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Abstract : To ensure accuracy of P.gingivalis biological macromolecules information,we investigated the annotations
of the 3 P. gingivalis based on NCBI database. Firstly, we prepared protein-coding and non-coding sequences as
positive and negative samples, respectively, and used Fisher Discriminant which was designed based on Z curve
theory to determine the threshold t,, which was used as the criterion to determine whether the gene encoding the
protein or not. We firstly excluded the wrong annotation information from three stains of P. gingivalis based on the
threshold. Secondly, the P. gingivalis were predicted with the prodigal gene prediction software. We used the
predicted genes compared to the original known-function genes and selected the ORFs with different 5 terminals,
identified the candidate genes with overlapping rate of less than 20% from the ORFs with different 5’ terminals.
Finally, we used the sequence alignment software Blast to find the candidate genes that meet the conditions. We
excluded 117 non-coding open reading frames, and found 30 new protein-coding genes that were not annotated in
the NCBI database.
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Table 1 Synonymous codes of 36 ORFs identified as non—coding in P. gingivalis ATCC33277
PGN_0028 PGN_0045 PGN_0077 PGN_0127 PGN_0155 PGN_0308 PGN_0443 PGN_0506
PGN_0551 PGN_0563 PGN_0699 PGN_0853 PGN_0854 PGN_0897 PGN_0979 PGN_1030
PGN_1051 PGN_1237 PGN_1247 PGN_1266 PGN_1306 PGN_1379 PGN_1386 PGN_1477
PGN_1621 PGN_1686 PGN_1709 PGN_1732 PGN_1769 PGN_1774 PGN_1778 PGN_1810
PGN_1956 PGN_2002 PGN_2015 PGN_2076
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& AR ORFs, AHIPEAZ H RS H A E , IE 2
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%2 P. gingivalis TDC60 FHERRE 81 1~ JE4RFS ORFs EEF K BREINX S
Table 2 Synonymous codes of 81 ORFs identified as non—coding in P. gingivalis TDC60

PGTDC60_0009
PGTDC60_0103
PGTDC60_0213
PGTDC60_0333
PGTDC60_0471
PGTDC60_0544
PGTDC60_0606
PGTDC60_0676
PGTDC60_0790
PGTDC60_0818
PGTDC60_0899
PGTDC60_1005
PGTDC60_1097
PGTDC60_1160
PGTDC60_1271
PGTDC60_1407
PGTDC60_1615
PGTDC60_1664
PGTDC60_1726
PGTDC60_1755
PGTDC60_1888
PGTDC60_1974
PGTDC60_2079
PGTDC60_2178

PGTDC60_0029
PGTDC60_0107
PGTDC60_0228
PGTDC60_0385
PGTDC60_0474
PGTDC60_0554
PGTDC60_0615
PGTDC60_0682
PGTDC60_0791
PGTDC60_0823
PGTDC60_0912
PGTDC60_1009
PGTDC60_1118
PGTDC60_1214
PGTDC60_1315
PGTDC60_1417
PGTDC60_1625
PGTDC60_1677
PGTDC60_1727
PGTDC60_1769
PGTDC60_1908
PGTDC60_2010
PGTDC60_2092
PGTDC60_2186

PGTDC60_0037
PGTDC60_0149
PGTDC60_0244
PGTDC60_0403
PGTDC60_0495
PGTDC60_0560
PGTDC60_0628
PGTDC60_0693
PGTDC60_0793
PGTDC60_0888
PGTDC60_0915
PGTDC60_1038
PGTDC60_1146
PGTDC60_1216
PGTDC60_1341
PGTDC60_1469
PGTDC60_1626
PGTDC60_1679
PGTDC60_1733
PGTDC60_1770
PGTDC60_1914
PGTDC60_2037
PGTDC60_2093
PGTDC60_2187

PGTDC60_0046
PGTDC60_0154
PGTDC60_0264
PGTDC60_0468
PGTDC60_0499
PGTDC60_0578
PGTDC60_0629
PGTDC60_0741
PGTDC60_0794
PGTDC60_0889
PGTDC60_0929
PGTDC60_1044
PGTDC60_1157
PGTDC60_1234
PGTDC60_1346
PGTDC60_1551
PGTDC60_1643
PGTDC60_1696
PGTDC60_1734
PGTDC60_1788
PGTDC60_1934
PGTDC60_2048
PGTDC60_2154
PGTDC60_2209

PGTDC60_0062
PGTDC60_0158
PGTDC60_0296
PGTDC60_0469
PGTDC60_0518
PGTDC60_0580
PGTDC60_0637
PGTDC60_0750
PGTDC60_0799
PGTDC60_0893
PGTDC60_0967
PGTDC60_1057
PGTDC60_1158
PGTDC60_1237
PGTDC60_1367
PGTDC60_1609
PGTDC60_1662
PGTDC60_1711
PGTDC60_1735
PGTDC60_1854
PGTDC60_1952
PGTDC60_2054
PGTDC60_2155

PGTDC60_0096
PGTDC60_0179
PGTDC60_0302
PGTDC60_0470
PGTDC60_0531
PGTDC60_0587
PGTDC60_0664
PGTDC60_0783
PGTDC60_0815
PGTDC60_0894
PGTDC60_0968
PGTDC60_1083
PGTDC60_1159
PGTDC60_1264
PGTDC60_1390
PGTDC60_1610
PGTDC60_1663
PGTDC60_1712
PGTDC60_1738
PGTDC60_1874
PGTDC60_1956
PGTDC60_2062
PGTDC60_2163
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Fig.4 P.gingivalis ATCC33277genome G+C content scatter distribution
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B3 2 4 4. (1) Evalue<1x107,(2) Query

& 3 P.gingivalis TDC60 1 kI HJ 6

Cover>60% , (3) Ident>50% , (4) ik A 5 6] IR AH
LI PRI ) R BE 22 <20% , FRATTRIEIA Sy s e e Bk PR 2 4L
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PRI 1% 5 PRI A7 B 455 it 3 e b ) i PR A o A R ARG,
EE/NT 0.05% , Hrh ik udE 5 M EERILTHO0 I
B R RS B LT B B B L
A1 T 8 5 PR 1) ) R 1 R o i B R R Zh B AR R
]I 3X 6 BTk PR o i K- 2% 1 ) 9054k B ) )
FEAF S, WUBTHER 348 817-348 960 ( +>LJ%}§Z/£$$7@
& JRE i ( Transposase ) o

7 4 3k 5 o HlJE P. gingivalis ATCC33277 Fl
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Table 3 The detailed information of the 6 new genes of P. gingivalis TDC60

BRI 5 J5 1] WNE —HER HER LhRESA
348 817-348 960 + 2.483 05x107% 0.98 0.99 transposase
809 227-809 544 - 1.536 78x107%! 0.59 0.95 transposase
941 848-942 273 - 1.385 86x107% 0.73 0.99 transposase, [S4 family
1259 633-1259 899 + 3.379 92x107% 1.00 0.98 hypothetical protein, partial
2014 360-2014 752 + 2.085 82x10°7 0.99 0.98 transposase
2139 096-2139 332 - 8.562 10x10™% 0.83 0.98 mobile element protein

& 4 P.gingivalis ATCC33277 v Z MBI S M HEREE
Table 4 The detailed information of the 5 new genes of P.gingivalis ATCC3327

LR 75 J5 1] WNE —HER Cir=ES ThRES A
1 036 6801 037 126 + 1.310 59x107% 0.94 0.99 divergent AAA domain protein
1 585 016—1 585 210 + 3.312 17x107% 0.80 0.85 hypothetical protein
1812 451-1 812 732 - 8.174 59x107% 0.57 0.98 transposase
1 958 941-1 959 459 + 7.182 88x107% 0.54 0.69 nitrite reductase
2 117 840-2 118 322 - 2.398 64x107'1° 1.00 0.99 hypothetical protein

£S5 P gingivalis W83 R 19 MNFHEEEE
Table 5 The detailed information of the 19 new genes of P. gingivalis W83

PSR A 73 7 1] W E — R HEHK TgEfiA

198 748-199 101 + 8.764 95x107" 1.00 0.98 Pg—1I fimbriae a

223 284-223 466 - 1.004 55x107% 0.76 0.94 hypothetical protein, partial

336 207-336 545 - 1.558 25x107% 0.71 0.78 transposase

695 718-696 959 - 0 1.00 0.65 TonB-linked adhesion

873 736-873 915 - 2.438 47x107% 0.83 0.96 transposase, 194 family

876 983-877 150 - 7.416 05x107% 0.95 0.97 site—specific recombinase

926 787-927 056 + 1.251 88x10™*% 0.82 0.99 Taql-like C—terminal specificity domain protein
1 049 243-1 049 668 - 5.557 64x107% 0.75 0.99 transposase, 194 family
1 054 575-1 054 880 - 1.192 54x107% 1.00 0.64 transposase in ISPg2
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1482 997-1 483 233 + 8.562 10x107%° 0.83 0.98 mobile element protein

1610 993-1 611 310 + 1.504 96x 107! 0.59 0.95 transposase

1 765 366-1 765 578 + 1.975 45x107%¥ 1.00 0.98 ABC transporter

1823 157-1 823 492 - 2.891 98x107"! 1.00 0.98 ROK family protein

1 988 553-1 989 611 + 5.713 18x107%¢ 0.63 0.93 RHS repeat—associated core domain protein
2 005 001-2 005 162 - 1.540 06x107% 1.00 0.97 transposase
2 005 217-2 005 525 2.871 31x107% 1.00 0.73 transposase
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