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CB14057 HTA-
Protease 3.0 1.5-4.0 70 °C 38-100 °C E, L, F >2 years
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CB23726 HTA-
Protease 3.0 1.8-4.2 70 °C 40-100 °C E, L, F >2 years
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One-Step 30-Minute Sample Preparation

Novel ID’s and New Sequence and PTM’s

HTA-Proteases Available CinderBio
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Simple Histone Coverage from Lysates

HTA-Proteases function optimally in 
hot acid that denatures sample 
proteins and blocks disulfide 
reformation. No Chaotropes or IAA 
needed for rapid sample preparation.

Deep De Novo IgG Sequence Coverage

Reconstitute sample in 
reducing acidic buffer with 

HTA-Protease
Incubate 80°C, 5-60 min

Add Sample and Heat 30 min

No Sample Loss/No Manipulation 

HTA-Proteases provide 
improved coverage for specific 
protein classes when 
combined with trypsin digest 
data. (A) Scatter plot of 
protein coverage with trypsin 
alone vs. trypsin in 
combination with HTA-
Protease data. Proteins with 
<20% coverage improvement 
are in grey, proteins with 
>20% coverage improvement 
are colored by classThe
dashed line indicates the 20% 
improvement boundary. (B) 
Bar plots showing coverage 
contributions by trypsin (red), 
CB14057 (blue), and CB23726 
(green) for representative 
proteins from each listed 
class. 

Commercially available K562 whole-cell lysate HTA-protease digestion  with no 
chemistry or manipulation. Data publicly available on PRIDE.
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Tryptic
Coverage

on 45°

HTA-Protease additional sequence coverage

New ID’s, Hormones, & PTM’s in Blood
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A)

B)Krakatoa Precursors per Protein
Albumin

Serotransferrin

Apolipoprotein A-I

Ig heavy constant gamma 1

Haptoglobin

Trypsin Precursors per Protein

Apolipoprotein B-100

Complement C3

Alpha-2-macroglobulin

Albumin

Complement C4-B

1.E+03 1.E+04 1.E+05 1.E+06 1.E+07

ALB
APCS
IGKC

APOA1
FGA
TF

IGHG1
IGHA1
KNG1
FGB
HPX

SERPINA1
HP

HBA1
IGHG4
A1BG
FN1
TTR
CFB
A2M
C4A

APOB
IGHG2

PLG
APOD
F12
GC
PZP

AHSG
IGHM
AFM
CFH

APOH
APOC1
ITIH1
C1QB
GSN
C3
F2

IGHV6-1
CLU

AZGP1
HABP2

HPR
CP

SERPINC1
KLKB1
APOM
C4BPA

IGHV3-74
FGG
RBP4
VTN
ITIH4
C8B

IGKV3-20
APOC3
IGHA2

IGHV3-30
ORM1

IGHV3-38
IGKV1-27
APOA4

HBB
HRG

ACTA1
IGLL5
ITIH2

SERPING1
IGKV3D-15

IGLC7
PPBP

APOA2
IGHG3

Average Intensity

Overlapping Proteins

Krakatoa Plasma Krakatoa Serum
Trypsin Plasma  Trypsin Serum

Krakatoa  Proteins           Precursors

Trypsin Proteins                Precursors

C)

Trypsin (331)
Krakatoa (167)

74257

47

46

%Samples Ave. Intensity
Gene #Pre. Plasma Serum Plasma Serum

IGLC2 75 100% 100% 1E+06 1E+06
COL4A1 23 100% 100% 2E+06 2E+06
AHNAK2 19 100% 100% 2E+05 2E+05
VPS13C 16 100% 100% 7E+05 6E+05
SOX3 16 100% 100% 1E+05 2E+05
MUC5AC 13 100% 100% 1E+06 1E+06
CREBBP 13 100% 100% 3E+05 4E+05
IGLC3 13 100% 100% 3E+05 4E+05
CACNA1G 11 100% 100% 3E+05 3E+05
PPP1R10 9 100% 100% 1E+06 1E+06
DOCK9 9 100% 100% 4E+05 5E+05
MYH8 8 100% 100% 1E+06 2E+06
MUC6 8 100% 100% 5E+05 7E+05
DEPDC5 7 100% 100% 1E+06 1E+06
MEGF8 7 100% 100% 3E+05 4E+05
TMEM131L 7 98% 100% 4E+06 4E+06
PDE4DIP 7 98% 100% 6E+05 6E+05
PRPF8 6 100% 100% 6E+06 6E+06
KALRN 6 100% 100% 6E+05 1E+06
FAM83B 6 100% 100% 5E+05 6E+05
SAP130 6 100% 100% 4E+05 4E+05
SLC2A13 6 100% 100% 2E+05 3E+05
CPT2 6 100% 100% 1E+05 2E+05
DSCAM 6 100% 100% 9E+04 1E+05
AGFG1 6 100% 100% 8E+04 9E+04
IGKV2-28 6 100% 100% 6E+04 5E+04
ROBO3 6 98% 100% 2E+05 3E+05
NFAT5 6 96% 100% 3E+05 4E+05
CDC42BPA 6 96% 96% 5E+04 7E+04
KLF18 6 94% 96% 2E+05 2E+05
FUT8 5 100% 100% 3E+06 2E+06
SOS2 5 100% 100% 1E+06 9E+05
NIBAN3 5 100% 100% 4E+05 5E+05
ACE2 5 100% 100% 3E+05 3E+05
NRG3 5 100% 100% 2E+05 2E+05
PLEKHG4B 5 100% 98% 2E+05 1E+05
ZIC2 5 100% 100% 2E+05 2E+05
HDHD5 5 100% 100% 1E+05 1E+05
ADGRG6 5 98% 100% 6E+05 5E+05
MYPN 5 96% 100% 3E+06 3E+06
STK36 4 100% 100% 2E+06 2E+06
SNUPN 4 100% 72% 1E+06 1E+06
ACAD8 4 100% 92% 3E+05 3E+05
GRM6 4 94% 94% 1E+05 7E+04
GPRASP2 4 94% 100% 5E+04 6E+04
KIF19 4 92% 89% 2E+05 3E+05

>3 precursors 
>90% of samples
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HTA-Proteases HTA-Protocol
Coverage for ‘Difficult’ Target Proteins


