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A: OVERVIEW OF THE INTACT PROTEIN DEMO WORKFLOWS

Overview of the Applications for Intact Protein Demo Workflows

* The Intact Protein demo workflows contain examples of how to analyze intact, reduced, or partially cleaved
biotherapeutics.

* Spectral Deconvolution is used to analyze species of interest that are chromatographically well resolved.
— The RT ranges for deconvolution are selected in the TIC or UV data, or can be specified manually.

* Time-Resolved (TR) Deconvolution is used to analyze data that contains complex mixtures that are poorly

resolved.
— Each RT scan is deconvoluted to create an ion map of the deconvoluted data.
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A: OVERVIEW OF THE INTACT PROTEIN DEMO WORKFLOWS

Overview of the Intact Protein Demo Workflows

Intact_SpectralDeconvolution_MS_Demo:
* An Intact Protein analysis workflow with spectral deconvolution of each RT range that was identified in the TIC.

Intact_SpectralDeconvolution_MS+UV_Demo:
* An Intact Protein analysis workflow with spectral deconvolution of each RT range that was identified in the UV chromatogram.

Intact_TRDeconvolution_MS_Demo:
* An Intact Protein analysis workflow with time-resolved (TR) deconvolution.

Intact_TRDeconvolution_MS+UV_Demo:
* An Intact Protein analysis workflow with time-resolved (TR) deconvolution and UV peak detection.

Pepmap_ReviewSnapshots_Demo:

* A workflow to open or review saved results.

Intact_BatchProcessing_Demo:
* Aversion of the Intact_SpectralDeconvolution_MS+UV workflow that analyzes multiple data files, one sample at a time.
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Spectral Deconvolution with MS Data
Demo Workflow Information
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B1: SPECTRAL DECONVOLUTION WITH MS DATA DEMO WORKFLOW

Overview and Application: Intact_SpectralDeconvolution_MS_Demo

Intact Protein Analysis Demo
— Spectral Deconvolution (MS-Only Data)

&2
@ Demo Workflow Informatio

. . ( [B] Load RawData
* This workflow uses data from an intact cadi Dot B
. . et NLISTMIJ. ; @ RT Range Restricion I@
biotherapeutic molecule. et e ge e @ T
* This workflow uses the Total lon Chromatogram Ot P o sy (@ rosesmroansen
(TIC) to select the RT ranges for deconvolution. P o sea s s (iy )
* The search parameters in the Protein Mapping T % sl -
activity node are optimized to identify the intact b ‘Ez
- Fillers applied to keep only valid peaks. { B4l Peak Detection [Container]
(Fully Connected) molecule, as well as all other e :
. . . . . . &m%f;ﬂg@PMsxﬁxm |@ Protein Mapping 1
possible combinations with 2 Additional Chains. omesins s b & @
* For more information about how to use Biologics S (g mevenrens ®
Explorer software, refer to the Biologics Explorer R R @
Quick Guide and Intact Protein Template Workflow || o @ @ ®
Guidelines. = @ @
Difer ential Anafysis:
Aemartresrt @ )
- Highly Changing Features.
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Spectral Deconvolution with MS+UV Data
Demo Workflow Information
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B2: SPECTRAL DECONVOLUTION WITH MS+UV DATA DEMO WORKFLOW

Overview and Application: Intact_SpectralDeconvolution_MS+UV_Demo

This workflow uses data from a reduced
biotherapeutic molecule after IdeS digestion.

This workflow uses the UV trace to select the RT
ranges for deconvolution.

The search parameters in the Protein Mapping
activity node are optimized to identify the Fully
Reduced subunits (LC, Fd’, Fc/2).

For more information about how to use Biologics
Explorer software, refer to the Biologics Explorer
Quick Guide and Intact Protein Template
Workflow Guidelines.
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B2: SPECTRAL DECONVOLUTION WITH MS+UV DATA DEMO WORKFLOW

Annotate UV Peaks from MS

Annotate UV Peaks from M5 - Settings
* This activity node uses MS peak information to annotate the peaks in —
the UV Chromatogram. RT Tolerance: 0.05 Minutes
Observable: Volume w
* Arelated peak must elute in the specified RT Tolerance. Nomaize relative to: | Amnatated Pesks v
Annotation Report Mode: | Manual ~
o . o Annotations: |Protein L
* The UV absorbance is used to calculate the relative ratio of the UV Gcosyitin ’
peaks.
* A protein sequence is required to normalize UV absorbance values. oty Cancel | oply
* |If the UV normalization factor cannot be calculated, then the activity node
shows a yellow warning.
®* UV normalization is not available with TR Deconvolution.
®* UV normalization is not applicable for Targeted Mass Search because this activity
node does not contain the protein sequence.
(@ Filter Annotated Peaks :gﬂf:—e;:er“ujgx ;&;TTZ xd' :tnnr:)tate UV Peaks from MS o
Lt 20615 e b D10 DL A has Complete Time 1 :15:30 06/29/23
(@) Aotate Uv Peaks fom s —) —) Elpeed Time o
~ Message The normalized UV absorbances could not be computed due to missing and/or duplicated annotations.
1row (1 selected)
/_\) Data GlWQuantit\esI- Summal'vl
/SCIEX
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TR Deconvolution with MS-Only Data
Demo Workflow Information
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B3: TR DECONVOLUTION WITH MS-ONLY DATA DEMO WORKFLOW

Overview and Application: Intact_ TRDeconvolution_MS Demo

Intact Protein Analysis Demo
— Tima Resohved Daoonvoluon (MS-Only Data)

@ Demot eur Inferaali

L oadl Raw Data: (B) vost Rawpas
*  This workflow uses data from a reduced e gﬁm -
biotherapeutic molecule after IdeS digestion. @w ©® e
° Each RT scan is deconvoluted create anion mapof O i
the deconvoluted proteins. e =i @
s LT ) —
* The search parameters in the Protein Mapping e (g o vt
activity node are optimized to identify the Fully {iﬁiﬁ"ﬁ";m ©
Reduced subunits (LC, Fd’, Fc/2). P i (R Pt
ety @ (®
* For more information about how to use Biologics & ®
Explorer software, refer to the Biologics Explorer D'”:T;;w @ T §
Quick Guide and Intact Protein Template Workflow & @ @
Guidelines. = @ @

-
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TR Deconvolution with MS+UV Data
Demo Workflow Information
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B4: TR DECONVOLUTION WITH MS+UV DATA DEMO WORKFLOW

Overview and Application: Intact. TRDeconvolution MS+UV_Demo

Intact Protein Analysis Demo
—Time Resobved Deconvolution (MS and UV Data)

* This workflow uses data from an intact = | (g srone &
biotherapeutic molecule. e fi‘*“ e
e Each RT scan is deconvoluted create an ion map of i Pt e ——
the deconvoluted proteins. s @) oo &
H 4 . UV Data Prepared for Analysis: '/5\
* The search parameters in the Protein Mapping o p—— il
o . . . . . . Crwomatogram View: Y li%\ TR Decomahuon
activity node are optimized to identify the intact B e sy G
(Fully Connected) molecule. ' | (Bg ro musin e
P‘?‘-:;?Na:&:o::edﬁemmﬂm. @
* For more information about how to use Biologics o @) s
. R defined for expecied PTMs/iglycans. /;\ I/-?.\I
Explorer software, refer to the Biologics Explorer Tt ot ) ®
Quick Guide and Intact Protein Template Workflow QR ®
Guidelines. S QL o smeseion <)
-MS annotations applied to UV Peaks. /E:,_ A R ( @.
e @ ® ®@
= @ @
= ©) @ )
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Review Snapshots
Demo Workflow Information

SCIEX)

B5

16



B5: REVIEW SNAPSHOTS DEMO WORKFLOW

Overview and Application: IntactProtein_ReviewSnapshots _Demo

Intact Protein Analysis - Review Snapsnots
-- Review Saved Protein Mapping Results

& Demo Workflow Information ‘F

Load Annotated or Reviewad Snapshots. Load Snapshots (Same Batch) Load Snapshots (Different batches) [Container]

. Deactivate Review Results to view: . .
Display and Review Results: Review Results (Same Batch) - Sequence-free snapshots (no annotations) Review Results (Different Baiches)
- Targeted Mass Search snapshots

Reviewed Results Exported to:
- PDF and Excel.

- Snapshots. | ELA | &
Review Results from Same Batch Review Results from Different Batches
i.e. samples processed together, with the i.e. samples processed separately,
same peal detection. with different peak detection.
Double Click to Capture Motes: Double Click to Capture Motes:

* This workflow uses saved Snapshots to show results that have protein annotations.

* For more information about how to use Biologics Explorer software, refer to the Biologics Explorer Quick Guide and Intact
Protein Template Workflow Guidelines.

>
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B5: REVIEW SNAPSHOTS DEMO WORKFLOW

Review Saved Results
Feview Results

D, Proteins X
Y VW Y | @ Review ~ x €& nﬂ|§|ﬂ :

M Range Peak Id Protein Mame Disulfide Bonds ~ Modifications Glycosylation
w 1 Full Range 1 672LC 2¥5-5
W 2 Full Range 1 1832 LC4AC 3 a5
» 3 Full Range 2 1706 HC 5¥5-5 GIn-=pyro-Glu + Lysdoss
W 4 Full Range 2 4198 HC-HC-LC-LC 16%5-5 2*GIn-=pyro-Glu + 2*Lysdoss  GOF + GOF-GlcMAC
W 5 Full Range 2 4199 HCHCLCC 16%5-5 2*GIn->=pyro-Glu + 2*Lysdoss 2¥GOF
' & Full Range 2 4200 HC-HCACAC 16%5-5 2*GIn-=pyro-Glu + 25Lysdoss  GOF + GIF
x 7 Full Range 2 4201 HC-HCLC-LC 16%5-5 2*GIn-=pyro-Glu + 2*Lysdoss  GOF + G2F
' 3 Full Range 2 4201 HCHCACAC 16%5-5 2*GIn-=pyro-Glu + 25Lysdoss 25G1F
W 9 Full Range 2 4202 HC-HC-LC-LC 16%5-5 2*%GIn-=pyro-Glu + 2*Lysdoss GIF + G2F
W 10 Full Range 2 4203 HCHCACAC 16%5-5 F*GIn-=pyro-Glu + 25Lysdoss  2¥GIF

* The Review Results activity node opens a copy of the previous analysis.
— Any previously accepted or rejected proteins have the applicable entry in the Flags column.
— Another stage of review is then possible.

— The reviewed sbf files and a new report can be saved.

SCIEX)



Intact Protein Batch Processing
Demo Workflow Information
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B6: INTACT PROTEIN BATCH PROCESSING DEMO WORKFLOW

Overview and Application: IntactProtein_BatchProcessing Demo

Intact Protein Analysis - Batch Processing Demo
-- Spectral Deconvolution

| @ Demo Workflow Information ?

Batch lterative Processing: _ il I Batch lterative Processing
- Data loaded and processed in LI

the container folder.
@ Review Results Display and Review Results.

Double Click to Capture Motes:

Summary Report Exported to:
- POF.

Data Yisualization:

_) Chromatogram Yiew

Chromatogram View: T Results Exported to:
- TIC of raw data with metadata. oa ) lon Maps before Restrictions - PDF and Excel.
o - Snapshots.
lon Maps before Restrictions:
- Montage view before range restrictions. _| lon Maps after Restrictions él

lon Maps after Restrictions:
- Montage view after range restrictions.

LW Data (Optional):
- Montage view after LV processing.

e @O o

This workflow uses sequence information from metadata that was imported into the workflow to analyze
multiple samples independently.

For more information about how to use Biologics Explorer software, refer to the Biologics Explorer Quick Guide
and Intact Protein Template Workflow Guidelines.

SCIEX)



B6: INTACT PROTEIN BATCH PROCESSING DEMO WORKFLOW

How to Use the Batch Processing Workflow

Use this workflow to analyze multiple samples independently.
* The samples do not require consistent chromatography.

* The samples can have different protein sequences.

All samples and their associated metadata are analyzed in the Batch Iterative Processing container.
* Intermediate results for each sample are not saved when the Batch Iterative Processing container is used for
data analysis.

* To optimize workflow parameters, deactivate the Trash icon for activity nodes in the Batch Iterative Processing
container, and use a single representative sample.

*  To save memory when large numbers of samples are analyzed, activate the Trash icon for activity nodes in the
Batch Iterative Processing container.

-
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B6: INTACT PROTEIN BATCH PROCESSING DEMO WORKFLOW

Load Raw Data: Experiment Names and Metadata

Larapas TO @nalyze replicate samples from different acquisition files:

ﬁ 1. Select Use File Name as Sample Name in Load Raw Data.
.@b Metadata Impart
a7 2. Use the File Name (name of the wiff or wiff2 container file) in the Experiment column of the

txt file for Metadata Import.
* To analyze multiple samples from a single acquisition file:
1. Do not select Use File Name as Sample Name in Load Raw Data.

2. Use the Sample Name in the Experiment column of the txt file for Metadata Import.

IC5) Home (Personal)/Intact_Batch

Load Raw Data - Settings
Mame

i General; Advanced Display |5y 3CS . wiff2 F I Ie name

MName: Batch Processing
romat IS EEX WiﬁlTwo = | | = (=) Home {Persnnal]ﬂnﬁct_ﬁa
Use File Mame as Sample Mame
Enable Numbering of Samples b
nable Raw Data Pareing [ NIST-HC-sMRM-3CS-EAD4 [4]
L] MIST-HC-sMRM-3CS-EAD3 [3] \

[ NIST-HC-sMRM-3CS-EAD2 [2] Sample names
[ NIST-HC-sMRM-3CS-EAD1 [1]

>
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B6: INTACT PROTEIN BATCH PROCESSING DEMO WORKFLOW

Metadata Import

Load Faw Data * To analyze multiple samples with the same sequence:
i}

— Deactivate the Trash icon, and then activate the Bypass icon for Metadata Import.
El stz mpent — On the Sequences tab in Protein Mapping, select From Text or From Fasta File.

* To analyze multiple samples with different sequences:

— Use Metadata Import to select the FASTA file (protein sequence) that will be used for
identification in the Protein Mapping activity nodes.

* Upload a txt file with Metadata Import that links each sample to the correct FASTA file.
— The name in the Experiment column must be the same as in the Experiment table in Load Raw Data.

— The name in the Fasta File column must be the same as the name of the FASTA file that is in the specified Fasta
File Directory, including the file extension (fasta or txt).

P A B

1 |Experiment Fasta File Sequence(s): From Metadata: Fasta File, Sequence ID=s {optional) w Mame

2 |20210203 Adalimumab tryptic 2ug ECD_1 Adalimumab.fasta ] Define Fasta File Directory [#] Adalimumab.fasta
3 20210130 Herceptin IDA ECD Most intense _1 Herceptin.fasta Directory: |E.fasta | IE [# Herceptin fasta

4 |20210130 Rituximab IDA ECD Most intense _1 Rituximab.fasta [E] MIST fasta

5 |20210901_NISTmaAb TimeCourse_Control_4ul EAD 1 |NIST.fasta [#) Rituximahb fasta

-
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B6: INTACT PROTEIN BATCH PROCESSING DEMO WORKFLOW

Metadata Import: Create the Metadata File
Metadata Import

8 * To create the metadata file in Excel or Notepad:
Fles/Faders: (30310203 Adaimimas Iy o0 ECD_Twite | |5 1. Select the samples for batch processing in Load Raw Data.
20210130 H_erc:gptin IDAECD Most i_ntense _ 1w, %
3331333f_RNtlSTm.AEﬁ%Ee%ﬂ”lset_clmrm_‘im_'.'.'.E 2. Open the Metadata Editor table.
3 3. Select all of the entries in the Metadata Editor table, and then select
Metadata Editor
S 2|9 0e|s BB E PR B @ copy.
Nome , , Group _| Description 4. Paste the entries into the Experiment column of the metadata txt
20210203 Adalimumab tryptic 2ug ECD_1 wiff2 ~
20210130 Herceptin IDA ECD Most intense _1.wiff2 .
20210130 Rituximab 1DA ECD Mostintense _1.wiff2 fl Ie .
20210901 _MNISTmAb TimeCourse Control_4ul EAD 1 wiff2

5. Delete “.wiff” or “.wiff2” from the end of each name. (Tip: Use the

Note: Any metadata added in the Load Raw Data )
Replace command in Excel or Notepad.)

Metadata Editor table must be completed for all rows

all samples). . . . . .
( ples) 6. Type the applicable FASTA file name in each row in the Fasta File
Experiment Fasta File column.

20210203 Adalimumab tryptic 2ug ECD_1 Adalimumab.fasta

20210130 Herceptin IDA ECD Most intense _1 Herceptin.fasta 7. Save the file in txt format, and then upload the file in the Metadata
20210130 Rituximab IDA ECD Most intense _1 Rituximab.fasta L.

20210901 NISTmAb TimeCourse Control 4ul EAD 1 |NIST.fasta Import activity node.

-
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B6: INTACT PROTEIN BATCH PROCESSING DEMO WORKFLOW

Restriction of RT and m/z Ranges

&) rTraneresticion— © To optimize settings and select applicable ranges, deactivate the Trash icon.

T}

° To identify the RT ranges where there is meaningful data, open (double-click) Load
miz Range Restriction
o J Raw Data after the data is loaded.

— Unless minor components are of interest, limit the ranges to the target protein.

— Make sure that the selected ranges are wide enough to include all of the samples.

— If the molecules require very different ranges, then activate the Bypass icon on the
Range Restriction activity nodes

SCIEX)

RT Range Restriction - Settings

RT Minimurm: |5 Minutes
RT Maximum: |9 Minutes

Apply

m/z Range Restriction - Settings

m,fz Minimum: |700 Da
m,fz Maximum: |2500 Da

Apply




B6: INTACT PROTEIN BATCH PROCESSING DEMO WORKFLOW

Batch Iterative Processing Container

* The Batch Iterative Processing container is not the same as other Biologics Explorer software containers.

— Only intermediate results from the last sample to be processed can be opened from the activity nodes in the Batch Iterative
Processing container.

i} Batch lterative Processing ) ) o
:L * To open the intermediate results of an activity node,
deactivate the Trash icon before the workflow is started.

”WSUE?rwtlazatPtrfr;a‘,srlicziinS;’ﬂhgsamples quDS:fdzrlzcﬁwssszianrgp\es -Dlg?lgzil:gacnumeﬂsmguseT\C -PFQﬁII;rDsefuC\ELolgiaﬂswfeatures ri:tcljariuin:faft:;iti}ledeﬂned ¢ DO nOt aCtivate the TraSh icon for aCtiVitieS that are used in
- Range restrictions defined. the PD F Report.
Load Raw Data
Metadata Import ]
] =) RT Range Condensing m Specium Protein Mapping L . . . - .
-0 &3 D e m £ s -2 *—— Activity nodes in the Batch Iterative Processing
RT Rangs Rastigian e R ulian Spectrum T .Q. . .
0 &g {8 i ‘o g container do not have a Run or Reset icon.
& @ ‘n'ju,o Mass Range Restriction @ valid Feature Filter @0
@g lon Mapﬁ(@ Sp:gl‘ﬁ?swmmmn % Highest Fezture Filter « o . . . .
P %0 e « Activity nodes in the Batch Iterative Processing container
m EE;TS;T?\II;HSL Subtracti -
’ | |Te cannot be run individually.
e = . :
To use a Save Snapshot or Export activity node in the Batch
- Iterative Processing container, deactivate the Block icon
Note: If activity nodes in the container have the Bypass icon activated, then before the workflow is started.

the container shows a yellow warning symbol.

>
/SC'E)() 26



B6: INTACT PROTEIN BATCH PROCESSING DEMO WORKFLOW

UV Data Processing

- * All activity nodes for UV data have the Bypass icon activated in the template
=)
v workflow.
) * To use UV peaks in the data to identify the RT ranges for deconvolution:
. 1. Deactivate the Bypass icon and then activate the Trash icon (to save memory) for all of
) the activity nodes with the prefix UV and Annotate UV Peaks from MS.
&
7 )
5o
K

. Annotate UV Peaks from MS uses MS peak identifications to add annotations to the peaks
in the UV chromatogram. The peak must elute in the specified RT Tolerance.

-
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B6: INTACT PROTEIN BATCH PROCESSING DEMO WORKFLOW

Protein Mapping: Sequences

@ Frotein Mapping

W

Protein Mapping - Settings

Glycosylation _ Disulfide  Coniugates  Annotations
General |  Sequences Modifications

X

Report  Display
Clipping

Sequence(s): I From Text

~

o

Sequences: |*HC

=LC

QVTLRESGPALVEPTOQTLTLTCTFSGFSLSTA

DIQMTQSPSTLSASYGDRVTITCSASSRVGY

[] Enzymatic Digestion

Consensus Sequence(s): | From Text

Sequences:

Cancel

®
4
H

Apply

SCIEX)

Sequences tab:
° Sequence(s):

— If all samples have the same sequence, then select From Text and type the
sequence, or From Fasta File and select the applicable file.

— If different samples require different sequences, then select From
Metadata: Fasta File, Sequence IDs (optional), and then browse to the
location of the folder that contains all of the applicable FASTA files.

Sequence(s): From Metadata: Fasta File, Sequence IDs (optional) -~
Define Fasta File Directory

Directory: |Icfasta =

* For more information, refer to the next page: Review Results: Protein Name in FASTA
Files.

28



B6: INTACT PROTEIN BATCH PROCESSING DEMO WORKFLOW

Review Results: Protein Name in FASTA Files

* If the protein sequence names are unique across the FASTA
files used for identification:

File

Edit
EVQLVESGGGLVQPGGSLRLSCAASGYTFTNYGMNIWVRQAPGKGLEWVGHINTYTGEPTY.
>LC(Bevacizumab)
DIQMTQSPSSLSASVGDRVTITCSASQDISNYLNWYQQKPGKAPKVLIYFTSSLHSGVPS

Format  View Help

mj *Rituximab.fasta - Notepad
File Edit Format View Help

QVQLQQPGAELVKPGASVKMSCKASGY TFTSYNMHWVKQTPGRGLEWIGATYPGNGDTSY
>LC(Rituximab)
QIVLSQSPAILSASPGEKVTMTCRASSSVSYIHWFQQKPGSSPKPWIYATSNLASGVPVR

File Edit Format View Help

EVOLVESGGGLVQPGGSLRLSCAASGYTFTNYGMNWVRQAPGKGLEWVGWINTYTGEPTYY
»LC
DIQMTQSPSSLSASVGDRVTITCSASQDISNY LNWYQQKPGKAPKVLIYFTSSLHSGVPSI

j *Rituximab.fasta - Notepad

File

Edit Format View Help

QVOLOQOPGAELVKPGASVEMSCKASGYTFTSYNMHWVKQTPGRGLEWIGAIYPGNGDTSYI
»LC
QIVLSQSPAILSASPGEKVTMTCRASSSVSY IHWFQQKPGSSPKPWIYATSNLASGVPVRI

SCIEX)

If the protein sequence names are not unique across the
FASTA files used for identification:

— The protein sequence name in

Review Results is the same as the

name in the FASTA file.——M

Note: If the names are too long, then
some table columns in the PDF report

might be missing.

— The protein sequence name in

Review Results includes the FASTA

file name. )

&l = tactAuto+L ¥ Review Results = 2=
Y. Mass Spectrum x {A SpectrumTa.. x {A, PeakTable x
.
=T Ve | (.2, Annotati i
©ssmo0 5 o= R 12}, Annotations 3 1 rows
16000 Experiment Meme  Amnotations 5 | | Row Protein Disulfide Bonds Madifications
14000 201906 15_Bevacizumab_10ug |F=ak-087 vacizumab) HC (1655 |
20190615 Bevacizumab_10uo [N o
12000 20130615 _Rituximab_1dug_o| Pek-070
2 10000 20190615 Ritusimab_10ug_0| =k 073 < >
2 20190615 Trastuzumab_10ug FeK15% 1 -
3 8000 peak_155 1 Row Pesk_174
H Pesk_172 1
6000 e 1 | erotmn HC{Bevadizumab)-HC Bevadizumab) L C (Bevacizumab
= )4 ClBevaczumab)
4000 fpeacizs L 1]
2000 J— Peak_175 1 Disuifide Bonds 16755
14385810 154720.10 peak_176 1
0 - - - ) Peak_177 v Modifications 271ysdoss
Mass 1.45-10° 15108 1.55-10° < > PR - hd
|ZD1906lﬁje\taczumabilﬂugjlCJ.HUmMiAmnciﬂ.Zilsmmiuvil: Spectrum_2 | 5 rows (1 selected) 15 rows (1 selected)
', Proteins x ‘o, Quantities x
=T T Q| @ reven =T vVEa|
x
Fraction Range Peak1d | Protein Name Protsin Fz
20150615 Bevacizumab... Spectrum_2 cizumab) HC(Bevacizumab)-L C(Bevacizumab) HC HC LG (Bevad LC +16%55 + 27 ysoss +GOF +G0..
201906 15_Bevacizumab... HC| -HC| -LC -LCH +16%5-5 + 2" ysloss + GO + GOF
20190615 Pevacizumab... Spectrum_2 vacizumab)- C(Bevadzumab) L C(Bevaczumab) + 16*5
20190615 Bevacizumab... Spectrum_2 HC +HC L.C -C +16%55 + 2"Lys-doss +G2 +Mang
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