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Chemical Noise Subtraction

The Chemical Noise Subtraction activity is used to remove artefacts that are caused by chemical contamination in samples from
data. Noise is present as low-intensity signals that are only detected in a single scan. a low number of scans, or all scans. These signals
include contamination from the air, which appears as vertical lines in the lon Map.

The Chemical Noise Subtraction activity combines chemical noise and the RT
Structure Removal and m/z Structure Removal noise reduction activities into a single activity. All steps are optional and can be
activated or deactivated using the activity settings.

@ To obtain meaningful peak boundaries, noise subtraction must be performed before peak detection. Consequently, the Chemical Noise
Subtraction sctivity must be performed before any quantitative comparisons of LC-MS data intensities are made.
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Data Preparation: MS/MS Consolidation
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Peptide Mapping: && 74 (1)

Peptide Mapping Gen eral |-|=-=||'|: =

6 Instrument Editor

- Eﬂ lew Q + -4 8
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ST rr—— . _ HESIHLF ARSI File > Tools > - .
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General Ziﬂiihm;:ﬁ:ﬁs G\ymsylah;ep([’)r\:ulﬁda C[::Ins";uag‘;tas InStrument EdltorE Ol%olzll-l"l [:'I- €3 searches mg:’;‘; :‘o"""' b0, v, ", Y0
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Peptide Mapping: & 74 (2)

Peptide Mapping Sequence ?’:I]I:
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= % = o
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=H ~
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[>riysC
HRRTYLNACLVLALAAGASGAI

F : Modifications &i:
S - o QEZXO| +E ARS}I0] Select Entries CHzt AXIE A = 7}
Max. Missed Cleavages: |4 Erraas Pepl EC;“(T::;'E“S msR:D:;t E:;u E‘; —
R e 5%t Fixed & Variable HE S8 =QlgfLIC}
e —1 . ~- HOlo|2E MEsIY] X3 A8t HES EHAVIZE =7t
R d o 4 AL
Unmod'll'ed:'snznl"ﬁc:u;ed X
K — I} = OpA AZGE BMEE{H A|AH|QI Y 7|Ef CHA
e . OfO| L= Atoj| CHaH LZst A|FS Variable2 M&ELICE
GIn->pyro-Glu (N-term Q) 4
Sequence Variants: NuV;nams *®
I Maximum: 3 per PEDDdEl Z = .
v
@t Cance . SCIEX

A
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Peptide Mapping: &3 7 (3)

Peptide Mapping

@) 1. PepMap - Settings X
Conjugates Peptide Chromatograms Reort  Display
General  Sequence  Modifications Glycosylation  pisuifide
Type: | Givcosylated -

[CHO N-Glycans medium
onfilCHO N-Glycans large
O-Glycans small

Substituents:

Max. Substitutions: 1

o

Apply

A0 Edit Instrument EHOA 223
E|=0f| CH$t Glycan FragmentsE H|ZM
StstH =8 2|2 ZAAMof| 2Rt A[ZHo|
S0{SLICt.

Glycosylation &i:

|5 Library Browser

R
Library: AlAE 74 2fo|=iaia| == IR} B ol 2lo|=22lS Sleul S

MEfSHLCY,

=22[7t 210|232 E HESHHL X352 H File > Tools >
Library Browser > ResourcesZ 0|5 gfL|C},

Max. Number of Glycans per Peptide:

Name

[) cho_n-glycan_large gwd
[ cho_n-glycan_med.gwd [¥]
[ cho_n-glycan_small gwd FY
[ glycomedb gwd
<

T~

dMS TS| 2l 518== ol 222 BEI=

FHE 5 AAIZO| ASLICHAIAH LIE2 THE HIO[X] &),

CID R EO0||A E =St | @ ctinstrument
clolE{e] He
Glycan Fragments
£ 2d3%tsh= A0

LI

General Peptides Glycans : Glycopeptides:

Peptide Fragments:

Glycan Fragments: [

Cancel

Allowed Sites: Only N-linked: €8t~ O = HEIO| =G & A
N-= 2|2 A2tof| CHSt
HELO

o]
=

=
L

Allowed Sites: Only O-linked: 25 M|Z!

HAE S AMELIHH H7| wE o
7|1Z0f o Zchgtilct.
= [0 4719] N-Z2(ZH0] SHEE[= 2[thgt YL Tt

A9 7pH HEO| A 2N AZI| P

=

ZAAM S ZHAH
O—"— O~

k>

& LICt.

i

A EQUE(S A T) TYIE= O-=e 2 At FHA

St

n] )
L'c'!::

n] =)
L'c'!::

oS

St

A 2ol 29|15 Tests 71 BEfO|SE oy 22| THEIS S| 20t 34 K2 A|ZHof
w32 FLC,
T2 BEO|ZS Y

=0{ RP/KPOM 20| Mete[X| H=5 S0 EEL/PE MESHE S H
RAE MESHH HM AZtE £0|12 & 22 & Hetd
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Peptide Mapping: A& 74 (4)

EEMS ME3st0] il olEtA ¥ ES O-22|Zt

ofl CHoH 5185 24 Ko

[== R B =]

| ol

. Size of glycan libra
g4 EEM Glycans/ & v
HO] &AL A q peptide 3 4 5 6 7
—T=21T—= T.
3 v | vV v |V |V
4 v IV v v | %
5 ViV [x | x | x
6 x x x x x
7 x x x x X
e EZA/P Ciycans! Size of glycan library
2 &4 20 peptide 3 4 5 6 7
3 VIV v v |v
4 VIV v v |v
5 VvV v |x
6 v v v | x | x
7 vV vV |x | x

Glycosylation ®:

HMS AlasHx| 22

—

—

7|Et A DI HaE

AE5t7| 2loff ol & 22| HEIE T2 5 AHMS
Hl Ef%ﬂf 22 o 22lof =gto| AtZELCt.
7k 2toj=22{2|of 22|zt ~(X|&t7| &gt
te S2|Zto] el 2[4 2to|ER{2| 37| AHE gLt
- Filter for Core StructuresE ME{sIH S HE X|$tsH= O] ==0| & &
HEO|EE S5 = Z[] Z2[ZF =+
«  E2Xtol| ol oA == gHE XIHSHA| ORY AL, 24O]
AEY &= UM o] ZR = Ot IEX|2]L L.

HEIO|E0|A S 2| D422 0|2EX 29
¢ g &4 2t eA E0(4o Y

TA| ZM Al ZEo]|
2t= A|ZtS th=5te{H.
-+ Edit Instrument 8H0l|lM Glycan fragmentsS H| &M}t Ct,
-« 7HH Y gl HELO|EY 5 X[ AL
« I HEHO|E ZO|E Z|CiE

o

. 111|E|.o||:|:I-:lE|9|- Ea=

. T}Al Ol T}
0O AMAL— L=

ALt

IR

E 0 2 2fo|Be2E

m ruI
me

T

o

r

o
U\%
N\
=i
I11

- 22z Eto|EEZ|9
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Peptide Mapping: & 7tM (5)

Peptide Mapping

Peptide Mapping - Settings

Conjugates Peptide Chromatograms

Connectivity: | Fixed

Bonds: HC:22-HC:97

HC:147-HC:203
HC:223-1C:213
HC:229-HC:229
HC:232-HC:232
HC:264-HC:324

-

Max. Peptides: |4

Peptide Mapping - Settings hs

P

Report  Disolav
General Sequence  Modifications  Glycosylation | Disulfide !

Conjugates Peptide Chromatograms

cncd | [ rom

General  Seauence  Modifications  Glucosylation  Disulfide

Conjugates  : Paptlda Chromamgrams Report  Display

Chromatogram of : | All Peaks ~ |
RT Range: Extended Peak Boundaries w
0.1 Minutes
Intensity Profiing: () Maximum (®) Sum

Peptide Mapping - Settings X

General  Sequence  Modifications  Glycosvlation  Disulfide
i Report | Display

@‘ ‘E‘ Cancel [] Show Coverage per Experiment
’VPrEsanca Threshald: |1.0 [%% Intensity]
Quantification
Observable: Volume ~
Condensing Method: | Sum -
Chromatogram Thumbnail Size: | Medium ~
ot | [ b

Disulfide &:
. |:||2+°J MEZ 9| HLR: ConnectivityE Fixed 2 A& 2L|Ct. SHt
E A Z(0: HC:22-HC:97)2 AIE3510] of| & o]&=l EE|X|E X

- A& O|E2 Sequence B0 X[HEl 0| Eut L X|SH{OF BfL|C},
| A ConnectivityES NoneQ=Z MHEEIL|C.

o 2R MEC

Peptide Chromatograms &i:

o Ol2fct 4H2 0| &3 ZUE = W HEIO|E Z20E A2
2|00t S HMO{5HH HEY BRI} &L

* QTOF A|AHIZ ALESHH 2l S5t H|O|E{0f| CHSH Observable
2 Volumel 2 AH-SH= Z210| £EZ&LILCE

SCIEX
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Review Results: A& 31 A

Review Results
g

Sequence(s):

Review Results - Settings

Modifications Disulfide Conjugates Peptide Chromatograms Report Display

From Text

Seguences:

£

=HC
QVTLRESGPALVKPTQTLTLTCTFSGFSLSTAGMSYGWIRQPPGKALEWLADT
=LC
DIQMTQSPSTLSASVGDRVTITCSASSRVGYMHWY QOKPGKAPKLLIYDTSKL,
=TRY
IQVRLGEHNIDVLEGNEQFINAAKITTHPNFNGNTLDNDIMLIKLSSPATLMSRY,

el | | sonty

Sequence &:

Sequence(s): HAEZ 20 LI FASTAIIYZE Y=

L Ct

—  Peptide Mapping &5 = =2} Review Results 23 =0
STt FASTA CHHE A ZA S AL EILICE

o = -

_SCIEX
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Review Results: BIE}O|E DHT A1} AE

Review Results
g

* Review Results &= L EE &
HESrL|C}.

H0{ 0| Peptide Mapping &=

Fe | & wrawrstestng AR T L T = 8=
7 Peptide Map X &Peobded’romatogun x &annentSpech'l\ﬁanr X | EX Fragment Spectra Peak Table X
fEcllls =S IWss F =7 i —  VRIVESEEGLIGPER =
E ] 22 1500
DYAMHWVRQAPGKGLEWVSAITWNSGHIDY
- - 2 1000
A [}
ADSVEGRFTISRDNAKNSLYLQMElSLRAED ]
E s
100 110 120 z4+2
|
Havy@iaxkvsyistassiLllvMGce@TiLVvTVS Z"'j : L I P
" . od Maill bwllbsw bis a2
130 140 15 - T T T T
SASTKIGPSVFPLARSEBIKSTSGGTAALGCLYV wz 500 1000 1500 2000 2500 3000

- v || 20210203 Adalimumab tryptic 2ug ECD_4: Match_169

7 Peptide Table X " Modifications Table X | Y\ Peptide Chromatogram Table X T Fragment Spectra Table X

T 7O X @~ ARG L LEY)

X Rmoe Peptide Modifications  Mod. Locations ~ Glycans CchMasrﬂa: Gig Groupld Experiment | Scan1nde

il B scca e lGu>pyroGu Tvteme 1~ 1 10555 PENT | 20210203 Adslmumab #ypie 200 ECD.3
2?{[1 16] EVQLVESGGGLVQPGR 1623.86 F

[L]]

v 3HC[1-16] EVQLVESGGGLVQPGR (+356.21558) [Q3] 1980.07(# | ‘
v 4HC[1-19] EVQ.VSGGG.V@G&SLR Glu->pyro-Glu  [N-term E] 1962.06
v ~ 1980.08
v 6HC[1-38] EVQLVESGGGLVQPGRSLRLSCAASGFTFDDYAMHWVR .. [C22) 4195.04
X 71{[1 38] EVQLVESGGGLV@GRSLRLSCAASGFFFDDVAM‘!WVR arba .. [C22] (M34] 4211.03
v FODYAMHWVR Cabamdom [c22) 4676.3 %
< > < >

387 rows (1 selected) Showing 1 of 581 rows (1 selected)

Peptides c[Data [Qunthes | Coverage [Sunmxy[

28

LEo| ETt A=

Review ZEZ 2tMststn 2= o
2y | 30l| CH3H SILIe| A Azt
Lt

.

25 o0 CHA| A &[0 HEO|=
0| At 22 CHA| A[LHELICE
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Review Results: O|Mx|| £3}

Review Results
g

w3 'y
ISR
2500 330177
3000 -
< A-29Da > WRRRERRR
2500 WA e
LKDR
2 2000 472.253 T
£ 1500 23+1
ISR 100 P A-43Da ~
1000 W3b 359.22 < >
ISR -
500 344.194
333215 | 351239 |
0 T T T T T T T L
miz 330 335 340 345 350 355 360 _ 2441
0 ai+1 LKDR
HYNP 515.306
20 485.237
49574 503.256
0

miz 470 475 480 485 430 405 500 505 510 55 520

Deamidated (ISOASP)  joip T

NAK
[N289] 317.159
800 | e
PRI VPGV EY AN AK
Asp ->IsoAsp 29+1 T
500 DGVEVHNAK
2 [D283] 952.459
E 400 23+1-57 3 *
NAK c2
260,162 FN NAK
200 279.146 333.178 0
| o005 305161 2941-57
ol o N A T R 20 DGVEVHNAK
miz 250 260 270 280 290 300 310 320 330 240 895.465
10
968.494
920442 936.558 981.017

0
mz 880 890 900 910 920 0930 040 950 960 970 980 990

H™H Peptide Mapping 25 =
Z0|M 20ppm O|2t2] m/z ToleranceE A SHYAIL.

HI: xxo| 2t Ao

EADE At2%t I\/IS/MS—E— =0 o]
o| 23l 7}s5HA st= T

M| OfO| L=k T2 ZH

—

TH L& THH o|=20] M ELICt.

F4l(Leu) EE 0|AFA(1le)0| LEX| Izt
MS/MS AHEZO|AN 0|20 w, EE& w,, 2 FM0| F7}HEL|Ct,
- FALSHE z+1 0| 20§ A 43Da2| ZEF HtIt Q= w, 0|2

- O[ARAL Y z+1 0| 20| M 29Da2| HE HaIt /= w, 0|2

OfAME E A(Asp) EE= O|AOLAIIE E4b(IsoAsp)O| }=X|

stolsta{H:
MS/MS AHEZI0f|A 0|20 ¢ +57 L& 7z, +1-572 FM0| I}
L|C}.
- MSMS AHEZ™O|N ¢, +57 £ z,-+157 FA0| 2l 0|22 o|A0tA T}

EELO0| ASS LIEFHLCE.

- OfAmZEMR HEHO|E #zof| HIEH 7|7t 122 of2{eh ZIE LH& ¢

HA —— [
H 0|22 MdstX| &Lt
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Review Results:

Ol dx| Z=h(nalst ¢ &

otn|=2t)

Review Results
3

J % Peptide Table x | =" Modifications Table X | {/. Peptide Chromatogram Table x

h i ?L’KHﬁEReview o X {3|n n|u

ks

X Range

33TRY [45 54]
40 TRY[55-62]
10 HC[278-291]
29 HC[413-419]
32LC[45-52]

8 HC[259-277...

12 HC[278-291]
11HC[278-291]
13HC[278-291]
17 HC[305-320]
18 HC[305-320]
20 HC[305-323]
21HC[305-323]
22 HC[305-323]
14 HC[292-304]
15 HC[292-304]

7HC[252-258]

Peptide Disulfide Bonds

e e e g~

LSSPATLNSR
VATVSLPR

FNWYVDGVEVHMAK

LTVDKSR

LLIYDTSK
TREVTCYVVDVSHEDPEVK=VVSVLTVLHQDWLNGKEYKCK HC:264->HC:324
FNWYVDGVEVHMAK

FNWYYDGVEVHMAK

FNWYVDGVEVHMAK

VWSWLTYLHQDWLNGK

VWSVLTYLHQDWLNGK

VWSYLTYLHQDWLNGKEYK
VYSYLTYLHQDWLNGKEYK
VWSYLTYLHQDWLNGKEYK

TKPREEQYNSTYR

TKPREEQYNSTYR

DTLMISR

Modifications

Asp-=IsoAsp
Asp-=IsoAsp
Asp-=IsoAsp
Deamidated
Deamidated
Deamidated (IsoAsp)
Deamidated (IsoAsp)
Deamidated (IsoAsp)
Deamidated (IsoAsp)
Deamidated (IsoAsp)
Deamidated (IsoAsp)
Deamidated (IsoAsp)
GOF

GIF

Oxidation

! Mod. Locat...

[b283]
[P418]
P49]

N318]
M28g]
MN279]
M28g]
N318]
N318]
N318]
N318]
N318]
M300]
[Nz00]
[M255]

£ 7tasshr| 26l 2
o WS HERY & s
=M™ Cr21a 25U
Asp — ISOASp
Deamidated

w0

0 K

Deamidated (IsoAsp)

Jz A
UE

—

i

—

—_

()

4> 1

24
O

=13
=!

=

9 o

« O3 CH2 MS/MS 2HE 0| U

__l_

ZIct | = ot 0|22 AR5}

ol B0 et

L Bst A oln
— T =2 T AAH
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Review Results: AF2 X} X| ™ g|0|02

>
o
0x

0|0t E MESIALE MY E 2H|0|0tRE RESHHH Z2Ig!L|C}

Yas
10
2
Y
mo
5
=
>t
=)
El
(02l
ot
4%
$0

R 7 e Cl: = e = °
7 Peotde Map X |IA, Peptde Crvomatogram X 7 Modifications Table X Wfre.  x rog. x| WAMess. x |AEws. x| MM, x
20+ e e Bk e P+ RSB B D A, | = L-l

Location Modficaton 021 202102 . -

F1% (+55.921127) 5.5 0 A
K1

HU r@ oy 1N
iy
G
™

r|‘0 oN

| el HO| 1 /IX|= izt &Xt
4 | ElLlC

3534 0.04 ”
£ 40000 b

20000

o8
[ ]
o

T >
D
©
—
o
D
(V)]
m
—
|0
H
o
o
ot
)
rg

BAARRARARARRARARARRRARARARAR =

il Jmal
0.00 0.00 mz 100 200 300 400 500 500 700 800 0900
o - (=) -
3 E e 1. Data €4 Me3t1 0fo|2g 22/5t04 Data
e o X Fragment Spectra Table X
i - TYO e Em s & EH x|-o| A 1A | I.
. ] e e g e g P H Ao HEAS B5LIC
o to | ) S N N T
: S wp  uw | [ T " o OH cC = EH ch-O i=l =1
B, e —— | a3 2 0| = oL
20210203 Adakemumab ECD rows. | Showng 2 of 1'135 rows (1 selected) 2. - = = — E —- — Data E
7 Peptide Table X | A Peotide Ovomatogram Table X | [ Group Table X 4 Cluster Table x Oy Experiment Table x Py _ . E a1
Ty . T 1™ sHA|SH Peptides B2 M 9IX[2 B
D Bonds [»::::; I::K.u e | (oo o Delta fopn] mm:h m-ot: Name ol A LIC
(-18.008715) rasq 816.42 ) E 1 | oy ‘: - ":: :: 2 20210222 Adolanat norvedxed EA0 pra=—} | |-.
: — I T —— O “; e
P ] o 12 . [Custer_16. 652 & 2
‘§N'<[:su I DT\M(:TW‘-"(\\W(‘-‘YHW(W m::xozrw ?::,“ ;’;;’W : poges o E" %:"f'ff o2 Jme :V : ) [} LayOUt Ol‘Ol L _E Il-—l—x Al-%-é-l-_:: E1|O| Ol-i'
642 rows (1 selected) |Showng 10 of 25779 rows (1 selected) 2 rows (1 selected)
Peptides (0 | Data | Quantities Coverage  Dwufides = Summary o x1x+ } OHA1|A_6_ A OIAL E
— =2 T AHd | |-

des Data. Q

Data ® &2 HZS #22{H S2FLIC.

SCIEX

The Power of Precision



HEto|= 0 2 E=20f chist L8t X H

= A BTN A Ho

o 2= M SHE MEHRLC
e Save Pre-Processed Snapshot - Settings
o &K w¥Q Bt MEELICE —
é léll AAI:: I;Jeﬁne Destination
_ ﬁLH At% Sbf ]Il'ol E O:|_—IJ_ X_I II- I %c;il' 7E:iJ_'.|'|o=l L—l I:l' ’7ExportFolder: |BF’epmapSimpIe Pre-processed | 13

[] Expart as Folder

PSR E1|0|E101|)"| MEE AHAFS Chromatogram Chemical Noise
Subtraction % Chromatogram RT Alignment 0| MM =l 7t 20t @t o —

MEELIC.

Review Results _?'3;0-" X-I IOI-El_I éLI:II.Iﬂ:g ]le-l th_&!% E'(‘)I;II"(')'I-O:I E% %?_}- Save Annotations Snapshot - Settings
HEE MEFeLc). _
Define Destination

PDF E A‘l([—l’% oo% EO:'I-) ’7E)cportFo|der: |E|F‘epmap8impleAnnotated | =
- PDF —II_—A-I [] Export as Folder
- LCIZSFHol AHEH MEHI ZotEl Excel IHY CRS cnd | [ o
- ZAuNE dddts ol AEE EHE Eeltte AHE /3 EE(xml IHY)

xml ItY S €2{H Biologics Explorer ¥ 322 E H|O|X|2 U2 B

N E&LICH
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7 Data Preparation [Container]

x5t
@,’ Save Pre-Processed Snapshot o °I=I L‘l I:l-
Fepts HapplE _  Save Snapshot 25 == 2|5 H[0|E{Q] T4 4440 EBHE

nt(sbf)S MM efLiCt

Review Results

XMEE OOl E HESH{H Pepmap_ReviewSnapshots %

gt Fiportio SeiEr0s Save Annotations Snapshot _ﬂ;o' Load SnapShOtS QI-E iEO-”A-I Sbf ]Il-OEI% O‘=':| Lll:l-

PDF Report _._
~  Save Annotations Snapshotoil)ﬂ ARAFS 2ESH0 S0t O|O[E

Save Pre- processed SnapshotOHH AHARS 20| 02] HYj K|
o| ZintE AL}

Load Snapshots Load Snapshots with Annotations ° x_lg-El_I Sbf ]I|_OE| o |: _| IEEO' Load RaW Data QI'E iE
0.” EEB’F AE O|A|__||:|-

RO

I Review Results from Same Batch

Display and Review Results

- Input sequence Review Results

I - Save Annotations SnapshotO| Al AHAFS EESHD, 2440{ Z A
Ef“:"é’ﬁig‘it'ﬁm' @ Fortepon o(& 2 O F715t7| flsh BEO|= DjZof| B2ttt tEE HQst2E &
Input destinations g L CE AL CH
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B 11 Export
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DF Report

Review Results
v

Export
PDF Report

@ Exportto Sciex 0S

+- ] Export PDF Report
- [*7 Summary
- [~7 Activity Setting Changes

E Images

Export PDF Report - Settings X
General Elements Excel Display
Elements:
g Pepmap_Extended & Elements X
Review Results
Q, Enter filter text = Q_ Enter filter text =
+ Coverage #1-[57 Introduction + D Pepmap_Extended
+- [? Disulfide Bonds +- D Pepmap_Extended - 5 Review Results
+- [ Peptides + E’ Load Raw Data
+- =] Feature Quantities +- T BT Range Restriction
+- [27 Glycopeptides +- |8 Chromatogram View
] Modifications + D Data Preparation [Container] 4 [ Disuifide Bonds
Ef Table + ng.., Save Pre-Processed Snapshot - + Peptides
- protein =& 1. PepMap 4 [+ Feature Quantities
i
Locat - :
ﬁ Mﬂjﬁﬂn‘] ¥ecubon Details ycopepudes
() Execution Detail 7 al tid
. lodincation
Setti i
- [ Experiment tings
.. Hf Relative Intensity & ! Inputs t "
= [ Peptide Chromatograms +- [ Results 1 & protein
.. FH Images + E 2. PepMap - ﬂf Location
#-2F 3. Wildcard Mapping - f! Modification
+)- 57 Review Results - Experiment
.@ E] Cancel ey + - Export to Sdex 05 Bf Relative Intensity
= + ng.., Save Annotations Snapshot = E,' Peptide Chromatograms

OK

Cancel

General &: LHEH 212 CHAES

HolghLCt.

Template &: 2114

INESEHEE

LHE S ALEXE
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Export to SCIEX 05 - Settings b4

’, Define Destination

=

Export File: |DReviewed Results from Extended

Clusters per Group To Export: |3

Review Results

Export
PDF Report

@ Exportto Sciex 0S

* General ®:
HESH 29| CiAS

LHEWZ| 27 Aehll: 2

* Exportto SCIEX OS &€&

Mass Mode: (®) Monoisotopic () Most Abundant Isotope
Z:Z:i:j:ar;:dum: Iilume ~ OI-J}-” Al_Q_ |-D=| M

— Wildcard Mapping 85 =E&= #H YIE20|N AHE = JSLICH
@ g Cancel Apply
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Peptide Mapping

Simple

Load Data and Select Useful Range

Analyze and Annotate Features

- Peptide Mapping: input required
- Input Snapshots destination

Display and Review Results
- Input Seguence

Export Results to POF
- Input destination

Load Raw Data

RT Range Restriction
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