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0100 7737 665952-04 5.8000 0.0010 16.8000 2470 1
1
-a-m——-a-——mm‘@-
72673 42050 14576 0.0013 S 5 a7t 20.5000 73 0.0015 27.4000 2882 1
33 16.8381 4.4025 5675 4.8847e-04 8 12 8 5 371 32000 100 4.0025e-04 10.7000 2884 2843 2827 1
33 8.1080 4.4683 5577 4800304 52 15 9 7 371 " 6 25218004 10.4000 2963 2843 2884 1
33 142381 45942 353 30668004 49 14 [ 6 a7t & 28 11207604 5 3234 3211 3259 1
33 157171 50133 3482 2.9971e-04 E 16 1 6 a7t 55000 39 15810004 5.4000 317 3573 3541 1
33 56204 52208 5510 47427204 53 2 s 8 a7t 11.3000 53 2121304 10.6000 3856 3841 3893 1
33 128748 5.4002 4554 39198204 49 15 2 8 a7t 6.1000 47 18812604 58000 4002 4055 4104 1
33 161840 5.4250 3417 29811e-04 2 12 7 & 371 3.1000 16 6.4040-05 3.8000 411 4104 4125 1
33 45288 55358 4422 38062004 53 14 H 7 371 8.4000 42 1.6810e-04 7.7000 4244 4212 4264 1
aa 145291 a7 9547 ansanene o 12 . a at sannn 98 1nansene 270m a7y aran s B
es Wamings Fieport

RPDEBRDITZIVYVITI E,
EDE—ODOmM/zICATS o0V M S AR LEOTOY FTUPICRRENET .
FEFRFREEIREDOSM>LUT, mADIOY FIUPICRRENET,
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4] GC-Analyzer Demo - [Sample] -7

File Edit PreProcessing Settings Alignment Peak Picking [| Differential Analysis |l Analyze Identification  RTIndexing TargetLibrary Search  Plots  FIDProcessing  Specials  Options  Help

Bi@o| e mox Apply Normalizstion on TIC's or Selected Peak || g g (g T @ BREE
Set Ratio Threshold

Keep Differential Peaks in Table Only Extracted lon Currents Sample / Target m/z: 33 sean | (0T O
T —— s
Calculate Sample/Target Ratio from TICs
I A Sample: Sample

Fw HE o

Switch Sample and Target File

||

10000 —
] @& ocusseuins | | @  mimesenings I‘
8000 —|
6000 |
I % AlignSample/Target 1
4000
I "1 A Run Peak Picking 1
2000 — FR ' 'l. 4 "
I _N Differential Analysis 1 ; | | ! ; ; -
— z 4 6 8 10 2 14
Clusts 'Dec luti Rt 33 Select mz
I M ustering/Decenvolution 1 «107 Total lon Gurrent: Sample / Target i eane
E
124
== {
Run Full Analysis.
| 10
I{ __x ‘ Run dentification 1
(] smestn S/ Thrashad 3 &
Table Scrting: [ '
On:  (OTme (O Awfssnt  (O)FRstio 47 |
e g M8 +EIC €10 Oty ad
) Mermaize ien Traces A b
- ¢
‘e Diferentis lons Oty T T T T T T
] 4 8 8 10 12 "
s Fam M5 .
Peak Picking Results: 8498
Peak iz PDF Rt_Max | Peakheight |Peakheight % PWbase FWHH NPl NP_r Noise Shoulder Area %hrea Nsigma M_ind S ind Eind LocMin
33 232249 40142 7737 66505004 150 34 2 13 371 58000 282 0.0010 16.3000 2413 2321 2470 1
(EIE I T Y Y I N 77 T ool 2o0son] 2sesl sl zend il
33 7.2873 42092 14576 0.0013 79 40 3 5 37 20.5000 373 00015 27.4000 2647 2604 2682 1
33 16.9391 4.4067 5675 4.2347e-04 85 12 8 5 37 3.2000 100 4.0027e-04 107000 2884 2843 2927 1
33 8.1080 44725 5577 4.8003e-04 52 15 9 7 Bl 1" 63 25217e-04 10.4000 2963 2943 2994 1
33 142351 46983 353 3.08880-04 4 14 [} & 37t 6 28 11207604 5 3234 3211 3259 1
3 15T 50175 3432 2.8871e-04 69 16 it [ a7 5.5000 39 15610004 5.4000 317 3573 3641 1
33 56284 5.2250 5510 47427e-04 53 12 5 8 3 11.3000 53 21214e04 106000 3866 3841 3393 1
33 129748 5.4150 4554 3.9198e-04 49 15 8 8 37 6.1000 47 1.8812e-04 6.2000 4092 4056 4104 1
33 16.1640 5.4308 347 29411e-04 22 12 7 6 37 3.1000 1% 6.4042e-05 3.2000 411 4108 4125 1
3 45289 417 4422 38062604 53 14 8 7 371 8.4000 42 16811604 7.7000 4244 212 4284 1
33 145321 5817 3547 30530004 a7 12 4 [ 37t 55000 26 1.0407604 47000 a2 4749 4798 1
DES ‘Warnings Report

Differential Analysis > Set Ratio Thresholdh'5, ZH3HEEBEOUZVWMEZIEEULE I,
ST IVEIDBRELLRUEVMEM LOE—IhRiEENE T,
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4 GC-Analyzer Demo - [Sample]

File Edit PreProcessing

S HR 9
GC-Analyzer V4

TR

| & amsws | | @ mmeswns ||
I i \ Target: Target 1
I &S AlignSample/Target 1

Run Peak Picking

R17A

Jon

A “ Diferential Anal

h i Clustering/Deconvolution

I B VI Run Full Analysis 1
I __3 Run Identification 1

(O smacth S/ Theeshold 3

Table Sortine;

(- L% ) Time (O Areafbeisnt () Ratio
Decon. Fiot Type: ME +EIC EIC Only

[ remiize fcn Traces
e Diffeentia ens Only

Add Faw W

Settings  Alignment  Peak Picking  Differential Analysis  Analyze

Bi@o|emoX a0 EAAY

Identification

RTIndexing Target Library Search  Plots  FIDProcessing  Specials  Options  Help

WLANAE MWEST @ 3RS

Extracted lon Currents Sample / Targel m/z: 33

san [ (O™ O

14000 |
12000 |
10000 |
8000 |
6000 |
4000 |
2000 -|
|
T T T T T T
2 4 5 ] 0 12 18
Rt M QED ® | sekctmiz
107 Total [on Current: Sample / Target ] ° 3 =
12 - 10507
10|
35851
.
hzm 781
6
.
405
1780 Lo
‘nan
pams
Y S N —— b |
T T T T T T
2 4 6 ] 0 12 14
Peak Picking Results: 8498
Peak miz PDF Rt_Max Peakheight |Peakheight 3% PWbase FWHH NP_I NP_r Noise Shoulder Fehrea Msigma M_ind S.ind E.ind LocMin
1 1 33 232249 40100 TI37 665095604 150 34 2 13 371 5.5000 262 0.0010 16.5000 2413 2321 2470 1
2 1532l 41600 ssosl _oonizl el ol g ol anl emood sl ool _zosoon] __zsel sl ol il
3 3 33 7.2973 4.2050 14576 00013 7 40 36 s 371 205000 373 0.0015 27.4000 2647 2604 2682 1
a 4 3 16.9391 44025 675 4.8B47e-04 8 12 8 s an 32000 100 40025604 10.7000 2884 2843 2027 al
s s 33 81080 4.4683 S577  4.8003e-04 52 15 s 7 an i 63 25216004 10.4000 2063 2943 2984 1
[3 6 3 142351 46942 3563 3.0668e-04 49 14 9 3 3n 6 28 1.1207e-04 5 3234 3211 3259 1
7 7 33 157171 5.0133 3482 2.9871e-04 69 16 i & a7 5.9000 39 15610e-04 5.4000 17 3573 3641 1
8 8 33 56294 5.2208 5510 47427e04 53 12 5 [ n 113000 53 2421304 10,6000 3866 3841 3883 1
B 9 33 12.8748 5.4082 4554 29198e04 4 15 8 8 37 61000 47 18812604 £.8000 4082 4056 4104 1
10 10 33 161640 54250 3417 28411604 2 12 7 [ n 3.1000 16 6.4040e05 3.8000 4111 4104 4125 1
1 1" 33 45289 55358 4422 3.3082s04 s3 14 8 7 37 2.4000 42 16810604 77000 4244 4212 4264 1
o e 2 1amann =a7an a7 2 neanend a 1 . a i = annn 98 4 nanse.ns a7onn o a7an aros .
Warnings Fizport

“Differential Analysis"Z0UvJU. EDLBEEFTFTUET

Filgen
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4. GC-Analyzer Demo - [Sample] a X
File Edit PreProcessing Settings  Alignment Peak Picking  Differential Analysis  Analyze Identification  RTIndexing  Target Library Search  Plots  FIDProcessing  Specials  Options  Help
L) m ., ] - AT
2= HE Bx®c ¢smoexXxTa0#@AARY L fAS AaSST @9 BREE
Differential Analysis Bubble Plot, Time vs m/z  (Corrected) Ratio Threshold: 3.00 Sen [ [[JTO
GG alyzer V462 R17A o2m £
I A Sample: Sample 1
| & ovosengs | L& vmeserne |
B e 1
I _ﬁ Align Sample/Target 1
I “q 2 Run Peak Picking 1
I _m Differential Analysis 1 ; ; ! ; ! ; #
z 4 6 8 10 12 "
A Clustering/Decomvoluti ; Rt Om  QEo = Salect iz
I M BRI 1 10! Total lon Current: Sample / Target o e
&
12+ 1007
I Run Full Analysis 1
10+
I\ O | Aunidemiticaticn I
= 2|
(] smmstn S/ Thrashdld 3 &7
Table Sarting:
= . s
[« %3 () Time. () Areashight () Ratio
Decany. Flot Type: M5 +ED B0 Only 2|
(] Marmalize lon Traces: L
O i S N — .
‘view Differential lons Only- U U U U U u
z 4 6 8 10 12 "
Add Rew S .
Peak Picking Results: 230
Peak mz PDF RT Peakheight | Peakheigh PWhase FWHH NP_I NP_r Noise Ratio Area “hrea S/N Ratio Scan S.ind E.ind LocMin
1 36 2217 68800 28616 0.0020 88 15 3 7 774 41100 476 0.0020 32.2000 5989 5847 6034 243
z a7 158142 53850 14152 1.0000e-03 34 12 5 ] 1254 57400 88 0 44000 4063 4038 4071 sz !
3 37 0.3984 £.9900 21312 0.0190 85 17 10 3 1254 42800 3841 0.0150  168.4000 5989 5954 6038 534
4 38 102359 3.0630 10272 1.0000e-03 56 16 7 10 1488 3.9400 99 0 4 1278 1263 1318 370
5 38 0.1535 6.9900 380736 0.0330 113 7 10 8 1488 42300 5978 0.0240 248.7000 5989 5953 6085 708
6 39 5.8852 3.0810 28968 0.0020 63 v 5 13 2820 9.7000 328 1.0000e-03 6.1000 1274 1261 1323 1044
7 39 49026 45380 87616 0.0080 56 23 h 13 2820 3.9500 649 0.0030 10.4000 3047 3032 3087 3665
8 39 0.0307 6.9300 499840 0.0430 68 18 h 8 2820 3.4200 8469 0.0340 159.7000 5989 5956 8023 2922
9 40 12.4880 3.0600 20188 0.0020 51 18 3 16 2328 44100 173 1.0000e-03 3.7000 1273 1252 1302 969
10 40 33841 68810 79552 0.0070 73 18 13 6 2328 33200 156 0.0050 261000 5990 5854 6026 1528
n 42 42472 3.0620 41576 0.0040 7 17 5 13 2204 10.1700 585 0.0020 14 1275 1253 1323 720
1 ) 2R 4300 azaes nanan ™ " = i 2744 117900 1091 nnnan 22 &nnn anan s 22 a7
DES “Wamings Feport

TORLVEFHEIN, YOI IETEDSH S E—IUbHMbENE T,
Flz, piEhzE—o(C OV TN OY FTUPTHRWLWRY FTRRENET,
~v FOEESROMIE(XRIFIREIC, MEAROAEImM/zICHIRUTVWEY,
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4] GC-Analyzer Demo - [Sample]

File Edit PreProcessing Settings

Bi®g|e

Alignment

g HE @

GG alyzer V462 R17A

B/ e |

| & ovosengs | L& vmeserne |
l N\ e J

I ﬁs Align Sample/Target J
I “q 2 Run Peak Picking J

Differential Analysis

ﬂ i Clustering/Deconvolution

I —— Run Full Analysis 1
L J
I [ LI ‘ Run Identification 1

[ gmeath /M Threshld 3

Table Sarting:

Om: Ot Oieatbisnt (ORsto
M5 +ED £ only

Deceny. Plat Type:

(] Marmalize lon Traces:
‘wiew Differential lons Only

dd Fraw 5

Peak Picking

WX E O AR LU ANAG ANET @9 EREE

Differential Analysis ~ Analyze

Identification

RT Indexing

Target Library Search

Plots

FID Processing

Specials  Options  Help

Differential Analysis Bubble Plot, Time vs m/z

(Corrected) Ratio Threshold: 3.00

sen [ . [0TE

o
T T T T
2 8 8 10 12 i
Rt Oims EIC 33 Select mfz
10! Total lon Gurrent: Sample / Target - o e
i 1037
12 8341
10+
asa1
o
iz 2514
o
.
;a0
d anin
st
o 11
— i ).
]
T T T T
2 4 8 8 10 12 i
Peak Picking Results: 230
Peak m/z POF RT Peakheight |Peakheight % PWbase FWHH NPl NP_r Noise Ratio Area %Area | S/N Ratio Scan S.ind E ind LocMin
1 6 22117 69900 26616 0.0020 88 15 9 7 774 41100 476 0.0020 322000 5989 5947 034 243
B 7 1sstez 53850 14152 1.0000e-03 3 12 5 8 1254 57400 £ 0 4.4000 4063 4038 407t 622
3 a7 03884 59900 21312 0.0190 & 17 10 s 1254 42800 3841 00150 1654000 5959 s954 5038 s34
4 B 102358 30630 10272 1.0000e-03 % 16 7 10 1488 39400 £ 0 4 1278 1283 1318 am
5 38 0.1535 6.9900 380736 0.0330 113 s 10 8 1438 4.2300 5978 0.0240 243.7000 5989 5953 6065 706
6 39 5.8852 3.0610 28968 0.0020 63 hrs 5 13 2820 97000 328 1.0000e-03 6.1000 1274 1261 1323 1044
7 39 49026 45380 87616 0.0080 56 23 11 13 2820 3.9500 649 0.0030 10.4000 3047 3032 3087 3665
8 39 0.0307 6.9900 499840 0.0430 68 18 1 8 2820 3.4200 8469 0.0340 159.7000 5989 5956 6023 2922
9 a 124990 3.0600 20148 0.0020 51 18 3 16 2328 44100 173 1.0000e-03 3.7000 1273 1252 1302 968
10 4 33941 89910 79552 0.0070 7 18 13 [ 2328 33200 1158 00050 261000 5990 5954 6026 1528
1" 2 42422 3.0620 41576 0.0040 7 17 5 13 244 10.1700 585 0.0020 14 1275 1258 1323 720
» » e 4230 arnea nnnan s a = B 22a4 11730n 1021 nnnan  omenon nar s i 227
Wamings Fepert

Clustering /DeconvolutionZ2Uwv 2o U,

FASRUI—3 3 SBLVRARY MLOBBEETVET.

&

Filgeng

biosciences & nanosciences
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4 GC-Analyzer Deme - [Sample]

File Edit PreProcessing Settings Alignment Peak Picking Differential Analysis  Analyze Identification

GC-Analyzer V46.2 R17A
IA Sample: Sample

| & ovosings | |.&  tmesesns |
I N Targer: Targer

I i; Align Sample/Target
I "1 A Run Peak Picking

I £\¢ Differential Analysis
B oo

I Run Full Analysis

I{,:,«f\)\ ‘ RunIdentification

|

L1

L1 |

() smesth SN Threshald E

Table Sorting:

Ome  @Time  (Okealbeiht () Ratio
Decony. Flot Type: (Oms+EC © EIC Only.

() Nermlize len Traces
[ iew Ciferential lons Only

0] 4 Rt

Decanwrluted lon List:

ol Infct Fegressicn Type |
Madel Fesk, miz; 42

= o
RTIndexing Target Library Search  Plots  FID Processing  Specials  Options  Help
oo = | . & .= =
5 HTm cB8 BEA@c|¢moX T80 BAR: L lA€ AEE T @9 8EEE
Differential Analysis Bubble Plot, Time vs m/z  (Corrected) Ratio Threshold: 3.00 son |- dme
300 o
250
200
* g
i 4
.o
e B
e
B .=
L N HA
T T T T T
2 4 8 10 12 "
Rt Om QEc miz 42 = gekctmi
T T T T
2 4 8 10 1] "
Deconvoluted Results: 11
Peak RT/RTI Model lon 1D Name Match Sum Area | Sum Area % | Rel. Quant FWHH S/N Ratio Ratio Remarks
1 306317390 42 0 0 2629 02177 0 17 14 10.2500
2 399557439 126 0 0 938 00881 0 14 89.7000 728100
3 420117449 7 0 0 901359 807768 0 2 59.1000 3.0600
4 454311467 54 0 0 4401 0.3944 0 14 95.4000 353000
§ 518127500 73 0 0 734 0.0858 0 14 3.6000 3.1600
& 539107511 75 0 0 1891 0.1695 0 13 34.7000 222100
7 632197559 149 0 0 2085 0.1888 0 15 89.7000 27.4300
8 6.9956/594 118 0 0 193833 17.3707 0 17 50430403 44300
9 7.06157597 121 0 0 743 0.0666 0 1 £9000 3.3100
10 818297629 121 0 0 4280 0.3836 0 7 426000 77700
11 9.6637 /668 8 0 0 3171 02842 0 15 263000 41700
oes Warnings Fepert

FALRUI—> 3 >ORE. A—0TUh—Y—([CHRTZE
5h. EHlcRHINET,

ESNd E—I@FL

Filgen

biosciences & nanosciences

%
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4 GC-Analyzer Deme - [Sample]

File Edit

PreProcessing  Settings  Alignment  Peak Picking

NS A A |

=

SEHBE:®C| smao

GC-Analyzer V46.2 R17A

Sample: Sample

|

T

| & s ||

| WA

Target: Target

| e

Align Sample/Target

| AU

Run Peak Picking

|

Differential Analysis

Clustering/Deconvolution

1

Run Full Analysis

I{,:,«f\)\ ‘ RunIdentification

L1 |

() smesth SN Threshald E

Table Sorting:

Ome  @Time  (Okealbeiht () Ratio
Decony. Flot Type: (Oms+EC © EIC Only.

() Nermlize len Traces

[ iew Ciferential lons Only

0] 4 Rt

Decanwrluted lon List: P§

2 ar o4% 0.38  10.19
3 88 23% 0.3 1011
4w 9% nss a0
5 a3 19% 038 10.74
&S0 100% fog 3530
TS 13K 0.Ew 18,3
8 sz 9% 0.3 B
8 73 18% 0.3%  14.34
10T 7% oo sear
11 F5 B7E 100 5179
12 6 S3% 10n 72.89
13 FT 1% 0.8 195z
14 FE 6% 0.3 a.a7
19 R 8% 0w 2a.07

ol Infct Fegressicn Type |

Madel Fesk, miz: 75

RPDEBRDITZIVYIU. F—7h—

Differential Analysis  Analyze Identification

LHAA€ ANEST @9 EREES

RT Indexing

Target Library Search

Plots  FIDProcessing  Specials  Options

Help

biosciences & nanosciences

1o 10t . Extracted Ign Gurrents of Jop 10 Deconvgluted Tons | . . 108 Reconstructed TIC Sample and Target (Top 10EIC) sen I U™ O
22 @
2
18
16
14
12
1
(1]
[
I > I t
o OP101A4> on curren
02 1 v
534 535 536 537 538 530 54 541 542 543
Rt Om Qe 2[5 | select m
%107 Total len - ° e H (sdeme
vo @
¥
T T
12 i
Deconvoluted Results: 11
Peak RT/RTI Model lon 1D Name Match Sum Area | Sum Area % | Rel. Quant FWHH S/N Ratio Ratio Remarks
1 1 306311390 42 0 0 2629 02177 0 17 14 10.2500
2 2 39955/439 126 0 0 838 0.0841 0 14 89,7000 728100
3 3 420117449 i 0 0 901359 807768 0 24 591000 3.0600
4 4 454311467 54 0 0 4401 0.3944 0 14 5.4000 353000
s 0 0 0.0658 0 3.6000
5 ——a—am—a 347000
7 7 632197559 149 0 0 2085 0 89,7000 274300
8 8 6.9958/504 113 0 0 193833 17.3707 0 17 50430403 44300
) 9 706151597 121 0 0 743 0.0666 0 1 £.9000 33100
10 10 819297629 121 0 0 4280 0.3836 0 7 4256000 77700
n 11 966371668 83 0 0 ElLA] 0.2842 0 18 26.3000 41700
Wermings Report

R [d] Zifd &,

FDERFFE CHVWTHERIREELSVIEIC10E D1 A > DEICH.
Sample (§) &Target (7R) OENENICDOWT., EOJ0OY FPIVUZICRERESNET
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4 GC-Analyzer Dem - [Sample]

File Edit PreProcessing Settings Alignment PeakPicking Differential Analysis  Analyze Identification  RTIndexing Target Library Search  Plots  FID Processing  Specials  Options  Help
S HE S Ex®c smoX TR0 #AARY WLAMAE AES T 09 EHNIS
12 210 Extracted Ign Gurrents of Top 10 lens % 10° Recenstructed TIC Sample and Target {Top 10 EIC) sen [ |70 O
GC-Analyzer V462 R17 22 @
2
18
Sample: Sample
16
| | I @ mimeserine I‘ 14
12
Target: Target
1
I &S Align Sample/Target 1 08
08
Run Peak Picki
I Jaa "‘4 1 0s
oz
I _M Differential Analysis 1 -
= 534 535 536 537 538 539 54 541 542 543
Clustering/Deconvolution Rt Owe QECc miz 75 Select miz
J.LL Current: Sample / Target
w @
10318
a353
Run Full Analysis
L 10}
855
.
a4
(] smacth /M Threshald 3 o
Teble Scrtin:
5
Ome  @Tme  Odea/bisnt (O Fstio 45m
aam am
‘a0m
Decom. Flot Type Oms+En ©EC only 2
() Marmsice ken Traces . L
T ¥
(] View Difierential Icns Drly T T T T T T
2 4 6 ] 10 12 14
(] 4 R b
Deconvoluted Results: 11
Desenuststed ln List P Peak RT/RTI Model lon | 1D Name Match SumArea | SumArea% | Rel.Quant | FWHH | S/NRatio Ratio Remarks
o — ! e 2 : 2w o : a L
237 2% 0.9 10.19 2 2 399551439 126 0 0 838 0.0841 0 14 89.7000 726100
33 2 s 1010 3 3 42011/449 i 0 0 901359 807768 0 24 55.1000 3.0600
4 4 EERN 4.30 45431 /467 03044
5 43 19% 0.99 10.74 4 4 54 0 0 4401 0 14 '95.4000 35.3000
5 50 100% 1m0 3330 5 5 5.1312/500 73 0 0 734 0.0658 0 14 3.6000 3.1600
TSt mas a0al s ssowosst 7ol ol e 0dess R I
E 82 EEAL )] g 18
3 7% 18 w1484 T 7 63219/559 149 0 2085 0.1868 0 15 89.7000 27.4300
Wo7a 7R Len 56.37 5 & 6.9958/594 18 0 0 193833 17.3707 0 17 5.0439e-03 44300
175 evE ten 5179 55
1o G ek imn 2n6e B 9 7.0615/507 121 0 0 743 0.0865 0 1 69000 33100
137 N ess 19,92 10 10 8.1929/629 121 0 0 4280 03836 0 7 4256000 77700
L e S n 11 9.6637 /668 83 0 0 3T 02842 0 15 263000 44700
1573 ek a0 2807
Wil Infe: Fegression Type |
Mode) Pesk miz: 75
Wamings Feport

FADRYI—S3>THEENEIAARI MVESAISVUE

“Run Identification”"Z2oUwv 2o U.

43\

A
=

LEYT,

Filgeng
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4 GC-Analyzer Demo - [Sample]
File Edit PreProcessing Settings Alignment PeakPicking Differential Analysis  Analyze Identification  RTIndexing  Target Library Search  Plots  FID Processing  Specials  Options  Help

BsO©c oo @AY LU ANE AgE T @9 BRAS

S R <

Reconstructed TIC Sample and Target (Top 10 EIC)

12 210! Extracted Ign Currents of Top 10 lons x10°
GC-Analyzer V46.2 R17A 22
. 2
18
B s |
6
I &)  Quicksettings I‘ I &)  TimeSewtings I‘ 14
12
Target: Target
!
I a; Align Sample/Target 1 LE
06
i“ A Run Peak Ficki
I = 1 04
| P 1 oz
534 535 536
h I Clustering/Deconvalution
3 Current: Sample / Target N
"

Run Full Analysis

s
Ii,xf)\ I Run Identification

L1 |

O Snzzth S/M Threshdld 3

Teble Sertine

Ome  @Tme O Mesiieht (O Ratio
Duccn. Fiot Type: OMs+EC ©EC oy

(] remaiize ien Traces

Rt Om Qo

7] e Difsrentia fons Onty

(] Add Ram M
Deconvoluted Results: 11

B A Peak RT/RTI Model lon 1D Name Match | DeltaRIIE | Library | SumArea | SumArea% | Rel.Quant | CASMo. FWHH Ratio
1 3.0631/390 42 Hit 1: TERRAZINE 043 (PYRAZINE, 2, 5-DIMETHYL) 83 /91 520 FIF_WSU_B 2429 02177 0123-32.0 17 102500
m 2 38955/439 126 Hit 1: THIAZOLE, 4 METHYL2-(1 METHYLETHYL)- 61 /64 -s85 FFL_V5U_B 538 0.0841 015679137 14 728100
338 23K 0.96  10.11 3 420111448 71 Hit 1: LIMONENE (DIPENTENE; CYCLOHEXENE, 1-... 9697 FiFl_vSU_B 901358 80776 000-00-0 24 306800
e 4 454317467 54 Hit 1: PYRAZINE, TETRAMETHYL. 91193 623 FIFI_VSU_B 4401 03944 01124-11-4 14 353000
6 sootmik 100 33030 5 518127500 73 Hit 1:1,3-OXATHIANE, 2-METHYL-4-PROPYL  73/75 FIFI_VSU_B 734 0.0658 067715804 14 31600
; :; ‘3: ggi ‘g?; 6 539107511 75 Hit 1: BENZENE, P-DIBROMO 80/91 FiFLYSU_B 1891 0.1695 0106376 13 222100
o 2 ek 098 1434 7 6.3219/559 149 Hit 1: PIPERONAL 82185 -769 FrFl_WSU_B 2088 0.1858 0120-57-0 15 274300
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