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Tab.1 The percentage of GC in the strain related genes
GC (%)
16S rDNA PPC1? PPC2 PPC3

1 Pseudoalteromonas undina NCIMB 2128 39.9 39.7 52.2 40.7 39.1
2 Shewanella violacea DSS12 44.7 41.0 53.7 423 46.3 44.6
3 Pseudoalteromonas sp. Bsw20308 38.9 37.9 52.9 35.6 33.6°
4 Gallaecimonas xiamenensis 3-C-1 NULL NULLP 54.2 NULL

5 Simiduia agarivorans SA1 = DSM 21679 55.8 55.7 54.7 52.5 53.0
6 Shewanella loihica PV-4 53.7 52.4 53.9 57.3

7 Rhodanobacter thiooxydans LCS2 67.2 67.9 56.7 65.9 65.7
8 Rheinheimera nanhaiensis E407-8 51.3 54.5 53.4 59.8 51
9 Alteromonas sp. S89 56.8 63.3 53.3 61 60.4
10  Rhodanobacter spathiphylli B39 66.5 67.8 56.3 64.4 67.8
11 Kangiella koreensis DSM 16069 43.7 44.1 52.3 49.3 46.7
12 Teredinibacter turnerae T7901 50.9 52.6 53.5 52.7

13 Alkalimonas collagenimarina NULL 50.7 53.6 45.3 50.9
14 Pseudoxanthomonas spadix BD-a59 66.7 67.4 54.8 68.7

15 Colwellia psychrerythraea 34H 38 39.5 53.0 42.3 43.2
16  Reinekea blandensis MED297 52.4 53.3 53.9 53.2 52.5
17 Glaciecola lipolytica E3 40.8 45.0 52.4 42.8 44.9
18  Pseudoalteromonas marina mano4 39.7 40.8 52.9 37.9

19 Shewanella baltica OS185 46.3 47.2 47.5 50.2
20  Haliangium ochraceum DSM 14365 69.5 68.0 55.6 69.7 71.1
21  Xanthomonas sacchari NCPPB 4393 69 NULL 55.6 NULL

22 Stenotrophomonas maltophilia 66.8 68.4 69.5 67.8

23 Ag;’;’:gg‘t‘;; ;”,“l“d” str. 44.9 48.5 55.4 43.9

24 Aeromonas hydrophila 61.5 64.9 52.7 68.3

25  Aeromonas caviae Ae398 61.4 64.9 55.3 68.3

26  Cystobacter fuscus DSM 2262 68.6 67.8 57.2 72.2 70.4
27  Stigmatella aurantiaca DW4/3-1 67.5 66.6 56.6 65.3

28 Vibrio splendidus LGP32 43.9 43.7 68.4 50.7

29  Vibrio sp. RC586 46.4 47.5 53.5 44.7

30 Vibrio coralliilyticus ATCC BAA-450 45.7 48.8 48.2 51.2

31 Vibrio sp. Ex25 44.9 46.8 54.0 47.6

32 Vibrio caribbenthicus ATCC BAA-2122 41.6 45.7 53.9 45.2

33 Pseudoalteromonas sp. BSi20439 40.2 44.5 52.6 44.1 41.1
34 Pseudoalteromonas sp. SM495 NULL 39.1 53.2 41.6 38.6
35  Pseudoalteromonas sp. A28 NULL 40.9 53.2 39.7 43.5
36  Pseudoalteromonas sp. SM9913 40.3 37.2 52.9 38.5 35.3
37  Shewanella woodyi ATCC 51908 43.7 43.5 53.8 47.8

38 Vibrio cholerae PS15 47.5 49.7 39.1 54

39 Vibrio vulnificus 46.7 49.3 542 52.1

‘. C PPC , N PPCI, ;
b. NULL ;
c. PPC GC% ( )GC% s
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Sequence characteristics and system evolution of PPC domain
from marine bacterial extracellular protease
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Abstract: PPC (Pre-Peptidase C-terminal) domain is widely distributed in the C-terminal region of protease se-
creted from marine bacterial, and it plays an important role in secretion and localization of protease, as well as ad-
sorption of reaction substrate. The PPC domain sequence analysis showed that there are two conserved sequences in
PPC domain amino acid sequence and f-sheet was characterized as spatial structure of the regions. Although some
PPC domain sequences show lower consistency, there are conserved sequences and similar three-dimensional
structure of PPC domain. In order to analyze the evolutionary relationship of the PPC domain between different
strains, this paper did phylogenetic analysis on the amino acid sequences of 61 PPC domains from 39 different
stains searched from the NCBI database. The study found that PPC domain sequences were variability and noncon-
servative in the biological evolution process. According to the results, some PPC domain may be derived from its

gene duplication, while some may happen due to horizontal gene transfer event.
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