)

(2)

(3

(4)

KIEE PCR X

T et X e EYE, SN 4 LCinstall, #f9: LCinstall, #EAH
i S T

FTIHAAS UG 9 o AR B AL MFE AT R R AR . 200 INERR s
B R IEAEHEAT : BRI IRES RS B . AR AT $R R i
FRIPRAS : LLAT FORHEFE SR TORE s ST R BERESS TP AT i, AT EAT U
e A ML ST IT RIS I HERE 2%

A B e AR 7R AT gk oy, By F SRR S A sl B, S N
4. yangjun, #fid: PCROO1, i AHFFE

IR S, £ windows FHHEA 2 Adr &l flhik . %%
Navigator A] &F CUsfT L, ARt ; &5 overview,
= MraT % £, New experiment Jv3# i 5255 , New experiment from Template
AR T 22 S256:,  Open Existing Object 47 JF CLAF4E 1Y H w5 SC A4

TFE overview J5, FHEBAMMN LR TSEREE X:

)
(2)

(3
(4)
(5)

(6)
(7
(8)
(9

Exit the application, BHMNH, mdrizEbs, KSR

Log in to a database, 5% Elhs Ja 75 22 5 A F 7 44 : yangjun A% A5 .
PCRO01, #E NAX &4l B F

Show the overview &7~ K44

Show the navigator E7x ST CCHEAFE )

Save changes to the selected object TR 73 2 RS A, SLE0 i E ¢
FRAERS IS Ja, AR IR B RGO, AR “Run” #4HiE1T
SIS

Export the selected object to a file 25 Sy 44, HHARAF R H 22 H6 2 1 SCAF
Close the selected object 5% 1% £ ) S04

Print the selected object T E[l H #5304

Open tools T 4 T B, MBI, SHHEEERTRE, WEkid

1T



%P overview J5, AT “New experiment” #4l, HILBFEFRERE:

(1) Experiment: Detection format K=, (38T iRAIAR IR = 8 F,
B DA AR R 1) T FiHE; Reaction volume [ W AR Z4KFH; Program name 4572
Fren 4. R AP ER .

(@) IR BL. Analysis Mode 3% A None. 1X— 5 IR 1 ZUE AR DNA
XUEEAR Ny B, Acquisition Mode B¢ & A None, F[a] 2 43#h, Ramp Rate & A
4.4Cls, HESHRENO

( b) PCR ¥ 34K B, M HORYE S50 BoR BB (—RAE 30~45 Z (8], Analysis
Mode ¥ & & Quantification, ¥ ¥4 BAE £ 3 2. 2844 95°C, None, If[E] 10~
30 b, Ramp rate 4.4°C/s; 5| ¥4 &M B 55~65°C (HRIE 5] P18 KR E ST 1% B,
None, i) 10~30 #F, Ramp rate 2.2°C/s; HEZEf# 72°C, Single, Fia 10~30
>, Ramp rate 4.4°C/s

(o) J&fth 2, HARF N 38 OPURTHE A 95°C, KB fA R b (5
FOWE DNA 43535 4 #4% DNA, Analysis Mode % & A4 None, I [d] 20 £, Ramp
rate 4.4°C/s; @¥ PCR [ Nifk RIEEAE1% HAR DNA KB KIEFELLR, RS
M~ 65°C, Analysis Mode 1% & & None, IR 30 #, Ramp rate 2.2°C/s; @)%
SNAR 2R E RIS T4 95°C, Analysis Mode 1% % A Continuous, Ramp rate 0.06°C
Is

(d) S5RseLs, Target N 42°C (nJiE NHEHME), Acquisition Mode W E N
None, MJ[A] 1 /N, Ramp rate2.2°C/s

() NTEMENT, Sdi “Apply Template” Eltr, HiFL “Apply Template”
XPUEHE, 7 Root fi H g Tk S, ridh v B, BB, RER
I SES R AH KRS HO AT 1B 2
(DTS ERRZ G, Wl HARAENBR, &V 7 ik “Save as template”
HIL “Save template” XIHHE, 45 CfFdnss, EHITAAEMEE, M Vv EfRE
BRI AAAE Rt T T e SR ABLIY) S 36 P B 42 1 R I SR

A “Subset Editor” %4, ML FERBRAM:
(1 ARAETT R sEgn i e, JF R wy A e s b LA b AN 5] J8 4 1) S 56/ 5T e [



— JEVESRIANAL R FLIE RS, )75 ZEX A FLE AT S ]

(2) S 1 SLB AR U AL~D12 iX 48 LI, HEfLiE E1~H12 %
ffH. WEIE: i “+7 Ebs, 7 Subses N HI ¢
H “New subsetl” 5 s “Rename” BElbx, WXt HTE a4, W
bRk AL~D12 3X 48 /NLIE, s “Apply” Elbs, WETHK. WRKE
e, BbRE T B AT IRV FLIE, %6 riddi “Clear” ElR, S35 At “ Apply”
Blbr, BRI ER G E R, B ST i E

(3) Sl 2. fE—He 96 FLtk _EIT /& 3 FhAS[F @ P skg, 3 s “ + 7 Elb,
W3 NF4E CBRIAAFRA New subsetl, New subset2, New subset3),
sl “Rename” "I 3 ST AEE B n 44, BARZ 7L New subset1/2/3,
FEAN 96 FLAR ik 3 AN TR HHIFLIE, i “Apply” B, FERK
B

(4)  THEHEIVERLR 96 LRI A R HI X, T A 7] & 1 Y SE 5,
I R PR bR 3 SR B0 R

‘New subsetl”,

it “Sample Editor” #%4H, HMIFEMAFERAE: 4 3 BT

(1) Select workflow i/ T/E#AE, A 8 Fialfitit " (Abs Quant, Rel Quant,
Scanning, Color comp, Tm, Melt geno, Endpt geno), ' Abs Quant (4
XFER), Rel Quant CHXTEE), Tm &ML air) & H

(2) Select sample EFEFE N, 7E Subset HIHIIES: P4, 7 FERmELS BT AR
THE, NEINTY All samples

(3) Edit properties, XFHEANFLIEFE S AT % 510 BA

HXTERSHT (Absolute Quantification)
(1) ArikH Abs Quant
(2) f£ Subset ¥ E T X G742, HRABRSLTE, BIMEN All
samples; #F WL FHE, 7ET5 XIS S FLIEAT g i U B
(3) Edit Abs Quant Properties Xf &M S fLEEAT AR UL . BEDFEMIE 3 4
. Bl AL, A2, A3 NFRI—FER 3ANER, WE TN Rbrigd 3



(4)

(5)

(6)

(7

(8)

AfLIE, 7E Sample name HIESHE WA FK, SRS unknown, FRifE
B AE'S Standard, J£7E 5 T 135 A HH 8 S AR AEAE S VR BE 5 i Makee
Replicates” WEEHE, Al, A2, A3FfLiE L “Replof” ¥JExRN Al
PRERE L (Standard) IRFERLEERLE 20N 5 4, FFIFEM (Unknown)
e bR 2 Y, R AT R A B R S BRI E s AR DR CRE 3
ANEED WHERERCR, [FFE R EE R E

Positive Control/Calibrator 1EX} . AxifEdii FH 467K #4X; Negative Control
FON IR 51 4K B AR

SCIIZATA R, i “Analysis” BIAREEE ST, AESA LR T
B kA Atk DAbs Quant/2™ Derivative Max (HLESZRIA 5125,
E i E 0 H7): @Abs Quant/Fit Points (752 A\ T F-3hiH % Fidk)
M ITEQ®, HIL“Create new analysis” X1 HE, 5 (%£#%) Analysis
Type/Subset/Program name, fiidi “ v 7 Ebs, FEAZIESHT M. ST
“Calculate” EItR, JHaa SR, 4 F 75 briEtiZe &, Error {EB/NBLT
Efficiency 7F 1.8~2.1 U W& 2K A L7 WM POCEE: £ 1T7
NIIGHE, RARIERERE MR, 4 b7 BoRiEitauOREE, BRI
BOE RV G, RN E SRS, eSS RBONHER . Rbritd 2 T 77 Eh
E—¥80E, Adiibr, %5 “Export Table” HHH “Save table data”, 453
Phan IR, S “Save”, fRAZSZIGEIR (TXT SCAK D
B4 M7 7712 Abs Quant/Fit Points. 5B TFahiHYT N FA A4 2 2L,
W& H 2 F Error {E5¢/)N, Efficiency {E#%311 2. Cycle range N7§
WHGEH, A FEn R R GERIME . Noise Band T 70 74k, IHE R
MR LT 4 AN%AF: (0 RATEFRTA AL (M2 Db (b ©
ZA I BRI ZRAHE s (o) AHAS mAEFR BB (d) 2L E 34 5%
fF, A5 RIS T REAR. Analysis 734, I A BRI 23548 53 5t
ZLAN . HE P RERE T (D

FXTEESHT (Basic Relative Quantification)

)

7E “Sample Editor” FLifif¢ Stepl: Select workflow #1#%£#% Rel Quant



(2)

(3

(4)

(5)

Select sample i&EFEFEM, BARET 96 FLIR EAFAFLIE, SHRE R T S0 dE
LB, Subset EFEERIAE All samples

Y FLIE R FE S B . X HEAE L 7E Sample name 'S CK; Ab#E
FESLAE Sample name YE S 4CFE 757 (Il Dark, High temperature, Heat
). BMERWE 3ANES, #llFER kS AL~A3 fLiE, sidi “Make
Replicates” B n] W B [F—FEM I 3 MEE, AL~A3 H111 Repl of {HIN
Al. BSERE (Fan actind: XFHEFE M E N Ref Poscalibrator; AbFFE
m BB N Ref unknown; Target name & ANFEK L FR (actin); Eff (X E
N 2.0, FTEFHMEFHNEFEF Reference. MR (0 SAG): Xt
HEFE 15 B A Target Poscalibrator; 4bFEAE i % B 4 Target unknown; Target
name ¥ ENFFIFERAFR (it SAG); Eff [HiXE N 2.0, JHE FIfif
IR FEAE 1k Target

KRB ATEE R, fLEME R BIEREERE, A “Analysis” ElbR,
Basic Relative Quantification. - “Result” HIN4E R %)%, Target name
HIE R IR CHIFEN SR AANZERED . FEA “Sample view” H 3
Sample for Pairing %113¢, Xt ELAEAME S BT B #2:, Bar chart ) 0%k
AR

7E “Result” fEEikh—ANE5 R, fAdiibr, & Export Table, EPr#iH
59 (TXT CACE); 5ifE Sample for Pairing FHAF & ik —AN45 58, A
o B, 1 Export Table, [FIAEHATHIHEE R (TXT STA S

X EESHT (Advanced Relative Quantification)

)

(2)

77122k [5]F Basic Relative Quantification, A~ [a] [ A2 75 14 150435 0 5 DRUFI Py
SRR 2, MY IGRCR . IR 2/ 5 ANELE

2L K] (R R P 152 BN Reference standard, £ 38 DR FRIRE b J 1k 0 B
N Target standard. N Z3£[K: Sample name 5 NS E R L FK; Sample
type 54 Standard, JFIEEHE; Target name 5 NS RN L FR, FHAE
N A R AE & e Reference. fFIIIZER: Sample name 3E 5 A RFINFE A
% FK; Sample type 3’5/ Standard, FFHEHEKE; Target name HE 7l



BRI FK, AR N A AHES ko Target.

(3) Create new analysis M. WAbs Quant Type/Abs Quant/2" Detvative
Max/High sensitivity or confidence; @Surbordinate Abs Quant Analysis—
Create by Target Name; (®Reference Analysis—Create In-Run; @Pairing
Rule: All to mean 2 M pil 2 KD B A Z K K 24118 : ©Default standard
curve settings—always use efficiency, WEEH, sd “ v 7 Eir

(4) Advanced Relative Quantification B nJ %} 4 #k FLiE Hd . X n s FEEFLIE 2L
PaBEAT 73 B A B

Tm EEASH (Tm calling Analysis)

s Tm A5 R PSRRI T 5] B GC & & & GC i FOGIE XK
TR, IREEIZW LT, SRR N EE, ODME LI, OB TR, ik
DNA XUBERFE AL AL, Tm {5 K F#o

(D) VARFERFwS, W “ikFt overview &, sidi “New experiment” #%4H,
LSRR P BB S R (o) JE R th 2oy Hr
(2> Tm 7B EtER g s = i s e 1k



