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=) 1dentify Compounds ) Highlight all compounds 372:
Search Unit Mass Library Chromatograms and spectra 3.5+
325
Compound Automation Steps [F] Extract EIC 24
Worklist Automation Extract ECC 2;;
7] Extract cleaned spectrum A 2.23—
[7] Extract raw spectrum A o]
154
1254
1]
2812
075 17
054 752 1100 151
0254
ol L Loy il
50 75 100 125 150 175 200 225 250 275 300 325 350 375 400 425 450
Counts vs. Mass-to-Charge (miz) -

1.2.5 EERR

J:_

LT

a.
b.

C.

d.

BEATA S FERGR T 13 MRAEY), W RARLON X LS Y) S E R 2K e, ARTT LA
SWRREAT

TFEP AL %€ Tdentify Compounds K Search Unit Mass Library;

I AL FH PR 1% 22 NTSTOS. LLs

1% E TR RINNEY):

e~ TG %,

A2 11 3K UG B dse i AL & ) 42 PR IS BB A, RO BRI R V8 e 3 SR mois B e 1
AR, FrCACECEEBA TaR RS, EAHCH /T LAZ 1. 1.3 F 1. 1. 4 ik i 77755643 30—k 40
BRI, AR A AR AR R S B LR A BIE B¢ Search Library for Spectra f3Ei4A46 & YIIIE AL

RER.

WRILHA %, T T-shikfE 1 mrfb & 4.

: 74 Data Navigator x ||; # Spectral Library Search Results: + Scan (7.953 min) Sub
Sort by Data File - Best Mame Formula CAS Match Score  Mass (Library)  RT (Library)
E|--f t_trial3_scan.D Quinazoline-6-c... C14H3CINZ 0
uinazoline-o-Cc... L7
User Chromatograms Quinazoline-6- C14H3CINZ 4015-28-5 8.7 240 0
wmnazoline-o-Cc_.. ..
.er”\gp;;'r‘; Sean Quinazoline-6- C14H3CINZ 4015-28-5 802 240 0
il + Sean (12073 i [C1 | Benzonitrile. 4-(.. C14HSCINZ 303214-71-3 57.8 240 0
..... il + Scan (12,073 mir) Sub 1 | (26-Dichlore[.3-. CYHBCIZNA 2272-40-4 554 240 0
|:| + Scan (7.953 min) ] Oxazepam| C15H11CINZO2 604-75-1 56.2 2861 0
'''' [Enm "+ Scan (7.953 min) Sub ] Oxazepam| C15H11CIN202 604-75-1 545 286.1 0
[# Bacﬁiwug 59631;0 ) O] | (26-Dichlore[1.3-. CSHBCIZN4 2272-40-4 545 240 0
mpou"n d:" (7.870 min) ] Oxazepam| CI5H1ICIN202 B04-75-1 539 286.1 D
Cpd 1: Quinazoline-&-chloro-4-phenyl- [ | 5.6-Dimethyl-4-p_.. C14H12N2S 54635-18-6 Fi4 2401 0

* 1B R 2 1 IR TS SR IR R 4 R AR TS A — 5L, (LEES R DL ACRE 2 RIUAF.
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Agilent MassHunter Qualitative Analysis - Defaultm = [ ]
File Edit Wiew Find Identify Chromatograms Spectra Method Actions Iools Help

=2 E g a-FEIE - o[ PR][E]E AR ] Al G e

“ Data Navigaior  ||: @ Spectral Library Search Results: Cpd 1: Quinazoline-6-chloro-4-phenyl- x||i @ Viewer Quit G-chloro4p_ X
Sort by Data File w|[  Best Name Formula caS Match Score  Mass (Libran) ~ RT (Librany) Structure | MOL Text
= [¥] first_triald_scan.D N Quinazaline-6 4H3 E 0 0
& r Chromatograms 0] | Quinzzaline-6-c C14H3CINZ| 756 240 0
H er"\’;p;;‘:; e ] | Quinazolinebc C14HBCING| 41 240 0]
[Pl + 12,073 min) [7] | 55 Dimetyl 4 C2H1ZNZS, EH 2401 0
+Scan (12,073 min) Sub [7] | i Dichlorel1.2 CEHECIZNA| 528 240 0
min) [ | 4 Dichlorel1.32 CSHECIZN4| 574 240 0
[#]1lu + Scan (7.353 min) Sub 1 | Benzonitile, 4 CT4HSCINZ| 55 240 0 d
7 Erﬂugisp??éio i) [] | 9H-Cyclopentala C19H12 542 2401 0
+ 1.8M
&1 [F] Corpes S ik 1 | Pyrrolol2. Hlaui C15H16N20 5 2401 0
ol Gizdlirie-b-chiio-d-pherils B Oxazepam| CI5HTICIN20Z 509 2861 0
pd 2. Phthalic acid, 4-chlore-3-methylphenyl 3-me
pd 3: Oxazepam
pd 4: Phthalic acid, 4-iscpropylphenyl -methylph / \
pd 5 Diazepam N
Cpd 6: Temazepam
Cpd 7: Flunitrazepam N
pd & Pirimidol4.5-blbenzothiophen-1(2H)-one, 6,
pd 9: Phthalazin-1(2H)-one, 2-(2-chloro-5-nitroph
pd 10 2-Isobenzazal, 1.3-diaxe-2-methyl-5.6-met
pd 11: Sarcosine, n-heptafluorobutyryl-, hexadec
Cpd 12: Alprazolam
L
[ —T— v [ Results # Spectral Library Search Results: Cpd 1: Quinazoline-6-chloro-4-phenyl
£ Method Explorer: Default m x ||} E Method Editor: Search Unit Mass Library % || ]| MS Spectrum Resulis x
T — A [Egd] 9 -0 -] (k-] Methodliems - | (= B ‘e QB C[Halo e -l[mB% % &l
e A Setings |SEfm‘W HEswt5| x104 |Cpd 1: Quinazoline-6-chloro-4-phenyl-: +El Compound Spectrum (7.931-8.021 min_. | *
1.2 s
s Library selection 1 TE
— Spectral library path 1 E
DA\MassHurter\Lbray\NISTOS L () uih e
Find by Chromatogram Deconvolution A 05
! 1dentify Compounds o 04
Search Unit Mass Library ||| s e 30.00 miz 024 1771
Compound Automation Steps MS/MS search o
3 wl- 7 =
—— s x103 [Cpd 1 Du\nazc\me&ch\er&&ih::,'\z?fl Scan (7.931-8.021 min, 13 scans) first_..
Export Symmetric: {m/z) - =02 - A 5 205
4]
2]
2
1 e 212
752 1100 iy
o AL iy ad. A
50 75 100 125 150 175 200 225 250 275 300 325 350 375 400 425 450
Respanse vs. Mass-to-Charge (miz) =

RREBINGHIA LS IS L, AU o5 T o Pl 2 1,

1.2.6 MHRE
MEFE General NI Analysis Report, JERERE LS AL, Rn nidibbdisk, (50 E ik
PRGOS, FREIT LI, i OK /5 2k &

: [£ Method Explorer training.m % ||} [E Method Editor: Analysis Report x
-+ Chromatogram DA @ -t -] () v | Method Items ~ | (2 By
Spectrum User chromatograms

Show user chromatograms

\with pesk tables

Analysis Report | \wiith signal to noise results
Compound Report

- General

|Jser spectra
Show user spectra
‘wiith peak tables

‘with library spectrum

Common Reporting Options
File Open Actions
Extraction Data Format
Find Compounds

'+ Identify Compounds

‘with difference spectrum

Compounds
Compound Automation Steps Show compound chromatograms
Worklist Automation [¥] \with peak tables

Show compound spectra
[#] Wwiith peak tables

[+ Export
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BRI S o Th: WEIE 14 00, WF 1 U5 iAgm i S in hoe LR BT A N7 .

€ C\Users\admin\Documents\Qualxps - Windows Internet Explorer || [
UU ‘m. Ch\Users\admin\Documents\Qualxps 57 ‘ +2 ‘ X ‘ ‘ Live Search yel |
= - = »
W @ow = fi v B - ® v o Page - G Tooks -
el Save ACopy | & Permissions | Digital Signatures ¥ e ] arw
4
Qualitative Analysis Report H
Data Filename first_trial3_scan.D Sample Name
Sample Type Position 25
Instrument Name Ant Man User Name paul
Acq Method pault.M Acquired Time  11/19/2008 11:17:27 AM
IRM Calibration Status Mot Applicable DA Method training.m
Comment
697 698 )
User Chromatograms
Fragmentor Voltage Collision Energy 0 Tonization Mode  EI
+EI TIC Scan first_trial3_scan.D
<10 & |Noise (PeakToPeak) = 7886 00; SNR (9 427min) = 739.1
2 9.427 2
5
4
3
2 12.081
. 1 39?'
7.953
4 5 6 7 8 9 10 1 13 14 15 16 17 18
Counts vs. Acquisition Tlme (min)
ion Peak List
Peak Start RT End Height Area Area % Signal To Noise
1 7.931 7.853 7.991 145401 143331 2.21 18.5)
2) 8.008 9.028 9.126| 2563640 2479696 38.29] 325.1
3| 9.298) 8.321] 9.397] 2706683 2800679 43.25] 343.3]
4 9.397 9.427 9.547| 5828821 6476250| 100 735.1
S| 10.028] 10.058| 10.111 856039 1107059 17.09 108.6}
6] 10.111] 10.141] 10.186) 3609464] 4287601 66.2 457.7
8] 10.412| 10.442| 10.532 687378 1102328 17.02 87.2]
10] 10.855) 109 11.028 854066 | 1612902 24.9] 108.4]
11 11.351| 11.397| 11434 921099] 1664477| 25.7] 116.8]
12| 12 DZBI 12.081| 12.194] 1732051 3994697| 61.68| 215.6|
Noise Measurements
i ip]
|Pesk-to-peak |Height |t |7888 |
Noise Regions
T
Lz __los |
User Spectra
Callision Energy Tonization Made
0

Page 1 ofld {p &b = E E E 100% ~

Document loaded. /B Computer | Protected Mode: Off

1.2.7 B BoREH
LEVE B BRI, T A St 1 R I s o A eSOTRT EG I /INEIUS (AT B AR DU AR
WD R, BN R R A TR A

Plot Display Options f'5_<|

M5 and MS/MS Spectra | Deconvoluted Spectra | UV Spectra | Common

II:ID'S i ﬂE!lFI Retention time units: ®) Minutes ) Seconds O Scans
Digits after the decimal [Retention time values]

Show Eormula Calculator
asimum number of panes: B
Shaw Mass Calculator
Plot lings: | Calar arly v |
g:lnﬁgure I:Ur ".'"."Drkﬂljw b Peak labels: | Retention Time w | | Compound Label v
Label top plat anly [ Wertical labels

User Interface Configuration. .. .
[] Allow averlap with ather labels

F_Ilut D|5|:||alfuII 'DI:ltiUHS- " Plot titles: Expanded [with ionization, fragmentor voltage and collision energy)
PlDt Line Definitigns Peak fill [[] Bassline caloulation paints
[[] Peak end markers Peak baselines

Table Text Defiritions. .,

Peak highlighting: Arrow Lines Bold
Message Box Optians, .. i et meles O Nore O Line @ Labeled line
Inkermediate REpDrt Files. .. SNR results: Show i tile Bold noise regions
Compound Label Configuration. . Ok ][ Cancel ][ Defout
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BR RSN

B H B

P ZAEAS MassHunter TAES,, T 3L 52 H A AR L g
FENS A AL I Z AT 56 18— AL AR 52 T2 T T L e Al o

2.1 QI E B Kt BN E B T5 %

LR AL, ST R 7 3 e 1 7T DUAT F QQQ A2 AT HLE . BRINET I B s

iz Agilent MassHunter Quantitative Analysis

i File Edt Miew Analyze Method Update Report Tacls Help

PN dEEalGE @ Ly T EEBR Restars Default Layout

BatchTabie .
Resek Default Layout]

iy =l L

[ Sample
| @ [ % [Name[Daia Fie [ Type [Level | Aca DateTime |

[EER IR A

Compound Infermalion

(g EEAFhE AlLae t R

= = 2o 3 -

.
w0t
08
0.5

o5 1 1% 2 Jd5 3 d5 3 45 & 8 & .65 ¢ 75 & g5 3§ g5

9 & Fo £ s 4 o X o & 0 H D o s @ W @ @
Congentiation

LTl T EAEK AL A4S A R $4411“Restore Default Layout” FffiiA 3 i 1 45 FH $it44 4 )5 -

25 2] WP B R AR AT A% \Supplemental\QQQ Method Optimization Assistant\Product Ion Scan H 3%
N PEST SCA%4% U131 D: \MassHunter\Data\F 5 & o I SCPF R4 15 Tl 125 ) B 22480 H 1 B A3 40080

AHR o HT B KA F MRM s K QU AL BT, 2 00T D B AT 252 -

EBRE
$£—¥ FRE Batch
$=% [ Batch FIIAIEIH
F=¥ REMNREEBEOER
B2NE FRERGE
1 MRM Compound Setup
3 ISTD Setup (P#REE)
5 Qualifier Setup (EA* transitions BY)
7Validate method
e BhP REEBGR

2 Retention Time Setup

4 Concentration Setup

6 Calibration Curve Setup

8 BHIRIFERTTE

LR ERIER REFER batch  batch Hith
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2.1.1 ¥i& batch
PRSI File %8¢ New Batch

nz Agilent MassHunter Quantitative Analysis

. FiIelEdit Wiew Analyze Method Update Report Tools Help

S Mew Batch. .. ChrlHT I e ¢ Lot B B B B A Restare Default Layout
B/ oOpenBatch...  Ctl+o

= (&) (=]
E |Level| Acq. Date-Time

LEF AL B GAE, 3R 2 S04EY¢ “D:\MassHunter\Data\Product Ton Scan\PEST”, %y AL AL B S {4
“Test_01” FfTuifi Open & H1 AN — A8 AL AL 21 S

New Baich E]
Look in: | (£ PEST 4 & 2 > m&-

. TSy 2xpest_MRM-BR-Final M || Batch File Data YWe. ., £

4 b ICZ) Pest200-5ean. 0 Il| A Pesticide.batch. .. 1z =00
My Fecent [Ty Pestz00-5IM.0D 0
Documents [CTiPest - STD 10 MRM.D I
e [CTiPest - STD 20 MRM.D 0
L [C)Pest - STD 50 MRM.D i
Geskiop [CT)Pest - STD 100 MRM.D 0

[ChPest - STD 200 INJ 2 Product 5.0
: [C=yPest - STD 200 INJ 2 Product 10,0
___} [C=)Pest - STD 200 INJ 2 Product 15.0
[C=)Pest - STD 200 INJ 2 Product 20,0
[ChPest - STD 200 INJ 2 Product 25.0
[C=hPest - STD 200 INJ 2 Product 30,0

- I | >
Filz narme: ||:ES|:_|:|1 hd | [ Open ]
‘g Files of type: | BEatch Files [*. batch. bin) ~ | [ Cancel ]

by Documents

|A
5’2

2.1.2 ] Batch 5| A $3E3c 4

L LI File %4 Add Samples:

Add Samples \

B atch Folder: [:hM azzHunterhDatab Product ...

STD 200 IMJ 2 Praduct 10.0 .3
-STD 200 IMNJ 2 Praduct 15.0 e RYRE.
Pest - STD 200 IMJ 2 Product 20.0 o EYEHRIEFE Select All.

Pest- STD 200 INJ 2 Product 25.0
-STD 200 INJ 2 Product 300 * Browse to Copy Samples ]

€10 200 ) 2Pzt 5D B T B0 S i R
D J —BB5ER.

Pest Strawb-EﬂSF‘IKED 1ppb -1 ulini.D
Prat Strawh-N2 SPIKFD 1 nnb - 2 ulini 1)

“ Browse to Copy Samples... ]]

| selectan || ok ][ cancel |

A4 >) 3% Pest - STD 10 MRM.D. Pest - STD 20 MRM.D.Pest - STD 50 MRM.D.Pest - STD 100 MRM.D.
Pest - STD 200 MRM.D. Pest carrot.D A} Pest parsley. D KA A 25 > K
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21.3 AEMAI R ERBEERRFR
NS (Type) FHARFE I BE S 3l (Level)
TERFERZET (Type) MIIEFE:
Sample A HIAF I b
Blank 2 [IFE
Cal FrRUERESM (TR TAE#RZD)
QC (quality control) JFaA% b
IS INERE S B AR RERE I Type 18200 Cal, 4 Level #2353 FE M /NBI KT 2 BB 2k L1~L5. A h
AN QC J& Blank SR AR, S Bn 550 AR 75 2548 I o

f= Agilent MassHunter Quantitative Analysis - PEST - test_01

: File Edit “iew Analyze Method Update Report Tools Help

O & = | 23 | LZ analyze Batch @ - Lavour: BF BE BEH EH [A] Festore Def:

B atch T able

Sample: j Ll Sample Type: <all= - Compound: [4=]
Sample

@ W Mame Data File Tupe Lewel Liog. Date-Time
200ppb STD Peszt - STD 200 MEM.D | Cal L5 9/21/2008 4:27 Ak

100pph STD Feszt - STD 100 MEBM.D | Cal L4 9/271/2008 4:54 Abkd

S0ppb STD Fest - STD 50 AR D Cal L3 /212008 518 Ak

20ppb STD Feszt - STD 20 MAR.D Cal Lz 9/21/2008 545 Ak

10ppb STD Feszt - STD 10 MAR.D Cal L1 /212008 6:10 Abkd

Sample 1 FParsl Pest carrot.D Sample /27 /2008 700 Abkd

» Sample 3 Carrot | Pest parslep.D Sample | = /212008 724 Abkd

[ >

DroubleBlank. B
b atni=Spike

22 HrEEBITE

B A BT VRI AN IE I : “New Method from Acquired MRM Data” &£ Fefit b gdt N7 Jryk, R4
“New Method using Manual Setup” T-zh# 37 777k
MRS RITVE, WTLL%ES method---open---open method from existing batch ({8 ] £ [ batch 11 52
TR BiE LS open method from existing file (48 FH A7 U1 f) o F 7 VA SCAH)

n= Agilent MassHunter Quantitative Analysis - PEST - test_01

: File Edit Wiew A&nakyze |Method | Update Report Tools Help
i = lﬂ EE} [;E Mew P | E° Mew Method from Acquired MRM Data
Batch Table Open 3 e Method From Acquired Scan Data
Sample: il ﬂ 54 g Edit F10 Mews Method From Acquired Scan Data with Library Search
& e Method using Manual Setup
@ % Mame

PR P I S AR AR Pest - STD 200 MRMLD Jliili “open” 4T7F.
Tips: BEWSAE IR 277 VA I AL AT eIk £85I i i et o SR, de A AR A €00 338 P 05 3% P T LA

IRAY 5 BIAE TSR GRS B B o DR B I TR BR S 151 L 81 mT A e 3 AR RO RE A . (O IR B AE
TG s AT DU R R SR
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I

Agilent masshunter UYuantilative Analysis - F Les

: File Edit View Analyze Method Update Report Tools Help
P & | B3 | G enalyzeBatch | @ (@ Layout: E
Batch Table

Sample: E-l ﬂ

E @ Restore Default Layout

Sample Type: | <8l - Compound: [#] | [=

I5TD:

Sample

New Method from Acquired Data

Time Segment: <Al= -

v| €] .

(L7 2xpest_MRM-BR-Final.M
|5 Pestz00-5can.D
|C5) Pest200-51M.0

STC 10 MRM.D

STO 20 MRM.D

STO 50 MRM.D

STD 100 MRM.D

STD 200 INJ 2 Praduct 5.0
STD 200 INJ 2 Product 10,0
STD 200 INJ 2 Product 15.00
STD 200 INJ 2 Product 20,0
STD 200 INJ 2 Product 25.00

- STD 200 INJ 2 Product 30.0

Data File Acq Date-Time
] Lock in: | 5 PEST
est- 5TD 100 MRM.D | Cal 4 il 3 1l
3 Slppb STD Pest - 5TD 50 MAM.D Cal 3 9/21/2008 5:18 AW
20ppb STD Pest - 5TD 20 MAM.D Cal 2 9/21/2008 545 AW
10 ppb 5TD Pest - 5TD 10 MAM.D Cal 1 9/21/2008 6:10 AW My Recent
Sample 1 Parsl | Pest canot.D Sample 9/21/2008 7:00 AM Documents | [[Pest -
Sample 3 Car. | Pest parsley.D Sample 9/21/2008 7.24 oM — CPest -
\_ @Past N
Desktop (DPest -
Epast £
[CPest -
[CPest -
tdy Documents E:zi :
ty Camputer

@Past carrat.D

) Pest parsley. D

|5)Pest Strawh-01 SPIKED 1 pph - 1 ulinj.D
[C)Pest Strawb-02 SPIKED 1 ppb - 2 ul ini.D
I Pest strawberry D

D) QuantResuls

[Z] IndexedDataConverter
aptimatization_assistant.quantcolumns
pesticide.quantmethod

My Metwork
Places

Compaund Infarmation

Object name: |

Objects of ype: |

g

Open ]

g |

Cancel ]

19T )5 SR A

%3 Agilent MassHunter, Quantitative Analysis - [New Method]

i File Edt View Analyze Method Update Report Tools Help
PN MGz @ i Layout:
Method Tasks

ZENERm| Restore Default Layout

% |[Mathod T able

L L _h

o

x
[ ew 1 apen vethoa Ilf: e seqmert: < [<ar> v| & | compound: [&] «| [ | Reset Table view
| Method setup Tasks ™ Tsamee | =
/. MAM Compound Setup | Name [ patarie | Tope [ Lev [ AcqDateTime | E|
K Retention Time Setup v [ EestosToz00, [ Pest - ST0 200, ] [ q
2 1STD Setup [usniiier
% Concentation Setup | Name [ 75 ] Tesiin | Scan | Type I
F Qualfer Setp = | Dichlarvas | 2| 1850930 | MRM [ Target |
57 Calbralion Curve Setup [ |
| Pecusorlon | Podction | Tenstin | Rel Resp. | Uncetany |
& Globals Senp 185.0 630] 18505630 | 47| 200
| save / Exit | Ouantifier
& Validate Name [ 715 ] Tesiin | Sean | Tope
& = propoi | 3] 11005 630 | MR | Target v
S ample Information x
Savess : = =
B @ @ 3% macrorpanes: 2 ~ ¢ signdl <hone> i i i P
i + TICMRM [~ > =) Pest - 510 200 MAM.D
eSSk L0z 23 el a5 | s El 7|8 ga | ghoign 2 12131314 1418 151E 817 W
Outlier Setup Tasks 3 -
&
Advanced Tasks 07
s 06
4 05
3 04
03
2
1

5 35 4 45 5 855 & 65 ¢ 75 & @5 9 95 10 105

115 12 125 13 135

45 15 135 18 165

17 175 18 185
X Values

Compound Irformation

B e ATELA A LIRe t A

Chiomatogiam
W01
03

08
07
0.6-
0.5
04
03
0.2-
01

02 04 0608 1 1214 16 18 2 22 24 26 28 3 32 34 36 38 4 42 44 46 48 5 52 54 56 58 6 62 64 66 68 7 7.2 74 76 7.8 8 82 84 66 88 9 92 94 95 98

27 Compounds (27 total) 115TD {1 total)

221 MRM Compound setup

i ZEM MRM ALE )% B “MRM Compound setup” #0725 5 A H T MRM {1 &) % B 1 RES KL

EmEA,

WARL &) -

LOERI H L EWIE A Target, WARMLEWILEH ISTD. 1R HMRIEE = A FRIA

MRM %] transition, precursor ion Fll product ion 255 B [13h4% 2 5y w77k .
A b SZERPRUE AN B AL A ) Tsofenphos-Methyl il Mecarbam, JiT LR R ARBNZAEY) GETiZILE
Yiwk, JCEE R, R 0.00), ZoB AT E WAL TTHEE X PG E W), T A R SRR
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& Globals Setup

| Save / Exit

& validate

Save &z

Ed Eit

Manual Setup Tasks

Outlier Setup Tasks

Advanced Tasks

H Add Column

Auto Fit Columns

H Reset Sort

Mew Compound

Mew Qualfier

Sample |

2 4

Delete

2.2.2 Retention Time Setup
PR BY I )1 B Retention Time Setup ” A EE Al AT NI SHL CEBUAAT i 43 A7 I RS 2O B I 1)

U, AR THD:

G F B I TR] 2 770 1

b T3 ZLIEFE

5
i AddiRemave Columns...

H Restare Default Columns

Mew Calibration Level

New / Open Method Time Segment: 4= | <Al ~ = | Compound: (€8] isofenphos-met ..+ |[=k]  Reset Tahle View Level Name Prefis: L #of L
Method Setup Tasks Quantifies
j"(_ MRM Compound Setup MName s Transition Scan Type Precursor lon Product lon RT
. Retention Time Setup BHC gama delta 6| 219051830 | MAM Target 2130 1830 7.322
diazinon B[ 304.0-»173.0 WA Taget 304.0 173.0 7.287
2 15T Setup chlopyiphes m.. 7| 2860 9.0 MR Target 286.0 5.0 5349
% Concentration Setup malackon 7| 268.0-: 2220 IRt Target 268.0 222.0 8.453
ﬁ Qualfier Set winclozolin Fl2120-- 1720 MAM Target 2120 1720 8.368
Mallera s fepropimarph 31280 70.0 MRM Taget 1260 700 9693
,'ﬁ.’ Calibration Curve Setup malathion 8[1730->93.0 MAM T arget 173.0 93.0 9467
pendimethalin al 252.0->161.0 MAM T arget 252.0 161.0 10.561

. 206.0 WA Taget 241.0 206.0 11.374
2z0.0 WA Target 2220 2z0.0 11.594
206.0 WA Tanget 241.0 206.0 12628
1310 [lz10] Target 206.0 131.0 12,503
1320 MAM Target 163.0 1320 12995
2530 WA Taget 387.0 253.0 13433
2720 WA Target 307.0 azan 13435
163.0 WA ISTD 3260 163.0 13919
nez0 MRM Target 341.0 183.0 14.378
70 MAM Target 160.0 77 14.308
141.0 WA Taget 197.0 141.0 15.260
2370 WA Target 2720 237.0 14.979

Del - Signal: <MNone> -

Left RT Delta A Right RT Delta 7 AR E DR B I THIFE R, > OR B N TR] RS LA
Z 0, AT RUIE B0 S DU CR AR B H bR, AR b R E N 0.2min. T SO RS AL T A B, 48

nm Agilent MassHunter Quantitative Analysis - [New Method]

! File Edit View Analyze Method Update Report Tools Help

N EH G e | Lyou B F E B A Restare DeFault Layaut
Method Tasks % ||Method Table
‘ New / Open Method | { Time Segment: @8 <all> ~ = | Compound: [#] Dichlorvos = [®] | Resst Table View Level Name Prafic: # of Levels: | 10
| Method setup Tasks (I Tsampe
. MRM Compound Setup Name DataFie | Type [ Lew [ AogDaleTine
‘ﬂt eI ESE l Pest - §TD 200.. | Pest - 5TD 200. | | |
[P
EZ 157D Setup [Retention Time Setup |
% Concentiation Setup El] 18 Transition Scan Type RT Left AT Dekta | Right BT Delta RT Delta Urits
. ¥ | Dichlorvas 2] 185.0-» 930 A Target 2003 0.200) Minutes
FE Oualfier Setup
propoxUr 3[1100-> 63.0 MAM Target 5159 0.200 0.200| Minutes
& Calibration Curve Setup chlorprapham 4| 2120 171.0 MRM Target 5.569 0.200 0.200] Minutes
tritlualin 4| 306.0-> 264.0 MRM Target 6862 0.200 0.200] Minutes
[E" Globaks Setup BHE Bets 5 2190 1830 MR Target G644 0200 0.200] Minutes
‘ save / Exit Carbafuran 5| 164.0-» 149.0 R Target 6.553 0.200 0.200 Minutes
5 BHC gama delta B[ 219.0-> 1830 MAM Target 7.322 0.200 0.200| Minutes
(& Validate diazinon 6| 304.0-: 1749.0 Rk Target 7.287 0.200 0.200] Minutes
chlompyriphos m 7| 286.0-> 93.0 MRM Target 8343 0.200 0.200] Minutes
|| malaoson 7| 266.0-» 2220 R Targst 8.453 0.200 0.200 Minutes
Gave bs.. vinclozolin 7l 21201720 MR Target 8368 0.200 0.200] Minutes
fepropimorph 81280 70.0 MRM Target 9632 0.200 0.200] Minutes
Ed et malathion 8| 1730-> 93.0 MRM Target 9467 0.200 0.200] Minutes

2.2.3 ISTD Setup

R NFRYIRE “ISTD Setup”, AR )5 M FH3E 5. “ISTD Compound Name” 944~ HARL W36 € AR Lo
(ISTD) , FFAEISTD Conc FHit ANAHN. N ARPIHFE -
R AL T e R, W ZISIX 2.
ANTA) B A4k A 4 mT BAUCECAS [A] AR E i, ARIEFE N AR P& W) B Bh 3% S bRyt Ab BE

= Agilent MassHunter Quanti

tive Analysis -

[New Method]
© File Edit View Analyze Method Update Report Tools Help

A& B (7)) P Layout: E E ﬁ E [Ill Restore Defaul: Layouk
Method Tasks X ||Method Table
‘ New / Open Method ‘ © Time Seqment: 4 <al> ~ & | Compound: (@8] endosuffanalfa  ~ [®]  Reset Table Wiew Level Mame Prefic: L #of Levels: 5
| Method Setup Tasks ‘ Suaniier
_,if(: MRAM Compound Setup Mame Jo Trangition Scan Tupe STD Compaund Mame ISTD Flag ISTD Conc Time Reference Flag
JC Ristention Time Setup malacwan 7| 26805 2220 | MPAM Target <Mone> T T
wvinclozolin 7{2712.0>1720 MWMRM Target <Nonex ] ]
B2 15TD Sstup I fepropimorph 8[128.0 5 700 MK Taigel <Hone> r O
2% Concentration Setup malathion 8[173.0>33.0 MRM Target <MNonex I I
T Qualfier Selup ‘5EUJD 15705 | pendimethalin 9] 262.0 > 161.0 MRM Target <MNonex [ [
» | endosultan alfa 11[ 247.0-> 206.0 tRM Target <Miohe>
;f Calibration Curve Setup mEpahipyrim 11) 222.0 > 220.0 tF R Target <Mohe> || ||
| [ Endosulfan beta 12) 241.0 > 2060 MAM Target <None> || ||
Ef" Globals Setup kresisinn methyl 12[ 2060+ 1310 [ MAM Target <Hone> L L
‘ Save / Exit oxadisyl 13] 163.0» 1320 MWMRM Target tiphenyl phosphate ] 50.0000 ]
endosulfan sulfa 14 387.0 » 2530 MRM Target tiphenyl phosphate ] 50.0000 ]
&’ Walidate quinaryfen 14 307.0» 2720 MRM Target tiphenyl phosphate [ 50,0000 r
triphenyl phosph, 15 326.0 > 169.0 MRM ISTD <MNonex 3 50,0000 I
L Eromopropylate 16) 341.0 > 183.0 Rk Target triphenyl phosphate ] £0.0000 ]
Save As.. || phosmet 16] 160.0-> 77.0 MAM Target triphenyl phasphate [] 50.0000 []
cyhalothrin 171 157.0 > 141.0 tF R Target triphenyl phosphate 50.000(
Ed Esit | [ Hirex 7] 205 20T | MM Target heryl phasphate 50, 0pef) O
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224 Concentration Setup

TR EEBEOE “ Concentration Setup”, %t N200 I # R (K 5 w0k & ( Dil. High Conc) 5 1:2:2:2.5:2 FIFiRAE
X (Dil. Pattern) . H1IANKRIEF TN K. (Level Name Prefix) 3 L H. #of Levels 5 5 CSZFRAE S HT I o] UL HIAL)
RGBT (Create Levels) -

fiz Agilent MassHunter, Quantitative Analysis - [New Method]
: File Edt ‘View Analyze Method Updste Report Tools Help

P B G ankeeRach | @ ) Lavour: B B BB BB (A Restore Default Layout
Method Tasks X ||Method Table
New / Open Method P TimeSegment: 4= <Al ~ = | Compound: [&] Dichlorvos - Reset Table Yiew
i Level Name Prefix: | L #of Levels: Create Levels I
AT MAM Compound Setup Sample
AL Retention Time Setup Name | Daafie | Type | Level | Aca DateTime
| 2 1STD Setup Pest- 5TD 200.. | Pest - 5TD 200. | | |
Eﬁ Concentration Setup Quantifier
K Qualifier Setup Mare TS Transition Scan Type Dil High Cany il _Battem | Linit
3 Calbration Curve Setup » | Dichlorvos 2| 1250 > 930 MM Target 200.0000| 1:22:252
propaxur 3| 1100 B30 MRM Target y 4
Ef Globaks Setup chiorpropham 4| 73051710 | MAM Target y 4 ng/ml
- triflualin 4| 3060 -> 2640 MBRM Target I hig/ml
‘ Save / Exit BHC Beta 5[ 21901830 MAM 157D y 4 g/l
Carbofuran 5| 1640 -» 1430 MBRM Target ng/ml
& Validate
BHC gama delta 6| 2190-» 1830 MRM Target nag/ml
B Cave chiazinee: Elanan.17an hAE Torcat endecl

AL IR R R - @

iz Agilent MassHunter Quantitative Analysis - [New Method]

: File Edit View Anakyze Method Update Report Tools Help

i N & B2l L= snalyeeh @ i Layout: w s RisE N | Restore Default Layout
Method Tasks X ||Method Table
New / Open Method : TimeSegment: 4= <Al> w| = | Compound: (48] Dichlorvos ~|[5fF Reset Table View
Method Setup Tasks | i Level Name Prefic: L # of Levels: |5 CreateLevels /
. MRM Compound Setup Sample
AT Retention Time Setup Mame | Data File | Type I Lev{ I Acq, Date-Time
2 I5TD Setup Pest - 5TD 200.. | Pest - STD 200.. | y 4 |
v 4
‘:ﬂ Concentration Setup Quantifier /
ﬁ Qualifier Setup Marne | 15 | Trangition | lan | Type | Dil. High Canec. | Dil. Pattern Units
3 Calbralion Curve Setup =1 » | Dichlorvos | 2| 185.0> 33.0 | MR | Target | 2000000] 1:22.25:2
Calibration
E" Globals Setup
Level Canc.
| save  Exit ] 10,0000
@ ‘alidate L2 20.0000
L3 50.0000
Bl save L4 100.0000
L5 200.0000

Save &,

AR EE A, AT CAFE SORE . WR IR IR B A, AL “new calibration level”.
FFRE LR AR GO R S, B & B H R VAR EE A IR 4 72

Copy calibration levels to B HE T J5 8 K 5 — A0 AW 0ok BEB6 155 W FH 21 LAt A AH )9 B 6 2 1) H bk &
YL ORIEFRAER PR HIS O, BRI FHMIhEE),  MAHEEEAE. EXAF T ITE  Histb &9
MM EERE E —HE, BI¥AL&%  “Dichlovos™ B 5 2% level N3 T 1Ak HArtb &9 L.

L EIR IER ARG HE, kA (Select Al XFGHE, 4R)5 0K F%441:

fim Agilent MassHunter Quantitative Analysis - [New Method]
¢ File Edit View Anakze Method | Update Report Tools Help Copy Calibration Levels To

E a || G2 Mew 3

Q@ HG Select Compounds:

Method Tasks Open » - 3
New / Open Method Mame TS RT Tranzition ISTD Flag | £
Method Setup Tasks - “

la’ Yalidate
f’{ MRk Compound Setup | _ “
- 5

_,ffc Fietention Time Setup “

Save As...
| % Concentration Setup Ed e Fi1 “
ﬂ Qualifier Setup Method Setup Tasks 3 “
7 Calibration Curve Setup Manual Setup Tasks 4
E° Globals Setup Outlier Setup Tasks 3 B 2 | |
[ save /st bvanced Tasks ’ | Selectal | [ ok ][ cancel |
la, Validate Copy Calibration Levels To...
. Average Calibration Replicates., ..
L]

Create Levels from Calibration Samples

Save Az...

Import Calibration Levels From File, .,

Ed Esit
I3RS

| Manual Setup Tasks |I
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2.2.5 Qualifier Setup

M B e % E “Concentration Setup” 4T 4 Bl x4 ki F 11 13 2

Qualifier HHIMIEHE T. ERMNAS L e FEREN S EYE FH W E T — transition,
M} qualifier AHIK )75 LT B A DL 2 o
A A B e R — AN transition, SRR —MHAEC R, 7 —NEh qualifier. 7] DUE M

fig Agilent MassHunter Quantitative Analysis - [New Method]

¢ File Edit View Analyze Msthod Update Report Tools Help

R = ™ B REE N @ : Lsyout: B Y EE E (A Restore Default Layout
Method Tasks X || Method Table
New / Dpen Method i Time Segment: 4@ | <all> ~ ® | Compound: [$] Dichlorvas - Reset Table View
Method Setup Tasks i Level Mame Prefiz L #of Levels: 5 Create Levels
AL MRM Compound Setup Sample
AT Retention Time Setup Name [ patakie | Type I Level [ #cq Date Time
EF 157D Setup Pest - 5T0 200.. | Pest - 570 200._| | |
.'2 Concentration Setup Quantifier
‘ﬂ Qualifier Setup Mame | 15 | Tranaition | Scan | Tupe | Precursar lon | Product lon I Uneertainty
7 Calbration Curee Setup = | » | Dichlarvas | 2[1850> 930 | MRM | Target | 15.0] 93.0| Relative
Qualifier
5 Globals Setup
- Precursor lon | Product lon | Transition | Rel. Resp. | Unceranty | Aiea Sum
| save /Bt 135.0] 630 1850+ 630 | a7.2| E
& valdate Quiantifier
Ei) MName: | 15 | Transition | Scan | Tupe | Precursar lon | Product lan I Uneertainty
g = [ proposur | 3] 110.0 630 | MRM | Target | 1100| 63.0] Relative

2.2.6 Calibration Curve Setup

AT E 2 ¥ B “ Calibration Curve Setup” 1] XK I HI 263841 (CF), J siZS BE(CF Origin) FE 17 AL
I 5(CF Weight)2 2 $0HAT H5E -

— R I 2R AL (CF)IE BRI (linear) 87X J7 #14k (quadratic)

JR N ASBE(CF Origin) : ZIg )R 44 (Ignore), (UFEIR AL (Include), #iflid )5l (Force)o WA L TE
SIS, DUAS BB IZE 6 220088 J5 A0 IV 12 326 28 A0 58 D5 o sl T i i o o

K AE 2R A AR 15 SR i S FEANIR], #0 2 imi due i 0 et 4 R

fi Agilent MassHunter Quantitative Analysis - [New Method]

 File Edit ‘Wiew #@nalyze Method Update Report Tools Help

i = = W= @ | Lavout: B B E R Restore Default Layout
Method Tasks 3 ||Method Table
‘ New / Open Method | P Time Seqment: 48 <Al | = | Compound: 48] Dichlorvos - Reset Table View
‘ el S e | i Level Mame Prefix: L #of Levels: 5 Create Levels
L MRM Compound Setup o
R Fietention Time Setup Wame [ paafie | Type [ Level [ AcgDaleTime
=2 I5TD Setup Pest - 5TD 200.. | Pest- STD 200. | | |
% Concentration Setup CQuantifier
EE Jualifier Setup Name 15 Transition Scan Type CF LCF Origin LCF 'weight
2 Calbralion Carve Selip | » | Dichiorvos 21850 > 530 MM Target Ve Ignore Mone
|| proposur 3| 110.0 > B30 MAM Target Linear Ignore Mone
& Globaks Setup Setup Calibration Curve || chlorpropham 4] 21301710 MAM Target Linear |ghare Mone
= = triflualin 4| 306.0 -» 264.0 MAM Target Linear |ghare Mone
| save / Exit | EHC Beta 5[ 219051830 | MAM 57D
w Validate Carbafuran 5| 164.0 > 149.0 MRM Target Linear |ghare Mone
BHC gama delta E| 219.0 » 1830 HRM Target Linear lgnare Mone
diazinan E| 304071790 HRM Target Linear lgnare Mone
o chlopyriphos m 7| 2860530 MR Target Linear lgnore Mone
e he malanan 7| e6a0 2220 | MAM Target Linear [ Hone
B4 Bt vinclozolin 7l 21201720 MRM Target Linear Ignore Mone
fepropimorph 8| 1280700 MRM Target Linear Ignore Mone
‘ Manual Setup Tasks | malathion 8| 173.0-» 930 MRM Target hear Ignare Mone

227 wEERZIBRE— B3 H
T S E A /N PRIV, BEAT BRI SR I v BE VAR B NI E A . 8K, eI R
FLRIBR 2 & 7 LA — @A bR N TR, W LABEE R B, SN AIERT AT A3
RS2 B Method 4% Edit 570N 7 140 58 AL 1H

fid Agilent MassHunter Quantitative Analysis - PEST - test_01

: Fle Edit View Anslyze [Method | Updats Report Tacls Help
FG =0 JREER New 4
Batch Table p— R
i sample: ) ]| sa EET ==
&
o | v Mame | _
3
100ppt 570
S0ppb 5TD
20ppb 5TD E3
W | ¥ |10ppbSTD Method Setup Tasks »
D | ¥ | Sample 1 Pa
a Sample 3Cal | Menual Setup Tasks 3
Outlier Setup Tasks 3
Advanced Tasks 3
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ethod Tasks

MNew / DOpen Method

Method Setup Tasks

fc MAM Compound Setup
j}‘c Retention Time Setup
BZ 157D Setup

:2 Concentration Setup
K Qualifier Setup

,7.’ Calibration Curve Setup

[ Globals Setup

| Save / Exit

& validate
a

Save hs...
Ed Exit

Manual Setup Tasks

Outlier Setup Tasks

Advanced Tasks

| Integration Parameters Setup

T5 | Transzition | Scan | Type | RT Int | Int. Parms
| 2| 185.0 > 93.0 | MAM | Target | 2.903] MS-MS |
Integration E]
Intearatar | General | Uriversal | Peak Ieiit:ari :
Intearator: | MS-MS P
Int. | Int. Parms.
Farameters...

b

KRR 4%

//Yj‘: Advanced Tasks LI GEX A 1EH

\

Signal to Moize Setup

Smoathing Setup
_|]_|_ Mass Extraction Setup
|sotapic Dilution S etup
Compound Setup

Compound 2D Setup
Compound Library Setup

B Browse Acquisition Methad

“Integration parameters Setup”
AN SHERE, WhaE

= A
i ate ]

Int. Int. Parms.

Int. Int. Parms.

M5-M5
Apply to Al

(u]: H Feset ][ Default ][ Cancel ][ Apply

] Ja—

115 Peak Filter 7] i P rf () /NI AT I g6 .

BEER B,
FHZNEERS

Integration
Pezk Threshald N\
() Peak Area [counts) b= counts
) Peak Height [counts) ¥= counts
(3 Peak Area [%) b= # of largest peak.
) Peak Height [] ¥= % of largest peak.

I asimurn number of peaks

7 Limit to the largest peaks
o J

G}/

0k, H Reset H Diefault ][ Cancel H Apply ]

WL 58 B i OK IR HY B E Sk

228 BEREFEEHKE

B (e ], o] DAPRIs A R0 I 4 AN & SR

L — A TR EE TR, Qualifier HILLEA Accuracy 7555 I B HEIN S . BORE LT R v RAAE 32 & 5 vk
A Outlier Setup Tasks A IHIFEAT 1524

L Ane O B I () A B EYE FEREER 5%, W R
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i File Edi View Analyze Method Update Report Tooks Help

1 B B8l Layout: R Restore Default Layout
Method Tasks X ||Method Table
Savehs “l:  Timesegment: 4= | <all> ~ = | Compound: [ Dichlarvos - Reset Table View | Level Mame Prefix: L #of Levels: 5 Create Levels
Ed it Quantifier

[ Manual Setup Tasks | Name Transition Min. SN | Custom Cale. Limit Low | Custom Cale. LimtHigh | AT Window RT Units

[ outier setup Tasks | eBaT 10.0- 630 aiget 000] Percent

Accuracy chloipropham 1305 17 aiget 000] Percent

M Hifualin 6.0 arget 000 | Percent

Average Response Factor BHC Beta 19.0-> 1834 siget ,000] Percent

B% Cuve FitR2 Carboturan 54.0-5 aiget 000 | Percent

EHC gama delta 21505 aigel 000] Percent

Helnie S B diazinon 3040 aiget 000] Percent

Fesponse Factor iphos m.. 7| 2860 53.0 MM Target 5,000 | Percent

malaoon 7| 280> 2220 | MAM Taiget 5,000 | Percent

Foac vinclozolin 7| z120- 1720 anget 000 | Percent

0L Relative Standard Deviation fepropimoiph 2805700 arget 000 | Percent

malathion 73.0- 930 arget 000 | Percent

F¥ Qualifier Ratio 52.0-» 161 arget .000 | Percent

endosulfan alla 11[ 241.0-> 206. aiget 000] Percent

= Limit Of Detection mepanipyrin 11] 222.0-» 220. aget 000 Percent

Limit Of Quanitation Endosulian beta 1Z] 241.0 > 206. aiget 000] Percent

% kresoxim methyl 12[ 20601310 | MRM Target 5,000 | Percent

Ul Retenion Time anadingl 13] 163.0 13240 MRM Target 5.000 | Percent

Teelatoe Feteriion Time endosullan sulfa 14[ 387.0 > 253 aiget 000] Percent

quinowyfen 14] 307.0 > 272 aiget 000] Percent

Sampls Amod triphenyl phosgh 15| 326.0 -+ 169, 151D 000 | Percent

Wiy, Signal-toMaise Ralia Bromopropylate 6] 341.0-> 183 aget .000 | Percent

phosmet 6 160.0-> 77.0 aiget 000] Percent

Prak Fuity cyhalathiin 7[187.0> 141.0 aiget 000} Percent

A Peak Symmety Mirex 7| 2720 > 2370 aiget 000 Percent

2.2.9 Validate method
TR ET “Validate method ” 150 1] o 7 v (1) % i HEAT — WA
R EINETT IR T HRE R, e AR E A PG, 3T validate,
A = B4 Method error list % 11 oK.
Wi HE—H R AT, W A BE BB, iR A .

Agilent MassHunter Quantitative Analysis

] There are method validation errar(s) or warning(s) found.
. Please see Method Error Lisk window, Double clicking an errar or warning will navigate vou to the problem Found,
Method Enor List x

Categoy | Message

=1

1STDFlag must be set for compounds of type 1STD

') Curve fitis undafined

0 Curve fit origin s undsfined

') Curve it weight is undefined

Rilative relention time limits have no effect for ISTD compounds

is undefined

EBGEHUn 5 FEXRL A, HRIBCA R IR L, TR A e .

¢ Fle Edi Wiew Analyze Method Update Report Tooks Help

i H B @ : tayout: ] [ B [ [A] 7 Restore pefauk Layout
Methed Tasks X ||Methed Table x
[ ew s open Method o~ ive seqmere: <= | <at> v| = | compound: [&][mrex «|[%] | Reset Table view
[ Method setup Tasks 0. ool eme profixs #of Levelsi |5 Creats Levels
. MRM Compound Setup [sampe =
A Retention Time Setup | Name DataFie | Type [ Level | acq DateTime |
@ 1STD Setup \ [ [Pest- STD 200.. | Pest - STD 200 | |
% Concentration Setup Quantifier F
K Qualifier S etup Name TS Transition Scan Type ISTD Compound Name ISTD Flag | ISTD Conc. Time Reference Flag
32 Calbralion Curve Setup Dichlorvos 18505 330 i aiget ela r r
propeit 1100 > 620 i angel el C C
# Globals Setup chiorpropham 21203171 R aget ™ r r
i 3060 > 264 fi argel cla C C
Lsove /Exic BHE Bela 21905 163 i 5TD <Hare> v 500000 C
& Vaidate Carbofuran 16405149 i aiget BHC Beta r r
BHC gama defa 2130 > 163 i angel BHC Bela C C
= P 0o Y pree) oo = = 5
[Smplelformetion
Save As - - -
@ @ 3 %] MaxscFpanes: 2 ~ i Signal <Monex> ~|E ol Wi 2
B ea S TICMAM (7 > =) Pest- 5TD 200 MAM.D
Manual Setup Tasks 203 |2 st 12 1131314 1415 1516 [1e[i7 17hans
FR
Outlier Setup Tasks - 1.4
E-
Advanced Tasks 3
o 1
4 06
3 06
04
L L Jl “
W5 11 s 12 125 13 135 14 15 15 195 15 5 17 175 18 185
K Values
x

Method walidated, Mo errors of warnings found,

2 1625 183 1635 154 16.45 185 1656 188 1565 187 1675 168 1685 153 1535
OK Asquistion Time [rin)

X
26 Compounds (26 tots) 215TD (2 total)
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2210 BHHRFERETZE
i “EXIT” B HE ik dmit Shn, & “yes” ¥4 77950 H 21T ) Patch.
] LAAEIR HY 8 f ik g 0T, DA e w Tk (JR 484 quantmethod.xmD) .

RN K AT ] — 35 3L

AR 1 S Ry, T DA R o 5 T 8 W (G $open method from existing file), AN BT & A7
ERTT

A A nter Quantitative Analysis - [New
¢ Fils Edit Miew Analyze Method Update Report Tools Help

- |

PN E B @ i BEE R Restore Default Layout
Method Tasks  |[Method Table: x
| New / Open Method H| Time Segment: 48 | <Al> ~| =% | Compeund: [&] Mirex ~ [®]  Reset Table ¥iew
| Method Setup Tasks 0 Lovel Meme profixs L #of Levels:|5 Creats Levels
L MRM Compound Setup [sampe =
S Retention Time Setup | Name DataFle | Tope [ tevel | ecaDateTine | 1
@ 1STD Setup \ [ [ Pest- 5TD 200.. | Pest- 5TO 200. | | | |
& Concentration Setup Quaniifier
FE Qualfier Setup Name TS Transiion Sean Type 1TD Compound Name | ISTD Flag | ISTD Canc. | Time Reference Flag
37 Cailbration Curve Setup Dichlorwos 1850 > 330 i anget ela i [l
proposr 1100 63.0 Ri aiget ot - -
[ Globals Setup chiorpropham 21305 17 Ri aiget ot - -
triflualin 3060 > i arget eta r r
[ save resic ] BHC Beta > i 157D <Hone> d 50,0000 -
7 vaidate Carbofuran > i anget BHC Beta i [l
BHC gama delta > Ri aiget BHC Beta - -
B cianen = v ) CEo = =
Sarmple Information
Saveds 5 5 5
l @ @ 3 % maxopanes 2 <% signal <Mores -5 ai i P
B e + TICMRM (> ) Pest - 5TD 200 MRM. D
Manual Setup Tasks 24052 23 34 45 | 5 67 78 g | aoign 2 1131314 1415 1516 1817 17hd0s
] &
Outlier Setup Tasks - &l 1.4
& Agilent MassHunter Quantitative Analysis
Advanced Tasks g ‘! T 12
5
!‘: Would yau ke to apply this method to the batch? 1
4 06
3 s o Cancel 06
2 04
T Ll L L | Jl N
1 A
5 3 a5 b 45 & 6 85 1 75 g5 § g5 10 105 1 115 12 125 13 135 14 145 15 185 165 185 17 125 18 165
XValues
s x
H g AT E AlL[ae t A
+ MAM (2720 > 237.0) Pest - 510 200 HRMD
£ 410 14973
= 14
12
1
08
06
04
02
47 148 1485 143 4% 15 1505 181 1515 182 1525 153 153 154 1545 155 158 156 1585 157 1575 188 1585 189 1595
Acquistion Time (min)
Method Enor List x

26 Compounds (25 total) 215TD (2 total)

iJ start o PEST

2.3 BT

231

EN &) 10:L3PM

Analyze Batch

BHvERERE G, Rl Analyze Batch, BJH w1 iEdtH T 2 B0 A
1 RAE Analyze Batchil B FP H BURAL DL R AR R, 5% AR BB U N 80, A gs 850 R 4E
TIER A R NI S, AT S e 2R R R 2

Tools Help

Layaouk: ﬁ E E @ Restore Defaulk Layout

: File Edit Wiew Analyze Method Update Report
= N R e @ i
Batch Table

Analyze Batch

Sample: j ﬂ Sample Type: <al> - Compound: [ 10: isofenphos-methyl - ISTD: Time Segmenk: <
Sample izofenphos-methyl k.. izofenphos-methyl B esults
@ M Marme Data File Tupe Lewvel Acq. Date-Time Exp. Conc. | Multiplier | BT | Resp. | Ml | Calc. Conc. | Final Conc. | Accuracy
[ 200ppb STD Pest-5TD 200 MAM.D | Cal L5 ]9/21/2008 4:31 AM 200.0000 0o u
100ppb STD Pest-STD 100 MAM.D | Cal L4 ]9/21/2008 4:54 AW 0o H
S50ppb STD Pest-5TD 50 MEM.D Cal L3 ]9/21/2008 518 &M 0.0 I
20ppb STD Past-5TD 20 MEM.D Cal L2 ]9/21/2008 5:45 AM 0o m
10ppb 5TD Pest-STD 10 MRM.D Cal L1 9/21/2008 610 &M 0o I
Sample 1 Parsl Pest carrot. Sample 9/21/2008 7:00 &M 0o Jul
Sample 3 Carat | Pest parsley.D Sample 9/21/2008 7.24 AM 0o Ju

Agilent MassHunter Quantitative Analysis

N

Batch analysis Failed
Sample not validated: Invalid dilution Factor: must be positive,
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R BB s Dilution factorZ{H 1% . Dilution factorig WM FER T, BUENZ M IEE, HH M.
£ LIHFI RS “ Acq.Date-Time” [ i 418, #£Add Column FiEREDil. I FIFEE:AVEA il Amt.
R i I BB SO 1

iz Agilent MassHunter Quantitative Analysis - PEST - test_01 #cq Operator
: File Edit View #&nalyze Method Updake Report Tools Help Acqg. Method File
1 = H Ex [;E Analyze Batch | gl Layout: ﬁ E E E @ . Restore Default Layout Ar. Method Path
Batch Table I
Sample: ﬂ ﬂ Sample Type: <all= = Compound: [4=] 10 isofenphos-methyl - [=] 157C: spproved
Sample |isofenphos-methy| M.. Balance
@ i Mame Diata File Type Level Acg. Date-Time AR aTOvE CalomnE S
200ppb STD Pest- 5TD 200 MRM.D' | Cal L5 ]9/21/2008 4:31 AM s Sl
100ppb STD | Pest-STD 100 MAM.D | Cal L4 |5/21/2008 454 AM Add Colurn > C e e
» S0ppb STD Pest- STD 50 MAM.D | Cal L3 ]9/21/2008 5:18 Abd s Comment
20ppb STD Pest-5TD 20 MRM.D | Cal L2 ]9/21/2008 5:45 AW o
10 ppb STD Pest-STD 10MRM.D | Cal L1 |9/21/2008 610 AM Restore Default Columns Rl
Sample 1 Parsl Pest carrat.D Sample 9/21,/2008 700 &M Auka Fit Calurmns D4 Method File
Sample 3 Carrot | Pest parsey.D Sample 9/21,/2008 724 &M
D4 Method Path
Reset Sort
D, Date-Time
W | Lock Sample Columns
Data Path
Flok this Column
ol
W | Flat Table

Dual Injector

Mested Table {Horizontal) Dual Injectar Vial

Mested Table (Yertical) Dual T eetoraline

Single Compound Yiew Equil,

=] Multiple Compounds Wiew Expected Barcode

Arrange Compounds By 3 Info.
=4 Print... Chrl+P Inj. Per Position
Sample isofenphos-methyl M. isofenphos-methyl Results
@ v Mame Diata File Type Lewvel Acq, Date-Time il R Exp. Conc. | Multiplier | AT | Resp. | MI| Cale. Cone. | Final Conc. | Accuracy

» 200ppb STD Pest-STD 200MRM.D | Cal L5 | 9/21/2008 4:31 &AM 1 200.0000 1.0 N
100ppb STL Pest-S5TD 100 MRM.D | Cal L4 | 9/21/2008 4:54 &M 1 1 1.0 r

50ppb 5TD Pest - 5TD 50 MRM.D Cal L3 |9/21/2008 5:18 &M 1 1 1.0 N

20ppb 5TD Pest-5TD 20MRAM.D | Cadl L2 |9/21/2008 5:45 AM 1 1 1.0 I

10pph STD Pest-STO10MAM.D | Cal L1 |9/27/2008 6:10 AM 1 1 1.0 I

Sample 1 Pars Pest carrat.D Sample 9721/2008 7:00 AM 1 1 1.0 I

Sample 3 Camot | Pest parslep.D Sample 9/21/2008 7:24 AM \ 1 10 1.0 r

Bese G, ki Analyze Batch, MEATE FIH . FE BoR{Eftb#5E ( Batch Table) FRHEAREE
aRTE R, A S E BT #2687 20 AT 45 SR #B

5 Agilent MassHunter Quantitative Analysis - PEST - test_01

le Edit View Analyze Method Update Report Tools Help
P 7 @ Ba | GE anclyzeBatch | @ P Layour: B

ZENERm| Restore Default Layout

Batch Table x
i sample: F] ]| sample Type: <l || Compound: [8][2: Dichlorvos ~|® 151D Time Segment:| <all> v @ ]
Sample | Dichlarvos Method | Dicharvas Resuks | Qualfier.. N — = —
DataFie feq DateTine | Amt. [ Dil [ Exp. Cone. | Muilier | RT [ Resp. [mi] Cale. Cone. [ Final Cone. [ accuracy | Ratio [ ui J:ll ﬁ*ﬂ(gdj §u% WE m%# ){—i W ’
200pph STD Pest- $TD 200 MRM.D  Cal 5 AM 21 014 47.2
T00ppb 5TD | Pest- 51D 100 MRM.D | Col X} /2008 454 Al 1] AII:H _./\m.l ﬁ% ﬁﬁlﬂ:ﬁ’b
Oppb ST est-STD 50MAMD | Cal 3 2008518 41 458 = I MW DX
0ppb ST ‘est- STD 20 MAMD | Cal L2 /2008 5:45 Af 42| | S o
O [ ¥ [10psbSTD _[Pest STDTOMAMD | Cdl ] /2008 6104 T21005] 1210 o il JX/I\WE)E(WJ% JX/I\)J_-'( m E*E{J%
O | ¥ | Sample1Parsl | Pest camatD. Sample /2008 7:00 &1 4.6300 [ERGEND) T W o W W
9 ample 3 Carot_| Pest parsley.D Sample /2008 7.24 Al [ [ I
& 2 E iE 4
N IW - o -
224k, PR A analyze batch, E#i
1 jm}
HHERLER. mERKE®A, R
= = = W 1=
W EARBESELZOEE, R
BB ARSI,
Compound Information  [[ Calibration Curve x
i@ (@ E @ﬁ & AL @0 t RZ i (@] (2] Typsi/Linear ~ | Origini Tanore ~| Weight: None  ~ $ K-
+MRAM [185.0-> 93.0] Pest - STD 200 MRM.D Dichlarvos -5 Levels, 5 Level: Used, § Points, 5 Points Used, 0 Cs
£ w04 250 § w105 y 26512461 " x - 30024343
H 2 R*2 - 0.99710247
3 g 13
85 & 12
s 11
55 1
5 039
45 08
! 07
35
3 0k
25 (L3
5 04 A Level: L4
15 03 Type: Calibration
Cone.: 1000000
1 02 Response: 57494
s RSD: 0000000
o1 Cal. Path: Pest - STD 100MRM.D
Rik o
28 27 2wz 204 276 218 28 282 2b4 286 288 29 282 284 28 288 3 alz ab4 abs abe 31 ad2 al4 G 0 & H 40 s e A d @ 10 o 120 td0 o ko 180 170 0 130 200 2o
Acquisition Time. [rmrv]J_I Concentration (ngdmi)
®100.18 Y5759260 200ppbSTDN  Dichlorvos 7 Samples (7 total)
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2.3.2 RIE ML B

X HE—A G calibration curve AR, W LMELL type, origin Fl weight, WA TEH T &

k.

o H MIBR calibration curve F 45— level 145, AHICTTFERIAHC REL S R AEB
ERE ST analyze batch, A7REB T3 SN H B8 IEVHHE A, RS R A ST
CEAEH N bR e AL SR E 2 ol 1, 4% ISTD, W& BoR W bRgm . CEIF 2877 D).

e
=

MR IE FIZR I ZR PR, AT H] N ARIL RETS 1S 21 5

lent MassHunter, Quantitative Analysis - PEST - test_01

DR

ile Edt View Analyze Method Update Report Tools Help
P0G | G analzebatch | @ P Layout: B

] [E] (A B4 Restore Defaul Layou:

Batch Table x
i sample: #] | Sample Type: <All> | Compound: [$a] 14: endosufan sufate ~|[=] 15TD: triphenyl phosphate Time Seament: <al> E] IR R e
Sample |endostifan sulfate M endosulfan sulfate Results | Bualfier..| wipheny! phos.. | Gualier
[6) Data Fiie Tupe Acq, Date-Time Fesp. | M| Cale. Cone. | Final Canc. Fesp. | Ratio | Ml
200pphSTD Pest-ST0 2 5 9 A 1102000000 10 134337564 1994621 1934621
T00ppb STD | Pest-ST0 100 Ca /21/2008 454 & 1000000
ppb 5TD est- 510 50 WA Ca T |5/21/2008 518 A 50,0000
tppb 5TD est- 510 20 WA Ca 2| 8/1/2000 545 A 20,0000
O [ ¥ [i0ppb3T0 est - 51010 MR Ca 1| S/21/2008 610 A 10,0000
5] ample 1 Parsl_| Pest canctD Sample /21 /200 7.00 A
9 ample 3 Carot_| Pest parsiepD Sample /21/2008 7:24 A 926] 19182 38.5[
REMLEBEOA EAK ISTD QC
S — —
#, MUEERBTERARM QC &
i B A
HH W\ o
Compound Information % [ Calibration Curve \A x
g EEATELE A Lie]e $ A X { @ B Typsi|near - | orgni torore < vieigts vone - (1570 [acec]: (2] @ 3 -
MR (387.0 > 253.0) Pest - 57D 200 MAM.D endasulfan sulfate - 5 Levels, & Levels Lsed. 5 Points, 5 Points Used, 0 OCs
2404 13433 1017 v= 00931 "+ -0.0047 W0+
R g R"2=0.99997947 S|
© a8 g 36 225 %
36 < 34 $
34 2 e 22 3
32 T 3 215 ®
3 28 21
28 26
26 24 206
24 .
22 4 £
2 196
18 1.8
16 16 19
14 14 165
12 12
1 1 18
% . 175
04 EE 17
02
0 0z 168
02 o 16
02
1328 133 1332 13934 193 1338 134 1342 1344 1346 1348 135 1352 1354 135 1358 136 1362 1364 1366 1368 0 02 04 05 08 1 12 14 16 18 2 22 24 25 28 3 32 34 35 38
Aosuision Tme (i) Riclalive Congerlration
I00ppb STD  endosufan sufate 7 Samples [7 total]

A B BT R A R X3k, W DAIE R o i35 B F  (Curve Fit Assistant )

Curvefit &A%+ F'51| 7 2R AL i £& B M e 7 4

o BRI AT, A CATIZILE fh 2 PR AL

iz e izl (iR, WA TR, B2tk gk, A irfhs s m
X3, 1EFF Accept Assistant Curve. SR 57T fiili Analyze Batch, BJJHIBT AT B4k g vk 5 e 2 45 0

__;‘:n.‘ C':ll:l':-" Chrl4iC Calibration Curve 3
[4=] I—ﬂ Type: Linear = Origin: Ignore = Meight: None = QC | CC E ++ 1 %{ -
i_urve Fik Assiskank chhlnrvﬂ_s -5 Levels, B Levels Used, 5 Poirts, B Points Used, 0 QCs
% w1057y =B51.2461 " 4 - 3002 4343
£ |R2-naEime
g y = B53.7858 "« - 1EE8.3610
& 4]R"2= 100000000
08
-
044
Standard Deviation Bars 0.2
04
¥ Auto Scale 0 0 @ & 4 s e 70 s s 00 o0 120 130 140 150 160 170 180 190 200 200
Cancentration [ng/mi]
X - Auko Scale C— =
I Type: Vl Origin Vl ‘wfeight Vl H of Disabled Points 7| R2 | Standard Enor | Max % Residual 7| Equation 7|
T - Auto Scale Lrear  |lgnore | Nore 3| 1.00000000 00 0.0] y = 6537658 " » - 1658 3610
3
_ Linear |gnore 12 3| 1.00000000 0.0 0.0] w=4843679" « + 356182
# - Log Seale Urear__ |lgnae |14 = 1 ononanon [l 11| y = Fhia 7656 " _- 1E58 a6l
Linear |gnore 142 3| 1.00000000 0.0 0.0] w=4843679" « + 356182
% - Log Scale Unear |lgnoe | Log 3] 100000000 [iX] 0.0] y=B52.7624 " » - 13376910
Unear__|Inohude |14 5| 1 onoaanon [ill] 111 y = FRa 7658 " - 1658 a610
. Unear |Inchide 1402 3] 100000000 [iX] 0.0 y=484.3679" 1 + B EIE
= Frint... Chrl+P s [inclide |14y 3] 1.00000000 [ 0.0 y = £53.7658 " 1 - 1B5B.3610
Urear_[Inchide  [1472 3 100000000 [it] 0.0 y= 48436797« + BEIRE
i Print Preview, .. Quadratic  [lgnore None 2| 1.00000000 0o 00| y=06916% %" 2 +508530..
Quadratic | lgnare 1 2| 1.00000000 0.0 00| y=06916%%" 2 +508.530..
Duiadeabic lonoes 100 21 1 nonnnnnn nn 0ol -noA11 e 2 L ARE1 b
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233 ERRTHERRFS

Sample Dichloros Method Dichlorvos Results G ualifier ..
6] i M amme D ata File Type Lewel Acq. Date-Time Amt. | Dil. | Exp. Conc. | Multiplier | RT | Resp. | MI | Cale. Canc. | Final Conc. | Accuracy | Ratia | MI
» 200ppb STD Pest- STD 200 MAM.D | Cal L5 19/21/2008 4:31 AW 10 10] 2000000 Lof2 ] 129 [T | 2028377 028377 1004 47211
100ppb 5TD Pest- 5TD 100 MAM.D | Cal L4 |9/21/2008 4:54 &M 1] 1.0/ 100.0000 1.0[ 2.] 574" 92.8931 92.8931 923| 81|
G0pph STD Pest- 5TD B0MRM.D | Cal L3 |9/21/2008 5:18 &M 1] 1.0/ 50,0000 100 2. :2. | 52 6266 526266 105.3| 45.8|1
20pph STD Pest- 5TD 20MRM.D | Cal L2 |9/21/2008 5:45 &M 1] 1.0 200000 1ol 2 | greall 135401 13 1
JJ ¥ |10ppbSTD Pest- 5TD 10 MRM.D | Cal L1 |9/21/2008 6:10 &M 1] 1.0f 1000000 1.0{ 2.] 4879 121025 121025 48.2|~
D [ ¥ Sample 1 Parsl | Pest caratD Sample 9/21/2008 7:00 AW 1] 1.0 1.0 H 13 m 45300 r
9 | Sampls 3 Carot | Pest parslep.D Sample 9/21/2008 7:24 AM 110 1.0 | A | | [

J Quantitation Message{s]

diazinon; Qualifier MAZ = 167.0; Integrator did not find any peaks
triflualive Qualifier M2 = 27600 Integrator did not find any peaks

¥ Outlier(s)
Dichlorvos: Calculated concentration = 4.6300 iz outside the calibrated range [10.0000, 200.0000]

D iR a iR, RS TR qualifier &1 AUEBATIE] . XTIV R HI L FRIR .

¥ BSREEE — B A ol R RS . AL ORI B B, s B R I A T R
I B B BT 2R BB PR AT b, ARSGE A AR R (5 B A3 B
B M R LU SR 2.2.8 A 210 U5 X

2.3.4 {}7F batch

FTEE SR AT, DAAUSEIRAT batch. IS File SR I+ Save Batch 1] {47 Batch.

TRAEI batch HP & AT E ST, BT AR HEATAH [0 H 8008 1) 5 40 A ik, T AAE R AN Fs s 1
ZIH S RA I batch 7572, Method---open---open method from existing batch (fif ] E245 1] batch
SETEIE), A E R @ e w1k,

| Agilent MassHunter Quantitative Analysis - PEST - test_01

ﬁ‘ Edit Wiew Analvze Method Update Report Tools Help
1 Mew Batch... Chrl+Hh
| ©penBatch ... Chr+0
sl SaveBatch cties |
Save Batch As...
Close Batch
Add 3amples, ..

24 EEMRE

oM e — s, B RS T Report > Generate A2
S TR A R A 4B Excel UM (808 xls) o MRIBIEFEMI IR S BIRAE,  He 2 10 N 2RI AN
Repork | Tools Help Héggmitiih:n

Chooze a batch file from which the report results file is generated

g} GEanratE, - Batch folder: | D:\MassHunteriD atasPraduct lon SoamtPESTY |
Baloh fls: [test_U1 batoh bin 1)
A A => Graphics filss
Export Graphics Setkings. .. "
Turn on/oif generating graphics fles. Tum off when you know you wil choose report
||I templetes that do not use giaphics files. Tuming off wil reduce report generation fime and
disk usage.
’{3_;' ueue Yiewer, .. e bR s

[] Load giaphics settings fils | |

Instrument Type detetmining numeric foimats in graphics files: | nnn v

© Use aisting repart 1esults fleriepart graphics fles

Report folder, #A4 HZAEM AR N, A diZdit

_ “~+, Choase or enter the repartfolder. When you choss to generate report resuks fle (and graphic fls). this

ﬁ ﬁ i/ﬁ: E(J i E=1 j:& =ty ,ﬁ: ;l%‘\ 9_1:‘ H _!: w—( E ij -H— T e el e R e e e
EH = I ’ T M (A aines )

%ﬁ , y \AK % 2 o T Reportfolder. | D:\MassHunten\D ata\Product lon Scan\PESTAuantlepontshtest_01-2 ] [:]

/ Reports

{?‘7 Choose report templates, report file names. printers, and publish formats.

Template Fepoit Fils Name Piintsr Publis

D. Report Templates' QuantA 440, poi_ISTD_B_O1 04T _ones <Hishe:

s Add ZEPER AN, AT A AR LA L
SR A AARONE PEAR A, JFIRIR AR (A4

<
N RPN
o Letter) AJ 7. /|7-
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RS IS, #TIF Queue Viewer IR & AOHESE .

ERFITIF queue viewer &, IREA H LRG>,
LER S I FRRA SE A4S AT (status TR 74 processing),  ANEAT FFHR 5 LA o

-& Agilent MassHunter, Quantitative Analysis - Task Queue Viewer ‘;Hilgl
Report | Tools  Help e e Teks rb
WON- Wi .
@ GE”EratE. " Mame Creation Time Status Owner
% PEST_test_01.20090307.135159.processing 3/7/2003 1:61:53 PM Process...  XIANGZOL-B4BD17
Export Graphics Settings. .. |:>

@ Queue Yiewer,

£ 3
Connected
SV = > = > 1A
PR AR T ROE IR AR AR T, FTIT A R A
1. Summary
Do)\ 9~ )= QuantRepart ISTD_B_01_04 - Microsoft
Ll
Home Insert Page Layout Farmulas Data Review View Add-Ins
j ghaCut Tahoma -8 - [l §|L-@/"| S Wrap Text Number =2 ﬂ % Marmal
& B Copy L =3
Paste ) B 7 U~ ||y A~ E Merge & Center|~ $ - 8 o |[%08 ;08| Conditional Format |Calculati
- # Format Painter | o - I & B | & Merg | (%8 5] Formatting - as Table = I:
Clipboard (F Font (F] Alignment (F Mumber P}
AH206 v (> Je | Accuracy
P . 78 O 0 Y < 0 0 . 0 T 0 4 a0 O 0 . e L 0 B, 1T A s S .7_AAAEIACADAEAFAG:AH:AlfAJ_fAK?ALAMAI
1 Batch Info
=
3 Batch Data Path D:\MassHunter\Data\Product Ion Scan\PEST\QuantResults\test_01.batch.bin
4 | Analysis Time 3/7/2008 1:16 PM Analyst Name Administrator
5 Report Time 3/7/2008 4:50 PM Reporter Name Administrator
6 | Last Calib Update 3/7/2008 1:16 PM Batch State Processed
7
5 Sequence Table
=
10 Data File Sample Name Position Volume Level Sample Type Acg Method File
11 |Pest - STD 200 MRM.D 200ppb STD v 1 0.0000 L5 Calibration 2xpest_MRM-BR-Final.M
12 |Pest - STD 100 MRM.D 100ppb STD r 2 0.0000 L4  Calibration 2xpest_MRM-BR-Final.M
13 |Pest - 5TD 50 MRM.D 50ppb 5TD F o3 0.0000 L3 Calibration Zxpest_MRM-BR-Final.M
14 |Pest - 5TD 20 MRM.D 20ppb 5TD LA, 0.0000 L2 Calibration Zxpest_MRM-BR-Final.M
15 |Pest - 5TD 10 MRM.D 10 ppb 5TD LA 0.0000 L1 Calibration 2xpest_ MRM-ER-Final.M
16 |Pest carrot.D Sample 1 Pars E 7 0.0000 Sample 2xpest_MRM-BR.-Final.M
17 |Pest parsley.D Sample 3 Carrot £ g 0.0000 Sample 2xpest_MRM-BR-Final.M
18 | Quantitation Results
T
20 | rarget Compound Dichiorios
21 | Data File Compound 15TD Exp Conc Response ISTD Resp Resp Ratio Final Conc  Accuracy
Pest - STD 200 MRM.D Dichlorvos 200.0000 129095 0.0 202.8377 101.4
22
Pest - STD 100 MRM.D Dichlorvos 100.0000 57454 0.0 92.8931 92.9
23
Pest - STD 50 MRM.D  Dichlorvos 50,0000 31270 0.0 52,5266 105.3
24
Pest - STD 20 MRM,D  Dichlorves 20,0000 9723 0.0 15,5401 97.7
25
Pest-5TD 10 MRM.D  Dichlorvos 10,0000 45379 0.0 12,1025 121.0
26
27 |Pest carrot.D Dichlorvos 13 0.0 4,6300
28 | rarget Compound DIOD0XUT
29 | Data File Compound ISTD Exp Conc Response ISTD Resp Resp Ratio Final Conc  Accuracy
Pest - 5TD 200 MRM.D propoxur 200.0000 745148 0.0 204.4010 102.2
30
31 Data File Compound ISTD Exp Conc Response ISTD Resp Resp Ratio Final Conc  Accuracy
Pest - 5TD 100 MRM.D propoxur 100.0000 317691 0.0 89.9155 89.9
32
Pest - 5TD 50 MRM.D  propoxur 50.0000 173919 0.0 51.4938 103.0
33
Pest -STD 20 MRM.D  propoxur 20,0000 60327 0.0 21,1465 105.7
34
Pest -STD 10 MRM.D  propoxur 10,0000 29982 0.0 13.0352 130.4
35
36 |Pestcarrot.D propoxur 34 0.0 5.03560
37 |Pest parsley.D propoxur 421 0.0 5.1394
38 | Target Compound chibrprophant
.._':\n....nmk“_;r.l.- _r.Mu..nnu..vuJ.- —— TETM —— Earms Come  Mocoonco —— _TETD Masn .noan.-u_D:;.k'ux._.Ki-unlCnM. ﬂ.:nun:m:r_
M4 4 » M| Summary -~ Calbration -~ Pest- STD 200 MRM_D -~ Pest- STD 100 MRM_D - Pest-STD 50 MRM_D - Pest-STD 20 MRM_D -~ Pest-STD 1[]|
Ready
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2. Calibration 3. BHEWER

= i "ng ™ s
Home | Inset  Pagelayout  Formulas — Data  Review  View  Addns Home | Insert  Pagelayout  Formulas  Data  Review  View  AddIns
* ut Arial MRS S S ||| | Siwrap Text General e R Arial B EOR | e ||| | Siwrap Text Gener|
x =3 Copy =3 Copy
Paste" of Format painter || A ) | ee| [ Snei i B Merge & Center = [ § ~ % » et ormat Pt || LA EER PR ) EohRcle| || B2 Merge & Center - | [ § -
Clipboard & Font i) Alignment £} Humber Clipboard = Font 2} Alignment o
AH206 . A AH206 v £
A/B|C|DIE|F|G|H|I[J|K|LIM|N|O/P|Q|R|S|T|U|V W|X|Y]|ZAAABAC A/B|C|D|E|F[G|H|I|J[K|L|M|N|O|P|Q[R|[S|T|U|V W[X|Y|Z|AA
16 |Pest - STD 50 MRM.D Calibration L3 = 31270 50.0000  625.4086 1 Batch Info
et - 570 100 MEM.D Calloraton L Z Tt 400.0008 ?'4'9253 Batch Data Path D:\MassHunter\Data\Product Ion Scan\PEST\QuantResults\test_01.batch.bin
18 |Pest - STD 200 MRM.D Calibration Ls = 125085 2000000 645.4740 5
Qi 7t Comomndt Ao 4 Analysis Time 3/7/2009 1:16 PM Analyst Name Administrator
propoir -5 Levels, 5 Levels Used, 5 Points. 5 Pairks Used, D Qs ntaia
% 05 y= 3742 45330 - 16013 1630 5_|Report Time ki Reporter Name Administ
H hi~d= 009443004 6 Last Calib Update  3/7/2009 1:16 PM Batch State Processed
2 7 7
Em " § Analysis Info
10 Acq Time 9/21/2008 7:00
5 11 Data File Pest carrot.D
12 AcqMethod File  Zupest MRIM-BR-Final M
4 13 | sample Name Sample 1 Pars|
14 sample Info
= 15 | sample Type Sample
2 16 Level
17 sample Pos o
1 18
lg Sample Chromatogram
' T T T + TICGMRM - ) Pest carot. D
0 10 20 30 40 50 60 O @0 80 100 110 120 130 140 150 180 170 180 180 200 210 2,05
20 Concentration ng/mi) 3 13
21 = g5
22 | Calibration STD CalType  Level Enabled Response Exp Conc RF 11
23 |Pest - STD 10 MRM.D Calibration L1 = 29952 10.0000  2995.1658 1
24 |pest - STD 20 MRM.D Calibration L2 @ 0327 00000 30153401 09
25 Pest-5TD 50 MRM.D Calibration L3 = 500000 3475.3745 08
26 |Pest - STD 100 MRM.D Calibration L4 = 100.0000  3176.9124 07
27 |Pest - STD 200 MRM.D Calibration L5 af 2000000 3730.7404 08
28 Target Compound chivpropham 05
chlorpropham -5 Levels, 5 Lewels Used, 5 Paints, 5 Paints Used, 0 QCs 04
3 41057 3= 7012556 " - 2556 4558 gg
£ 141 R2=0.08501336
[ 01
343 4
1.1 R —
1 3 4 5 6 7 8 @ MW 1 12 13 ¥ B B 7 18
09 21 Apquisition Tme imin)
0s 22
07 2_3: Quantitation Results
g'g 25 Compound 1STD RT Response ISTD Resp Resp Ratio  Final Conc  Accuracy
04 26 Dichlorvos 13 0.0 4.6300
03 27 |propoxur 34 0.0
02 28 chlorpropham 234 0.0
0.1 29 |trifiualin 2 0.0
0 30 |BHC Beta 8 0.0
0 10 20 30 40 50 60 70 B0 S0 100 190 120 130 140 160 180 170 180 180 200 210 Bl Corbofisan i) 2 g
W 4 b b Summary | Calibration - Pest - 5TD 200 MRM_D Pest - STD 100 MRM_D Pest - 5TD 50 MRM_D i P Pest - STD 50 MRM_D Pest - STD 20 MRM_D Pest - STD 10 MRM_D | Pest carrot D
Read Ready

Jr HAR L Batch FLTH 4% BdE 1 /2 i

T St 25 FURE R, T R BE SEBRER, 4E Excel R SCAFIIANE TAESR summary, calibration 5445
AP ATEN R -

{£ summary TAERFTOMRE, HAFIIRMERER, KA MEAEE.
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