240V AC, 47 ~ 63 Hz,
1.1 ~045A (7—2X)

39 x52.5x42 cm
27.5 kg

49 30 ~ 50 bp

CpG (A FIULLEERTESERT)

SNP (ZE#E1T)

AQ (ERDEEHEN)

SQA (—U I ZHERHT)

PyroMark Q96 ID Software

PyroMark Assay Design Software 2.0°

PyroMark Gold Q96 Reagents

PyroMark Q96 Vacuum Workstation

100 ~ 240V AC. 50 ~ 60 Hz,
1.1 ~045A (7—2)

52 x 62 x 49 cm
52 kg

P KEETYEAICESTREYET,

SRt

SRISSERUET,

' CpG BB, 02T — KETT,

** SNP/ ZRDEEN. >3 —~J—KRBATT,

1. Ogino S, Kawasaki T, Loda M, Fuchs CS. et al. (2005) Sensitive sequencing method for KRAS mutation detection by Pyrosequencing. J Mol Diagn. 7, 413.

2. Tost J, Dunker J, Gut IG.(2003) Analysis and quantification of multiple methylation variable positions in CpG islands by Pyrosequencing. Biotechniques. 35, 152.

3. Yamamoto E, Toyota M, Suzuki H, Kondo Y,Shinomura Y. et al.(2008) LINE-1 hypomethylation is associated with increased CpG island methylation in Helicobacter
pylori-related enlarged-fold gastritis. Cancer Epidemiol Biomarkers Prev. 17, 2555.

4. Tuohy MJ, Hall GS, Sholtis M, Procop GW.(2005) Pyrosequencing as a tool for the identification of common isolates of Mycobacterium sp. Diagn Microbiol Infect Dis.

51, 245.
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PyroMark Assay Design Software

PyroMark Assay Design Software &, /XA 02— 0 TV XBRICRBERT V21 THA VY R—FF2DT, 7547 —
HEHCBYPIREZR/NRICHADZENTEE Y,

PyroMark Assay Design Software D4 :

B BEGRBECTPR T2AV—E— 0TIV TToAv—%—BIIEETT8E (K 14)

B MOV IVBNIRER T SAV—RUNT T 4L hTHREEFH

B SNP /EGFERBN. AFIVELEROEERN. >3 —b—ITXBHOITNTD
7T —23 IS

Step 1 (BRIECFIDAL) Step 2 (¥ —%"v MERUDIEIR) Step 3 (IS5 A4v—tv FDER)

aD |
Qool? |

B 14. 7y A THFA2DT—o 70— (i ; DNA XFIET v &A1)
BRIDES (Bisulfite S0EHT) EANL. ¥—4Y MBUEBIRLTCRY—MNRYVED )V ITRERBRTZAV—tY FDYR MHRRSND,

PyroMark CpG Assay & & U PyroMark Custom Assay

QIAGEN 1'121 92 GeneGlobe 7 T 7'V —)l (www.geneglobe.com) T. 4 BEEGRFICHIT DT A 2 FEAD
PyroMark CpG Assay h'i&ERAIBETC Y, /XA O — 0 T ABMAICTH 1 a1l DNA XFIALT7 V1 1d. PCR 4§
EMZSHDIHOICEE T/ LICHLTF IV IEATT, 7Y EADEBELICEPIREZENRICHZ. RS0
MRIWEEZERLE T, 2TCOT A4V, EBBEADRELKETHSBIILET,

GeneGlobe 7 T 7" —)UIZ#% PyroMark Custom Assay (Cd&kW . BEETT A U IZ K D842 75 DNA BRI T D77
EAR7SMv—tY FaEBLEADRELRBETCTAFCTEZ Y,
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PyroMark Vacuum Workstation

BEHDBEELY > TILDFINIE
PyroMark Vacuum Workstation (&, /S 02 —2 T2 Z@MICRBEEY > TILORRN DEELEILIRD - HDEFHER
TY, T Workstation T PCR EMD—ARbLE L —D TV TSAV—DF Z—) DI REFTENET,

PyroMark Vacuum Workstation D43 :

B B 24 /213 96 T ILDFEHLEE 15 S URATRET *

B BROERYT 1 I ERER

B SRAOTAINSY—TO—- T2 EHRRMTHIETRYIBLUERTEE

S TIVEIREBOD—o 70— (K15)

. EAFUEBLEPCRENMEINL T NTPEDY - O—FT 14T LI
Sepharose E—XIZEIE

2. 77)L71') 4D Denaturation Solution T PCR EE#) & —AN§H1t

3. Wash Buffer T L% %%

4, =TT TIAV—BT =) T

PyroMark Vacuum Workstation (&, 7 1 JL5 —TO—T%%5&E L = PyroMark
Vacuum Prep Tool (1 16) & PyroMark Yacuum Worktable (B 17) &K URS|
R T BERRNVTEBRENTNE T, YO TIVORIRERIE T 1 )L5—T0O—
T RMEIC Sepharose E— X% MRiE LICIRRETITENE T,

50 ml
Wash Buffer

40 ml
Denaturation
Solution

50 ml
70% ethanol

(E—XICEEFEHDPCREY)

“Parking”
position
B ]_L :]_L
: ' 70 ml
- A2 s -1 high-purity
— f water
——
et _J - ji 50 ml
- high-purity
HHHHH 2 A
BEpEEREE |
- - |
PCR plate PyroMark Q24 Plate

(BN U~ IV T TZAY—%FM)

B 17. PyroMark Vacuum Worktable

TAIE—
S Jo-7

o T4 E—TO—-TI

E—X%=Ri&

\
\1 exF> ‘ FILH B

?

‘ oD

=TIV
‘ TS5A7—D
TZ=U2T

T~ (R3IfE1L)

15. 4V TIVEIREBEDT—o 70—

16. PyroMark Vacuum Prep Tool

* PyroMark & 27 LsZEHE T PyroMark Q24 Vaccum Workstation & PyroMark Q96 Vaccum Workstation 2% 1) &9,

Sample & Assay Technologies 7



FA—=F—A2TAX=23 Y
B

RmB [ Cat. no.
PyroMark Q24 ') —X
PyroMark Q24 PyroMark Q24 A&, PyroMark Q24 Analysis Software*. 1—1f— 9001514
NZaT)b. BB - EARULSE. 1 F/ERET
PyroMark Q24 PrioPLUS ~ PyroMark Q24 Zx&. PyroMark Q24 Analysis Software*. 1—+'— 9001914
NZaTI. BB - BEREURSEA. 3 FRIMERE
PyroMark Q24 Advanced  PyroMark Q24 75, PyroMark Q24 Advanced Analysis Software*. 9002270
I—H—vZa7I)b. BB - EREURFA. 1 FRE
PyroMark Q24 Advanced  PyroMark Q24 Advanced A&, PyroMark Q24 Advanced Analysis 9002273
PrioPLUS Software*. 1—H—vZ 17, KB - EXEURAE. 3 BRI’
PyroMark Q24 Vacuum PyroMark Q24 Vacuum Workstation —=% (1 FERJ{REE) 9001519
Workstation 24 4TI SERFIC—AE DNA ZR/RT T 7—3 Y
Notebook, small Instrument /— R I E1—4%5— 9020962
PyroMark Q96 ID > 27 /1s
PyroMark Q96 ID PyroMark Q96 ID Z&f&. PyroMark Q96 ID Software*. 1—H%—v_—217)L. 9001525
/= hERIOVE1—-5— RE - BARUESN. | SRR
PyroMark Q96 ID PyroMark Q96 ID Z5&. PyroMark Q96 ID Software*. 1—H'—v_—2177)L, 9001916
PrioPLUS J—hEOVE1—5— BB - EXEUREH. 3 FBRI’
PyroMark Q96 Vacuum PyroMark Q96 Vacuum Workstation —=X. 1 ZERI{R:E 9001528
Workstation (110 V) 96 U TINOEFIC—AEDNA ZRBHTD V- T7—23 Y
EEHR M
PyroMark Assay Design PyroMark Assay Design Software 2.0 (1 51/t X) 9019077
Software 2.0° BBH PR BLUY—I IV I TSAV—EREGHTDY T ITT
PyroMark CpG Assay PCR and sequencing primers for Pyrosequencing analysis of gene-specific 978746
(200) CpG methylation after DNA bisulfite conversion (200 reactions; tube format)
PyroMark Custom Assay ~ User-designed PCR and sequencing primers for Pyrosequencing analysis 978776
(200) (200 reactions; tube format)

*YTRDITENSAEYRTY, T BARBICIRTROL RIS, " 2EBREOA T AVEIZ0ET. BPHLEDE S,
PBMZAEYR (53MEYR) HIZNET. BHNELEES,

SEHOHRIIMARATY . HROZRI. BEZIIFHOENICIIERTDIEIETELZEA. BHDSAM 2V ABRELVUHEAE T EDEREMRICEAL T
|& www.giagen.co.jp @ “Trademarks and Disclaimers” % ZE< 72& 1. QIAGEN Y kD Handbook 33K U User Manual (& www.giagen.co.jp B'> AF
AJEET Y,

PyroMark > 2 7 L5 |IZB89 2 5$4#l|3 www.giagen.com/goto/Pyrosequencing & ZEL /2 & LY,
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