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Why MS matters?

&
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Protein Sample Prep: Complexity Across Applications
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= Full amino acid sequence
= Sequence variants 4 Lysine clipping
= Glycan analysis
= Disulfide bond mapping
» Lysine clipping
= Pyroglutamation, etc.
= Non-enzymatic PTMs



Streamlined Digestion: Magnetic Bead Workflow

Solubilized Protein
(Urea, Guanidine,
SDS, RIPA, 0BG, etc.)

Q
oo e
o ..
Magnetize

Add ethanol
or similar organic
solvent; 50 % or more¢

Add MPSP
Beads to sample

Remove supernatant

Remove
containing digested peptides

Supernatant

Supernatant

)

% Ethanol

@ Protein
() Detergent
Resuspend in :
digestion buffer ® Magpetic Bead
containing protegse, ®®  NaCl
Digest

MS ready
peptides



Promega’s Protein Mass Spec Sample Preparation Portfolio

Trypsin's

« Trypsin, Sequencing Grade

« Trypsin Gold

* Trypsin/Lys-C Mix

« Rapid Trypsin/Rapid Trypsin/Lys-C
« Trypsin Platinum

MS compatible surfactants

« ProteaseMAX™ (for in-gel & in-solution
digestion)

Protein Reference Materials

« MS compatible yeast and human protein
extracts (intact or digest)
* 6 x 5 Peptide Reference Mixture

Alternative Proteases

(specific)

* rChymoSelect
« Arg-C Ultra
 Arg-C

« ProAlanase

* rLys-C
 Lys-C

* Glu-C

* TrAsp-N
 Asp-N

Alternative Proteases
(low- & non-specific)
« Chymotrypsin

» Elastase

* Pepsin

Reagents for Biotherapeutic protein

characterization

* AccuMAP™ low pH digestion kit

* IsoQuant® Isoaspartate Detection Kit
* |deS and IdeZ

« EndoH

« PNGaseF

Promega

Mass Spectrometry

First class sample preparation reagents
for Protein & Antibody Analysis
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Promega’s Trypsins

Trypsin less likely to "miss”
cleavages at Arginine

~
Trypsin more likely to

“miss” cleavages at Lysine

Trypsin Platinum J

N\

-~
“@.m. Performance Trypsin/Lys-C mix J
_

000000

Trypsin Activity Reduced m.

000000

~
Trypsin Gold, MS Grade J
Mostly Trypsin Resistant ~

Trypsin, Sequencing Grade J

Trypsin digestion kits for specialized applications

-~

N\

Rapid Trypsin J Rapid and streamlined digestion

(

NS

AccuMAP™ low pH protein digestion kit J Artificial PTM-free peptide mapping




Trypsin sequencing grade

e ~N TPCK treated to inhibit

Reductively methylated chymotrypsin activity

lysine groups to minimize
autolytic digestion

Affinity purified to
remove additional
contaminants

— X\

Manufactured by encing G
. dified Trypsin

Promega since 1989! S~
Tnre FNIEL

Over 17500 Hits on
Google Scholar



https://scholar.google.com/scholar?hl=en&as_sdt=0%2C50&as_ylo=2024&as_vis=1&q=%22modified+trypsin%22+promega&btnG=
https://scholar.google.com/scholar?hl=en&as_sdt=0%2C50&as_ylo=2024&as_vis=1&q=%22modified+trypsin%22+promega&btnG=
https://scholar.google.com/scholar?hl=en&as_sdt=0%2C50&as_ylo=2024&as_vis=1&q=%22modified+trypsin%22+promega&btnG=

Trypsin Gold, Mass Spectrometry Grade

4 )
Reductively methylated
lysine groups to minimize
autolytic digestion

Affinity purified to
remove additional
contaminants

"typsin Gold, M2 Mass Spec

. = Spectrometry G
TPCK treated to inhibit S Qualified

chymotrypsin activity | .

Over 7000 Hits on Google
Scholar



https://scholar.google.com/scholar?as_vis=1&q=%22trypsin+gold%22+promega&hl=en&as_sdt=0,50&as_ylo=2024
https://scholar.google.com/scholar?as_vis=1&q=%22trypsin+gold%22+promega&hl=en&as_sdt=0,50&as_ylo=2024
https://scholar.google.com/scholar?as_vis=1&q=%22trypsin+gold%22+promega&hl=en&as_sdt=0,50&as_ylo=2024
https://scholar.google.com/scholar?as_vis=1&q=%22trypsin+gold%22+promega&hl=en&as_sdt=0,50&as_ylo=2024
https://scholar.google.com/scholar?as_vis=1&q=%22trypsin+gold%22+promega&hl=en&as_sdt=0,50&as_ylo=2024
https://scholar.google.com/scholar?as_vis=1&q=%22trypsin+gold%22+promega&hl=en&as_sdt=0,50&as_ylo=2024
https://scholar.google.com/scholar?as_vis=1&q=%22trypsin+gold%22+promega&hl=en&as_sdt=0,50&as_ylo=2024

Trypsin/Lys-C Mix, Mass Spec grade

Mixture of Trypsin Gold and rLys-C

Regular one-step
overnight digestion
with Trypsin

Missed K
(80-90% of

Ina wcal digest, missed cleavages)

10-30% of cleavage sites are '
“missed” (undigested).

Trypsin cleavage specificity

i

NNNNNKVNNNNN

Digested sample | Missed K |Missed R
Yeast extract 18.6% 3.6%
Mouse extract 6.6% 1.1%

N

Regular one-step
overnight digestion
with Trypsin/Lys-C Mix

Trypsin/Lys-C Mix misses
= fewer lysine cleavage sites
ssedK and increases overall

ssed proteolytic efficiency.

Trypsin/Lys-C cleavage specificity

Voo,

NNNNNEC NN NNNNNN

Digested sample | Missad.K | Missed R

Yeast extract 2.6% 4%

11788MC

Mouseextract \[ 2.9% | 1.5%

N



Trypsin/Lys-C Mix, Mass Spec grade

Tolerant for Trypsin-inhibiting contaminants (e.g. organic solvents, denaturants etc.)

Missed Cleavages Unigue Peptides Identified Proteins
2.5-fold drop in 25% Increase in 10% increase in
missed cleavages — unique peptides — identified proteins —

Trypsin - Trypsin/Lys-C Trypsin Trypsin/Lys-C Trypsin - Trypsin/Lys-C
Mix Mix Mix

Proprietary information. Not for further distribution.



Trypsin Platinum, Mass Spec grade

Recombinant ‘
Enzyme -
Improved purity.

No chymotrypsin 525
to inhibit! e
Nonspecific

soo—: / cle?vage \’
S

600 — M JLA A L’L NJL ‘ ﬁ Jt
c _
< N
S
N

400 —

200 —JT

0 2|O 4|O 6|O SIO 1 (I)O 1 éO 1 éll-O

Retention time (min)

Digestion with a
commercially available MS
grade trypsin

Digestion with Trypsin
Platinum



Trypsin Platinum, Mass Spec grade

High resistance to autoproteolysis — robust proteolytic efficiency

Commercially available MS grade trypsin

—

214nm

. |._, § ,lm_J._MN,,.,..JJ‘LA_JJL,,JL\, M ,J'k-uﬂlk N S »

After incubation
Autoproteolytic tryptic peptides

ez )

Before incubation

1

Trypsin Platinum

214nm
2 5

 —

After incubation

Autoproteolysis is significantly decrea

SN

Before incubation

-

— Trypsin Platinum is free of pre-existing autoproteolytic peptides



Trypsin Platinum, Mass Spec grade

' ™
Free of nonspecific cleavage activity @ A R
N J H Z'-§-. gy i
) . hlii:i t;i"::i 'ﬁ'“i fue
L mi— e
Superior autoproteolytic resistance sl .r_:.."__- i :-_;:::_';. ==:;
- g I:!:L:ﬁw =='ih Ifii-; -
L & l:
f ) § =:';.31-.=,=i:u.,=-. oy
Enhanced proteolytic efficiency B seatet $oef £aRE 500 L0 o s
. v :'..?:.1- =: :-r':‘:-:-:': L]
' ™
o View Google Scholar hits for
Excellent lot-to-lot reproducibility “Trypsin Platinum” since 2024
AN >y
' ™

Free of contaminating animal proteins



https://scholar.google.com/scholar?as_vis=1&q=%22trypsin+platinum%22+promega&hl=en&as_sdt=0,50&as_ylo=2024
https://scholar.google.com/scholar?as_vis=1&q=%22trypsin+platinum%22+promega&hl=en&as_sdt=0,50&as_ylo=2024

Rapid Trypsin and Rapid Trypsin/Lys-C

Thermostable trypsin, digestion at 70°C

No denaturants, reduction, or alkylation needed

No off-line clean-up prior to MS analysis

Trypsin/Lys-C format available

Denature,
Reduce &
Alkylate

2 hours

Trypsin
Digestion

4-18 hours

Sample

Heat advantage

Heat Qég
M,

High
temperature

Enzymatic activity

Low
temperature

time

Heat-induced unfolding
provides ready
protease access to
cleavage sites

Heat increases
enzymatic
activity



Comparison table

Trypsin Trypsin Sequencing Trypsin/ Rapid Rapid AccuMAP™

Platinum Gold Grade Trypsin Lys-C Mix Trypsin Trypsin/Lys-C Low pH Kit

Cleavage
Specificity

v

¥
<
<
AN
N
N

Digestion
Efficiency

Autoproteolytic
Resistance

Purity

Digestion Speed

Suppression of
Artificial PTMs

Tolerance to
inhibiting agents

Customization * * * * * * *

R RGNS RS

v
v
v
v
*
v

SR ND TR
 ARNID AR NI NP

Recombinant Porcine origin.  Porcine origin.  Enhanced Rapid results Rapid results. Suppression of
enzyme. High purity and  Available cleavage Automation- Enhanced deamidation
Hiahliahts Higher purity activity Ivophilized or efficiency. friencly cle_ax_rage and disu_lfide
ghlights frozen Tl efficiency scrambling
specificity inhibiting Automation-

agents friendly
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ProteaseMAX™ - MS
Compatible Surfactant




ProteaseMAX™ - MS Compatible Surfactant

» Improves in-gel and in-solution protein digestion

» Denatures and solubilizes proteins

« Degrades over the course of the digestion reaction, yielding products that are compatible with
mass spectrometry

Inaccecsible sitee Accescible cites with the addition
with trypsin alone of ProteaceMAX™ Surfactant

9

€ Trypsin & ProteaseMAX™ Surfactant



ProteaseMAX™ in-gel digestion

Cleavable Bonds Acid or
l_l temperature
_|
n::1 r\l\/\/sq Na —_— OH 4, HN \/\/au::::
/\/\/\/\/z ! /\/\/\/\/g |
ProteaseMAX™ Surfactant Hydrophobic Tail Zwitterionic Head

Conventional In gel digestion

Digestion 12-18 h

Prot_easel\_/IAX“"-
assisted in-gel
digestion
Peptide
extraction 1-1.5h 1h

v No peptide
v extraction

MS analysis MS analysis necessary
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Why using alternative proteases?

Trypsin cleavage specificity Q%\g %55;% 0
-OOIIIIIINIIIINN NI f@
NI ND DI NN Trypsin‘
NN
D -
Asp-N cleavage specificity ‘ Combine
% .y 0
DN NN N DI NN NN NN D
| " occasonaly y%\/\ Sequence Coverage
DD ND) D) O ‘ Digest rAsp-N  Trypsin Combined
LC-MS Search | Asp-N Trypsin ".\’.‘:5 I-JI;’"?
Heavy Chain| 94 88 100
Light Chain 89 80 100




Alternative Proteases

rChymoSelect™, Mass Spec
Grade

Arg-C Ultra, Mass Spec Grade

rAsp-N, Mass Spec Grade

rLys-C, Mass Spec Grade

Lys-C, Mass Spec Grade
ProAlanase, Mass Spec Grade
Arg-C, Sequencing Grade

Asp-N, Sequencing Grade
Chymotrypsin, Sequencing Grade
Glu-C, Sequencing Grade

Y,F L

R

Before D

K

K

P,A

R, K
Before D
Y, F, W
E

5.5-9.0
6.0-9.0
8.0-9.0
7.0-9.0
1.0-5.5
76-7.9
4.0-9.0
7.0-9.0
4.0-9.0

Recombinant Pichia pastoris
Porphyromonas gingivalis

Recombinant E. coli

Recombinant E. coli

Lysobacter sp.
Aspergillus niger
Clostridium histolyticum
Pseudomonas fragi
Bovine Pancreas

Staphylococcus aureus V8



rChymoSelect Protease, Mass Spec Grade

| | o rChymoSelect™ Protease p
(= .
» | || cleavages Does not cleave after Trp, enabling
s /\ accurate analysis of Trp oxidation
- <
§ | 8= o
* e — ” " "
WK ELMHACDEGTKNPORSTYV - \ Eliminates non-specific cleavages
Residue at Cleavage Site

Commercial chymotrypsin Free from trypsin contamination

A

cleavages

Resistant to autoproteolysis for cleaner
- —— peptide maps
YFLMHACDEGIKNPQRSTV -

% Total MS Signal

Residue at Cleavage Site



Arg-C Ultra, Mass Spec Grade

Recombinant C-terminal Cysteine
protease

cleaves exclusively at the C-terminus of
arginine residues

Highly Processive even in 6M urea

Protocols for Sequential or
Simultaneous Arg-C Ultra/Lys-
C digests in

Cleavage Frequency (%)

100+

80—

0=4

C-Terminal Cleavage Specificity

Bl Trypsin
El Arg-C
Bl Arg-C Ultra

COUQLLKORIMNEVINROR

% Fully Cleaved Peptides

-

(=}

(=}
|

80

60

40

20

o
|

0 2M 4M 6M 0 2M 4M 6M
Urea Concentration

| L L L
oA Q4

B Arg-C Ultra Efficiency
Bl Lys-C Efficiency


https://www.promega.com/resources/protocols/technical-manuals/500/arg-c-ultra-mass-spec-grade-protocol-tm754/
https://www.promega.com/resources/protocols/technical-manuals/500/arg-c-ultra-mass-spec-grade-protocol-tm754/

rAsp-N, Mass Spec Grade

80.0 -
70.0 -
60.0 -

£ 500
oy
S 400 -
=
o
L 30.0-
L
20.0 -
10.0 -
0.0 7= — — 100 -
ACDEFGHIKLMNPOQRSTVWY ~ 1Hour
N-Terminal Amino Acid of Identified Peptides - 18 Hours
0
L5}
z
a
@
o
S
S
N
1 2 3 4 5

# of Missed Cleavages per Peptide

¢ Promega



Lys-C, Mass Spec Grade

Digestion Resistant Denatured Protein

Protein due to tight

folding
Denature
6-8M urea
ﬂ

Digest with

Lys-C or

rLys-C
Dilute to

acceptable [urea] , q’s
and digest with Large
another protease. 9

Peptides

Make tightly folded protein analysis easier

Total Proteins Identified

Digest Complex Protein Mixtures

4000+

3000+

2000+

1000+

Human
Extract

Yeast
Extract

Total Peptides

20K 1

15K+

10K+

Human
Extract

Yeast
Extract

Cleavage Efficiency

100%-

75%-

50%-

25%-

Human
Extract

Yeast
Extract



rLys-C, Mass Spec Grade

Paired with Trypsin Gold in Trypsin/Lys-C Mix

Comparable Proteome Coverage to native Lys-C

Identified Proteins

(yeast extract)

600 -
524
5007 454
400-
300+
200+
100+
Pseudomonas Lysobacter
aeruginosa sp.
rLys-C Lys-C



ProAlanase digestion

ProAlanase, Mass Spec Grade

C-terminal cleavage specificity of ProAlanase

Optimal Performance with Short Digestion Times

Optimal Digestion at pH 1.5

o 60 -

o

o

c

S 40 -

O .

:hj Archaeological bone Histone oetanier

o 20 -

g (3 Proalanase

g . Proline

o 0- . Alanine
ACDEFGHI KLMNPQRSTVWY @ Hydroxyproline

Site of C-terminal Cleavage



Broad Spectrum Proteases

‘ Elastase ‘ Pepsin

met-ile-lys-glu-tyr-asp-ser-glu-arg-gly-glu-ile-phe-cys-his-arg-ile-ser-glu-leu-leu-glu-asn-,

’

n|B-sAo-|ea-1as-n|B-b1e-n|B-eje-1y)-a|1-sA|-use-ayd-e|e-dse-e|e-a|1-ble-a|1-1y)-e|e-SAEN

W
4@/ “Sfi

Elastase: Pepsin:

» purified from porcine pancreas « purified from porcine stomach

» cleaves at the C-terminus of alanine, valine, « cleaves at the C-terminus of phenylalanine,
serine, glycine, leucine or isoleucine leucine, tyrosine and tryptophan

* isactiveatpH9.0 * isactive at pHrange 1.0 - 3.0
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Peptide Mapping

®
&R G
AR e,
RS 4

" 1 Proteolysis

Trypsin or
alternative proteases

Methionine

oxidation Pyroglutamate
.)' formation
u__:J‘

S &

Lo
s ¥ . TTAVNRPKMFYDCNT....

( L. Amino acid sequence

Deamidation

E 1“‘:: Glycosylation

| --. Glycation

L Lysine clipping

Objectives of peptide mapping

= Full amino acid sequence
= Sequence variants

= Glycan analysis

= Disulfide bond mapping

= Lysine clipping

. PTEW
Non-enzymatic PTMs

Non-enzymatic PTMS:

« Deamidation

» Disulfide Bond Scrambling
* Methionine Oxidation




AccuMAP™ Low pH Protein Digestion kit

Conventional sample preparation AccuMAP™-assisted sample preparation
® . A 'Y
Y © o, 5 »
[ . & |54 [ @
44l A1
g : y .
Denaturation a few min at low pH  Denaturation Only authentic
Reduction 30 min at low pH Reduction PTMs ared
- . - recovere
Alkylation 30 min at low pH Alkylation /
/' 7 4h at low pH r DigestioAr%
v & 0 ae :’;o' . I~ &,
Additional PTMs ‘ s e ¢ P o Y o
are induced Yo +°
during sample S
preparation LC-MS or UV-HPLC LC-MS or UV-HPLC
Traditional sample prep at alkaline pH Suppression of artificial PTMs

introduce artificial PTM'’s



AccuMAP™ Low pH Protein Digestion kit

Suppression of sample prep-induced deamidation

RT: 40.55 - 50.468 3Sb . 5G

100
205
30
703
505
505
105
305
203
105

Conventional
digestion

41.00 41.44 42.39

“=.'* Unmodified peptide

/ Deamidated peptide

45_81 /

46 36 46.89 47.51 48.13 48.95 49.77

a44.22

o3
204
05
303
70%
505
5035
105

Relative abundance

203
203

105

o3,

Low pH digestion

40. 84 41_19 42 15 42 87
T

45.18

Deamidation is suppressed

/

45 1 7 46 80 47 05 47_90 4854 49 .29 49 .69
T T T T T T T T T T

44.09

T T T T T T T T
4‘1 = 5=4 4'—’

T T T T \ T T T T T T T
44 46 47 a8 49 50

Retentlon time, min

Model IgG was digested according to conventional and low pH methods and analyzed with LC/MS



Relative

AccuMAP™ Low pH Protein Digestion kit

Suppression of disulfide bond scrambling

abundance

XIC HC97-HC133
100 . 1340 7348
.1 Conventional \p scrambled bond
| digestion [ \po
ané f \‘\"E'E“
o] J N\

] 7162 7175 7208 7238 3.1 -~ \‘-’—_E'j 7416 7423 7437 7473 748 7519 7544 75.68 7592 7620
« Low pH Scrambling is suppressed
.| digestion /

ZU% ., 13T
B 720 — s T ?3?5' —— :':lli M o N 7‘?5,743,7;%1-:5 e :H, Foe o

Retention time, min

Study of disulfide bond scrambling in Remicade® and its BioSimilar Remsima ™

LC-MS/MS analysis of the antibodies digested at conventional and low pH conditions

140€+10

R

« 1.20E+10
= e . . .
S 100610 B Remsima™, conventional digestion
C  oaene

@ B.00E<08 . . . .
£ s I Remicade®, conventional digestion
~ . . .

@ 00 Remicade®, low pH digestion
Q. 200409 I I I I I

0.00E+00 = i Remsima™, low pH digestion
147 370 23 98 134 194

Scrambled disulfide bonds

Study by U. Michigan, MS BioWorks, LLC, Protein Metrics Inc. and Promega Corporation



Trypsin Platinum for Biotherapeutic Analysis

mAU A

TOO —
s00 —

S00 —

S00

200 —

<400 —\/_1

Increased
Peak
Intensity

'

100 —v‘k

Ab digested with AccuMAP™ Protocol supplemented with Trypsin Platinum

Increased
Peak
Intensity

Ab digested with AccuMAP™ Protocol supplementped with MS grade trypsin

Increased Increased
Peak
Peak .
Intensity Intensity

| v Resistant Site
v is Cleaved
Muﬂb .

T T T T T T T T T
50 100 120

Retention time, min



Additional Mass Spec Proteases for Biotherapeutic Analysis

ProAlanase, Mass Spec Grade

Heavy Chain Coverage

NIST mAb
Standard
>
lgG ProAlanase
(150kDa)  (1:40)
Reduced, PH1.5

Alkylated 2 hours

Light Chain Coverage

Arg-C Ultra, Mass Spec Grade

Panitumumab

(150KDa)

——

l0G Arg-C Ultra

Heavy Chain Coverage

Light Chain Coverage

(1:50)
2.4M Urea

Reduced, o vinrt

Alkylated

2 hours




IgG Degrading Enzymes IdeS and IdeZ

cleaves Immunoglobulin G (IgG) with high specificity at a single site below the hinge region

— yielding F(ab')2 and Fc fragments

¥V X &

= Fﬂ( -

a I
'8 deS (100kDa) DTT
lgG - Denature

(150kDa)
A
(50kDa)

&
S

[
Fd”  LC

» (25kDa) (25kDa)

Fc/2
(25kDa)

Hinge/CH2 Sequence IdeS IdeZ
Subclass (cleavage site: V) Activity  Activity
Human IgG1 CPPCPAPELLG Y GPSVF +++ +++
Human IgG2 CPPCPAPPVAY GPSVF +++ +++
Human IgG3 CPRCPAPELLG Y GPSVF +++ +++
Human IgG4 AHHAQAPEFLG ¥ GPSVF +++ +++
Mouse IgG1 PCICTVPEFSSVF — -
Mouse 1gG2a CPPCAAPNLLG Y GPSVF + +++
Mouse IgG2b CHKCPAPNLEGGPSVF — —
Mouse 1gG3 GSSCPAGNILG YGPSVF + +++




Glycosidases: PNGase F and Endoglycosidase H

High Mannose Structure

N.N’-diacetylchitobiose core 1 2 3

| | Heavy chain—e
A ldeS
Asn Fc/2 + glycans _ —PNGaseF
S
Hybrid Structure et et Light chain | “Fc/2
st o

PNGase F plus IdeSin a
single reaction

a3 BL4  BL4

Endo H is unable
Complex Glycan Structure to cleave N-linked

complex-type glycans

al,3 1.4

P F O sy
O FHE e ey
P P

- :Icm ::::?:2:, o fuoose | View Google Scholar hits V.iew Google Scholar
@ tamose for “PNGase F” since 2024 hits for “Endo H
since 2024



https://scholar.google.com/scholar?hl=en&as_sdt=0%2C50&as_ylo=2024&as_vis=1&q=%22pngase+f%22+%22v4831%22+promega&btnG=
https://scholar.google.com/scholar?hl=en&as_sdt=0%2C50&as_ylo=2024&as_vis=1&q=%22pngase+f%22+%22v4831%22+promega&btnG=
https://scholar.google.com/scholar?hl=en&as_sdt=0%2C50&as_ylo=2024&as_vis=1&q=%22pngase+f%22+%22v4831%22+promega&btnG=
https://scholar.google.com/scholar?hl=en&as_sdt=0%2C50&as_ylo=2024&as_vis=1&q=%22pngase+f%22+%22v4831%22+promega&btnG=
https://scholar.google.com/scholar?hl=en&as_sdt=0%2C50&as_ylo=2024&as_vis=1&q=%22pngase+f%22+%22v4831%22+promega&btnG=
https://scholar.google.com/scholar?hl=en&as_sdt=0%2C50&as_ylo=2024&as_vis=1&q=%22pngase+f%22+%22v4831%22+promega&btnG=
https://scholar.google.com/scholar?hl=en&as_sdt=0%2C50&as_ylo=2024&as_vis=1&q=%22endo+h%22+%22v4871%22+promega&btnG=
https://scholar.google.com/scholar?hl=en&as_sdt=0%2C50&as_ylo=2024&as_vis=1&q=%22endo+h%22+%22v4871%22+promega&btnG=
https://scholar.google.com/scholar?hl=en&as_sdt=0%2C50&as_ylo=2024&as_vis=1&q=%22endo+h%22+%22v4871%22+promega&btnG=

Choosing the Right Protease

TOUGH
STANDARD PROTEINS /
WORKFLOW MAX
COVERAGE

BEYOND PHARMA

TRYPSIN
AccuMAP +

IdeS/IldeZ
Trypsin
Platinum

Trypsin :
Gold Trypsin/
Lys-C Mix

Alternative
Proteases

Match the tool to your application
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Promega

kseniya.carr@promega.com

HB EASTPORT

eastport@eastport.cz LIFESCIENCE



mailto:kseniya.carr@promega.com
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