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[ Abstract] Objective To study the basic physicochemical properties of Streptococcus pneumoniae
spr1759 (LytR) protein and to preliminarily analyze its structure and function. Methods Streptococcus pneu-
moniae sprl759 protein was analyzed by using multiple bioinformatic softwares including Bioedit, TMHMM,
TargetP and ExPASy,and its functions were predicted. The secondary structure differences were compared be-
tween Streptococcus pneumoniae spr1759 protein and Bacillus anthracis BAS5115 protein or Bacillus subtilis
DJ97 1211 protein by using the TMHMM software. The amino acid sequence similarity between them was an-
alyzed by using the Megalign software. Results Streptococcus pneumoniae spr1759 protein was a hydrophilic
protein with a relative molecular weight of 37. 56 X 10° ,an isoelectric point of 5. 11,and one transmembrane re-
gion. Streptococcus pneumoniae Spr1759 belonged to the LytR_cpsA_psr superfamily and might have the func-
tion of anionic cell wall polymer synthesis related enzyme. Protein structure comparison revealed that this pro-
tein had a transmembrane structure domain similar to that of Bacillus anthracis BAS5115 protein and Bacillus
subtilis DJ97 1211,and all contained one transmembrane structure. Streptococcus pneumoniae spr1759 protein
had higher homology with the amino sequence of Bacillus anthracis BAS5115 protein and Bacillus subtilis
DJ97 1211,and the full length sequence similarities were 35. 7% and 32. 5% ,respectively. Conclusion Strep-
tococcus pneumoniae LytR protein is a hydrophilic protein with one transmembrane structure, which may have
the function of anionic cell wall polymer synthesis related enzyme.
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