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Transglutaminas@ Gasgavailabilityandits function
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Workflow and Results: a preliminary classification of novel forms of mic
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Group | : MTGases similar to the MTGase
of Chryseobacterium sp., a novel form of
MTGase, which is very different from all
the other MTGases known.

Group II: MTGases similar to the MTGase
of Bacillus Subtilis (Tgl-like), some of them
do not preserve all the catalytic residues.

Group lll: MTGases that preserve the main
catalytic triad of Streptomyces
mobaraensis MTGase, in the order Cys Asp
His.

Group IV: a little group of proteins from
Proteobacteria.

Group V:  MTGases, similar to the
eukaryotic TGases and preserving their
typical catalytic triad order, i.e. Cys, His,
Asp. This last group need further deep
analysis in order to evaluate the possibility
to obtain a more detailed classification.
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GROUP V =——————p ANALYSIS ON THE CATALYTIC
DOMAIN

eguences b 1g to the group V: it
is possible to see an isolated group
(highlighted in blue and pink) that is the
same found in the main tree (red bracke!s)

On the nght side the phvlogenetvc tree of
the seguences related to the catalvtlc core
of the sequences selened in the green

indipendent from the seguence length.



