Archaeal Thermopsins Have Extreme Optima

Hot/Acid Reactions Obviate Chaotropes and IAA

HTA-Proteases Function in Dilute Formic Acid
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Comparison of phosphate/citrate
(PC) and formic acid (FA) buffers
on HTA-Protease activity on BSA.
Unique peptide i1dentifications for
CB23726 (A) and CB14057 (B)
digests 1n either PC or FA. Average

sequence coverage of BSA resulting

from CB23726 (C) and CB14057
(D) digests using either PC or FA
reaction buffers.
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F Specificity Akin to Chymotrpsin

1 Subpocket Cleavage Entropy

E,L

Trypsin Chymotrypsin CB23726
( s E
5 I
A K @
Aﬁ‘\égﬁA\E/D GVABQBNA >
.......... \E/\c{PR?\"iE? ENKQKAVK 80.
gg [ 1]2T3] flfl} llllll :lflﬂ_«:_lﬂﬁl LLLL Illfnlxarl:-l.\snlsl.llfl 5
3 SERpPFERE [LREYFELS
P L = L R 5
2 (Lp® T Ly ©
= S T
S V S
S | A
R G
L A G

Complex Samples Efficiently Digested

CB23726: Bovine Blood Clot CB23726:Whole Mouse Powder
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Chemical Hydrolysis Negligible in Brief Digests

HTA-Proteases Available

CinderBia

Increased PSM's and Coverage
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B. Protein Identifications
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Bias for Nucleo- and Membrane Proteins
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