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T 570, BHICBERHEO S F~—A—L LTHAT 2 Z&I3TERY, LILRBDL,
fZ B (R AE VR E) ISRV T —EDMMATRD B, 23720 OFFE T %« O
VNTR BB SEEKDORMEHET 22 LN TED, 29 LIFmax OEKT — (1
HTIHDH L&Y, L0 IEMOFEMARRFEHIENTREL 25725 9,

-BARERICE T 5ERERBEICDOLT
EN THoBES D REKRIT, HgiC B &35 7~8 FiIAy T Bk (BT 5.
H A O A5 EZ H 13 MLST 2451 (Multi-locus sequence typing: k& SNPs (21 - T
ST DRI SRR FE) 1ICHEEO L 8O STRIN IS, ZTRHIFERD
HIEBERE S . 5 ODORKEHCETX 5,

- ST11/26 £t

.
- STK # |
- ST3 & | A (Ancient )
- ST25/19 #f -
+ ST10, ST22, STS & ~- R (Modern )

ST T 23 MmUILL T DY
Filliol I et al. (2006) Global phylogeny of Mycobacterium tuberculosis based on
single nucleotide polymorphism (SNP) analysis: insights into tuberculosis
evolution, phylogenetic accuracy of other DNA fingerprinting systems, and

recommendations for a minimal standard SNP set. J Bacteriol. 188(2):759-72.

Nakanishi N et al. (2013) Evolutionary robust SNPs reveal the misclassification of
Mpycobacterium tuberculosis Beijing family strains into sublineages. Infect Genet
Evol 16:174-17.

M, pgilfiE. (2011) 7/ AEHNIC G &S < ERED A Lo HfiE.
1EZHEDOREM. 27(8): 25-31.
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VNTR 4§88 || sT1126 STK ST25/19. <10 ‘513, 75| s 4170 Z4E H37Rv

104 (J01) 4 & 2
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ZHREIT, BSRMNTOLEBEZ R LT, HRHBENTIIT~mOFEM TR I L gAY =
—TaUBRLND T ENRZUN,

VNTR S35 & ALRRAE R O R BT 2 2B XL T o v,
Wada T & Iwamoto T. (2009) Allelic diversity of variable number of tandem
repeats provides phylogenetic clues regarding the Mycobacterium tuberculosis
Beijing family. Infect Genet Evol. 9 (5): 921-926.
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AL REEL 0. REOHRERDINERGH DTS,

UL EDELZIZIh > TVNTRE N Z W5 556 O 7R Y 7 536 5 B3 [ ORGSR A
DAL, JATAQ2)-VNTRHEBI D B D g Ty 72iamm T& 5 Z En%» (1), B
5 (2013) OWEFICL DL, 12 fHkD S B 11 FEMOEWVZRYIE B2 52 Lick
D, IFEAEDEFIZBWTIELWERBZE LN TWD, —J7, Q¥ —1 7 U AFAEIC
BT HJATA(12)-VNTRAELRTiL, FEHIZE < OBE D BIR—RRIRED 5 fzﬁﬁém Znnic
Al — RO AIREM A ET 2 Z L IR CTH S (il S, 2013), 29 LEHEAIDIE, &£
D Sy FRREDS EIVVNTR Ef&%kﬁnﬁﬁﬁ L. L BFEHEZEITORETH D, 'TE%LMM&T
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F i, 2013),
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VW, FD XD BRBIBINIFEET DG ONTIE, HONEHT—_A T 2A5HIc k-
THERTHMER D D, LT -> T, X0 EREZRERFHEIZIE N — A 7 VAT
LT — AP EELRREEZHS L LD,

M FEFIFENT I 1T D VNTR BB 55 %5 0%, LLFO®ED,
F LR, i, (2013) JATA(12)-VNTR BRI K 2 ks 4 [ 3 A= S5 0 B Ak 2L [R] R A
FEE%. 88(4): 399-403.

P T RZEIT D VNTR BB 22 &% 0%, LFO@E v,
FfMZ2, fih. (2013) #HE B IBER % £ 72 IR L 4y F 58 % O AR f 5 —
JATA(12)-VNTR HBNZFS L 7 T A X —JBRL & & O —. FEE 88(4): 393-398.
WAV, fih. (2013) FERZIRE E G2 61T 5 MR 22 s B RCE RS 27 (VNTR)

ST O FVE. FEik%. 88(6): 535-542.
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TIFHENBFIND,

MABAMELGERABREL. 7THA0—XFIILESKBOMIZIE, FrES)—%E
[CEBBERIKENE DNA o—7oH—IZ&B T3 AUMEMAEFON D, BB (TMEITIE
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Z7&9 A JATA(12)-VNTR D 12 fBEICHE LTI, HAHRREM AR REAIKIREL->TNVS,
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TIOLUNTY/A0— INAXTFSA4Y
http://www.chem-agilent.com/contents.php?id=50

X747 QlAxcel
http://www.giagen.com/JP/AN-QX-VNTR1
http://www.giagen.com/JP/AN-QX-VNTR2

- B EMERT MUltiNA (RILFF)
http://www.an.shimadzu.co.jp/bio/mce/multina/index.htm




. UAIVIDEDO ST

1. internal control D&

CESTldinternal control [ZISWTH U T NADH A D2 T RITHOINDLD T, A HIHD
JRUKl Cinternal control 25 EFR<HERE L 72\ & IEREZ2 YA y/7ﬁ§?fii@/1/ IR 72
assign¥{TH I 7= internal control Msize calling curvelZLA FOX D L 9 I2E S FEHE
D — & RO TEARMED R IZA T ET,
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/
o
o [P p—
-ll

om o o o o0 1200 i G

ABI Genetic analyzer 3130%{& FH

internal control MassignliZ =7 —MNHHLHE. BEIL 1SQ) ENMELS b=l
T —IZRZN DO T EMNAEETT A, size calling curve L D= T — DNV 72 nBE X
[SQ) MpassiZZe>TCLEIZENHD F9,

assign?® EFEL AT o238 Dsize calling curvelZLA FOX D X 9 ([ ERMEH
IebivEd, CESDinternal control DFFEE LT, 1 7FATC=I—NEZ 5 kLT
T=DRETHED, Yo TN AT TINEREICITZAEE A

0% f
. f
17RTcQITI—
NHFE
T
m o e
P ,.':‘:3/ E %}E L T: .
m — __‘.'-:’_,,w"‘r;:::'.,.f 7_ =

ZDO XD A, size match edltor%tﬁj L T, FEyTinternal control Massignz &
ETHNENRHY £9,



internal control Massign® T T —NEREXBFKRD—2IZ, L TFTOX® X 5 iZinternal
control DI < 2o TEASFEDfragment NS L TCLEY> ZEBHD £,

EhA U7-fragment Z GO R T Z L ITZHEEHADO T, 2D X 9 412 iXinternal control @
B Z DS BTT,

&40 B
az0 250 880 gog gpg 940
G50 950
1000
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qogn 1080
1060 11050
7410 7610 7810 8010

A& L7=fragment

internal control MDassignMIFFEIZITHOILTCWVWEMNE I MMET = 7T AHRA 2 & LTIL,

O EARMINZ20 bpDladder (272> TWAB 2, 10 bp®Dladder D ASHNIIEET DD T, T DEH 45
Dassign DIEFENE DDA T = v 7T 5,

@ 100~800 bpFE TlL14 bpDfragmentNFAET DD T, ZDHEr DassignNIEMENE D Ik
F v 735,

@) —FEKNEZpfragment31200 bpllassignSNTWAENE I MNETF v 735,

D3 RBHIT HIET,

EffElCassign X 72Ky 7 EfEk D internal control

14 bp 14 bp 10 bp
3000
100
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120 .
an 180 240
2000
180 200 314 =0 20
220 250
1000
0 ; .
4 7 30 414 &0 50 L s 1
[ | | | | | | | A [ | | | A A A
| | | | | | | | | |

20bp 20bp 20bp 20bp 290 bp 20bp 20bp 20bp 20bp 20bp



IEHE[Cassigna =& 5 F= fHIE Dinternal control 1200 bp

10 bp
250 920
1020
1 1080 11909420
1080 1160 1200
2440 2640 2240 3040 3240 3440
internal control MassignNELATONZWEENHD 3, JRIKE LT,
(Minternal control Dpeak@2MET E Tcut of f SN TLE LTS,
Q@ukENFEI AT X TR TDOfragnenDPKE S LTV 2200,
D2ENEZHINET,
2T DfragmentH kK E)ZN TL VL Vinternal control
2000 3000 4000 3000 E00D 7000 2000

X

(Dinternal control DpeakFHAMET X CTcut of f SN TLFE- TS,
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DD THEENMETT,
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Zassignd D, 10




Analysis Method Editor

General | Allele

Peak Detection Algorithm: | Advanced

Ranges
Analysis Sizing
Full Range w all Sizes

Smoothing and Baselining

Smoothing (%) None
O Light

() Heawy

Baseline Window: 51 pts

Size Calling Method
() 2nd Order Least Squares
() 3rd Order Least Squares
() Cubic Spline Interpolation
(%) Local Southern Methad
() Global Southern Methad

- Microsatellite

Peak Quality | Quality Flags

v
Peak Detection

Peak amplitude Thresholds:

B: |50 R: |50

G: |50 P: |50

Y. |50 0: [100
Min, Peak Half width: |2 pts
Polynomial Degree: 3
Peak Window Size: 15 pts
Slope Threshold
Peak Start: 0.0
Peak End: 0.0

Size Standard Mormalization

[] Enable Marmalization

Mote: For 355X series
data collection
normalization only.

Factory Defaults
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