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Table 1- Determination of physicochemical properties of proteins by Expasy’s Protparam server.

W s NA MW pl PR NR  Gravy Al I
NP_640650.1 157 1785 7.82 24 23 -0.334 89.49 35.17
NP_638186.1 257 2739 791 36 35 -0450 84.94 37.21
NP_640912.1 154 171135 951 22 19 -0.39 93.44 22,59
NP_640497.1 402 43.84 534 45 55 -0.181 87.19 26.53
NP_641576.1 199 2141 915 35 32 -0.987 48.34 23.24
NP_643454.1 152 1743 544 19 22 -0.245 84.08 44.47
NP_641190.1 212 2373 7.79 20 19  -0.505 86.93 42.70
NP_644577.1 222 2406 588 24 28 -0.245 100.41 35.33
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Fig 1- Prediction of three-dimensional proteins by Phyre 2 server. A. NP_640650.1, B. NP_638186.1, C. NP_640912.1, D. NP_640497.1, E. NP_6401576.1,

F. NP_643454.1, G. NP_641190.1, H. NP_644577.1.
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ABSTRACT

n previous work we showed that a purified extract of the proteome of bacterium Xcc

that was able to induce ethylene production on Arabidopsis. Among the

approximately 60 different putative proteins in the extract, eight were identified as

conserved hypothetical proteins. The aim of this study is to use different
bioinformatics tools to characterize these proteins. All of the investigated proteins ranged
in size between 17.11 and 43.84 kilo Datons with Protein NP_640497.1 being the
largest. Calculated isoelectric points (pl) for proteins varied between 5.34 and 9.5. The
type of protein families and domains of proteins was determined by conserved domain
database (CDD-Blast) and Interpro. Among the investigated proteins, proteins
NP_640912.1 had a HTH domain (Helix-turn-Helix); the centra part of protein
NP_640497 contained an Enoyl reductase domain; protein NP_641576.1 contained two
calcium binding motifs (EF-hand, calcium binding motif); and protein NP_643454.1
contained a 4-hydroxybenzoyl-CoA thiesterase motif from the Hot dog superfamily.
COACH server was used for predication of ligand binding sites of proteins and their
three dimensiona structure was modeled by Phyre 2 server. Results from this research
can be used for better understanding of Xcc and also identification of proteins with
elicitor activity from this bacterium.
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