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e Chromeleon Console
©Back [ Create File Edit

View Tools Help

ChimericlgG DP vs BS_SeqVariant
[ Save (3)Studio fPrint [ Up | 2= InsertRow ~ I Fill Down (§Lock |7 Filtering = Grouping | f; Custom Columns ~ » & Find Next ~
# | TIC >| Name Type Level Position Volume | | Method | Py Method Status Inject Time Lock Status \Weight Dilution IntStd| Replicate ID Re-injections | Spike G g
'-"“—!—“—O : —iclgG1 DP_1 Unknown 0 1.0000 MAM Proc Method_SeqVarian.. : Idle 1.0000 1.0000 1.0000 0 ;
E pen * fcigG1DP 1 Unknown 1.0000 MAM Froc Method_Seqvarian. : Finished 8/6/2020 31556 PM +. 1.0000 1.0000 1.0000 0 g
E Copy Ctrl+C clgG1 DP_2 Unknewn 1.0000 MAM Proc Method_SeqVarian.. | Finished 8/6/2020 T:17:44 PM +. 1.0000 1.0000 1.0000 ]
4 paste Culey  ficlaG1DP_2 Unknown 1.0000 MAN ‘ Proc Method_SeqVarian.  Finished 8/6/2020 11:19:32 PML. 1.0000 1.0000 1.0000 0
q clgG1BS_1 Unknown 1.0000 MAM Proc Method_Seq\arian.. : Finished B/7/2020 4:27:08 AM +. 1.0000 1.0000 1.0000 ]
K fpeert = clgG1B5_2 Unknown 1.0000 MAM Proc Method_SeqVarian.. | Finished BI7/2020 8:29:08 AM .. 1.0000 1.0000 1.0000 0
7 Delete Del clgG1BS_3 Unknewn 1.0000 MAM Proc Method_SeqVarian. | Finished 8/7/2020 12:31:08 PM. 1.0000 1.0000 1.0000 0
Fill Down F9 Click here to add a new injection
Lock
Export... @ x
Undo Ctrl+Z L
Redo Ctrl+¥ Report Template & Channel
Bunts Ctiizh Use report template | MAM Report IgG1BS CQAs_01 | =1
[ Eot. Wiith selected channel v
Show Data Audit Trail...
Destination Path
Parert Folder Jjs
Sub Folder ]
o Export Formats & Fil
|| Text format (Results) (*.txt) 5
[T Text format {Raw Data) (" bet, ~.csv) i
|| Excel file format (*.xds) s
[] PDF file format (*.pdf) i
["] GAML file format (*.gaml) i
[ AnDINEtCDF file format (*.cdf) 1
Raw file format (".raw)
|| Chromeleon data file format (*.cmbx)
Allotrope data file format [~ adf) i
External Program
|| Call external program e
MNotifications
i B | ¢
[ Enable Notifications s — -
Name - Type ‘Comment 9
= ChimericlgG DP vs BS_SeqVari... | Electronic Rep
View Seings _
" [g MAM Processing Method View iew Settings -
c.o B! | MAM Report lgG1BS CQAs_01 Report Template 1/11/2021 5:19:53 PM +01:00
Associated IemsJ\ Custom Sequence Varables (0) |\ Custom Formulas
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o Select an experiment type.

Experirment Types

Sequence Manager

Peptide Mapping Analysis

Oligonucleotide Analysis

Intact Mass Analysis

Top Down Analysis

Peptide Mapping Oligonucleotide Intact Mass Top Down

Analysis Analysis Analysis Analysis
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B Protein Sequence Editor

1 ""Variable modifications selection.

Target Protein
Name
Description
Category
Monoisotopic Mass
Average Mass

Formula

¥ Protein Sequence Information

| Peptide Mapg

0.0000

¥ Protein Sequence Map

¥ Disulfide Link Definitions

Chain Number

Amino Acid Site Index

Chain Number

Chain
den [ ]
Menoisotopic Mass 0

Average Mass 0

Amino Acid Site Index

= _

Max # Medifications

Intact Protein

* Manual Input Protein Sequence

¥ Variable Medifications for Intact and Peptide Analysis

2 Peptide Mapping 1

Modifications

2AA instead of Asn
2AB instead of Asn
Acetylation (N-term)
Arg

Asp

Carbamylation (N-term)
DOTA

DOTA_Mn

DOTA_Cu

DOTA_Zn

Glu

Lys

mrna

-~

Amide (C-term)
Arg

Asp

bion

Glu

Lys

Acetylation
ADP-ribosylation
Amidation
Carbamylation
Carbamidomethylation
Carboxymethylation
Cysteaminylation
Cysteinylation
Deamidation (N)
Deamidation (Q)
Decarboxylation

Dimethylation
NnOTA

* Modification Editor

ns for Top Down Analy:

Import Fasta File

Glycosylation (O Glycan supported only for peptide mapping)

Modifications Selected for Search

N Terminal
Mano. Mass |0

Avg. Mass 0

oad Default Mods

C Terminal
Mano. Mass |0

Avg. Mass 0

Load Default Mods

Side Chain
Mano. Mass |0
Avg. Mass 0

Residues

Load Default Mods

Define Modification List
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o Select an experiment type.

Experiment Types

Sequence Manager

Peptide Mapping Analysis

Oligonucleotide Analysis

Intact Mass Analysis

Top Down Analysis

Peptide Mapping Oligonucleotide Intact Mass Top Down

Analysis Analysis Analysis Analysis
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Peptide Mapping Analysis Definition Protein Sequence
Experiment MIME: Leler a Category
Load Raw Data
[ Peptice Mapping  0Z/01/2021 01:37 .. 7340840 2 1 662
— : [ Peptide Mapping 0272472021 03:37 P.. 8217901 1 1 735
e e (CAKenbburidata [ [al] Bepbide Mapping  04/12/2021 11:44.. 7343404 2 i B52
Load Raw Duata B — Peptide Mapping 10/26/2021 09:56... 702574 2 1 663
Condition
. 1 Chimeric lgG10P... Peptide Mapping  10/26/2021 09:57... 7302574 2 1 663
teference Condition F1  MAMDiscovery. Targeted Peptide  11/05/2021 1244 P... 80
Processing Method [w] Enabile dutomatic Parameter Vslues

B Basic Default Method Kon Targeted Default Method for Basic Peptice Mappi...

O Dhgulfide Bamd Default Mathad Nan Targated Diafausit Mathad far Desulfede Band

0 HOX Detault Method Non Targeted Dietault Method for HOX

0 Targeted Default Method Targeted Diefault Method for Targeted Analysis

B Non Targeted Deefauilt Hest Cell Protein Method

0 Non Targeted Default Hest Call Pratein Method

] Nen Targeted Detault Host Call Proten Methad

O Non Targeted Diefault Hest Cell Protein Method

[ Nen Targeted Defautt Method for Basic Peptice Mappi...

D Non Targeted Defsult Method for Basic Peptide Mappi...
Result Format For Multiple Raw Files

Batch Processing Multiconsensus
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Load Fesults  Delete  Export Results  Import Results

Method Name | Sequence Name

1 CAUsers\Sitvia\Desktop\THERMO... Non Targeted Default Host Cell Protein Method 01/22/2021 03:26 PM 000
2 EABPF Datafiles\15, 8PF4,1 HCP AL Non Targeted  Default Host Cell Protein Method 01/22/2021 04:03 PM 0.00
3 CAUsers\Silvis\Desktop\THERMO... Default Host Cell Protein Method 02/24/2021 04:00 PM 1690
4 C\Users\Silvia\Desktop\THERMO... Default Host Cell Protein Method 04/12/2021 11:50 AM 382
5 C\Users\Silvia\Desktop\BPF Data... Default Method for Basic Peptide... 04/09/2021 03:18 PM 0.00
L] CA\Users\Silvia\Desktop\BPF Data... Default Method for Basic Peptide... 05/11/2021 05:02 PM 412
7 Ci\Users\Silvia\Desitop\THERMO... Default Method for Basic Peptide... 04/30/2021 06:10 PM 0.00
8 4 CAUsers\Silvia\Desktop\THERMO... Default Method for Basic Peptide... 06/04/2021 02:29 PM 0.00
*9 MAM Discovery Phase Chimenc 1gG1_DP CAUsers\Silvia\Desktop\BPF Data..  Basic Default Method NIBRT 01 Non Targeted Default Method for Basic Peptide..  Chimeric IgG10P_PepMap 11/05/2021 11:33 AM 631

Expeoriment Management
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Home Peptide Mapping Analysis Load Results Queue | | Parameters Process and Review .Happirlg || Target Peptide Workbook

Modification Surmmary
¥

BUnﬂanmshhmubkmﬂmemmdﬂﬂiﬂwwmmm" P for the user protein coverage map.
Chramatogram T & ®
BPC: C\Wsers\Silvia\Desktop'BPF DataFilesi25. Nature Protocols data processing\Chimeric 1gG1 DP_1_MSMS raw N 28488 Seqlle]lce Cnverage Map &
4617 6487
5 gpp 0 4184 23 Created on 09/21/22 by Sitvia
a 35 57 : Data Folder = C:\Users!Sitvia\Desktop' BPF DataFdes'25. Nature Protocols data processing
! 2962 Minimum MS Signal = 20000
5806 10237 Data File = Chimeric 1gG1 DP_1_MSMS raw
2529 I 7027 ?5r1 921 11508 Protease = Trypsin
i [ LA A ,.IF"'L _
BPC: C-\Users\Silvia\Desktop'BPF DataFilesi25. Nature Protocols data processing\Chimenic 1gG1 DP_2_MSMS raw Nl 27eER Proteins Number of M5 Peaks [MS Peak Area Sequence Coverage [Abundance (mol)
2 10048 g 4. 13 Heavy Chain 1470 s | e | 6sso%
g 42.00 “:me 691 20.59% 98 6% 30.50%
s 370 124 Unidentfied 12904 207%
5 0 102 37
E] 7048 T5ET 92.47 Minirmm Recovery = 1% )
. 3 Minmmm Recovery of Overlapping Peptides = (%%
ata processing\Chimenc lgG1 DP_3_MSMS raw N 2 B0ER Minimum Confidence = 0.8
Mecmem Mass = 7000
26 .
Color code for peptide recovery
133 [E500%8 20.054][> 10.0%|p5i0%] o2 0%l el Bl oo 124
zood fair poot
- Heavy Chain
1 2 3 4 5 & 7T §F & 10 01 12 13 04 19 L6 17 1E B9 20 21 X2 X3 24 I 24 27 I ¢ B0 BRI ORI 3B M4 NS 34 BT 3B 3P 40 41 4 43 44 &) 44 47
RT (min} QVQLOQQPGAELVEKEPGASVEMSCKASGYTFTSYNMHWVEQTPGRGLEW
s Y S | S
Y T 602
Level |Fln; H-:..l ! el
4.7
5 » 1 Protein al Heavy Chain ':_E
2 2| Protein al) Light Chain [ as [ =21 ]
& -3 Probein 3 Unkdentified 51 5T 53 54 5% 38 IT 5B 9 6D &1 A &3 B4 65 &6 67 6B &0 TO 71 T2 T3 M OTS H TT TE TR D GBI 85I EO B4 N5 B 87 2 BF 0D Pl Ml B3 OPd D M OT
I VPGNGDTSYNQKFEKEGKATLTADKSSSTAYMQLSSLTSEDSAVYYCA
e s 17 I 113 &
] .}
< >
Protein G
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Load Results

Process and Review [l [T ST8

Target Peptide Workbook

oo i i |

Modification Piot % Abundance ® Defsult O) Custom = | 4
Dl Feaicler oiease| TPLT “'"I":,:‘"' — "r""ﬁli’; “I‘;‘,'"“‘" panes """_:_’:"‘“'“ Lo paw Fie Mame = @ N55+Deamidation ;
WAV2022 by Sivia  C\Users\Sikia\Desitop\BPF DrataFiles\25. Nature Protocols cata processing  Trypsin 17.00% 33.00% 00005% SampleMame =
FawFlelamment 5
Relatwvelond E
PeptideMaptuality . S
Categony Commant Wormakized Time ShifM| Predicled Time Shift Paplide Sequence E
v =]
1 4] Hearvy Chain 1 ~Ql=Deamidation = Deamidation 1:01-K19 = 19781 OVOLGOPGAELVE... E
L | Hearey Chain 55 N35+Deamidation +Deamidation Mone 32% 1:GM-K63 w 2182... GLEWIGANPGHGD.. _
3 B Huary Chasin 82 Qf2-Deamidation  -Deamidation Mans : 29% 1A5TS-RIE = 287T.. SEATAYMOLSSLTSE. 08 =
4 ] Hexvy Chain 162 ~N163+Deamidati.. +Deamidation Retention time off? BTE% 1.1% 1:D152-K214 = 67.. DYFPEPVTVEWRS.. ;
5 ] Hesvy Chain 179 -0179+Desmndati.. +Desmndation Retention time off? Td.o% 1.1% 1D152-K214 = 67..  DYFPEPVTVSWMNS... E
& O Heawy Chain 207 ~M20T+Deamidati.. =Deamidation Retention time off? B4T% 1.1% 1:D152-K214 = §7.  DYFPEPYTVSWMNS... =
T L] Hesy Chain 200 MN290+Deamidation  +Dieamidation Mone 32% 47% VFIT9-K202 z 167.. FHNWYVDGVEVHMAL E i
L] 4] Heavy Chain 39 M319+Deamication = Deamidation Mane 4% 39% TVI06-K321 = 18..  WVVSVITVLHODWL.., E&ﬁ 5
9 O Hearey Chain 329 M3Z9+Deamidation +Deamidation Pocr recovery 23% 00% 1:C325-K330 m T3.. CKVSHE E ?
1w [ Heany Chain 385 ~N365+Deamidati. +Desmidation None 11.3% T7% TNIES-K3T4 = 1. NOVSLTCLVE: NOV-. .
1 :I Hearey Chain 393 ~N393+Deamidati.. +Deamidation Mone 1.6% 32% 1G375-K396 = 25.. GFYPSDAANVEWESHL. -&-,
12z O Heany Chain 423 0423+ Deamidabon  +Desmidation Mane 15% 3% TWM21-KAS = 2. WOOQGNVFSCSVML. ;.
13 fJ Light Chain 36 ~036«Deamidation  «Deamidation Mone 4% 46% DA25-K38 = 1666... ASSSVEVIHWFROOK . 04 ;
¥
x i
Identification Peptide Seqguence Modification Defta [ppm) . 02 g
# w1 & Component BO2T 1:G44-K63 = 2182033 1m GLEWIGAIYPGNGDTSYN... Mone 051 100.0 1.1 M5 g
+ 2 = Compoment 8023 1:G44-KE3 = 2182.0331m GLEWIGAIYPGMGDTSYM... Mons -0.73 10:0.0 1.1 M F
® 3 i Component 8202 1:644-K63 = 21820331 mi(N55 + Deamidati... GLEWIGAIVPGNGDTSYN... Deamidation NS5 -0.35 100.0 1.1 M5 o g‘
4 | Compoment B207 1:644-KE3 = 2182033 1m{MN55 + Deamidati.. GLEWIGAIYPGHNGDTSYN... Deamidation 55 -0.23 100.0 1.2 MS
@ 3 o Component 8413 1:044-KB3 = 2182033 1m{N35+ NH3 loss) GLEWIGAIYFGMNGDTSYN... MNH3 loss M35 -0.43 100.0 1.3 M5 E‘
# & B Component BHE  1:644-K62 = 21820331 m(N55+NH3 loss)  GLEWIGAIVPGNGDTSYN... NH2 loss M35 054 100.0 1.1 M5 i
@ 7 ] Component 743 1:N353-K63 = 102544 14mnonspecific] MGEDTSYNOK nonspecific -T6.54 oo 00 Full b
# 8 Component 2300 1451-K74 = 2617877 Ja[nonspecific] IWPGRGDTSYNOKFEGKATL.  nonspecific 351,16 el ] a0 Fall g
¥
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Custom Filter Selection

For Field 'Modification’

l + |Add Condition ” - |Remuve Condlition(s)

Group Selected:

\Hi Does not contain
\Ni Does not contain
1M1 Does not contain

» \Mi Does not contain

-+
~ nenspecific

~ gasphase

)

[5 15w [Blms)

Operator Operand

Custom Filter Selection

For Field 'Delta (ppm)'

l + ‘Add Condition “ = |Remmre Condition(s)

| Group Selected:

o

- I = Greater than or equal to = | -5

= Less than or equal to - 5

»="-5"AND «="%'

Does not contain '+' AND Does not contain 'nonspecific' AND Does not contain 'gasphase’ AND Does not contain '

B 'And' Group 'Or' Group | [ Cancel
B 'And' Group '‘Or' Group QK l [ Cancel
Custom Filter Selection d
Custom Filter Selection X
For Field 'Missed Cleavages'
For Field 'Confidence Score'
[ + ‘Add Condition “ = |Rerr|cwe Condition(s) | Group Selected:| o || |
l + ‘AddCanditioﬂ “ = |Rerr|aue Condition(s) ‘ Group Selected:  © || ‘ ‘[
= Equals ~| 0 he
> I Z Greater than orequalto 95 - = Equals -1 -
== "85 =00OR="1
B 'And' Group 'Or' Group QK l [ Cancel M ‘And' Group 'Or' Group | l Cancel
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Peptide Mapping Analysis Load Results

. Coverage Modfication Summarny

| Parameters

Process and Review . Mapping

Target Peptide Workbook

ﬁ Madification Susmmarny

[ Manual Integrate |

Modification Results

Probease

Category

Peptice Minrmum Intensity

%

17.00%

00005% SampleMame

RawFdelamment
Relatreeload

Mormalizesd Tirme Shift] Prediched Time Shift

2172022 by Sivia  CAUsers\Sibviah\Desktop\BPF DataFiles\25. Mature Protocols data processing  Trypsin
1 B Heawy Chain 1 ~O1«Deamichtion  +Dwamidaton None
B2 1 Heavy Chain 55 M55+ Deamidation +Deamidation Mone
3 B Heawy Chain 82 QB82+Deamidation = Dweamidation Mong
4 Heavy Chain 163 ~M163=Deamidati.. +Deamidaton Retention trme offT
5 Heavy Chain 179 ~OQ179=Deamidati... +Desmidation Retention time off?
] B Hewy Chain 207 ~M20T-Dearmndati.. -Desmidatan Retentian time offT
T ] Heawy Chain 280 M290+Deamidaton  +Deamidation Mone
B B Heawy Chain 319 N31G+Dearnicaton  «Deamidation Mone
L B Heawy Chain 320 N329+Deamidation  +Deamidation Pocr recowery
10 Hewvy Chain 365 ~MIESDeamidati.. «Cwamidation Mone
1 Heavy Chain 303 ~M3I93-Deamidati.. +Desmidaton Mone
12 B Heawvy Chain 423 0423 +Deamidation  «Deamidation Mong
13 B0 Light Chain 36 ~036+Desmdaton  +Deamidaton MNane

2%
18%
0.8%
BTE%
T49%
7%
1.2%
4%
23%
11.3%
16%
3.5%
24%

8%
3%
29%
1.1%
1.1%
1.1%
4T%
9%
[l

101-K1% = 1976.1...
1644-K63 = 2182
1575-R98 = 2677....
1:0152-K274 = 7.
1:0152-K214 = 67
TO5E-K214 = BT
1:F2759-K292 = 167...
1V306-K321 = 18..
1:C325-K330 w 73..
TMIES-T4 = 11,
1G37T5-K396 = 25
TAW421-K243 = 28
2:425-K38 = 1666,

32%
9%

Peptidehaptusity

Peptide Sequence

OVOLOOPGAELVE..
GLEWIGANPGMNGD..
SSSTAYMOLSELTSE. .
DYFPEPVTVSWNS...
DYFRPEPVTVEWNS...
DYFPEPVTVIWNS...
P DGVEVHNAK
VITVLHODWL..
CKVEME
NOVSLTCLVE: MOV,
GFYPSHANEWESM...
WOOGHVFSCEVM...
ASSEVIVIHWFOOE

(Companents

H W - Lew Ma Idertification

Peptide Sequence

Modification

# 1 [ Component BO2T 1:GA4-KE3 = 2182.0331m

3 2 [ Component BO3Z  1:G44-KED = 2182033 1m

® 3 ¢ Component B20Z 1:GA4-K63 = 2182.0331mIN55» Deamidati...
@ 4 [ Component B2OT 1:G44-KE2 = 2182.0321mIMN55« Deamidati...
# 5 [ Component B3 1:GA4-KES = 2182033 1mINS5+ NH3 loss)

% 6 [¥ | component RAAf 1:G4A4-KET = 2 182,033 1m(N55+NH3 loss)

. Expan Chackd componans | :
@'vs O , s.:'m Peptide Workbook» | CPecked

P

GLEWIGAIYPGNGDTSYN. ..
GLEWIGAIYPGHGDTSYN..
GLEWIGAIYPGNGDTSYN...
GLEWIGAIYPGHNGDTSYN. .
GLEWIGAIYPGNGDTSYN...
GLEWIGAIYPGHNGDTSYN. .
GLEWIGAIYPGNGDTSYNG..,
GLEWIGANPGMGOTSYNOK

None

Nane
Deamidation
Deamidation
NH3 oss
HHI loss
Ghyeation
None

N33
N55
N33
N33
K3

Defta [ppm] | Confidence Score

Fealculate % Rbundance

Best Oreeral
HAwerage Structural
Resolution

-0.51 100.0
0,73 100,90
-0.33 100.0
-0.23 100.0
-0.43 100.0
0.54 100.0
0.27 1000
-0.51 1000

11
1.1
1.1
1.2
1.3
11
31
1.1

Modification Mot

1.2

0B

% Abundancs
=
o

W

% Abundance ) Defsult ) Custom ®

' N55+Deamidation

siaq 0 ey spday [T

wiIRdS 7SN | W3R0S UR5 |In3 | UG uiosg | abRANGD AANLIS apdag BNy S Pusi |oARY pusi
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Save Peptide Workbook As — O *

i Enter a value between T and 10.

@) Create a New Peptide Workbook ) Select an Existing Workbook

Warkbook Name MAM Discovery Phase Chimeric IgG1_DP

Descniphion

Mumber of lsotopes 41%
per Peptide
Save Cancel




Stage 3: Data processing, analysis and reporting_Step 17

| Home | Peptide Mapping Anabysis | Load Results | Queue | Parameters | Process snd Review | Mapping . Target Peptide Workbook

||} Warkboak Manager

£ choose a workbook to edit

Creation Dake and Tiene Last Modified Time Mumber of Ertities

= [ ] Mame Category

MAM Discowery Phase Chimeric lgG 1 DP Targeted Peptide 11052021 11:52 AM 11052021 12:44 PM 80

| Mumber of Groups

™ v This PC » O5(C) » Xealbuwr » data

Organize » Mew falder
WR2-Stress Med ~ Name
s OneDrive - NIBRT

3 This PC

P 30 Objects
[ Desitap

£ Documents
& Downlosds
B Music

&= Pactures
B videos

2 05C)

b Network w

w0 2 Search data

Date modified Trpe Seze

Mo tems match your search.

[FITL A RRAAM Discovery Phase Chimeric 1gG1 DP peptide

Save as type .Binllhum'n ‘Workbook [.whbpf)

» Hide Folders
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Q Chromeleon Console

@ Back | |Creste| File Edit View Tools Help
Data « ||/ Folder ChimericlgG DP vs BS_SeqVariant
#  Sequence.
m Sequence from Worklist...
Instrument Method... p  Z=InsertRow - Fill Down (§lock “ Filtering = Grouping = f; Custom Columns - » & Find Next ~
|AL Processing Method... Type Level Position Wolume | | Method | Py ing Method Status Inject Time Lock Status Weight Dilution IntStd| Replicate ID | Comment Re-injections | Spike G
@ Report Template... lgG1 DP_1 Link 0 1.0000 MAM Proc Method_SegVarian... ; Ildle 1.0000 1.0000 1.0000 0
EZl  Injection Query | Create a new Processing Method | Unknown 1.0000 MAM Proc Method_SeqVarian.. | Finished 8/6/2020 3:15:56 PM +.. 1.0000 1.0000 1.0000 e
m Spectral Library clgG1 DP_2 Unknown 1.0000 MAM Proc Method_Seq\farian.. | Finished BI6/2020 T17:44 PM +. 1.0000 1.0000 1.0000 0
E View Setti clgG1 DP_3 Unknown 1.0000 MAM ‘“Froc Method_SeqVfarian.. | Finished B6/2020 11:19:32 PM.. 1.0000 1.0000 1.0000 0
iew Settings
< clgG1BS_1 Unknown 1.0000 MAM Proc Method_SeqVarian.. : Finished 8712020 4:27:08 AM +. 1.0000 1.0000 1.0000 0
O eWorkflow.. clgG1 85 2 Unknown 1.0000 AR Broc Nethod SeqVarian. | Finished ¢ 87712020 82308 &M +. 100007 10000° " 1.0000 0
#| Electronic Report... clgG1BS 3 Hnlnosn 1nnnn MAM Prar Mathnd San\farizn | Fimiched RITION 17-31-08 PM 1.0000 1.0000 1.0000 0
| Create Processing Method @ X
P ing Method L i /Defaul
Specify the layout and/or default settings of the new Processing Method by choosing a template or an existing Processing Method. 2?
|Gmseaﬁvcesa"\gMelhod I | |G\oo5em§ngﬁncesa'\gMelhod |
# Processing Method Layout Templates
ﬁ More...
A
Jh MAM % Proc . .
e i
I JJ\J( x ' :
R
H Basic Quartitative Quantitative 3D Quantitative Qualitative
v
# DefaultP) ing Method Templ
"~
7-Anion Retention 6-LCation Retention
Time: Stel Time: Stel v
Next>> || Cancel
< > | [ L4
R -
= MName A Type Date Medified Comment
Ey Instra e - -
k ChimericlgG DP vs BS_SeqVan... : Electronic Report  : 11/10/2021 10:24:43 AM +01:00
ﬁ Wiew Settings 10/8/2020 10:04:03 AM +01:00
‘ E MAM Processing Method View View Settings 11/6/2020 2:45:10 PM +00:00
C.. eWorl [£] MAM Report|gG1BS CQAs_01  iReport Template  11/11/2021 5:19:53 FM +01:00

Associated lellsJ\ Custom Sequence Variables ()

|\ Custom Formulas
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Compound Data Import x |
L B ™ R Processing [ Data Source @ raphy Studio _ *
Data Proces ome Processin | | BioPhamma Workbook Path: | C:\Users\Silvia'Desktop\ THERMO PROJECT 2021410. Nature Protocols\BPF3.2_MAM2_0 Interdab NISTmAb OE240_PQAs_pept a0
] - . Import | =1 = S
E - Name RT ~| Charge | PrecursorMass Isotope 1 Isotope 2 Isctope 3 Isotope 4 = 1\ || ] r N T m .
Cobra Componen e ) Export 7 hs 5 ol L o
Wizard Wizar i i i itati itati =
@ Adjust Rete VENK 1500 1 447 05630!  AAT0BEI0! 44398300 449261200 45026960 4 Basic Quantita... Quantitative 3D Quantitative
Mizon Comp 2 22413170 22413170; 22463310 22513420; 22563550 Loyt £
Data Processing VSN[Deamidation]K 1967 1 48240200 443240200 44924300 450245300 45124760 | 120 - Apex EEQYN[A2G2F]STYR Scan: #1612 RT: 17.45 min NL: 8 38E+005 FTMS + p ESI Full ms [200.0000-2000.0000]
«d EEQYNM|STYR 2 22462370 22462370; 225125100 225626200 22612750 *
g (+2) EEQYNIMIISTYR EEM[Oxidation|TK 2156 1 65328110! 65328110 65428390 65528270 65628400 110
g (+3) EEQYNMSISTYR 2 327.14420; 32714420: 32764560 328.14480: 32864560
4 EEQYN[A1GOFISTYR-5 ClCarbaxymethylation] KVSNK 45530 2 36868650: 36868650; 369.18790; 369.68750; 370.13200 | Ry 100 987.0888
% EEQYNIA1GOFISTYR (scoring) 3 24612680 246.12680: 24646700 246.79410: 24712780 5478
¥ig (+2) EEQYNIAIGOFISTYR 6.637 2 36917850 369.17850: 369.67990! 370.17850i 370.68000 904
¥l EEQYN[AIGOFISTYR 3 24645480; 246.45480; 24678900 247.12210; 247.45580 o587 boop
¥l (+2) EEQVN[MGOFISTYR EEMTK 8258 1 £37.28620 63728620 63328300 63928770 640.22300 80 ’
\fd (+3) EEQYN[AGOFISTYR 2 319.14670: 319.14670: 31964810 320.14750: 32064810 986.F210
4 EEQYN[M7]STYR-3 EEQYN[A2Ga2FISTYR 9290 2 164163220 164213380: 164263520 164163220 164313670 —AiAH 70
Vi EEQYNMTISTYR 3 1094.75720; 1095.09160; 1095.42580; 1094.75720; 1095.76020 7985
g (+2) EEQYN[MTISTYR EEQYN[A3G3F]STYR 5298 3 1108.43280: 1108.76710: 1109.10140: 1108.43280: 1109.43570 q 807 [o—
0383
g (+3) EEQYNIMTISTYR EEQYN[£2Ga1GTFISTYR 9363 2 1560.60580¢ 1561.10730¢ 156160880 1560.60580! 1562.11020 75 6708
4 EEQYN[AIGIFISTYR-4 3 1040.73960; 1041.07400: 1041.40830: 1040.73%60: 104174250 g 50 BET.F250
" ¥| EEQYN[A2GOF 9374 2 131752660 1318.02810; 1317.52660 1318.52950: 1319.03090 i
¥i§ EEQTNIRIGIFISTYR EQYN[AZGOFISTYR i 0] 932 Yo
«d (+2) EEQYN[AIGIF]STYR 3 878.68680: 879.02120: 87868680 B879.35540: 879.68970 1297 5124
% EEQYNIAIGTFISTYR (scoring) EEQYN[AIGZFISTYR 9381 2 1581.11910; 1581.62060: 1582.12210: 1581.11910: 1582.62350 = 1385/5202
¥l (+3) EEQYN[AGTFISTYR 3 1054.41510; 1054.74950; 105508380 105441510; 105541800 307 933,074
1288[018
4 EEQYNIMBJSTYR- 3 EEQYN[AZG2F]STYR 9.381 2 1479.57940: 1480.08050: 1480.58240: 1479.57940: 1481.08380 - 20 pas. 1380.0757
366.1382 i
i3 (+2) EEQYN[MEISTYR 10
‘!‘ (+3) EEQYN[MEISTYR 63 out of 63 peptides selected (540 isotopes)
R T — - -
4 EEQYNIA2G2FISTYR-4 counts [ [T=1T-AB Area=2479079. o] JII N T T N "
Yl EEQYN[A2G2FISTYR ch ;
W3 (+3) EEQYN[AZG2FISTYR ch - 5 [ -104
Wi (+4) EEQYN[AZG2FISTYR 5
e - : min
¥ig (+2) EEQYN[AZG2FISTYR [ | | - | - ‘ 20— ‘ | : | : ‘ mle !
4 EEQYNIMEISTYR-3 15.47 16.00 17.00 17.50 18.00 18.50 19.00 19.47 198 500 750 1,000 1,250 1,500 1,750 2,020
T
‘!‘ EEQYNMEISTYR o v Detection M5 Detection | M3 Component Table : Calibration  MS Settings M5 Library Screening  SST/IRC  Advanced Settings  Peptide Table  Composte Scoring
Compenent Table @
Injection List
= Group Area Drag a column header here to group by that column. Show Properties...
Instrument Method TR e
# Name Ret.Time - iindow Ref.Mass. Spec. Pezk.Maszs.Spec Filter Settings Channel Eval Type Stand.Meth. Cal Type ‘Cone.Unit -
W Baabmesssng e niaiGiFTYR 17457 050046 Quentiaton SORSO  (AIChamels  Aves Extrna Lin, VitOffet 1
- —
(A Non-Targeted MS Frocessing | (+3) EEQYHIAIGTFISTYR 17457 0500 4G Quantitation SORSID AliChannels  Ares Extermsl Lin, WithOfiset 1.
K Intact Protein Deconvolution — —
12 EEQYN[AZG2F]STYR 17472 0.500 AG Quantitation 510, RSID All Channels Lrea External Lin, WithOffset 1
Report Designer
@ - (+2) EEQYN[A2G2F]STYR 17472 0.500 AG Quantitation 51:0, RS0 All Channels Brez External Lin, WithOffset 1=
(=) 1| || 4 il 3 |
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& chromeleon Console -0
@Back  Create File Edit View Tools Help
ChimericlgG DP vs BS_SeqVariant
<Instrument Not Selected> |v|
[ Save (9)Studion =§ Print - [ Up | Z=InsertRow - U Fill Down (§lock |7 Filtering = Grouping | f; Custom Columns - - & Find Next -
S TIC o " the Ch P Level Position Volume | Instrument Method | Processing Method Status Inject Time Lock Status Weight Dilution IntStd | Replicate ID | Comment Re-injections | Spike G E
1l 1l it ti H
1 el et bt ol L el | 1.0000 MAM  Proc Mothod_ScqVarian.. | Finished | /612020 3.15:56 PM +.. 1.0000 1.0000 10000 0 g
2 | ps catuliial o B ChimericlgG1 DP_2 Unknown 1.0000 MAM 1 Proc Method_SeqVarian.. | Finished 8/6/2020 7:17:44 PM . 1.0000 1.0000 1.0000 0 :
3 | e sohulhal o B ChimericlgG1 DP_3 Unknown 1.0000 MAM + Proc Method_SeqVarian.. | Finished 8/6/2020 11:19:32 PM.. 1.0000 1.0000 1.0000 0
4|, b ala. 4@ ChimericlgG1BS_1 Unknown 1.0000 MAM » Proc Method_SeqVarian.. | Finished 8/7/2020 4:27:08 AM +.. 1.0000 1.0000 1.0000 0
5|1 tulad . . i ChimericlgG1BS_2 Unknown 1.0000 MAM 1 Proc Method_SeqVarian.. | Finished 8/7/2020 8:29:08 AM +. 1.0000 1.0000 1.0000 0
6], |___,_J__ " N E ChimericlgG1 BS_3 Unknown 1.0000 MAM 1 Proc Method_SeqVarian.. | Finished &/7/2020 12:31:08 PM.. 1.0000 1.0000 1.0000 0
Click here to add a new injection
v
i
I
4 [T o
———— -
MName - Type Date Modified Comment
ChimericlgG DP vs BS_SeqVari... ¢ Electronic Report  : 11/10/2021 10:24:43 AM +01:00
m [ Default Wiew Settings 10/8/2020 10:04:03 AM +01:00
‘ !g MAM Processing Method View View Settings 11/6/2020 2:45:10 PM +00:00
c. o | MAM Report lgG1BS CQAs_01 Report Template 11/11/2021 5:19:53 PM +01:00
Associated IJ\ Custom Sequence Variables {0} |\ Custom Formulas
= = S —— =
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s Spectral Plot Tools ChimericlgG DP vs BS_SeqVariant (Sequence) - Chromeleon Chromatography Studio

. | - *
Data Processing Home Layout Library > @
% &7 [ Injection M N I . | Chromatogram | Processing Method | [lf] Contour/3D Plot Jif! -t Plot Mass Spectra i MS AutoFilters ﬁ
FATAVIVAN ) -
bt EE] % /2 Channel }-Wrr — = | |+ Calibration Plot 5i] Peak Properties [ UV-Vis Spectra 58 Injection Rack . MS Components .
aste ma n
& i Peak Results Calib. & PM - m Interactive Results | %" Interactive Charts fi Fluorescence Spectra ﬂ Fraction Tray -E Tentatively [dentified Peaks
Clipboard Mavigation Presets Panes Linking
Data Processing « 2565 - Ij 5 - ChimericlgG DP vs BS_SeqVariant #1 integrated] 1200 - Apex GLEWIGAIYPGNGDTSYNQK Scan: #5626 RT: 53.91 min NL: 3.89E+007 Apex FTMS + p ESI Full ms [200.0000-2000.0000]
G| p—— IRT=50.01; Area=4417872834. %
_ ~| 25e8] 1125 ]
4 Inject Filter N4 1 §
15| ChimericlgG1 DP_1 o oI I Py ftegnd 1000 7286844
el
2 ChimericlgG1 DP_2 ot e 3 4 - ChimericlgG DP vs BS_SeqVariant #1 1082 5201
b T =
3 E ChimericlgG1 DP_3 o 1 Euﬂts RT=59.91; Area=1448967649. 87.5 728 8510 U .
47 ChimericlaG1BS_1 o} 1 o
5@ ChimericlgG1BS_2 [ s . T iy
. . -2.0e7 =
6f ChimericlG1B5_3 [ ; ,:8 ~ 7 3 ChimericlgG DF vs BS_Seqvariant 71 =5l 729.9180 10830312
= . (Fim = T M counts +RT=59.01; Area=1237427799. v
4 Channels = v | Frlter = [t E
1 = {0 B
Lk MS Quantitation ch 1115 ! \-\ . g
s o | g IS Yy g g |
8'037_ 3 2 - ChimericlgG DF vs BS_Seqvariant #1 ’ 8496739 F—
) e S T = d x : counts TRT=50.07, Area-D46362085. 0184 po3leny
2504
¥ig PKDTLMISR = 650,128 9745186
‘!‘ (+3) PKDTLMISR ch 12.5
$§ DTLM[Oxidation]lSR o}
¥ (+2) DTLM[Oxidstion]ISR o 0.0 - du L L L A s
gj (+1) DTLM[Qxadation]ISR ch I \
g DTLMISR ot / ] ’ 1257
L—r- . min miz
¥ (+2) DTLMISR o 5 - | ————
‘!‘ (+1) DTLMISR o 59.00 60.00 61.00 61.99 198 400 600 800 1,000 1,200 1,400 1,600 1,800 2,020
: ST -
\fj GLEWIGANYPGNGDTSYNGQK (W L Detection MS Detection MS Component Table  Calbration  MS Settings M5 Library Screening  SST/IRC  Advanced Settings  Peptide Table Composite Scoring
¥ (+3) GLEWIGAIYFGNGDTSYNGK o Component Table G)
\f\j (+4) GLEWIGAYPGNGDTSYNGK ch
‘!‘ (+2) GLEWIGAIYPGNGDTSYNGK ot Group Area Dirag a column header here to group by that column. Run Component Table Wizard... Show Properties...
g‘ GLEWIGAIYPGN[Deamidation]GDTSYNQK tF # Name Ret Time N Window Ref Mass Spec Peak Mass Spec Filter fet g’;ﬁﬁ;"“ Channel Eval Type Stand Meth Cal Type ConcUnit | =
:’i Gl RIG AN NDearsdhionlG RSO B 13 (+2) GFYPSDIAVEVESNGGPENNYK 52,000 0.500 AG GQuaniitation SIORSL0 Al Channels Area External Lin, WithOffset 1
¥ (+3) GLEWIGAIYPGN[Deamidation]GDTSYNGK ch
‘!‘ GLEWIGAIYPGN[NH2 loss]GDTSYNGK e} GFYPSDIAVEWESNGQPEN[Deamidation] | GFYPSDIAVEWESNGOPENNYK @ 0.600 AG Quantitation 510, RSI:0 All Channels Area External Lin, WwithOffset
¥ (+2) GLEWIGAIYPGN[NH3 loss]GDTSYNGK e 124 vk D800 [min]
Ll w
(+2) GFYPSDIAVEWESNGQPEN GFYPSDIAVEWESNGOPENNYK @ 0.600 AG Quantitation S1:0, RSI:0 A1 Channels Area External Lin, WithOffset
125 | [Deamidation]NYK 0.600 [min]
(+3) GFYPSDIAVEWESNGQPEM GFYPSDIAVEWESNGQPENNYK @ 0.600 AG Quantitation 510, RSI:0 All Channels Area External Lin, WithOffset
o o 126 | [Deamidation]NYK 0,600 [min]
T rument
GFYPSDIAVEWESM[MHS loss] GFYPSDIAVEWESNGOPENNYK @ 0.600 AG Quantitation 510, RSI:0 All Channels Area External Lin, WwithOffset
1 Bt Processing |27 carenk 1600 )
(+2) GFYPSDIAVEWESN[MNH3 loss] GFYPSDIAVEWESNGQPENNYK @ 0.600 AG Quantitation S1:0, RSI:0 A1 Channels Area External Lin, WithOffset
JQL Neon-Targeted MS Processing 128 GQPENNYK 1.600 [min]
(+3) GFYPSDIAVEWESN[MHS loss] GFYPSDIAVEWESNGQPENNYK @ 0.600 AG Quantitation 510, RS0 All Channels Area External Lin, WwithOffset D
(A Intact Protein Deconvolution 123 GQPENNYK 1.600 [min]
IQ = 130 GLEWIGAIYPGNGDTSYNQK 59.950 0.500 AG Quantitation 510, RS0 All Channels Area External Lin, WwithOffset
5 R .
L] D U A YRS B DT CWRIOILE EO OO0 0 END AT n bty CLn D0 L L W PRSP P Nrmm Cardmrm— Lin Ve bt 4 =
=) | (4] i d |
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L B ™ I ive Chart Tools ChimericlgG DF vs BS_SeqVariant (Seguence) - Chromeleon Chromatography Studio — b4
Data Processing Home Charts Injection Chart & @
% & a :ﬁb Injection M 'Ul' . pl . Ln\_)\_ Chromatogigm = Processing Method A Contour/3D Plot & |-t Plot Mass Spectra _'| M5 AutoFilters @
FIVAVIVAN h
— E=] /% Channel m i - |+ Calibration 5il Peak Properties [ UV-Vis Spectra 888 Injection Rack . MS Components S~ -
asie martLin
& fty Peak Results Calib. & PM = m Interactive EE Interactive Charts h Fluorescence Spectra @ Fraction Tray -E\ Tentatively |dentified Peaks
Clipboard MNavigation Presets Fanes Linking
Data Processing « | 3508 3 5 - _nimericlgG DP vs BS_SeqVariant #1 | Ily integrated] 120 Apex GLEWIGAYPGNGDTSYNQK Scan: #5625 RT: 59.91 min NL: 8 89E+007 Apex FTMS + p ESI Full ms [200.0000-2000.0000]
S p—— \RT-59.91; Area-4477872834. %
- A
4 Injec Filter N'd 110
13 ChimericlgG1 DP_1 ot
2 ChimericlgG1DP_2 ot ] | Loy At T 100 7266544
3] ChimericlgG1DP_3 o -5.0e7 -
Bl ChimercigG1 DP. T er 4~ Chimericlg6 DP vs BS_SeaVariant#1 1082.5201
J | ErEba o 1002 [ counts TRT=59.01; Area=1445967640. g
5[ ChimericlaG1 BS_2 o : 15 4510
6 [ ChimericlaG1 BS_3 ot md 1082}0183
=~  Filter N4
4 Channels = 'I : ||:| :I : , }I , 0]
L MS Quantitation [y -2.0e7 4 —— -
1 oo - A 3 - ChimericlgG DP vs BS_SegVariant #1 728.0180
Aume il | p— | RT=59.8T; Area=1237427799. 60 1093{0212
H = g o i ‘\I ¥
{4 Components (18 of 151) = \I
i 50
4 PKDTLMISR-2 '\\
‘\HPKDTLMISR ct J_—I%‘ | I| IIII I | I| IHI III HII ||| |[ho|}|]—. 4 a0
v, -1.01
¥ (+3) PROTLMISR & % 2 - ChimeniciaG OF vs BS_Seqvanant#1 c40.6750
4 DTLM[Oxidation]ISR - 3 | counts | RT=59.91; Area=946862085 30 7295519 9740154 oaleant
4 DTLM[Oxidation]ISR it 9T3.$146
¥ig (+2) DTLM[Oxidation]|SR o 20] csobizs o7abiss
gj (+1) DTLM[Oxidation]ISR CkH
4 DTLMISR-3 104
¥ig DTLMISR ot E - L il;_
¥ig (+2) DTLMISR o W o] o . L L |
¥ig (+1) DTLMISR ot [
4 GLEWIGAIYPGNGDTSYNQK-4 -104
"\j GLEWIGAIYPGNGDTSYNGK ok .
L miz
¥ (+3) GLEWIGAIYPGNGDTSYNGK ok . - S Il . . ‘ . . . ‘ - =
A 59.00 60.00 61.00 51.99 198 400 500 800 1,000 1200 1.400 1600 1800 2 020
Vg (+4) GLEWIGAIYPGNGDTSYNQK ok [
¥ig (+2) GLEWIGAIYPGNGDTSYNGK FF | Detection MS Detection MS Component Table Calbraion  MS Seftings  MS Library Screening  SST/ARC  Advanced Settings  Peptide Table  Composite Scoring 120 —
| = [ Chimericlg&1 DP_Y
Component Table @ 100 I ChimericlgG1 DP_2
m Injection List - -
[ ChimericlgG1 DP_3
=) et Method Group Area Drag a column header here to group by that column. Run Component Table Wizard... Show Properties... i‘ 30 M ChimericlgGl BS_1]
L # N Ret.Ti Window Ref M Peak M Fil ¥ g I ChimericlgG1 BS_2
-
lame et Time i ass. Spec. ‘eak Mass. Spec.Filter E 50 DChimericlgal BS_3
_ 123 (+2) GFYPSDIAVEWESNGQPENNYK 58.000 0.500 AG Quantitation E
ER
(A Non-Targeted MS Processing GEYPSDiAVEESHGHPENDeamidation] | GEYESDIAVEWESNGUPENNYK & 0.600 AG Quantitation
124 | v 0,600 [min] 1 20
LA Intact Protein Deconvolution (+2) GFYPSDIAVEWESNGQPEN GFYPSDIAVEWESNGQPENNYK @ 0.600 AG Quantitation a
125 | [Deamidation]NYK 0.600 [min] —1 - = ) o ~ D ) S = o
*‘?‘ Report Designer = = =
1o | (3 GFYPSDIAVEWESNGAPEN GFYPSDIAVEWESNGQFENNYK @& 0.600 AG Quantitation - GLEWIGAIYPGNGDTSYNQK
I e e i AN AR i
4 i P\ tectopic Drstribu J LFE
s
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oo

ChimericlgG DP vs BS_SeqVariant {Sequence) - Chromeleon Chromatography Studio

X
Home = @
iy % &7 M Injection | |=| Processing [ Chromatogram Plot ») Start
—j EE} fi\_ /7 Channel A Frame Plot LM Mass Spectra b start All Score All
Paste o Injections
[ Frame Report | : Idle '}
4, J&» Frame Frame Report | [ Processing Parameters Stop
Clipboard Navigation Panes Processing Status Scoring
Non-Targeted MS Processing « Method ; Alignment  Detection
o Start
4 |Injections et |
17 ChimericlaG1 DP_1 ' _
2 ChimericlgG1 DP_2 O Reitive |1 = ® Fed |
37 ChimericlaG1DP_3 Frame Parameters
4 E ChimericlgG1 BS_1 mJ/z Min: 200.00
5@ ChimericlgG1BS_2 m/z Max: 1.200.00
6 [3] ChimericlgG1BS_3
j m./z Width [ppm]: 10.00
4 Ci . Retention Time Start [min]: 1.00
Ju Lligned Base Peak cH
Retention Time Stop [min]: 50.00
. Reference Base Peak ch
L P e = Frame Time Width [min]: 1.00 — e > time
Maximum Number of Frames: |5.000 LIRSt AR
4 Frames
Peak Intensity Threshold: Scan Fiter(s): Advanced...
4 Processing Methods Fixed 000,000 o
A B =
MAM Proc Method Ve t_01
a st oo Auto-compute | TIC v
0.00 = %
Ry =
N No results found.
P -
B | c \ [ F [ 6 [ v [ 1 [ J4 ] K [ [ R~
Component ID | Mass RT Base Component PR Element PR Root PR Size Charge  |Molecular Weight
m/z min miz
o frames
pr-
Injection List
Inst Method
mh rument
2{? Data Processing
| A_ MNon-Targeted MS Processing |
jL Intact Protein Deconvolution
Ak i A4
Report Designer
Q < > Frame Table |ES >
[=] Hhit ( Frame Filter @ 2
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.

2 Bl ™ ChimericlgG DP vs BS_SeqVariant {Sequence) - Chromeleon Chromatography Studio — x
Home > @
ﬂ'_ & <] [ Injection |4 Chromatogram Plot () start
= B3 "}\_ _,f.? Channel | LA Frame Plot | 1Ll Mass Spectra b start Al Score All
Paste . i i — Idle Injections
Frame |7 Processing Parameters ) Stop
Clipboard Navigation Panes Processing Status Scoring
Non_Targeted MS Processing @ | Processing Methnd__é Alignment  Detection
Start
4 [njections Bet [
1% ChimericloG1 DP_1 '
2% ChimericloG1 DF_2 O Relatve 1 S @ Foed | | 1
3§ ChimericloG1DP_3 jimel
47 ChimericlgG1 BS_1 myz Min 200.00
57 ChimericloG1BS 2 m/z Max: 150000
6% ChimericlaG1B5_3
m/z Width [ppm]: 10.00
4 Channels Retention Time Start [min]: 1.00
i Aligned Base Peak ch Frame Time Width
Retention Time Stop [min]:
i Reference Base Peak ch =
i, Unialigned Base Peak i Frame Time Widith min]: = = > time
RT Start RT st
Maximum MNumber of Frames: | 5,000 ad
4 Frames
Peal: Intensity Threshold: Scan Filter(s): Advanced...
4 Processing Methods Fixed 1,000,000 Reset
MAM s Proc Method, Variant_01
m‘ i _SeqVariant. Auto-compute | TIC v
0.00 = %
u
e =
N results found.
] B [ ¢ [ b ] E [ F G o [ 1 [ 9 [ "k [ L [ m [ N [ O [ P [ @ [ R~
1 Component ID Mass RT Ratio Base Component PR Element PR Root PR Size |Charge  Molecular Weight
2 miz min miz
5 o frames v
» _Frame Table IKS >
Frame Filter @ v
Match |ALL ¥ of the following niles:
PR Element v = v (0 v @_) (D‘
PR Size v > v |1 v @‘JC‘J
=
Injection List
I ] Charge ¥ | is between v ¥ (2 v C‘!‘) (;l
Ratio v > v || 1000.00000 v (®)(=)
j}y Data Processing
)f\_ Intact Protein Deconvolution
@ Report Designer
(=)
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o Select an experiment type.

Experiment Types

Sequence Manager

Peptide Mapping Analysis

Oligonucleotide Analysis

Intact Mass Analysis

Top Down Analysis

Peptide Mapping Oligonucleotide Intact Mass Top Down

Analysis Analysis Analysis Analysis
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9 Chromeleon Console

©Back £ |Create

File Edit View

Tecls  Help

&) Folder ChimericlgG DP vs BS_SeqgVariant
m Sequence...
<Instument Not Selected> |~
m Sequence from Worklist...
Instrument Method... p < lnsert Row - (g Fill Down ﬂLock “F Filtering EGrouping f_.c Customn Columns - - l%),Find' Next -
‘;_'\& Processing Method... Type Level Paosition Volume | | Method | P Method Status Inject Time Lock Status \wleight Dilution IntStd | Replicate ID Re-injections | Spike G
||a Report Template... |c|gG1 CP_1 Unknown 1.0000 MAM Proc Method_SeqVarian.. | Finished 8/6/2020 3:15:56 PM +. 1.0000 1.0000 1.0000 1]
m Injection Query lgG1 0P 2 - Unknown 1.0000 MAM Proc Method_SeqVarian.. | Finished B/6/2020 71744 PM +. 1.0000 1.0000 1.0000 0
i spectral Library Create a new Report Template kngyn 1.0000 MAM Proc Method_SeqVarian.. | Finished 8/6/2020 11:13:32 PM.. 1.0000 1.0000 1.0000 0
E View Setti iclgG1BS 1 Unknown 1.0000 MAM Froc Method_SeqVarian.. | Finished B/712020 4:27:08 AM 4. 1.0000 1.0000 1.000( ]
iew Settings -

g oGBS 5 e . T P T = WA T Ampannn nnannn s 1.0000 1.0000 1.000C 0
O eworkdiow.. clgG1BS_3 f NewReport Template -5 X 100000 10000¢ 10000 0
Electronic Report... Gedas template X
— Choose a report template that is copied to the cument sequence. A

Category ' Themo Scientific Templates v
Default Templates A
= 5 E—a|
" Defat DAD  Diagnostcs for Vanauish
v
A
v | [AT1F[ Sheet1 /Shest2 /Sheets NN < (| *1
OK || Cancel
i I
e
Mame - Type Date Modified Comment
ChimeniclgG DP vs BS_SegVani... { Electronic Report 11102021 10:24:43 AM +01:00
= Default View Settings 10/3/2020 10:04:03 AM +01:00
Method View View Settings 11/6/2020 2:45:10 PM +00:00

[5 MAM Report|gG1BS CQAs_01 | Report Template 11/11/2021 5:19:53 PM +01:00

Associated lellsJ\

Custom Sequence Varables (0)

‘\ Custom Formulas




Stage 3: Data processing, analysis and reporting_Step 29-32

) ChimericlgG DP vs BS_SeqVariant (Sequence) - Chromeleon Chromatography Studio
Home | Insert | Page Layout

BB 3 8 | RRE B . @ H .

JC ]
Blank All Sheets... Integration Peak Summary All Tables... _A” Chromatogram Calibration All Plots... Retention Time Column Performance All Charts... Line Column All Charts... Picture Shapes
/\, Chromatogram - | Variables...

=]

,_,
3

Sheets M Report Tables P Report Variables M Plots P Result Charts M General Charts M llustrations M
Report Designer « B43 |
% (+5) WQAQGNVFSC[Carboxymethylation SVMHEALHNHYTQKSLSLSPG A A B | C [ Db | E F [ G v T 1 [ J ] K

% SSSTAYM[Oxidation]QLSSLTSEDSAVYYC[Carboxymethylation]AR
P (+3) SSSTAYM[Oxidation}ALSSLTSEDSAVYYC[CarboxymethylationlAR

% SSSTAYMIOxidationlQLSSLTSEDSAVYYCICarboxymethylationlAR U Sequence Overview
% (+3) SSSTAYM[Oxidation]QLSSLTSEDSAVYYCICarboxymethylationlAR

¥ SSSTAYMQLSSLTSEDSAVYYC[Carboxymethylation]AR 2
% (+2) SSSTAYMQLSSL TSEDSAVYYCICarbaxymethylationlAR T T
¥ (+3) SSSTAYMQLSSLTSEDSAVYYC[CarboxymethylationlAR 4 Mame: ChimericlgG DP vs BS_SeqVariant Created on: a/27/2020
% (+4) SSSTATMQLSSLTSEDSAVYYC[Carboxymethylation]AR 5 Instrument- ~ Updated on:
 GFYPSDIAVEWESNGQPENNYK b Imported data: True X
3 (+3) GFYPSDIAVEWESNGQPENNYK T First Injection:
(+4) GFYPSDIAVEWESNGQPENNYK 8 Processing Method: MAM b Proc Method_SeqVariant_01
»
% (+2) GFYPSDIAVEWESNGQPENNYK 9 MS Acquisition Time (min): 120.02
3 GFYPSDIAVEWESNGQPEN[Deamidation]NYK 10
% (+2) GFYPSDIAVEWESNGQPEN[Deamidation]NYK 11 DataVault: o ChromeleonLodsl Created by: Silvia Millan
% (+3) GFYPSDIAVEWESNGQPEN[Deamidation]NYK 12 Mumber of Injections: 2 Updated by
3 GFYPSDIAVEWESN[NH3 loss]GQPENNYK 13
¥ (+2) GFYPSDIAVEWESN[NH3 loss]GQPENNYK 14
3 (+3) GFYPSDIAVEWESN[NH3 loss]GQPENNYK :2
i i;?:F;LTgﬁﬁsg;—g\ggNQK 17 0. Injection Name Position Type |Instrument Method Processing Method Inject Time Status
AGA "
"o18
3 (+4) GLEWIGAIYPGNGDTSYNQK 19
3 (+2) GLEWIGAIYPGNGDTSYNQK 20
- 3 IR S B o EDIRSITELS I ChimericlgG1 DP_1 Unknown na. MAM Proc Method_SeqVariant_01|06/Aug/20 15:15:56] Finished
gl CREIGATEG M learmdalionlG B SN 22 |2 ChimericlgG1 DP_2 Unknown n.a. MAM Proc Method SeqVariant_01[06/Aug/20 19:17:44[ Finished
% (+2) GLEWIGAIYPGN[Deamidation] GDTSYNQK 23 3 ChimericlgG1 DP_3 Unknown na MAM Proc Method_SeqVariant_01]06/Aug/20 23:19:32| Finished
o GLEWIGAIYPGN[NH3 loss]GDTSYNQK 24 |4 ChimericlgG1 BS 1 Unknown n.a. MAM Proc Method_SeqVariant_01|07/Aug/20 04:27:08| Finished
% (+2) GLEWIGAIYPGN[NH3 loss]GOTSYNGK 25 5 ChimericlgG1 BS 2 Unknown n.a. MAM Proc Method_SeqWariant_01[{07/Aug/20 08:29:08| Finished
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