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Analysis Options | Added Cr | BPCEwisons || & |& | Sulfamethizole| C9H10 N4 0252| DBSssrch-MFG| 5935 271.0321 2830140 308.9676 541.0560| 2700248 2700245

Compound mining 3 Score (iso. abund) & Score (mass) # Score (MFG., MSIMS) + Score (MS) 1 Score (MFG) & Score (iso. spacing) B Height #  lonFormule {2
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MR AR AT ik B.05.00 JT46,

@%&%*4%?%%%& EALEAISAT TAR LN ZEAT IR AT
RIENEVE ST SHITTE, R AR AL S5

FEISAT B RAETT VLIS, w] LU ] Hodhs

RARAT WNBLA IO B R TT i A shis AT @Mk, ARTEAERE, 155 Wk
RAEHBALA B o

EF 4 RESTER-BESITHEMSAE

7 EAT L] pid =4

1 i/ sulfas_PosMS.d H#E>C . a EREREWITIERE, ATREE - ERESH, BRORNESTE
FIFEES 2 RRTFR T BE>EETFRE>ER. ST,
WRESTAXHEHNLRIET b BHEBEULGRE. - ERFMAECIERTIERTE,
XLERIE. ¢ BEH > FTFHEEH. B ERREF DI RESHR
HERENEOHRE- d 7 “THEUIRXXMH” FEESR, & MBLTE.

% sulfas_PosMS.d .
ERRMETIER 5 RIETT “3THHT
TF” BIEEILIE.
BRIARSRBEIEEILIE.
BEITH.

AR 75 3% iifExercise2.m.

. 1§EIUiéiiii?r

< WIRFE TR HELE

PR ERIERSE (BigHE
A . WIEFEERE IR
NHEMIIERPREAENE
M HER S 3T FFEUE S
E'ﬁﬁ*ﬁ%ﬁﬁﬁ
ﬁﬁﬁ 7&5.‘% %ﬂ%ﬂm %4 Tﬁ?“*%ﬂl
REETIERERE.

© BHATLUBAERENER S

BT RATEED . MR
PR LESRAE, FRMEISTE
ENLIRIED

© BRHE S B S L RITRIM

RIHRME.
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3 (ERAFRMI{EREFBREMETENSHAE

EF4RESTEE—REITHEMRE
EZ EARIEA iR

2 WE—ANAE FHETZKT
EBhpmE—NEITHRES B
AT
WEARITTIES A

IREFTEX B BILE
FA R BN IE R E]
EROIRE

RN BEEAAEERDH
“TIEREIE” #H.

a 7 “HEEIET h, EEIER
BEIAE > TERIRMEURTIETE
ENTEREITHRIESRS .

b FHIRTIRIERBLINFEREE
EITHIRIET IR D,

REVEX R &EiLE
5 FHIREE FRIEE
ERSIIRE

c MBELE, ENTHBMETIRDIE
BE—MRME, FRERmEE
=, Bt EmRERSEIEE
THIBRIETIR P . BT INEER
EIRE, LUBHEFBIEMTIE.

d MELE, JNEEITHIRESIR
PR EERERRIETIR DA
#®1E, FHEBaERERER X

£ Method Editor: Assign Actions to Run from Worklist x
i (W) Run Worklist Actions Now ~| £33 | #) - (4 | Method Items ~ !

A
Integrate and Exract Peak Spectra
Generate Analysis Repart

F3

El73 ER “TIERIRE" BOMAERER
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FRFEMITEREREMESITEESHAZE 3

EF4RESTEE—REITHEMRE

R e P 3

3 BHERFA iilexercise a ERFTFHER, BRERZE> © BRESEIRMBIRERFHL
2worklistm, Hd “ii” 21K BEA. Ak ziE, BRI RERMER

UEEFERES. b N iiiexercise2worklistm. A E B ARG EHARTT.
XAERF, BNTREER. ¢ RHERET « WIMEREITH, WA%E (88
d BEHXH>IREH. FrRmMBRESED BEMRR
e ARRTERTERFLERMN, B IFXEFIWEIE. “THER
BER. BE” B hREEITHIRIES)

RHRIERBET.
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®

@eo--j]

'5 EME S

FE 1817 “HABIERE” @5 122
1% 2. 5817 “MFEE S IEERZERMIGEX B LEW @S 129

GEVEHT” BPERE AT R G A5 S AT AT S5 TG (D R

o RHIEAEBRRIERT - 11T BRI T AR E TR E KGR EERA
PTG S PRI AN [R) 7 3 i 5 0 23RBS

o BRALEYKSE: MFE S8 80RFERR IS - IS BoREei &0 T4
T PR RO AL TR 0 2 i m I AE AN [ 7 i o 4 B0 7 B I

EIEWTLALE “T7ikgithas” B 0 b ORI LT VA G A TR 2

WSR3 T BioConfirm, R AT HAD 2 AN i o IXLE A ) T 4E (BioConfirm

ANTHEF) b4,

BAVGREADGIMAFHAE TR, AR B U =51

o SDBR - RIS U] F AR AT R .

o VEARUEH] - RS EEA B oS s bR 2 20 T s, R X S B
o VERE - BUBRIXSETEREAT T MRAT SRR ) P KRS D BRI PR AR
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4 EHESHES

E5 13817 “RABEEE @F
SEATULI S, R SR T AR T & BT R  f

W TR A K FLA . Rl SN, ORI T IR T T S IR RAT A
AT B O BRI A

51,817 “RABIEEILE" BT

T 4R A past ]

1 377 sulfas_PosMS.d #iB3x k. a ZESRELEWNHEMSHER. - BESARERITIERENSE
WRITHFEIECHERNERFS b & “THAEEEH” HEES, wE. MREREALRETR,
SEITEMTHIRE. %4 sulfas_PosMS.d, BFELTESE>EAFE > %E
iR 7535 4 Defaultm. c MELE, FRMMENSZDE BREGHR. LHSHBHBRIKES
MREOGBAREES. T “THITH” RIEEIEIE. ERITIEREE—RERNGR.

d MEVE, FRIEAALERHESE - GUUANEMNESHAE, &
RAE. R AERITERZRE, &5

e BFHITFHF. EEHRMEHUREERERDE

f $$E§ SHEETERE > B8 M AFEEERGET—1MER
we. H=f&.

g BHERITERENRE S ZRE
IRATEREMNRE R SR,

h BHBHERE.

i BHEE>APREES.

i IERETAEIRE, EAARIATA.

k BEMERE.

2 B3 “RREEERE” B8, a 2HEES>IRIEIEEETS. © BASRISEER—RYITTE.
EUSHUAMBRARTAER. b £ “LURRER” TES, &0l ETUEXETTE B EESR

BREFE AT S R EIRIE. 2. HPFZHEE “ iR
¢ BHET—%. e WO HRIERS FHETTFAY
EE.
- BIEE. RUEEMLSYIRR
HBR -
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51817 “RANEIEEE” @F

EMESHEF

4

EZ LR AA

iR

3 i “BEEIERN TE. E a &£ “BifEREN nEd, Eh
MESEH U BPCHIIEEAE BPC EiX4EF{SS A §1%1E.

Mt ~ L 3 — | Ay
EE. b MWAEIFHRIEREES A 7R Pik
# “DAD1”.
¢ BHT—H.
"identify Chromatogram Peaks @‘
:v «  Chromatogram Extraction
A Chromatograms | BFC Exclusion | Delay Time
Chromatogram used to find mass spectra
@ TIC BPC 5 Twe ) Signal A
Additional chromatograms to extract
WIBFC A mh [ Signal A &
Chromatogram parameters
BPC miz range
Get Signal Afrom  [DAD
[ Previous | MNewt |[ Finish ][ Cencel |

B74 “RHEELEEE” @SHR “BEEER” TTE

4 BRI ‘BEERS” TTHE. ¥ a &£ “BIZERS” TED, B
S AN A 52 K AY MS (MS) 1E£IR £ .
IEFR 4 b i ER (GRIES) EikiE, Fif
N4,

c BHET—%.

© BERERMSATAERSE. &
“HIEHEERRT P, MRENSH
FE—RAFHE NWET—T
EE=fAR. AW, @SHrYE
BZARRTRIEELT @S
B, EZARTAERRHEE.

BB SRS PEM TR LAY

SRR . ZESEITH, ¥E
R7EPRLETE.
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4 EHESHES

51817 RANEIEEE” @F

B LR AA P 2

dentify Chromatogram Peaks &3

Chromatogram Integration

Peaks (UV) | Integrate (ADC) I Peaks (ADC) I
Integrate (M5) A Peaks(M5) | InfegmteV) | Sutmbity (W) |

Fier on
@ Peak height @ Peakarea

000| counts

- 5000] % of largest peak

Areafiters

] Absolute area 5= 10000]  counts

Relative area >= 1000 % of largest peak
Maimum number of peaks

Limit (by height) to the largest A 4 A

[ Previows | mMext |[ Finish |[ Cancel |

E75 “RAEEE" @SPH “RIEERS” TE
5 E “REEIERR” TTETH a £ “REEESRX” TES, £F - ZRSHNRE—T, T34
2%. 2%. RIRAKRE. ERLUSTHES,
b BHT—F. AT LURE E—FT.

Identify Chromatogram Peaks ==

Extraction Data Format

Chromatogram data format

@ Centroid when available, otherwise Profile
(@) Profile when available. othervise Centroid
@ Centroid only

%) Profile enly

Wass spectral data fomat

@ Centroid when available, otherwise Profile
@) Profile when available. othervise Centroid
© Centroid only

7 Profile only.

[ Previous |[ Mest ][ Finish ][ Cancel |

B76 “RANEBIEEE" @IPRY RINEESER TTE
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EESHEST 4

51817 “RANEIEEE” @F

EZ LR AA P 2

6 4miE “FLEIIEE” TUmE, % a £ “SRIEEEIN mmEd, EEE
ENGNIENBRBRIZEER Frig sk By BRIEEEA MS 1E L E
HETFF AR B E 2.

b BFT—5.

Identify Chromatogram Peaks ==
%+«  Mass Spectrum Extraction
Jet,

A Peak Spectum | Peak Location | Charge State

Spectra to include

©) Atapex of peak

@) Average scans > 10 % of peak height
TOF specira

Exclude if above 10.0 % of saturation

@ In the miz ranges used in the chromatogram
© Anywhere
2 In these miz ranges 100.0000-2000.0000
Mever return an empty spectrum
Peak spectrum background

s [Spectnum at peak stat -la

Time range:

[T Also evaluate with no background

[ Previos | mMet ][ Finish |[ Cancel |

B77 “RHEEEE" @IPR “BRIEERR R

7 wEE “BUZEIEIRA)” AW, a 7 “BUEEIERA” TiEs, 2iE
BUS BN ELSIREI AR FRIEHIRGIEME,
BEERSFR. b EFRREEEFEUSKENEES

EIE
c EFAFGMEER S FREILE.
BEHEEERE.
e BET—H,

(-9
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4 EHESHES

51817 RANEIEEE” @F

EZ LR AA

Identify Chromatogram Peaks

=

Spectrum Peak Identification

‘Spectrum Idertiication

7 Whole spectrum using library search

@ Identify individual peaks in spectrum

Maximum number of peaks to identify (per spectrum)
Search a database for each peak &

Generate formula for each peak A

@ Al pesks A ) Only peaks without database hits

©) Noigentification

[ Previous | Next ][ Finish ][ Cancel |

E78 “RABEEE" @SPA CBRIGEIER

H
8 ME “BUREMRE” METH a & “HEENZR” TEP, 8%
2%. 2%.
b BHET—PRHE.

Identify Chromatogram Peaks

=

Database Search

Search Crieria | Database | Posiive lons | Negative lons | Search Resulis
Values to match

©) Mass

©) Mass and retention time (retention time optional)

") Mass and retention time (retention time required)

Match tolerance

Mass 5.00

Retention time  |0.100 minutes

[ Previows | Mext |[ Fimish |[ Cancel |

79 “RHEEEE" @IHR WEERR UHE
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EESHEST 4

51817 “RANEIEEE” @F

EZ LR AA P 2

9 HEE “HFREMR” TH. B&R a & “HFRER” WEP, BHR
NS EE A 25. EET+ .
b EPRNEBSBEIRIE,
c HA2BEARNDAE
d BHET—HRE.

Identify Chromatogram Peaks ==

T
ats 5
cea = Molecular Formula Generation

KOS

Alowed Species | & Limits
<

Limits o
—

se:
eutral mass for which fermulas should be 750 0000

Limits on resutts

Minimum overall score 2 A
7] Maximum MS mass error 75000 ppm
[ Require DBE from 00 o [500

7] Maximum number of hits

[ Previous | Mest ][ Finish ][ Cancel |

Ee0 “RAEIEEE" @IHPR “HFRER” RWH

10#8E “EESE” TETHY a 7 “IESH” TUEP, KESH.
2%, b BHFERIRME.
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4 EHESHES

£5%5 11817 “RANBIELEE" @F

. s
3
B e P 3
Identify Chromatogram Peaks (3
2%, Matchs
"' Match Scoring
Contrbution to overall score
Mass score 100.00
Isotope abundance score 60.00
Isotope spacing score 50.00
Retenticn time score 100.00

Expected data vanation

[ Previous | Finish Cancel
E81 “iRHEiEEE” mSHE “EESE” |
N BELR. © HE, WHAZRBHNERSEAT - FEE, RETHE, REM
YHATAZE. SEEULARBEHNRE ST B R E T A ERY
BREE FROAE, B, MRE “TAEHEE" &
- BEfE, BIEEIERAIRIERNTTA . OEHF “FiEdmiEss" BAH

,,]“j]ﬂ—/\""ﬁ ﬁﬁ/
12 B 7555 1RE A iilexercised (i a NIEREBA, BEHAE> BFA. - BIE, REFEMN, SS8E

“i” EEMNBZEFE4ES) , b $EAiiiexercised.m., FTRAMAZHREIER™MERER
RS R S N ¢ HBEHRERE. MR = Ak,
ZEHR, d BH3CH > KAEEXE, FEE

KRIERFLERFMBLE
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EESHES 4

1% 2. 3517 “MFESREFRERMFGEX BirLSH” 1
=

IR 3 BN RIS AT R FARME B R EVE N Bl R RE L L B i B AN R 7%
DR ElS > AR TR

£% 25817 “MFE ESEEFERRER MFG ZEikBirL &7

$E iR b=t >4
1 FRITH sulfas_PosMS.d. a BEHEE >HETERE > EH - HRABERBEEIEIED
RIRIT A SCERHZ A AR S5 ws. MR ERARE.

IFEIE ST HITIETIRE b B2HERATIIERENRE A ZIRE - VHRIEMTIERR, BERH
TRIRIZ LA iiiexercisel.m. AR TERENGER Rz, WAE. FIMEORE, FEAE

¢ BEHME. BRI PRI — AR S
d BFEE>APREEE. © MRFRGIRTIERTFH N TIER
e IEFPPIEEIRIE, ERRFIETAT A, B, BRGE.

f BERERE. © ZESW AT AR AR TIER
g BEXH > FTHAREH. BERTEIT.

h & “FTAEIECH” HiFED, &

#% sulfas_PosMS.d.

ERRMETIER 5 EIETT “3CHHT

T BIESILIE.

BEITH.

k BFEHZE>FTF, £ iiiexercisel.m
FiE, REBEITH.

2 BHMFELEESHIEEREZETRE a 2EES>MFEEREERER - MFEERERIBAMEE N BIRE

RUENES. BSHELHE  MFCERBHRLEY. RAEBHITIZN
RheigEnFEZ. b & “1ROFHEER” TWAF,

wENGF (B (EABHRE

fEaE.

¢ BHET—HRE.
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4 EHESHES

1% 2. 1517

“MFE £&8LERER MFG T Birtkat”

EZ

LR AA

iR

Find Targets by: MFE + Database Search + MFG ==
at .‘
+# e+ Find by Molecular Feature
e,
MassFiters | MassDefect | FPeakFiters MS/MS) | Resuts |  Advanced
Extraction | lon Species Charge State Compound Fiters
Extraction algorthm

Target data type

Small molecules (chromatographic)  +

Input dat range

[T Restrict retention time to minutes
[ Restrict miz to miz
Peak fiters

(2 Use peaks with signal-to-noise >= [50

(Prefile spectr only)
@ Use peaks with height >= 100 counts
(Profile and centroid spectra)

[ Mext ][ Finish ][ Cancel ]

% 82

3 4wEE “ERREVIFRTIR” TUHE-
BENEDEERH 25,

(- — N B —

£ “BREINRIE TEF,
‘A EERREYIREIEE.
EEREFETIIRE.
BEREREEIRE.

1% 3% default.csv 18,
BEHET—F%HE.

“MFEESHIRERZRRMIGEX BIR L&Y @S “&ROFHIEER” WHE
c BSMETREES RS E—TTH

RIBNEDF. ERESS, @
ATRRETIR, XEEFEE.

o IBRTLASUA i R T 5303

default.csv.
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EESHES 4

2% 2.5217T “MFE S5IEFERER MFG 3k Birk a4

EZ LR AA P 2

Find Targets by: MFE + Database Search ~ MFG ==

¥’ . F
c+4 %< Filterby Mass List
.‘ -'-

Mass fiters
Filter mass list & 5,000 ppm
[Include crly these mass(es) >

Source of masses
(© These masses:

271.0800, 2

(type a comma-separated list of masses like “142.1012, 253.4003)
@ Database A
C:\MassHunter\PCDL\default csv D

[ Previous | Mext ][ Finish ][ Caneel |

H83 “MFEAARERRERMICEHBFLAY" B8 “RHTFHESHK AE

4 WE “WRWEE" TETH a wESLY.
SH. b BHT—HHE.

Find Targets by: MFE + Database Search + MFG ===
arat
vaa ww. SearchDatabase
n' "n
Scoring | Search Mode | Search Resuls
SearchCilera | Database | PeakLimis | Postive lons Negative lons

Values to match

© Molecular formula

@ Mass

(@ Mass and retention time (retention time optional)

(©) Mass and retention time (retention time required)

Match tolerance
Retention time  |0.100 minutes

[ Previous |[ Mest [ Finish |[ Cencel |

84 “MFEESHIEFENARMIGEXBIRLEY” ASH “&OFHEER” A
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4 EHESHES

2% 2.551T “MFE S5IEFERER MFG ik Birk a9

EZ LR AA

iR

5 i “ENS TR UH. B& a BEHRERDF.

NS EEB A 25. b A 2BENRNEDE
¢ BHTEMILRE.
Find Targets by: MFE + Database Search + MFG ==
:'. +  Generate Formulas
N\uw;ﬁpeqes\ A Umits | Charge State | Scoring|

Limits on input masses

Maimum neutral mass for which formulas should be 750 poDo
calculated:

Limits on resutts

Minimum overall score 3 A
7] Maximum MS mass error 7.5000 ppm
[ Require DBE from 00 o [500

7] Maximum number of hits

Previous Cangel

85 “MFEESHIEEFENZRMIGEXBRLEY” SN “EROFHIESKR” WA

6 £ “EMSN BFPEFR © AEEHHRE.
H#R, - BALIE ‘AWK 'H
M CUESYIRANGER” HOF
ERGER,

7 WG ERTEN iiiexercised, HA a MNEBHBERHE> BEHN.
“ii” EEMEZ2EFEES. b #Aiiiexerciseb.m.
¢ BEHRE.

8 XMEHEN Y, RFIETRE a B> KAEEH.
#R. b EXREFLRE, BER.

- FER, RERER, SSBE

IRAMAZERAARTEEE
EUMER=FEHEK.
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([ ]
([ )
®
@e--5
e SRR EF MS/MS 183t 2 & i
([ ] e
. OBERSCHE
F5% 1. EEEEHE S SURBEIE X ERIEITIRS FR
T 134
114 2. WU EF MS/MS #ER R ENEIEEITIRS FX
ik 138

53 & “LEaMFAREEIE" PEFER 142

UR B SRR AE BT A 2 7 MS/MS B RN, EisfT i AR L&Y
SAEIT , REFP AT DO R F 8 AT RE 1

155 1 I 2848 BAT Gk [R) oy S A AR I o A Bl SR o DX S5 A [R) 93 S R AR ) — Rl
T FEAL £ B I 1]

155 2 Srai T M IR DA 21 MS/MS B RAR IO Bt SCPF ARl R o AT
A 1 28 ft PP A 3 B O RORAR K, SRR A A 2 A v 10 A L s
Tl A b LR ARSI . MS R B 5 4400 7N A A . itk MS/MS
fr BRI B 7 et

£55 3 S 4AE Jo I A5 SR O M isAT iy 7 RE S EE 2 )5, Wi “4b
YR R B AR b AR R 2k, et etk
(SESE SR R

BATRERE DTN BFHTIAE T AR, FARF IR LUF =51

o DI - RIS E U A AA A AR

o TRANUEHT - W SRAE T EEE B B A P R 2 20 T A AT AR AT L
o TR - PRI SRR AT TR DS ) T B REAS D BRI BRI LARAE R
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5 STURBEET MS/MS &R F & EIE &

EF5 1. £ 5HR S FHEMEEXHPETRS FRAER

15 1. £ 2E5MRE O FM KR X4 PIETRS FTRERK

Bz LM EA R

1§17 a BEHXH > THEEH. - “BREOTFRER” BHEEES
PestMix_Avocado_AIM_4CE(0-10 b j%3% FREBAMERGETERE
-20-40).d E4E 3T 1. PestMix_Avocado_AIM_4CE(0-10-20 ERy .
fEA “Em” TR, 40).d 32 ETE. - BABAMUERTE “HEET

2 BF “BOTFRENK - %
i
BRI, EE
PestMix_AIM_PCDL.cdb i

-2

BEUE > EETERE > EH.
B “RIEELSR TREDMNESR
HAER Y B AR [ -
BHEREEETR.

£ “HEEEZ @AY, BE
BOFRAERUEY > 2T
B - B -

BHS TR+ .

¢ BHEBEEAERIANS FRA

(-3

—_— e = =k @

I’ REEE
PestMix AIM PCDL.cdbo
FiEMES Rt EMazENE
IERHE

BEEBSTFIETF.

1% & +H F0 +Na E1%4E.
BEERETE.

T HIREN EIC Si%4E.

PR E B EN R E S IEE.
i EEEHEIRIE.

B “ERITIER” EDF.
BRA RS FRERLED
BIikiE.

m BE “BEREIN EDF.

BRER B TRIASIEE.

MS/MS” &3 R IRE R LR
Xt

+ PestMix_Avocado_AIM_4CE(0-10-2

0-40).d 2FTE B F MS/MS iz
.

© BRLUEREMESPAIR, &

BRMAEPITERZR,
EEUMFDUREEREBS
FUMAAEERPER—1
EEM=fAK.

< MRRIEH HESRELED

B SikiE, W “UEY
IR RAEEZERRPEM
BYREBR S FAEHES.

- MRERE-RERESTFRE

HRALEMEE, NWAEHINER
BT
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SLURBET MS/MS A REMEIEXHE &

51 AESEHR S RERNEEXHPETRS FTRAER

EZ LR AA

iR

SFRERNEYMEE. a BEER >RSI TFRERULEY
we.
b XA “77 EEERET M
EHEE” ==
c X “’FE l AR EH.

4 &E a BELEWI10. <8FKER>.
L&MW 10. < SEERR >, b BF “Hh&WIR" R, URF
RIKBILED. K= EHUE RS 10,
hEWa: <FBER >tk
%3,

3 IBITIRS

TR

TEBNBN 2 FR, XEH
FREBHRETRERESH.
“UEL: <EBRR >
“UEWI10: <FFERER >V
EMHBTSEEIA.

S8 (RE) EREF GBI
9%), BH% (BEAE.EE)
MO (RLRE )HEE. B
I, & (MS)KFE “4R
,)*éa%” IR A EE’JBEEI
, WEBMEREM.

1H:14:A% %8 'ﬁz*ﬁa&ﬁ'ﬂﬂ‘u
EE, Atk MS RiEEERE D
mimuﬁu KRS TR
g8,

Agilent MassHunter Qualitative Analysis B.06.00 - Default.m E@
i File Edit View Find Identify Spectra Chromatograms Method Sequence Wizards Actions Configuration Tools Help

iEndaga-FMEEZ 9 (R[R B 5 A G J% D kT GG e S 8 b 8 08 I[E Nevigstorview |H Compound Dets View

; % Data Navigator x [ G Compound List =
Rl - Shom Columes |1/ 581 G | @: @ s s [a2] 4] 1

5[4 User Chromatograms P

pd 24: Metobromuron
pd 25: Metazachlor

Showltide & Cpd’ ¥4 ID Source Y8 Name T#  Formus ¥4 RTYH Score 7 Flag Severity (Tot) ¥ Flags (Tol) 75 miz ¥ Mass 78 RT Diff (Te0) S
] ] - FBF Crimidine C7HIOCIN3| 5477 9768 Pass 1720631 171.0559 -
& 1 FEF Propham>|  CIOHI3NOZ Error|  noEIC peaks
i & 5 FEF Airazine-deselhyl|  CBHIOCING| 4822 978 Fass 1880634 187.0821 q
& 6] 6 FEF Simazine|  C7HIZCIN5| 6093] 9876 Pass 2020853 201078 q
] FBF Metamitron CI0OHION40O| 4528 9879 Pass 2030926, 2020853 - =
2] ] 8 FBF Iseproturon CI2H18N20| T7.116 9853 Pass 2071491 206.1418 |
o & 5 FEF Chiorotoluron| C1OHIZCINZO| 6783 9626 Fass 2130788| 2120718 {
ek 10 FEF “<Chlorpropham>  CIOH12CINQ2 8887 6307 2140628 213.0656
£d & Isoproturon Best ¥ ID Source T8 Name T+  Fomua W4 Score ¥ Score(RT) Y+ RTDiff ¥+ Diff(ppm) V& RT(To T+ Species ¥4  mz 3
&[] Cpd 8 Chlorotoluran 5 F | FEF| <Chlorpropham>|  C10H12CI N 02 6307 9559  -002¢ 05| B711| (MeH)+ (MeNa)s| 21406282360
i ¢ T L mz T+ Species W4 Score (MS) T ¥4 Score (mass) T4 Score (iso. sbund) T4 Score (iso. spacing) T+ Height 7+
o 11 Beliann 1 240628 (MH)+| 4758 99.93 ] o 3me1|
pd 12: Metribuzin 2360453 (Meha)= 47 9669 0 o] 504
pd 13: Atrazine
pd 14: Methabenzthiazuron Showlbide # Cpd’ Y4 ID Source T8 Name T Fomua Y4 RTT4 Score V4 Flag Severity (Tof) T4 Flags (Tol ¥4 miz ¥ Mass ¥+ RT Diff (Tal)
pd 16: Metoxuron B | | 11 FEF Monclinuron| CHT1CIN202| 7047 8754 Pass 7092 214051 Ele
pd 16: Terbuthylazin K m v
pd 17 Propazine =
pd 18 Sebuthylazine i 1l MS Spectrum Resulls x
S i2esla@uaaloc 1 zu]le o[l b sl =g
pd 21 Tarndanm x10% Cpd 7: Metamitron: + FBF Spectrum (4.511-4.563 min) PestMix_Avocado_AIM_4CE(0-10-20-40).d Subiract =
pd 22: Frometryn -
pd 23 Linuren 25 (ICTOH10[140}H)+ =

Cpd 26: Metolachlor -
el [ ) ’

148 150 152 134 156 158 160 162 164 166 168 170 172 174 176 178 130 182 184 186 188 190 192 154 196 138 200 202 204 206 208 20 212 214 216 218 20 222 224
Counts vs. Mass-to-Charge (miz)
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Agilent MassHunter Qualitative Analysis B.06.00 - Defaul

H= N0 W= AR N

File Edit View Find Identify Spectra Chromatograms Method Sequence Wizards Actions Configuraion Tools

It.m

Help

o 58| Navigator View Compeund Details View

@ e B R

i %A Data Navigator
Sott by Data File

M |H Automatically Show Columns | [45 | Off 6| G 63 | @ @ | 5% S

a0l

thlix_Avocado_AIM_4CE(0-10-20-40).d
User Chromatograms

] »

pd 1: Atrazine-desethyl-desisopropyl
pd 2: Fenuron

pd 3: Crimidine
od 4 <Propham>»

pd 14: Methabenzthiazuron

ShowHide -8 Cpd’ V-8 ID Source V5 Name v+  Fomia ¥ RTY-8 Score V- Flag Severity (To) v Flags (To) 78 miz ¥ Mass 72 RT Diff (Toty S
[} 4 FEF| <Propham>|  C10H13N 02| | | Error | no EIC peaks | | |
FBF | Atrazine-desetfyl CGHIOCINS| 4822] Pass | 188.0694| 187.062 -
FBF | Imazine C7 H12 CI N5| Pass | 2020853| 201.0; {

pd 15: Metoxuron
pd 16: Terbuthylazin
od 17: Fropazine

0d 18: Sebuthylazine

pd 19: Diuron
pd 20: Cyanazine

pd 21: Terbutryn

pd 22: Prometryn

pd 23: Linuron

pd 24: Metobromuron

Best ¥ ID Source V8 Name V8  Formula VA Score VB Score (RT) W8 RTDif V8 Diff(ppm) ¥4 RT (Tgt) W&  Species w4 miz
= | | FEF | Metamitren|  C10H10H40 9879 %54 002 05| 455| (MeH)+ (MsNa)+| 2030926 225,07
miz W48 Species W8 Score (MS) ¥ ¥4 Score (mass) ¥4 S und) ¥4 Score (iso. spacing) ¥+ Height ¥
2030925 (M+H)+| 9987 9987 9983 99| 320937 B
2250743\ (M+Na)+‘ T 35\ 5597| 551?| 3359\ 11176
Showltide 8 Cpd’ ¥ ID Source 78 Name w8 Formie V8 RT¥H Score VA Flag Severity (To) ¥ Flags (Ts) ¥4 miz ¥& Mass ¥= RT Diff (Tgt)
&l [l 8 FEF lsoprotron|  C12HIBN20| 7.118)  8853) Pass 207.1481| 206.1413] K
™ 9 FEF Chlorctoluron|  CTOHT3CIN20| €783 9626 Pass 213.0788 2120718, K
10] FEF Chiorpropham | C10H12CINOZ| 8687  63.07 Warning | low score; ion count| 214.0628| 213.0556, K
m FBF Menolinuren|  C3H11CIN202| 7.047 8754 Pass 237.0292| 214051 RS
™ 12 FEF Wetribuzin|  CBHI4N40S| 6271 9873 Pass 215.096| 214.0887 -
T m i =
: 1[) MS Spectrum Results x
(v e s B Clxaoc 1 [m][E]E D [B% %k =g
x105 |Cpd T: Metamitron: + FEF Spectrum (4.511-4.563 min) Pestix_Avocado_AIM_4CE(0-10-20-40).d Subtract 3
202,9926 e
25 (ICTOHTOpAOH)~ L
L

148 150 152 154 156 158 160 162 164 166 168 170 172 174 176 178 180 182 184 186 188 190 192 194 196 198 200 202 204 206 208 210 212 214 216 218 220 222 224

i

ounts vs. Mass-to-Charge (miz)
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HTUTE BEF MS/MS 123 F & EHE 4

5 1. AESEHR S ROERNEEXHPETRS FTRAER

5

EZ LR AA

iR

6 TELESW17: INREHER. a £ “HUENER” H0OF, B£F
IS TFRELED wEeaWm17: ITEHER
18: BTRFMLEW19: F b BF “UhaYIR” §OHmsE
BEREMNSTRER, BT R, UBTF “kEaMIR" £h
NREME S FHIEK. BEI=E
BAFMEREMBRSE ¢ $$ME>’@ EEILER .
k. d EFLEEYHNSENSE
(RT) {&.
e EEIRD ( BFFELEM)E. XTF
LRSS FHE, BIREN “F

- MRFREFREE B EEIEE
PR AFEERS TRERE S
hER, WZEETUX S
HIE 2 R

« MS/MS 52 BT RAEH
[E 4> K.

- LEWINKIERISEL (RT) {ERB
BEE, Eit, XE®REFEHRT
BIEARETERNERER.

A ”»
~IiD” .
Agilent MassHunter Qualitative Analysis B.06.00 - Default.m [ E =
i File Edit View Find Identity Spectra Chromatograms Method Sequence Wizrds Actions Configuration Tools Help
6“&@&&.IHMﬂ\@W@@.ﬁ.mj%m&ﬁm@.@ﬁmwyyéMiﬁ@ﬁﬂﬁmwmmw
i 7 Data Navigator @Cnmpnund List x
Sott by Data Fie ~ |12 [ Automatically show Coumns | 4| O G| G 2 | @ @ | 5 o [ o) 1)
E® . 7] PestMin_fivocade_AIM_4CE(0-10-20-40.4 - . —
o Showiide # Cpd’ T8 ID Source 7 Name T8  Fomuz ¥ RTT Score 7 Flag Severity (Tof) V5 Flags (Tol) ¥ miz ¥ Mass ¥ RT Diff Ta)
I\ +TIC Scan B Terbuthylazin C3HIECINS| 8117 99.85 Information multiple IDs | 230.1166| 229.1093 -«
B a e 17 FBF Propazine  COHIGCINS 791 9883 Information mulipleDs 2301167 2291034
B ccmwnds o Best ¥4 D Source W Name T8 Formula W4 Score ¥R Score (RT) 78 RT Diff w4 Diff (ppm) 78 RT (Tgt) ¥4  Species 748 miz -
5[] Cpd 1 Atrazine-desethyl-desisopropyl | | FEF Propazine|  COHIGCINS| 3889 %77 00 009 7931 (Mo« (Mebla)+| 2301167 252097 2]
Cpd 2 Fenuron F I FEF Sebuthylazine|  COMTGCING| 8704 €002 00e2 0% 7828| (MeH)+ (M+Na)s| 2301167252087
Cpd 3: Crimidine F | FEF Terbuthylazin COHIECING| 6879 347 0211 .08 8121] (M+H)+ (M+Na)+| 230.1167 252087
Cpd 4: <Prophams
Crd5: Atrasinedesethyl et e e Fde e AT fee e Pl fiee T ey e Pl e 1 i e 2 MmO
Cpd &: Simazine
Cpd 7: Metamitron i /\ Chromatogram Results x
Cpd & Isoproturon _ = —
Cost & Chlorotoluron e e ti@@Bu e [Elaloc 1 x/[HE A% EIR% % ElS e =l

E;’: 1? ;i:::::::aw %105 |Cpd 17: Propazine: ES| EIC(230.1167, 232.1139, 2520986, 254 0858) Scan Frag=135.0V PestMix_Avocado_Al
Cpd 12 Metribuzin 1R 9

Cpd 13: Atrazine

Cpd 14: Methabenzthizzurcn 0

M_4CE(0-10-20-40).d

Cpd 15: Metoxuron 05 1 15 2 25 3 35 4 45 5 55 6 65 7 75 & 85

o-E-E-6- 8- -E--E-E-E - - R E

9 95 1 105 11 105 12 125 13 135 14 45

FEREEREEEEREEEEE

Cpd 16 Terbuthylazin Counts vs. Acquisition Time (min)
¢ 11 MS Spectrum Resulls
: - = o W,
18: Sebuthylazine v et M‘Z‘AIO & 1 IIJE ‘*LI’{’ Sell=ls
19: Diuren I 105 [coa 17 Propazine: ~ FeF Spectrum (7676 7,962 min) Pestbix_Avocado_AIM_£CE(0-10-2040)d Sublract
20: Cyznazine B
® 21: Terbutryn 25
w 22: Prometryn
W 23 Linuren 0
7] Cpd 2¢: Metobromuran 2 150 155 160 65 0 175 180 185 10 195 200 205 200 215 20 20 25 230
< m, G Counts vs. Mass-to-Charge (miz)

E 88 TERLMRDREE (WMELEWIT: P WE

7 1?7?;%1%?“% iiAll_lons1 (E a MWRERXEH, BEAFE> 3
o “ii” RIGHEREFEYE 5AH.
B5), REXAFIEXEMA b #EAiiAll_lonsl.m.
REFLER. ¢ BELRERHE.

- FER, REFER, 25
T HERRERTER
SERMER=ATHEK.
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WA M R A R AR TS K AR ic Oy HighE.
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SIMURB BT MS/MS R FEMBEEXHE 5

£5 2 MLUUAEE T MS/MS BAREMEBIEEITIRS FTRAERK

EZ LM EA pict 23
1 BITRSFRAEXRUEYEE a THE U “E51.EEEE - BRETRALZEPCOLEEHH
AR B Fr#ik o MR 5 SRR EHR X M iz TIZ MS/MS Bk, thallZKRBE
BRWBINMERRESHEE DFRER” DT ER. BEXHPSEEBEMNERR
(High-E) B@ERIE 2 b B# “HEAEEE M EHT EE
REH, - & MAFHERBIN - MREBFFEE, WEARES
pridiy S8 F B9 8 BRIE B T A6 A R
¢ WFCERBETRIASIEE. EE
d BEMRERIEERRRLERE, - WIEEPH—FBREMS/MS
= s A 1958 B E R4 . BRiEE.
e EERAETEHC EHREMNSH. - BRRBBRILLEDHS,
M 90 1ERHFEES - © MRBEEMEBRBETFRRINE

f EERRETRIMRENSH. 8 SEREFARBEERRXE
TEMREFBETRRNIEFER EETHHERSL MRRNE

Ale D ELR 75%, MFEEXH )44
BFEM. (4/5280% K
T 75%)
: [57 Method Editor: Find Compounds by Formula - Options x
i () Find Compounds by Formula ~| (3} | 43 « 4 -| MethodItems = | (2 34
| & FomuaSource | FomuaMatching | Postivelons | Negative lons
Scoing | A Resuts | A Resutfites | & Fragment Corfimation

Search fragment ions
Confirm with fragmentions A

Fragment ion source

@ Spectral library if spectrum available, othervise use average
= fragment spectrum

Use average fragment spectrum

Number of most abundant ions from spectral 5
library

Number of most abundant ions from average
fragment. rum

min. of precursor ion

Minimum percent of qualified fragments

B8 “HHOTAEHRUSY > “FHR#IN ET+
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5 LB BT MS/MS #5357 & &R x4

£5 2. MU B T MS/MS B REMBIEEITIRS TRERK

EZ LR AA P 2

2 BITRSFRERUEVEZ. - BEER >RSI TIERUSY. Mﬁﬁﬁﬁﬁﬁuﬁ ZRTiE. {5
© BE “HEEERT AT (e BRELFIILR LSS .
=il
- ARBE HERERT @0,
REBERSTFRERUEY-

3 BE “ULEWIIR” BO0D8 a AgRE “hAaWIIR wO8 - FI %ﬂ*i)#%"i%%
®R, FRER, FEHEE. . E—/MLEH%E PCDL R
b {ERRIESKBRERPRMFAM lﬁtt1§ﬁ3§ﬁ?&11¢qﬂﬁ’]$i’]
%1, BRREE., IEENERETH
EEERETFITMET. HERT.
EERRETHIAG. « MRS BHERITERER S
EEBRRBETHRIANE ST, FHEHMKXTF 5,
EEHRFIC (BRFRLEY) 7heE. - i ( BisEaY ) BTk E
1&HE§]‘~_JEE’]1=UL.\M&;EE;§E
BIER MS/MS (52 /Y2EE
_n;ﬁo

-0 a0

(G Compound List x
i [ Automatically Show Columns | [ G 6 | G R | @ &% | 5% 5% ‘|

Cpd 78 Name v8  Fomus Y8 mz ¥R Mass ¥R Diff (Totp ¥ ATV Score 7 Flag Severity (To) Y& Flags (Tg)  ¥-8
» 1 1460224 1450162 E L I
2 Fenuron|  CSH1ZN20| 165.102] 1840347 -139 46a3) 9877 Pass Qualified 5 4 80] 0.021 129 62683
3 Crimidine]  C7HI0CIN3| 1720631 1710559 274 5471 9788 Pass| Qualified 5 5 00| 0022 27| 763183
4] <Propham>| _ C10HI3N 02| | | | Error | no EIC pesks | | | | | |
5 Aurazine-desethyl|  CGH10CING| 183.0694] 187.0621 EEIE = Fass| Qualified 5] 5 00| 0024 18] 25480
6 Simszine|  C7H12CIN5| 2020853] 201078 o8| B0% e Pass | Qualified 5] 1 20 0021 058 638847
7 Wetamiton|  CI0HIDN4 0| 2030925 2020853 055 4528 %79 Pass Qualified 5] 4 80 0022 055  5003%
8 Isoproturon | C12HIB N2 0| 207.1491] 2061418 06| 7.116] 9853 Pass| Qualified 5] 5 100 0025 06 1608138
g Chicrotoluron| C10 RT3 CIN2O| 2130788] 2120718 074 6783 9626 Fass Qualified 5 1 20 ] 074] 1330968
70| <Chlorpropham>|  C10H12 CI N 02| 214.0628| 2130556 05| 8687 6307 Error | low score | 0022 015 10291
1 Monolinuron| C9 11 CIN2 02| 23703%2] 214051 029 7047 &5 Pass| Qualified 5 3 50 0022 023 298
2 Metribuzin| _ CBH14N40S| 215095 214.0887 064 6271 9873 Pass Qualified | 5] 5] 100 0021 064] 631228
13 Awazine| _ CEHI4CING| 216.1009] 2160835 3% 703 w4 Fass| Qualified 5] 1 80] 001 138 7o63e7
1 Methabenzthiazuron|  C10 H11N30 S| 2220695 2210622 0fs| eems| e Pass | Qualified 5] 5 100 0021 EEEEE
15| Metoxuron| CTOH13CIN2 02| 229.0733| 228.0666 024] 573%| 9887 Pass Qualified 5] 5 00| 0021 028] 4B
6 Terbithylazin C9H16 CI NG| 230.1166] 2291033 04 87 9985 Information | multiple IDs Qualified 7] 3 23] 0.004] RS
7 Fropazine|  COHI6CING| 230.1167| 229.1084 003 781 a8y Information | muliple IDs Qualified 7] 1 57 001 o[ soa
18| Sebuthylazine|  COH1BCIN5| 2301168| 22.1095 021] 7807 %8| Information | multiple IDs:Qualified 7 5 714 0021 021 et
13 Diuon| C9HI0CIZN20| 2330243 232017 025 70%| 9888 Pass| Qualified 5 2 0] 0021 025] 565147
20) Cyanazine] __ C9H13CING| 2630784 240.088 004 6202] et Pass| Qualified | 5] 2] 0] 0021 004 320989
2 Terbutyn| __ CIO RIS NG S| 242.1434] 241.1361 007| g7 %882 Information | muliple IDs Qualified 9] 3 667 0 07| 2128047
2 Frometryn|  C10HIS 55| 2421435 2411362 037| 8618 9991 Information | multiple IDs:Qualified B 6 &7 0 037 2081511
23| Linuron| C H1D CI2N2 02| 249.0191| 2480117 074 8117 9953 Pass Qualified 5] 5 00| 0 074 1804%
24 Wetobromuron | C9 H11 Br N2 02| 259.0075| 258.0002 08] 7306] 9981 Pass| Qualified 5] 5 100 0 08 393497
% Wetazachlor| C14 H16 CIN3O| 278.1056] 277.0883 03] 7588 9994 Fass Qualified 5 1 80 0 03 foseses
2 Metolachior| C15 H22 CIN 02| 2841412] 2631333 IS Pass Qualified 5 5 00| 0 0 12Enie
7] Chlorexuron| C15 H15.CI N2 02| 29108%| 290.0824 056| 8273 %91 Pass| Qualified 5 5 00| 0 056| 1432997

nl
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SR BETF MS/MS R REMBIIELHE &
2% 2. MUURABETF MS/MS B REMBIREITIRS FRAER

25 2. MU BT MS/MS A REMBIREITIRS FRERK

EZ LR AA P 2

4 BEEF “UEMIIR" RPHE - BRF “UEWIIR" RUEFL
LUESE a2,

i G} Compound List
Automatically Show Colurnns | 48] | Off Sl | 53 6 | @ @ | 5 3%
Cpd 78 Name w8 Formua V8 mz ¥ Mass ¥ Diff (Tgt, p ¥ RT ¥R Score ¥ Flag Severity (Tat) ¥ Flags (Tgf) ¥R Fls Eval. ¥R Fis Conf ¥R Fls Conf % W+ RT Diff (Tgt) ¥ Diff (OB, ppm) ¥+ Height 7"
Not qualified 0 03 /
: Score ¥ Flags(Fls) 7+ Height 7 RT w5 RTDif w& SNRW+ FV ¥+ CEW+
i 5986 Qualified| 645877.1| 4658 0.009 121 40 Fenuron
; 951 Qualified|  534681] 45658 0009 108 40 Fenuron
988 Qualified 241112 48658 0.009 53 40 Fenuron
Low SN ratio|  11997.1] 4641 0.009 32 Fenuron
594 Qualified| 138741 4658 0.009 73 43{ Fenuron
T ID Source 78 Name T8 Fomue ¥ Score ¥R Score (RT) ¥R RT Dif v Diff(ppm) W8 RT(Tgt) ¥R Species w8 mz v Libey TR
\ FBF Fenumr\l CIHI2 Nzo\ 9377\ se7s| rn{m\ 129\ 467| (M+H)+(M*Na)+| 1651020 187 0856
Name: w8 Formie ¥R mz 8 Mass 7R Diff(Totp ¥ RT YR Score 7R Flag Severity (Tat) W8 Flags (Taf) ¥ Fls Eval. 78 Fls Conf. ¥ Fls Conf. % 78 RT Diff (Tat) 78 Diff (DB. ppm) 7 Height 7,
Crimidine €7 H10 CI N3| 1720631| 1710558 274| 5417|9768 Pass Qualified 5 5 100| -0.022 274 7631
<Propham>|  CI0H13NO2 Error o EIC peaks |
Atrszine-desetfyl C6 H10CI | 187.0621 18| 482  9r Pass Qualified 5 5 100 0024 18] 2548
Simazine C7H12CIN5| 2020853 201078 -058( 6099 9876 Pass Qualified 5 1 20 -0.021 058 6388
Metamitron|  C10HIDN4O| 203.0926] 202.0853 55| 458 979 Pass Qualified 5 4 80 0022 055 5003
lsoproturon | C12H1BN2 0| 207.1481] 2061418 08| 7118] 9853 Pass Qualified 5 5 100 0025 06 16081
Chiorotoluron | C10H13 CIN20| 213.0788| 2120718 074] 6783 9.6 Pass Qualified 5 1 ﬁ{ 001 -074] 139091
<Chlorpropham>| C10H12CIN 02| 214.0628| 213.0556 -0.15( 8687 6307 Error| low score -0.024 015 102
Monalinuron| CB H11 CI N2 02| 237.0392| 214.051 025 7047 @754 Fass Qualified 5 3 sﬁ 0022 023 2982
12 Merribuzin|  CBH14N40 S| 215.086] 2140887 064 6271 3873 Pass Qualified 5 5 103‘ 0021 064 6312
13 Atrazine C8 H14 CI N[ 216.1008| 2150835 136 73] MM Pass Qualified 5 1 20 0021 136 7563
i Methabenzthiazuron | C10H1TN3 0 S| 222.0685| 221.0622 019 6685 9889 Pass Qualified 5 5 100 0021 019 6684l
_15‘ Metoxuron| C10H13CINZ 02| 229.0739| 2280666 024| 5736 98387 Pass Qualified 5 5 100 -0.021 -024 47
18] Terbuthylazin C3H16 CI NG| 2301166 229.1083 04 8117|9985 Information | multiple 1Ds Qualified 7 3 29 0.004 04] 778
1N [ ]

91 BIMABTRM “UEWIR" =

5 G7ERE R IAI_lons2, Hh a NREBEBBEHEE > H5FA.
“ii” RENEZETFEES b SN iiiAll_lons2.m.
¢ BHRTE.
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5 LB BT MS/MS #5357 & &R x4

E53. & “USYFEAREHE" PEFER

i “AeEYranE SO TS AR SO, IR B SR
FAMEEY) . AE GRS S b T USRI 2 b ELOU T Ak
EWATILHLH

52 % “UEaMERERIE" DEEFRBINER

E2 ] PELRi5 A iR

1 1353 “USYEAER a SEAE 138 TIRY “fES 2 WL - “WEYEIRELER” §O%T
E" BET MS/MS #FHRRE R KR BMERBETHRENETIRERU
TR FRAER” FHPR. Y i ikun]:ii k5
b BHET AR © “UEMMS RIERSER” BT
B Compound Details View  #24H . HEEﬁEﬁEEi_JEE’JFﬁ Tl
c PIRE “EWIRT EOSH - “UEMERRIEESR” §0
FEMLEY. EATLURE “4hE BRFIASEKER EE’]?ﬂﬁ
MyIR" TEEZPRYE KiRE, EE
BE ‘AWK AOTRE
17, SuREE EMET k.

Agilent MassHunter Qualitative Analysis B.06.00 - Defauft.m oo ==
i File Edit View Find Identify Method Sequence Wizards Configuration Teols Help
i3 B0 [RE]E) A G]G] # ) (G ne & | 5 5| B Nevigstor iew [l compound Detals View
[} Compound List X ||} (2 Compound Identification Results: Cpd 5: Atrazine-desetfyl x
Automatically Show Columns | [ [ &8 S | & 6 [ @ o8 | 55, 5k \i’\’\ | | Automatically Show Columns | 3/ || Gl S | G5 G @8, &8 | o 36 \

Cpd ¥ Name ¥ Fomda ¥ mz ¥ Mass ¥ MESSTIGU Diff (Tol pom) ¥ Soore(To) ¥ Flags (Tat) | D Techniques Applied -+ A
[0 1/ Atrazine-desethy|-desisopropy | C3H4CINS| 1460224 1450152|  145.0155 242 9551 Nmm \ =l FBF
Bl T e T e - G| T . = Fomla & e 7 5 Moo = Moss T+ Dif e
o = ’ - = o o [¢ | Aweinedescityl] CoHIOCINS| Tan0sse] 1870621 1870625 18
1 <Fropham>|  CIOH13NO2 | 175.0846 noEICE =
wlr 5 Atrazine-desethyl CEHIDCING 188.0694 1870821  187.0625 18 97.94 miz -+ Coelution Score + Flags(Fls)+ He SNR+ RT + RTDiff2 CE+ F
6 Simazine C7HIZCINS| 202.0853| 201.078]  201.0781 -058 98.76 Que 146.0232 9.8 Quahfed wesea 1971 am| ooos| 10
o} 7 Metamitron C10H10N& 0| 203.0926| 2020853 2020855 -055 98.79| Que 68.0256 972| Qualified| 447082 294| 4813 0003 40 —
o) 8 lsoproturon | C12HIBN20| 2071451 206.1418]  206.1419] 06 %53 Que 104.0017 98| Qualified| 272053] 499[ 4813] 0.009] 40

Era— Evrays e pr = EeEE EEr e o 7annco o74 Pulifind| 2441 F csal 4012 nnna an| =

J < m » J < m »

! (| Compound MS Spectrum Resulls x
Lol =]k

{ [5] Method Editor: Find Compounds by Formula - Opfions X ||} €% Compound Chromatogram Resulls
i (¥} Find Compounds by Formula ~| {3} | ¥ - & éaa:IQ\ﬁimf\%&z@\m §1«:|Q\A|
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