Supplementary Information

Figure S1. Predicted structural identity and features of TmPGRP-LE (A) secondary
structure prediction for full-length TmPGRP-LE. The prediction was performed based on
position-specific scoring matrices using the PSIPRED method. The sequences marked as

“H”, “E” and “C” correspond to helix, extended strand and random coil state, respectively.
The region inside the box is representing the amidase/PGRP domain; (B) Predicted tertiary
structure of amidase/PGRP domain of TmPGRP-LE based on homology modeling. The
model was based on the reference structure of PGRP-LE in complex with tracheal cytotoxin
(monomeric DAP-type PGN) [PDB id-2¢cb3]. The predicted structure was visualized using
PyMol version 1.5. The a-helices and B-sheets are represented in red and yellow colors,
respectively; and (C) The local model quality estimation by ANOLEA (atomic non-local
environment assessment) value.
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Legend:

) - helix conf: JaaBBBE = confidence of prediction
+

= strand Pred: predicted secondary structure

= coil AA: target sequence
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