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A FR AR AL X5 B — H DRI G OGO AR ) it o i, 4/
S0 R AR SR A B R R T A L, T AR A S s . CHREA D SIS AR T
KR B RURE DAEE R AR R b (1) Shtt, 52 7 fd RIS BekE m R A — A8
A1, BRIV AR 40 R B TS e (2). R RAE AT LU R 56 T4
MR TR, AR R RIES (STR) JEREAREE (3-5), STR %
DR REA AL R, R IENT A, — My 3-7 BEXT . IX e P yfE ARt
A A AT, o DMEN 2 &M R D, it R A sE U Y (PCR) 7k
Fr il o STR PR A7 1) 550 25 DR my I gt 47 344 X 38y 5 52 73 2 1 8 DUEC H A TR SR X
55 HHAEERS UK S 2 )5, o] LUE I 5 R IR X 5

FLI 5 38 ] PowerPlex®1.2 R Z0RATFT N 40 2 38 AL 10E . B K B8 ok
Y5 T8 PowerPlex®1.2 245 8 A~ STR L [K £ 1 Amelongenin K47 (6, 7).
W T SCEERLIES ), AT PowerPlex®1.2 F 45 1 IR (v 40,2 75 T #71) StemElite™
ID R4 @, I T —AMESMNAZER A D21S11, HI TR R SIRE

AT IR AR R RS TR % 5E, AWK T StemElite™ ID &
48, S SERERAR, T TS wE R AT T A0 MR R R RN e, RS B4
MR, HEAh, FRATRFRDR — S BUBE AR A 1 T R0, &brid il e S Pk 1S
MEJE (Mus musculus) DNA [AF(E. RGFRAERIS ] R38R YR HE R bRad
FHIFEH PERT . StemElite™ 1D RGHRMAE T — AN KSR N R S8, WITE 5X iR
EPHAEE T A 3011 Tag DNA SRABE . IXAE AT LA SR — 20V i DNA 3340 735 1
Tag DNA &1, dNTPs, MgCly, Fl 5 22 i

StemElite™ 1D A4 LASZHL 10 AN AL JEERL (9 A STR JER R, — AT
A Amelongenin JEPE FEAL ) Fl—A B 2 DAL A7 R 3 [l 36 A — ekl o4
D21S11, THO1, TPOX, VWA, Amelogenin, CSF1PO, D16S539, D7S820, D13S317,
D5S818 Fll—AN YR AL M R, o X SEIEPR HE A AR G AE— D, FRAE—ANEE IR0, LR
HLUCHC AT BEPE S, 1/(2.92%10°%) , [l i il F TRl A0 L 28 P ) 1 %6 B9 etk Bl .«
T4 19 D21S11, THOA A FRJ5 3 PR A A7 1415 | s 17 58 N # AR 28 (FL), I T4 TPOX,
VWA FI Amelogenin J& P REAL 5 [ A3 2L DU FEE D P RFR2E (TMRD, 1 T4 34
CSF1PO, D16S539, D7S820, D13S317, D5S818 JL[lJFafy {15 | M) f 6-1R%E-4',5’

JOE: D5S818 D13S317] |D7S820 D16S539 CSF1PO
TMR: VWA TPOX
ok [ ][ [ 1 [ [ 1 |
Size (hp) 100 200 300
A = Amelogenin
M = Mouse
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Kl 1. StemElite™ 1D Z4: 21 KL PR

-2 - RSSO FERRS (JOE). IX T —ANER BEA 7E PR PCR 2 L[] B Bl
1, I FAR R B AN kAT 0. 1 BoR T StemElite™ ID FR 45 rfaE AN A g
(VAR PN P N o N AN

B4k, StemElite™ 1D FRGL 55 T % FhA [ 9% FE SR e R0 28] e R 82 gy ] £
BEe RAEWRMLTENFR (ILS) FIEEAIER 43 bR UEY) (allelic ladder) HTHrHELL,
[Fi) N 42 (4t X5 P 4 M 22 DNA (9947A) AE 4 BHAENH I . SEANTT 1 5 FORE S I 2 T
PIAR, AT RTS8 3k B 0 P PR OR A 22 AN B A 0 T KN o S DR 43 AR UE )
DR S ee MV Y AL 3] e e S e S I N RS RS | K N v8 T S O e O ]
TERFIR HLUK 73BT IR 2 A S PR 23 TR HE A g o R, SRV B A 0 HL Wk 2 ) 3 s 11 22
st. StemElite™ D S5 1 84 BUBRUED) BARME A 12.A T kb, A FERENGA L K
e RNTEEH H . T3 9947A DNA & CLANRFER A, ] DL DRI IE 3L
DR 284 23 A RO A 12 o

\ 7% DNA £ i
v i 6 5

| S R
v TA HH

| LD

v 7.8 s

| VEE RS, WERRE

Applied Biosystems GeneAmp® 3100 =% ABI PRISM® 310
3130 =} 3130xI 3100-Avant i A% ARSI HT AN
WAL T Prax At 2.0 Ry f% 9 {lar
% 8 {lar I3 HTAX
| Y bR
%510 34 GeneMapper® ID %1t GeneMapper® #ft,
3.2 i 4.0 IR

2. StemElite™ ID &4 /ML

KI2MEE T IiX A+ AR T+ StemElite™ ID ARG EERAE . TRIZERIUE, S8 A e 3L
DNA, &, SREIMAMEMNERA (Master Mix), 3 171 £ 2 {17 StemElite™ ID 10X
SR AY), StemElite™ 1D 5X WEE &M MPCR LK. W82, #ATPCRRMN,
NN EERZ S RN (ILS) IIAPCRKN = . 4§ B4 kA (CE)
X 3 SN = v IR A A R DAL T RS, SRAFCEHE , FF FH L DR 2L 43 B R4 A T 0 A,
A 2 40T L AEPromega A\ W 0T 3815 : www.promega.com/stemeliteid/. ¥ 1t
AR U B RS 52491, 455 a4 GeneMapper®ak GeneMapper®I Dk £ 15 B4R
SR, ATAS RN B S AT S0 2% B RO

IXAHAR T W 5 JSL (A7 G STRI A JRE A7 47 S8 Ay 38 =y Aer I R #4705, I £
BB 715 Promega /s ml # A MR . AREE T Al BE 2 (1A AN Es AR 75 SR A5 5
WS AT =354
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2. A R AT A
) (k3 IR

StemElite™ ID £%; 50 AN S G9530

77 i G9530 7 HI AL W i 50 IR SV, BRI VAEA] 25 uL. AHE:

Y HFEARRET (EEFRD:
250 ul  StemElite™ ID 5X FIE &Y
125ul  StemElite™ ID 10X 5% &
1.25ml  PCR 2% %& HK
25ul  9947ADNA (10 ng/uL)

Y EHRRFET CREFRT):
25uL  StemElite™ ID 254 5L F 4 B bR HEY)
150 ul 2> 7 REANFE (ILS) 600

RETEAE: FTH P S 847 T-20°C Ak [ 8B kA  StemElite™ 1D 10X 31415 HE A4
StemElite™ D 27 5L K /) RUARHED RIS TR AR (ILS) 600 X HURE, 7 B A7

PeATam ZUE T 8 A R S R B S A A & A R, ARk, A 4RAE
S TT o A A O LS AR

3. AXFFER, BN

T i 7% 4 FH 9700196007 GeneAmp® PCR{X 3k Jii H] StemElite™ 1D 2 % (1 #5415
%k, MAMEH1ETABI PRISM® 310, 3100, 3100-Avant Genetic Analyzers FilApplied
Biosystems 3130, 3130xI Genetic Analyzers 54 &5 AT B 40 HL ik 7 25 RIS 4 4 A% b
ERAE T XL AR T A Promega s ml # A il Ky g0k . 4 R 1 7 936 = A HI FPCR
ASCats RS A 25 R T T AL AN —HE, 7 75 0 Hag AR D ik AT Ak, Bds e PCR
PRI DRI SIS T] o 0 T2 A IS PRI A 77 1k T S AR 2B R R A

EREA 3 B R ME A 0 v B 7 2 AN REbRHEfL £ (Matrix Standards), %8R FEbrHELL
A2 AR, H AT LLRIS A FiAPLAY: ABI PRISM® 310 Genetic Analyzer
(PowerPlex® Matrix Standards, 310, H:x*DG4640), ABI PRISM® 3100, 3100-Avant
Genetic Analyzers F1 Applied Biosystems 3130, 3130xI Genetic Analyzers (PowerPlex®
Matrix Standards, 3100/3130, Hx%5DG4650).

4. Matrix AL BB ISR IE

Matrix 325 B I A Bl 2618 FHABI PRISM® 310, 3100, 3100-Avant Genetic
Analyzers F1 Applied Biosystems 3130 #iI 3130x| Genetic Analyzers >kiTli £ 6 &R
GoeAEH ORI . B A AT AT A — M Matrix,  WEEMatrix AN AN IE R, Jenk b sig
B2 AN REAR I PR X 53, — € 8] — AN S5 A0 i DR v U sl ] g R g b — R B AS X o

PowerPlex® Matrix Standards 310 (H3¢%5: DG4640) %KW T ABI PRISM® 310
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Genetic Analyzer [ Matrix trifift. 4 THUS LS, PowerPlex® Matrix Standards
3100/3130 ( H 35 : DG4650) A1 i% 1T ABI PRISM® 310 Genetic Analyzer 1] Matrix
Ao

PowerPlex® Matrix Standards 3100/3130 ( H %5 : DG4650) £k [l T- ABI PRISM®
3100/3130 Genetic Analyzer fiI Applied Biosystems 3130/3130xI Genetic Analyzers 1]t
WEARIE, 1A T B fi: 45 5, PowerPlex® Matrix Standards 310 (H3g'5: DG4640) A~
AEH T xSl i et Matrix 1.

KF-MatrixprUEAL BV E LRI EE £ 7= 55 B [ 3:PowerPlex® Matrix Standards, 310,
Technical Bulletin #TBD021, Z i A F Wb~ i DG4640— 484t . T il A2 1E IR
TR £ 0= K B3 W 13zPowerPlex® Matrix Standards, 3100/3130, Technical Bulletin
#TBD022, ZE AT/ HDGA650— i fflt o IX He AT JHI4 w5 i o9 2l 7 [5) -
www.promega.com/tbs/, = H % [ijPromega’/s 7 ZHL,

5. EEEHEM

SEAUDNARE S TR, 2RI UNERAG, BT OREE, SIRIE, PCRUGE HIILFEM
PCRIGIR S AT H 22 oM s 4 A R R 5 4 o FRAT T U P P a4 R A7 (O PCRY 484
TRERHEAT S, 225 B ORI A iR 7 73t J2 A ke

HTPCRIGSTRA TR 25 5 DR it (R A E TR N JRDNAYS e M Hh A o Jr LAEVE 2 DNAFE
AT 5 RPCR Y., BA K/ A4 38 o A it A ol R0 A 20 AR 5 /N, 3 B A8 S5
P w0 S VAR 77 (StemElite™ 1D 5X Enzyme Mix, StemElite™ ID 10X Primer Pair
Mix, Amplification Grade Water il 9947A DNA) /e — AN & 71, HESY MG
1 B e WAk 77 (StemElite™ ID Allelic Ladderfilinternal Lane Standard 600) 7 P17 .
IV 12 i S [ B EAT — AN BT FE SN, CTEREARO SRS & 575 Y o A I HERE AT T
ERprRERiesk (WART®RL) .

T STR W73 Wt i | SRR AT T 10, 5 AR ERAE o TR AT RIS PR 25
Wy, RGN S R RS BRAE RN, P S AR, RIBUEM AT, 42
BT BRI

6. DNA B R

6.A. DNA 4ifk

DNA ¥R, 4l A5 ExH 148 F] StemElite™ ID & 40l ah 3k A3 45 1R 2 (1) . DNA
ANNZAE BT, 0 BN AZE B O g e KT DNA W] E S 80T 58 nakdr 18 2 e,
SR 2 8K /D> DNA #5280 39 0, A G LA G5 R Joiddy 38 v A7 SE DR AR AL
B AT A LD A P, B > A A B R R R T R

MagneSil® Genomic, Fixed Tissue DNA Purification System (H%"*5: MD1490),
Wizard® SV Genomic DNA Purification System (H 3% 5: A2360), Wizard® Genomic DNA
Purification System (H 35 : A1620)f1Maxwell® 16 Cell LEV DNA Purification Kit (H %' :
AS1140), IXLen] LUK 2 FDNAZIAL R et vl 7 i v 5 i iIDNA] - StemElite™ ID %
gt LR ARG AAAL A STR I B 45 25 R R T IDNA.. Magne Sil®# I i) LL 2: 4
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DNARE il 287 38 2 1 PCR BN A I A5 G o

DNA A% 47 1% EDTA WKJE ) TE 22K (pH8.0) . FA1HESE TE by (10 mM
Tris-HCI,0.1 mM EDTA [pH8.0]), mi#hik Ak pH A4 5% midr 3t . 4 DNA B LR A7
T pH A2 8.0 5 EDTA RN TE ZErhlirt, M4 DNA BRI ARFRAS Y. 2 T4 38 J )3
BAKZRI 20%. PIREUSHCT S kI K, Na®, Mg® B EDTA #J4:%f PCR i Jbviid i 4T

AR

6.B. DNA &

BAVHEAZ AL AL StemElite™ ID RZEZ 1T, Joxf DNA AT € &, Kb 2 elid />
DNA #l4s SEU N R 548 HEAE AR DNA . 24 /DBt DNA H T-9 16k, &
VG i (R BEH LR, 104l S A DNA T 8, 40K STR JEDE a1 9™
¥ sl o T 260nm A AL (RS AN AL 5 DNA WREE, 1 AU 45T 50 fl e ML
5 DNA/ZTF. Quant-iT™ PicoGreen® dsDNA quantitation assay &l & (Invitrogen)t a]
FITh% DNA K. 44 StemElite™ ID R4¢ Wi {f ] 2 447 DNA.

HE:

a. StemElite™ ID Z %] LI E] 20 7 5w HE4 /NP FLJE DNA [A7LE

by WIRARAE F_FIA$E 2] DNA glifhik &4tk DNA, FRATHESZN & 260nm F1 280nm
Ab PR ER AR L KR DNA Eﬁé%r“ T DNA 1 Aggol/Aggo ELAE N JE 1.8, DNA FE
A, S PEY RN R, W Ageo/Azgo LLAERII1EG, DNA MK 24 =il
c. AILEBIH 2 AT 3 DNA FE & 1A X5 Je 2 51 FE & A LA g . 4 4F
StemElite™ ID R4H], HMHIUERIE L, HEHEERTFE.,

7. £/ StemElite™ ID R4 31T DNA ¥ K5 55 1

%%%Fﬁahﬁﬁﬁﬂ
9600 = 9700 7Y GeneAmp® PCR 1% 2% (Applied Biosystems)

® 0.2ml JHEERIY B0, MicroAmp®JtaE 96 fLx MNAREL#E 0.2ml MicroAmp®
8-strip x4 (Applied Biosystems)

® 1.5mlBita i (Fisher Hik'5: 05-402-26)

® Hi Itk

StemElite™ ID ZZE 2 6 0T LLLE 25 BT W A 2 L 2 405 DNA S Bk k474 18
SR, FLAREEAEAN WL R TR o B8/ A HE DR JRE AT B 25 S 1t ok, o SR P AR DNA B
ZTHEAEN 2 A, T2 2x HhIRAH S5 e 1A A5 /0N ek DR RS g AR R et A5 A1 11 A 6 PR JRa A7
W, T LR /D AR DNA B 5 PCR #EER R 241 TP G L 11 & 2

ARFMHRAE T 75 9600 5% 9700 %! GeneAmp® PCR {44 |1 [f] StemElite™ ID 2% (1)
AT TR

7.A. JHEHES
HE:
a. KA AT R SRR 5845 P A RDBE A R 0 B 1) L, 7% D T4 He v 4%
[ ) L 46 080 S 1, AP 1T T M (S B AR
b RSB FTH 1 DNA B K958 X5 Je 25 R R h oM 0 th . 448 ]
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StemElite™ ID RZeh, ATV, IFaW ERTE.,

1. ¥ StemElite™ ID 5X B/ & ¥F1 StemElite™ 1D 10X 5% E & Wi .
HE: AT 15 7, AZELL StemElite™ 1D 10X 515 HRGY, KA
XFE AT RE Al 5 | AR Th AR A B

2. MR HER N A H AL FE I R BH P B s R o mT DA I — AN sk A
IS SRR M R (ot ) 38 B8 2 o ERARIX AR SR 2 D Rk, 1] DA O PCR id
FHARF) = 28 T T B A OAE S, ) AR A A s st FH AR (] 6 3 5]

3. T 0.2ml RIS L IERbR L. BT BUEH MicroAmp®)t¥ 96
LN ELE 0.2ml MicroAmp® 8-strip e V4, I IEMbRIC .

4, KR A B REFERAIN T — TR, 1.5ml B B0, BEHIEA . 12.C #6
5Kk TAERAME T LT T 24 N [# StemElite™ 1D 38 134 % master mix)
AR

# 1. FIT StemElite™ ID %%/t PCR A A K] (master mix)

PCR i A5 e 43 B S NI 75 AR
StemElite™ ID 5X BHRA Y 5.0 7t

StemElite™ ID 10X 5% &4 2.5 It

PCR 2% /K HIME fe ZARRH 25 T
ik DNA (2 gh5i) ! 5% 17.5 47t

Vi DNA 7655 7 1.

P PBARREZ T 2 o, 2 38R P LD A7 2 TR AU R R A /NI DR s

A PR HE DR (07 HAT S v (8 19 7 o Bl 2-4 988 S N AR A S (i 10/20,

10/18 3R ) HEMS Che 3 kDR Je 7. 2 T DAL -1~ 4

jiev PCR i A1t 5-10 #5.

F PCR IR AN ABEAN S WA o

WA DNA (2 44500 AIAF B N i PCR G I S b A HL o

TR SR, AR MR R R 9947A DNA %2 2 45, SRJ5HKE 2 445 DNA

TG A PCR A 17 ) S B HE

9. ZBBN I o A R AR B DNA BIFHE XS, #ike 100 K2 ve BRI HE R 41
DNA (H3'5: G3091, 5 AMNEI) ik DNA Fril A, AR5 100 5
v DNA A E47 PCR 38 FHIR ) S5 B HL

10v RFTETEX ISR, R PCR 204 FZK (AR DNAD I A &b PCR ]t
FRU R S VA M

coO N O Ol
P P P P

7.B. ¥ HEHIEIA
AT 275 9600 B 9700 % GeneAmp® PCR 1 4% | 1i f| StemElite™ ID &% (1)
BRI . TATBAT MR E RN, RV PCR A . ARG ST HE
PCR 1 #% {5 & , i W i E-mail Bt % Promega #% K 32 £ # 17 :
chinatech@promega.com.cn.
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AR FH PR S SO RS U A 28 T B e AN — A, JIT LU BRI S50 % P A AR b AT $4
WRLDLAL, HFGH% PCR IR0 H AR08 iy I RE SV NI TH) CEREARD

Promega 2wl A5 2 B T~ 2 45 50 DNA St , 10722 PR EULT o %15
Z A DNA B4 1 FAR R %, T 223 s /> 11 3444, 4n 10716, 10/18 55 10/20,

HARGAT 7 2P Al

1. K SOV A B MicroAmp®- EHU i PCR X451,
2. EFEXTNH PCR #HAE AL AT PCR J V. i&iH T 9600 % 9700 %Y GeneAmp®

PCR {X & BB IURE WL R o

3. PCR W&ide, RiFfhbde Fbtm 4, HT-20°C fRf7.

HER: KREA ORI AE 4°C s Rl i, 2 TR A AR

9700 %! GeneAmp® PCR {253 14 [ W
BIERRE

9600 %! GeneAmp® PCR {253 14 [ W
BIEGRRE

96°C 2 %h,

ramp 100% 31 94°C, 30 #»

ramp 29%% 60°C, 30

ramp 23%%l 70°C, 45

IR EANPIRES 10 MEH, A
ramp 100% 31 90°C, 30

ramp 29%% 60°C, 30

ramp 23%%l 70°C, 45

IR EANPIRES 22 MEH, A
60°C 30 /3%t

4°C =i

96°C 2 73%h, -

94°C 30 7, %

ramp 60 #2 %] 60°C, 4L 30 #F
ramp 50 #2 %] 70°C, F54: 45 #)
PR EASERES 10 MER, B
90°C 30 #, &%

ramp 60 #2 %] 60°C, F54: 30 #F
ramp 50 #0 %] 70°C, 4L 45 #)
PR EASRES 22 MER, B
60°C 30 734t

4°C izl

8. ¥ H ki, ¥ Applied Biosystems 3130 = 3130x

Genetic Analyzer 1 ABI PRISM® 3100 5 3100-Avant Genetic
Analyzer {X2%, FHEIERERHSE (R4 2.0 F13.0).

FEM B CRMERIEL

TEUK B & UK K
PrARE Ak

95°C T 4%, 7KW EE NI s

3100 5% 3130 B4 41, 36 HK MK

PEREMAL A 4 (POP-4™), HIT 3100 5 3130

10 5B AE M 882 M (#4 EDTA)

MicroAmp®>t: 2% 96 L, 5 AR FIBE

Hi-DI™ Hiftl: (Applied Biosystems Ht'5: 4311320)

® PowerPlex® Matrix Standards, 3100/3130 (Hzx¢%5: DG4650)

Wy F G (LD EWHAERAE  fiE: 800813 8133, (010) 58256268
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RIS () 5 DG, A F 356/ T+ 100 ps/em 19 Hi-DI™ FREE . 432 1) Y
Wl 5 1-20°C {47 [REZUREIAILE 4°C KW IRAF T2 S BT L 0. i3
1100 ps/cm (1 T BERZ & A TEAFE S I 23 55 DNA SE4FI0 T, 2 3 R I {2 i
RANEURAE AR . A A AN T AN 88 045 5

B WML — P RISE A SORT A7), ek S AR e ko B i bn s, $R A
AR AIN TR BUERR I R, SR T M 2 2R .

8.A. BHE HIKFMHER

1. 3% LU R 5 TR AR R Hi-DI™  H LR A 4% FRER A ).

[(0.5uL ILSB00) x (#E AFEME)] + [(9.5uL Hi-Di™ FHEIE) x (#E AFE G £0)]

HE: FFERGYE 1R A AR ] i alidsb, kg d ik g5 b oy v Epnife
YIEAE KSR o 2> 7 bR B 164 & 500-1000 RFU. I I (E %, FeAi T
8RR A L R L), 1ul ILS600 Jit QuL Hi-DI™ Ik o ShuseAi i i,
TRAT T 48 F LG9k 0.25ul ILS600 fit 9.75ul Hi-Di™  F i .

2. &Y% 10-15 B

3. WLHL 10 BTt BG4 7 AR IR S 2R EREAL.

4, FEREAS EREFLEIN A BT SR S (B3 1 190t StemElite™ 1D 2547 5L R 43 AR HEND)
FHAH Y. () b e ¥ B> B R LR AT

HEE: ARSI R BEEA—FE, I DLFRER S N s A B R . A4k
PR AL A L A B mT DU 8 N TR B R e o 0 mT DL AR 1 s )3
A5 SE /D AR i DNA 559D 2-4 A4~ PCR i P HOR K 5 BT 75 5 5 0 %

5. W EAEFLEASNE, BRI RO — T LR
6. FEih 95°C AR 3 434k, 43 L RTERE UK b suKoK 3 7%l

R AR ROFERL T 2AE 24 /NN AT o VAR T T IR T B RE AN I OR A, 2
B ERDIRA 206, AT LU TFT i ) PR ERAOR T AR b o

8.B. BHE KR

B B HL T TR TR OGRSV, 2B B, SEIE, MRS R i £
VETTVE o HE IR 7Y R BORIRAF SR S AN TR R AF S IR . U RAF R Sl — = 33X
BT F B9 0 e AR e A A PR e o MR 02 1 S U s R T, TR AT et
UK, BUMUESHIGRZE . T TS sAiRE 10 f5 4% 70 b as 22 v R K R s Gy o A4
WS I . AL K RK

J I ABI PRISM® 3100 & 3100-Avant Genetic Analyzer [t il /4 T, Al #cd K 4
Bt (A2.0) KHrkESy . a1 548 T Applied Biosystems 3130 & 3130xI Genetic
Analyzer/ HAf iy, 757 s — e i,

1. fEEPEALEE (Module Manager) ', E£“New kI, &7 Type Fhiseprhksf

Wy F G (LD EWHAERAE  fiE: 800813 8133, (010) 58256268 M1k www.promega.com ;
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“Regular’, 37t Template FH73Z bk £“HIDFragmentAnalysis36_POP4” . ffii\iEA
WY 5 b, AR 3KV, IS TR HIEK 4 2000 75, 4 mis Tt 4, &
FOK”,

HEE: USSR T EEANR], 3 AW TRURT L R A #E“Module Manager”#E47 3%, ##:iY

HEAW] 3-22 2, ALK 1-3kV

2. f£ protocol manager HiE#“New”, A7 (protocol) fiv4s. 7F Type FHizkHh
EF“Regular'IF{Ei12171i20 Run Module 4732 H HR 6 B i DB 2 (s TR . B a1
Dye-Set N HAIEREF". #iL“OK”

3. FRAESAE I PR A Plate Manager H A1 — N 1K) plate idsk. 78 LGS
HE R 48 3] “Application” N 7 3% 5. - 1% £ “GeneMapper-Generic”, % F Rk A& plate %Y
5 (96 FLHRD « FEFTE# (owner) Fl#efE b1 (operator) 7 I HH I AN N & JE N (G
£ OK) .

HER: WRFE AR, WS U Gnstrument user’'s manual)

N

4. %} GeneMapper ] plate K, 7EAHNAISL (celd AN RIFEG AR KRB 2
Filf)“Results group 17, LR EMLE R (results group) . 7E“Instrument Protocol 1”
FAHS, ®PDB 2 hEIE ) 7k (protocol) , FEAATRFEM Z RS A& IS B . ik
(i%&$ OK) .

HEE: & New” N b Gl H 4 4] (results group) , 7E General X5 HE 14 A\
ZFR,  $k3] Analysis XTUFHE, FE7E Analysis 43¢ b ik PE“GeneMapaper-Generic”

5. RERBNAES, KHAERT T,

6. 1E KN (spectral viewer) Ffiih dye set F A TGRS, I H8 & LA HE
T

7. $TIFie47 & (run scheduler) , #RFEN7EPEE 3. 4 Al plate ids% (record) , ik
Hoplate id3%, LSS YRR ATV plate 3 (graphic) . Y4 plate record S5
N[ plate XHLJG plate graphic #f 3 AR ke, TEIZRE T Run Instrument #i 3kt
SR PATIRES o

8. Huii T.HA I Run Instrument #i3k, JFERIZITHEA,

9. I AR SR B run, view, array B0 capillaries viewer % 1S L LK B AT
R FERIENLIFERS 45 43 4h.,

TER: W SRR AR e B 2K, AT S Ay N IS TRL VAR 1 v v s 8 5 U AR i e
R ILS600 ‘KEL, A A0 LY

9. ¥ B WL, 1 ABI PRISM®310 Genetic Analyzer 13%%
TREMHE R R
® 95T n#ge (heating block) , /K EA B AR R

® 310 4%, 47cmx50um
o IR AFIALIL polymerd (POP-4™)
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PergA A (1mb

10x5 4 EDTA 1) Genetic Analyzer 2%
FESEFIRE F (septa)

PRIk

Hi-DI™ FIfkl: (Applied Biosystems Hit5: 4311320)

®
PowerPlex Matrix Atandards, 310 (H3%'5: DG4640)
° EUK UK KT

R P R 2 D T8 o AT PR A T 100uS / om [ Hi-DI™  FIEE, 4354 J5 (f A7 /E-20°C .
SAZ VR IIAE 4 Co Al P AR . M T 100uS / cm LA RE & 4515 DNA
SEAIE IR T, NITAE RO PR /S, BEARR BB, SXFE RIS A I R 7T e AN 4

RS

R B RAT RIS, RN, AL R, B, AR
HITASCIE AR PR 26 1 o 450 A IO I 55 ol T2 AN H B

9. A B4 KA S &

1. WES FREV. 3% R0 720R4 Internal Lame Standard 600 (ILS600) fil Hi-DI™ i
Ef: [(1.0p1 ILS 600) x (# injections)] + [(24.0ul Hi-Di™ HIfic) x (# injections)]

VER: AeUENE ) om B AT DL ok 18 i sk B ILS600 1 H ki 4. 100-base F B Ir) s fE 16 =
7£ 500—1000RFU . Ji1] . {1 Sl KA 221 ILS600 Fil Hi-Di™ FFFk i 43 53 1 2 25 1.5 Fl 24l
G L0 K £ 1ILS600 Fil Hi-Di™ k43 5 %4 45 0.5l F1 24,50l

2. 7% 10-15 B,

3. 1 25ul EREZEMR NN 1 SO 18 (0% 1 Tt StemElite™ ID Allelic Ladder)
HEE: T ERBERAE, NS 8= E R B R, ] AR
i, B> 2-4 DN HEIRECR SR AT T ELAE T IRE
4. WERFREL, wrELLBR AL A
5. 95 CAZMEAE A BUARAED) 3 38k, S RIEIVK LBk K 41 3 B

HE: DML =42 R,

6. R EIRAEAEM A3 LR (48 5096 FL) .

7. HAZ ERFES (autosampler tray) JBGHXES T, 56 T

HR: PRI AR AL AT 24 /NI AL R, 7 I bR N TR R it A7 22 1 DNA 1) A
AT LAZE B 6 (0 A 3 5

9.B. THE KA HIHES

AN UOTEYE pump block. 2B . bre autosampler AL H 8% H RS
Yo A WAL IO VLRI TN W 225 42 7] R . -G e = i A7 T — R Al —
A BT O TE (UG L Sr AR BRI R0 . D R R D A A M B SR AT I AR AR, B
P B AR )R I SO A R A TR J BB R I 44 o 5 A 15 e v /K AR 8 T
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Hike 10xGenetic Analyzer 2z R 2> £ 2 (RS (O QORI IS HY BRI . A ] KL T R K

1. $T7F ABI PRISM®310 AW

® ®
2. %M ABIPRISM 310 [{1#i i W ¥E % GeneScan Ffihi#. 7E“sample info” Fhéi AAH
IV RIRE A

3. AN GeneScan®EJ\%%$o FE N fr e B b PR B T8 IR S AR R
4. (EFHSERTEEE “GA STR POP4 (1mD) A, JEE NI TRIRIIZ AT A i) 49551 24 Ay
3 PRI 30 434, HALSHRE W T
Inj. Secs: 3
Inj. kV: 15.0
Run kV: 15.0
Run °C: 60
Run Time: 30

VRS A E AN, 48k DNA 4 2ng I, @303 A 2-5 Fb.

. ®
TER: KINTEIT ABI PRISM 310 5, FERGTR TG 25, Xl ash TR
BAEHE T (column) FIZEALIE R . 4507 22 AVRE I, 7S ] B BRF P13 N 2507 6 DR 43 700
FRUEYD, ) TS0 00 R ST RE R R 04

5. ®EFEIER matrix SC1F.

6. I EBNIEAR, 7 E T A PR B A TS BN b, Bk S

ABI PRISM®310 A FH 1 B

7. {EFESLFCEE (sample tray) A AR, SCHIASANTT, ERRun™JF 4GB 405 HK .
8. IH TSRS HH AR T 1 I VIR o BRANFE Sl B S s« VRS AT RO FERT 2y
40 535k,

10. BRI HT

fift b StemElite™ ID R G2k il £t , 75 2] 2 GeneMapper®ik # GeneMapper® ID# -
T fijfStemElite™ IDFR G4 s 19 73 Bk B, FATEESE T panelfibin3c £, AT
GeneMapper® ID #%14:3.2/i 4, F1GeneMapper® 4.0/ A 3L I H &l . FeAi 14
1£GeneMapper® ID % 1:3. 2 A1 H /- 58 il Applied Biosystems GeneMapper® ID & {}:
NEVN T B, I RZAZ AT IEWERAE 75 . X T GeneMapper® ID #1131 A
I FRA TR K B T R 22 B2 AR

10.A. % panel f1 bin 3C14

1. M promega Ml % GeneMapper® ID Fil GeneMapper® 4t H i panel 1 bin 3
f4: www.promega.com/stemeliteid/

2. MANEIERGE R, HRERIE S TR, EHE submit”

3. ##¢“StemElite ID Panels and Bins set’#4%, s 4 #0017 N 14 (9 H i o

Wy F G (LD EWHAERAE  fiE: 800813 8133, (010) 58256268 M1k www.promega.com ;
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4. H Windows®[) WinZip 3KAFFT T FRA6 XA, R0 R a1 SCAA7 N FRL I ) 0 B 4%
10.B. ¥ panel #1 bin ({5 A\ GeneMapper® ID 1 GeneMapper®#f4:

LI R Ui 5 Applied Biosystems GeneMapper® ID R AF#FE 1 & 4 11 A1 GeneMapper®ix
- 4.0 A Microsatellite Analysis Getting Started Guide T (K43 KU [ .

FT7F GeneMapper® ID # 4 3.2 ik A5 # GeneMapper®#k {4 4.0 iz A

Lt tools”, #XJ5“panel manager”

s /e b7 SRR ) Panel Manager Elbr

HEFE“File”, X5 “Import Panels”

7E 10. A i 4e 4k 2] panel Al bin 3CHF, #EFE“StemElite_ID_Panels_1.0.txt", £+
“Import”.

6. ESHmACh E RIS ) StemElite_ID_Panels_1.0.txt 3043k

7. EFEfile”, X5 “Import Bin Set”

8. k% panel fll bin 01, i%#¢“StemElite_ID_Bins_1.0.txt”, #XJ5“Import”

9. fE“Panel Manager’ % IJEH L R“Apply”, RJ5“OK”, X {#“Panel Manager % 114>
H 3l JCH .

a ~ 0N -~
P

E: GeneMapper® ID #ff 2 L Wik St =T 4. HID 2 Hri BReas ] panel
A bin SCAFSR A — B REAS b IR AF A7 5L A 045 RBEAT Bedls 20 #7 - HID 23 A Sk e e AR 4
SRS EIANTA s AP 2537 2 A 93 R AE IR V5 S5 07 5 DR AR I A A K i A% 22 5, AT SR VP
BAFRIE AR R REWLL AP 338 i oM 22 . IR ) GeneMapper®
BT AT AR IR LTI

HAb A ) GeneMapper®7)-#t i -t w] LUK 73 H StemElite™ 1D F 48 (1 54k o {H 2 1]
SLARRCAS A ) 5 S LR A5 A7 5 DR 23 R A0 R BE %o OGS L PRI AR 2 o B — A B 40 LUK

(CE) X FHEANE AR E 1) panel AT bin S, HICAFAATHH H 5. GeneMapper®#f}:
Tk EAmZE, I TE 2 A 2 X panel Bl bin SO, A2 GE8% 1A Wos i BRAEAS [RS8 b
% F IS IT B O

Promega 2t 7 Hl T4 X Fli/E StemElite™ ID &G, &l A X panel F1 bin
SCPE AT IE A 2 s BEAEAS [RASCER B A L SERT RS AR L B 2 S bin AR R T H . b TR
BUEAT A2 /D =K StemElite™ 1D S547 JE R 4 RAREY) 73 M7 (1485, promega Wik AT L LA
B8 X B o 7E T R WBE AL R AR R B R B X bin AR R T K

www.promega.com/stemeliteid/

10.C. H GeneMapper® ID #x{F1 GeneMapper®K & 7341 77 ik

YEFE“tools”, #RJG“GeneMapper Manager”

£ Analysis Methods £ 15i-

LR New”, £33 H —ANH B i vEAE

WIRTTE, EPEHID?, 2 “Microsatellite”. EH“OK”
M HTE BN —AN R TE A FR,  Wi“StemElite_ID”
% Allele TR

o OB WN -
P
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7. i&F¢ StemElite™ ID R %M1 bin {44, “StemElite_ID_Bins_1.0”

WA 1 & GeneMapper® 4 M AFTi A& GeneMapper® ID# A, #&80T LUH Fik
10.B¥ %y, IROFERIM H 52 Xbin A i T H kA i 1 2 LbinSC 1

8. ffiihik“Use marker-specific stutter ratio if available” & EAHE

9. {fiHIStemElite™ IDRZM N T L BI5IE G, FAEIB3RT, fiH GeneMapper®
IDRKAFAHID 3 AT B U EUE, 80 B4R 148 H GeneMapper® {4 FfiiMicrosatellite
(MS) 73 Hri: W s U -

LA 0AE M VR S A E I E— 2D AR, 1 X i Applied BiosystemsH J* it 1
“Installation Procedures and New Features for GeneMapper ID Software 3.2 #t k.

H: ULEWCE O T i, wrae S TN B RCE A X,

Analysis Method Editor - HID @

| General [N'E'EI Peak Detector| Peak Quality | Quality Flags

Bin Set: StemElite_ID_Bins_1.0 b
Use mamkerspecific stutter ratio if available
Marker Repeat Type : T Tetra Fenta Hexa
Cut-off Walue 0.0 0.0 o0 0.0
MinusA Ratio 0.0 0.0 o0 i}
Minusa Distance From o0 0.0 0.0 0.0
Ta oo 0.0 0.0 oo
Minus Stutter R atio oo 0.0 o0 0.0
Minus Stutter Distance From o0 3.26 0.0 0o
To 0.0 475 o0 oo
Plus Stutter R atio (] oo o0 0.0
Plus Stutter Distance From 0.0 0.0 0.0 0.0
To | 0.0 ‘ | 0.0 ‘ | 0.0 ‘ | 0.0 |
Amelogenin Cutoff 0.0
Range Filter... | | Factory Defaults

[ oK ][ Cancel

3. GeneMapper® IDZ>#7i: F K Allele IR+

W R (bR AWH ARG RAT  Hi%: 800813 8133, (010) 58256268 R43k: www.promega.com ;
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Analysis Method Editor - Microsatellite

| General | Allele | paak Detector | Pesk Quality | Quality Flags|
RIS itemE lite_ID_Bins_1.0
~Marker Repeat Type
Use materspecific stutter ratio if available
Values for dinucleotide repeats are calculated automatically.
hono Tri Tetra Penta Hexa
oo ] [o] [ [o] [on]
PlusA ratio m |00 | 0o | loo | 100 |
Plusé distance oo | foo | foo | Jfoo | [oo ]
Stutter ratio |00 | oo | |oo | [oo |
Stuttar'distarion From |00 00 3.25 | 00 0.0
To |00 0.0 475 | 0.0 0.0
Range Filter... Factory Defaults
Coc B cia |

k4. GeneMapper®/4)#7iZ: I AlleleiE i + .

10. LF¥Peak DetectoriliiF, TS KSR RN EE .
HEE:
1. R HTTERI AA R E s — 55 IR R Va I, AR B s B 4 1
SINTIE . RS T, H— AN o> N AR Jr i i s, AT
T2 73 5 bR B IE AR /D o
2. StemElite™ ID RGN UFEIIRL bR L, HoAh HE A RR 1 E v] 205
11, EPPeak Quality B0 . AR AT DL S E50f SR U8 o 2 1) 40 5

W R (bR AWH ARG RAT  Hi%: 800813 8133, (010) 58256268 R43k: www.promega.com ;
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BT 1/10 16 T CTM307




o
Promega

W kT I10M111, GeneMapper® IDJH /b 5 i A 4H .
12, #E#Quality FlagsiE i . 45 [FFE AT DL o A i1 35 5
13, IEFOKRAEIE MBS o

Analysis Method Editor - HID

FPeak Detectian Algarithm:lﬁ_duanged W
Ranges Feak Detaction
Analysiz |Sizil'|g Peak Amplitude Threshalds:
Full Range % Partial Siz... % I -
Start Size: 60 25 | 3 | if |ED !

Stop Size: GO0 G: ILI 0: ‘E‘D—,
Y. | 150 I

~Smoothing and Baselining

hlin. Peak Half i dth: z2 pt=
Smaothing {:} Mane
i ; 3
'::f-::' bt Faolynomial Degree:
{::. He awy Peak Wfindow Size: 15 pi=
| sl Threshald
Bazeline Wifindow: 51 ||:|15 SPE fesng
Faak Start: 0.0
~Size Calling Method S i
{:} 2nd Order Least Squares

O 2rd Order Least Squares
{:} Cubic Spline Interpolation
{E} Local Southern Method
() @lobal Southern Method

’ Factany Defaults l

K|5. GeneMapper® ID and GeneMapper®4;#17:Peak Detectorit i+

10.D. B L5 FERHE

1. EFH“tools”, #XJ5“GeneMapper Manager”

2. %+ Size Standard &I,

3. EF“New”

4. 1kH“Basic or Advanced” (¥l 5). JTik ()4 ik B0 5 it i ) 14 3 B AH VT C o 16
FOK”,

5. 1t Size Standard Editor H#EATEA 4R, W“ILS 600 advanced”. IEFLLEAAEN 7
FEAREM B

6. HIADTEHNIRIIRN.

7. EFOK.

10.E. HiEabsE
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1. B —ANBIIH , SRRSO, 7T L2 Applied Biosystems GeneMapper®
ID A NSRRI 5041 2R sk GeneMapper® Software Version 4.0 Microsatellite 4y

VN RE R

2. {E“Sample Type "t~ H ¥ FH 22 L, EFE“Ladder”,“Sample”, “Positive Control”
5“Negative Control”. i H HL RN SCH- I A0 15 22 /b —ANSEAT FE R 4y AR HED)

FH T IR IR I R R 534

3. 7E“Analysis Method”# H &b, 1EFE10.CHo 2 1341 77

4., {r“Panel’#:H b, kF“StemElite ID_Panel_1.0". i%¥ & & 7510.BE 5
NP

5. 7r“Size Standard”# H &b, #E+E10.DEA G 70+ 5 K/ MR

6. WK HABI PRISM® 310 Genetic Analyzer ¥ %di, i AEMatrixt: H &b ik
FEIEH FYIMatrix LA

7. EFEAnalyze” (ZREFSAHD FFUEER 734

10.F. FR{GHHA

B b L DR A B i AL B > B g (10.E869) «
1. W View'#: H, B 1 £ “Genotypes”. 1 H FH T FE 5 (K 55 R B F2x oR Hi ok .

B, WRALE PTG RE P B R — AN S B — A A R R R S5 I, mT DR
“Analysis"¥: H , #:35 #%“Display Plots”. f£“Sample Plot” % 1, % £“Genotype”.
TXFE I B R A b P 2 PR TR 5 2 B oK

2. WA HGeneMapper® A4, H i A7 JE I BE A A 2 “OL” (i 25 55 ik [K]
SRRREYD) , bins CAEATE A TARMEH 11 %% . GeneMapper® i ASEH
GeneMapper® ID  # A+ 1i #bins SCAF R VL FL A5 I K 7 AR EY) o 1K, U
i Promega’s @ M 71: www.promega.com/stemeliteidapps/, >k E &R
A28 T bins ST

10.G X+

1. K BT A 25 5L, BT BN AN RE T R .

2. KA 9947A PHYEXTEDNAMI S5 B o Ik DR s A e 7 1 1 A5 07 R DR 40 R b ) ok
Eb ST BH 4 %) FE DNAF 547 L DR HE 2 H0 K /e T 119947 A DNAZSEAT FE A AR R I
K2,

Wy F G (LD EWHAERAE  fiE: 800813 8133, (010) 58256268 M1k www.promega.com ;
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L2, 9947A DNAK T AE A7 FL R Frid

STRIEH Jazfir A
D21S811 30, 30
THO1 8,9.3
TPOX 8,8
vWA 17,18
Amelogenin X, X
CSF1PO 10, 12
D16S539 11,12
D7S820 10, 11
D13S317 11, 11
D5S818 11, 11

10.H. &%

K6 27 1 fi 1 StemElite™ ID RSy A i) I 45 R . StemElite™ ID S84/ HE K 73 bR
HEYIILIET .

R D] ARV -5 5 D] AR A7 2 ] e FA) 2R 47 15 40 ZRDNAV G0 1R R DT L DNAS A7 [ 45
P8 VLB SR DN 7, 7 B 25 RN A% 7 R R AR A7 2 TR AR (AT ZE AN 22 o — S840 i R
DNAR] BEAFAETEAL, 2% 5% Wi HE DR JRE 07 2 1) S A7 FE DR AR R 32 . — A R IISTR
e DR A0 M A A s B AR . T AT LS LA ] StemElite™ 1D AR S8 K 47 4
MEARSTRIEN M KA. BEAh, 7ELH L R DNA R /R ] LA S 21— A KL A AR A7 A7
FE = AP A

L] [T JIDZETT ]
100 200 300
3000
2000
1 LJK h
I} B
R L orsez DiesEn (S50
100 200 300
e |
| |
s |
| |
- \ 1 |
il |
JUl A Lt
o Ei [Fin) Eii] 0w
Eam| =1
[ANEL | [IPOX ]
100 200 300

B—

—

K/6. The StemElite™ IDZRZ: [ BB IR .
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S R I 2 AT FH STRA TR W 7= AR IR S o 4% iy A AR AR 28 15 W AE JLAE 1R S5 6 TR
VRS R, AN, AR N N TR R AN KT R AR S
DRI o 0 PR, 1A R B A R e B H AR R DR 25 7 AR i S IR 4y A ke o [R)— A
R DAT AT PRI A e P B RN IR 7 2B 5 | D i B PR AN [R] T A 84/ AN [R] .- StemElite™
ID Z 45 Fh STRIL K AT 145 5% 254 1 £ “PowerPlex® 16 System validation” 45 fifii4
(8) .

Mw ] [T1 JIDZTS1T ]

T 1 50 100 110 120 130 140 150 10 110 180 130 200 = 220 0 240 250 %0 2 0 280 200 210 220 230 240 350 %0

: I mﬂ mwu M m

n |ﬂ] 03 ||:| m m:ﬂ
[DE5ITE JDI35317 DTS20 |[CSFIFG ]

TO 80 S0 100 110 120 150 140 130 60 70 180 0 200 Pl 220 20 240 200 70 270 280 230 300 310  §20 50 340 850 380

ANiEg (Artifacts) 152 (Stutter)

g

. 3ezEBEig

: l'i‘w| . Ihl"‘.l‘l
‘ ‘“ |"‘ ,_._.'__..."._.,I'_.‘-- A_r."' -||'|:

=
i : i

T 230 290 240 250 260 370 290 290 0 M0 #0 ¥#0 @40 @50 0

. 2388888 %

k7. The StemElite™ ID%5:f7 3 K43 B AR HEY)

B T3k, Hoe i g g fE - StemElite™ 1D R LUIE KRR AT AL W 8L F . —
SEFL DR A -2 FIn+240 - CBLIE S JE P ) E 3B U ANIREAL ), REMLE2 R /N,
D21S11JEL KA » FES T HEAED7S820M1D13S31 7454 FL N ik 2 7], FLURFITHO 2547
FER R Z 0], HI/NIEE o A7 B — N PESRALIE R 23 AR E TG LA & Ve BE/E JOE GLtaid
1E270-271bpsb s 2|, —NERE A S5 T HEER M ASMESE TPOX 547 5L L
8-26WH LA AT VWA ZEA7 A FUiF6-21 Bk AL HR S S B o AR LR L B 4 3 BOX Le 45
AN, YRR (F S e R 2D, TG, REWEEAE R,
BRTEATEA . — AN A S5 TG B ARICR (A ME 2SS 7RGl TE (1) 73bp b A JOE 18 i
I72-TTOp b WLEER] o WA AT (1) H WL 1) A, RECE 245 E Rl D 1% 28 Al
TATC AT L £ T STRIE A JRE AL AT | Pk ikt S F ek /> N & W IR tHIL, o8 LL 5 Tag
DNAZRSEA SR fE, Wi HIH 5h(repeat slippage) Ml AR i i HH R R I . 1M 5h (9,10),
HIEY n-4 W, ZArERRE A, & T DNAY I — AN E R ROTHE R, BiE
SEDNAFE SRR N IEAE, B AN SR DR o U 55 380 1R A 0 00 e 2 A2 o 2297 348 (10 ik IR
R FIDNAFEH P E I o RIMZEIRTRIN (11, 12) &k E{ETag DNAZE S B3
IS I — AN AT BRI, — FORMRIEENS, X Fh k% FP RN I S EARTE G o IX AN A 28 B R bt
EAFIGIT IV SAT o BRIk, — AN HETUEE D —AMSE ) Nt Cln 25 2k — AR o i
TR D SEH B RER BN . FRAVAL T 51WF 5], Ay iR h i 7—4~304 441160
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FESEMRE R, SRAORAEA i A% T IR A AR In b CHBARDNA O R (13D .
P S R PR CABEAL 368 DAL 22 57 o TR BE AR AN ) T AN TR BE AN R] ) PR A A A S5
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“Some selected samples do not
contain analysis data. Those samples
will not be shown”.
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12. F%
12.A. STR EFHENLfE B

W%l StemElite™ 1D 24 819 A2 STR KM E(E A W% 3, StemElite™ 1D RG240

S AR LK 4.

3. StemElite™ 1D £ 45 5 [H] o 745 B

STRE:H & Frid VAR U AN GenBank®#E EHF '
P REREEN 53
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(16)
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TR AL A
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SN SUEERER /|
fifg ik [l
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D7S820 JOE 7911.21-22 NA GATA
D13S317 JOE 13922-931 NA TATC
D5S818 JOE 5q23.3-32 NA AGAT

" B I I 2 2 DNAZE B 2 (ISFH)/E 1997458 H oAl 15 eh e, 1) Sl RE D iy i 1
STRIEH A N A gk, Ji4bh, & SCRH S 741 3P I E 52 56 (145”3 ] e (0 2 — M
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*Amelogenin A ESTR, {H & 4x iR —>108 4N BHIE KX Sk 415 R AN BR 3 [ Y Sk
it o

TMR=carboxy-tetramethylrhodamine &% Y 1 5E %' JHif

FL=fluorescein )%

JOE= 6-carboxy-4",5 -dichloro-2",7 -dimethoxyfluorescein 6-#%:-4",5"- " &-2",7" - ~H 4,
ROt

NA=not applicable A~if ]

#4. StemElite™ DR 45557 FE K 43 R bR ED(E B
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D5S818 JOE 119-155 7-16

AVRFAN S BE R 23 bR UE A (A S Ll 341 23 BT 360
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W X =
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TE*ZE% (10mM Tris-HCI, 0.1mM EDTA[pH8.0])

2.21g Trisfi

0.037g EDTA (NaEDTA-2H,0)

¥ Tristk FIEDTA% f#AE900mI 25 2 /K 1, FHHCIE ¥ 22 pH8.0, & /K e w217t
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12.F. #5725

HRESRA
Product Size Cat.#
Wizard® SV Genomic DNA Puritication System 50 preps A2360
250 preps A2361
Wizard® Genomic DNA Purilication Kit* 100 isolalions * 300yl A1120
500 isolations x 300pl Al1125
100 isolations x 10ml A1620
MagneSil® Genomic, Fixed Tissue System* 100 samples  MD1490
DNA IQ™ System™ 100 reactions ~ DC6701
400 reactions  DC6700
Slicprep™ 96 Device* 10 pack V1391
“For Laboratory Use.
Maxwell® H3ZRAN RS
Product Size Cat.#
Maxwell® 16 Cell LEV DNA Puritication Kit* 48 preps  ASI1140

For more information about other Maxwell® Nucleic Acid Purification Kits, visit:
www.promega.comy/maxwell16/

“For Laboratory Use.

By 7=
Product Size Cat.#
PowerPlex® Matrix Standards, 310* 50ul (each dye)  DG4640
PowerPlex® Matrix Standards, 3100/3130* 25ul (each dye)  DG4650
Internal Lane Standard 600** 150l DG1071
Water, Amplification Grade™ 6,250 (5 x 1,250p1)  DW0YY1
9947A DNA® 250ng (10ng/pl)  DD1001
Mouse Genomic DNA 100png 3091

“Not tor Medical Diagnostic Use.
“*For Laboratory Use.
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Product Size Cat.#
CytoTox-Glo™ Cytotoxicity Assay* 10ml G928(0
MultiTox-Fluor Multiplex Cytotoxicity Assay* 10ml G9200
CytoTox-Fluor™ Cytotoxicity Assay” 10ml G9260
CellTiter-Glo® Luminescent Cell Viability Assay* 10ml G7570
“For Laboratory Use. Additicnal Sizes Available,

ALk
Product Size Cat.#
Apo-ONE® Homogeneous Caspase-3/7 Assay (fluorescent) 10ml G7790
Caspase-Glo® 3/7 Assay* 10ml G8091
Caspase-Glo® § Assay* 10ml G8201
Caspase-Glo® 9 Assay* 10ml G8211
“For Laboratory Use. Additional Sizes Available.

ART® HiSH ek
Product Volume Size (tips/pack)  Cat.#
ART® 10 Ultramicro Pipet Tip 0.5-10pl 960 DY1051
ART® 20E Ultramicro Pipet Tip 0.5-10pl 960 DY1061
ART? 20P Pipet Tip 20pl 960 DY1071
ART® GEL Gel Loading Pipet Tip 100yl 960 DY1081
ART? 100 Pipet Tip 100p1 960 DY1101
ART® 100E Pipet Tip 100p1 960 DY1111
ART® 200 Pipet Tip 200p1 960 DY1121
ART® 1000E Pipet lip 1,000pl 800 DY1131
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(@1 8. Pat. Nos. 5,843 660 and 6,221,798, Australian Pat. No. 724531, Canadian Pat. No. 2118048, Korean Pat. No. 200332,
Singapore Pat. No. 57050, Japanese Pat. No. 3602142 and oher patents pending.

®ISTR loci are the subject of U.S. Pat. No. RE 37,981, German Pat. No. DE 38 31 636 C2 and other patents issued to the Max

PlanckGesellschaft zur Férderung der Wissenschafter, e V., Germany. The development and use of STR loci are covered by
115, Pat. No. 5,264,779, Anstralian Pat. No. 670231 and nlhar nmﬂmc patents assiened to Ra"lnr‘ Collage of Medicine,

L AUIRANLAT Al JodidlURIED PO PAEINS A5l TeU U D 10D A Uicge U Aaedild

Houston, Texas.

Patents for the foundational PCR process, European Pat. Nos. 201,181 and 200,352, expired on March 28, 2006, In the US,, the
patents covering the foundational PCR process expired on March 29, 2005.

This product is sold under licensing arrangements with the USD Corporation. The purchase price of this product includes
limited, nontrarsterable rights under U.S. Patent Application Serial Number 11,171,008 owned by the USB Corporaticn to
tse only this amount of the product fo practice the claims i said paten: solely fer activities of end users within the fields of
life science research and forensic analysis of genetic material relating to, or obtained as the result of, criminal investigations o
disaster sites conducted either by or for a govarnmental entity, or for use in or preparation for legal proceedings, as well as
the compilation and indexing of *he results of such analysis, and also analysis for parentage determination (the "Forensic and
Genetic Identity Applications Field"). The Forensic and Genetic Identity Apolications Field specifically excludes tissue typing;
related to transplantation or other medical procedures. Further liceasing information may be obtained by con‘acting the USB
Corporation, 26111 Miles Road, Cleveland, Ohio 44128.

(@This product is sold under licensing arrangements with Stratagene. The purchase price of this product includes limited,
nontransferable rights under U.S Pat. Nos. 5,449,603, 5,603,524, 5,646,019 and 5,773,257 owned by Stratagene to use only this
amount of the product to practice the claims in said patent solely for activities of end users within the fields of life science
reszarch and forensic analysis of genetic material relating fo, or obtained as the result of, criminal investigations or disaster
sites conducted either by or for a governmental entity, or for use in or preparation for lezal proceedings, as well as the
compilation and indexing of the results of such analysis, and also analysis for parentage determinaticn (the 'Torensic and
Genelic Identily Applications Field"). The Foransic and Genelic Idenlily Applications Field specilivally excludes lissue lyping,
related to transplantation or other medical procedures. Fusther liceasing information may be obtained by contacting the

Business Development Department, Stratagene California, 11011 North Torsey Pines Road, La Jolla, CA 92037.
© 2008 Promega Corporation. All Rights Reserved.

Apo-ONE, CaspaseGlo, CellTiter-Glo, MagneSil, Maxwell, PowerFlex and Wizard are registered trademarks of Promega
Corporation. Cell ID, CytoTox-Fluor, CytaTox-Glo, DNA IQ, Slicprep and StemElite are trademarks of Promega Corporation.

ABI PRISM, GeneMapper, GeneScan and MicroAmp are registered trademarks of Applera Corporation. ART is a registered
trademark of Molecular Bio-"roducts, Inc. GenBauk is a registered trademark of US. Dept. of Health and Human Services.
GeneAmp is a ragistered trademark of Roche Molecular Systems, Inc. Hi-Di and POP-4 are trademarks of Applera
Corporation. Quant-i! is a trademark of Molecular Probes, Inc. PicoGreen is a registered trademark of Molecular Probes, Inc.
Windows is a registered trademark of Microsoft Corporation.

Products may be covered by pending or issued patents or may have certain limitations. Please visit our Web site for more
intormation.

All prices and specilications are subject to change without prior nofice.

Praduct clams are subject to change. Please contact Promega Technical Services or zccess the Promega orline catalog for the
most up-to-date information on Promega products.
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