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Search of virulence factor candidates of Melissococcus plutonius using comparative gene

expression and genome sequence analysis
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F— vy NEIRIE, 3 -0y IR E (Melissococcus
plutonius) DIFEGZ L > THI I SN I Y NNFYHO
HEREIIED—DOTH b, 4 ~5 HEOLHRIIETT 5
T ENE L, RTHHUL, FLERE 4 & O IRIEGHE O R
THIHESN, KolFv, L XIIMELFETLEMHE 25,
-y NEIERRIEEESIT DO TV EITE A EDER
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L AHNIAE, BHARIZIE, &M COEES b ALY
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THHRAT L7252, HARTERR S NI & f(n
HNZATRFIRARADS, FIA TV A, 7TAYA, 505, 7
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WAINETTEZONTELZL) IO D L0 HHE
WENLWETH LI ENHLNII R TE7,

M. plutonius 1%, #1100 FHID 5 F DOFFEN R ST
W2 b 5, K2, ARORHERKFRL I —1 w3
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HLTIRR & JEMTIRE T, REEZ Db o, F2id ez
W9 2 HEREDS R 7 B REIEAVRIZ S 7z,

F T, AW TIX, 3 — 1 v G IR O FR R &
HY v v N 25700, NLE:E L7 M plutonius O
BRI & R D BAR 3B Y — R LECY &
W22 81280, 33—y VBIHEOZREIZEY
59 508D % M plutonius O E(ETFEHEEE L 72,

HERGE

(1) KSBHI €K ¥540 1-C 35C 3 H 7213 7 H Rse&ss
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WAL 5720, —HDF A T TORERIEH» -
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THRHABEO B AT 72,

(3) in silico MolecularCloning Genomics Edition (4 ~
Pyangruy— () % HWvTM plutonius ATCC
35311 ¥k (LE#k - DDBJ/EMBL/GenBank 7 7 £ v ¥ 3

Bfgfprseaas 4 121 %, 1922 (P27 3 A)



20 ERAHE, KEER XEEA
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- T RRC B IR C B
FRENBRAE riitees B
INFORMATION STORAGE AND PROCESSING

Translation, ribosomal structure and biogenesis 24 5

Transcription 3 4

Replication, recombination and repair 2 2
CELLULAR PROCESSES AND SIGNALING

Cell cycle control, cell division, chromosome partitioning 3

Defense mechanisms 1 6

Signal transduction mechanisms 1 3

Cell wall/membrane/envelope biogenesis 4 6

Cell motility 1

Posttranslational modification, protein turnover, chaperones 2 1
METABOLISM

Energy production and conversion 4

Carbohydrate transport and metabolism 17 36

Amino acid transport and metabolism 5 11

Nucleotide transport and metabolism 14 4

Coenzyme transport and metabolism 1 2

Lipid transport and metabolism 2

Inorganic ion transport and metabolism 3

Secondary metabolites biosynthesis, transport and catabolism 1
POORLY CHARACTERIZED or NO-CATEGORY 37 49
il 120 134
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MPD5_1369 Cro/ClI family transcriptional regulator 60.0%
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MPD5_1512 Myosin-cross-reactive antigen like protein 50.0%
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BABELT %L 75.0%
JEREgea v u— UEE 86.1%

= DRIT Tw7ze HHIZEWIREME 2 783 DATH61
FRIZOART—=FENTVEIHEIETDIEH, 2 DT #EET
FEHFE YS9 5 &= T (locus tag - MPD5_0863 [Fur
family transcriptional regulator], MPD5_1369 [Cro/CI
family transcriptional regulator]) TdH o720 ZAL5 DI
ZFH, JRREFOEBMEICES LW 2D
B7280, TOBRBIZOWTEHBRBET 2LEDNH 5,

3. FFHEKDBIGFHHEMKDRREICSZ DEE

ERCIENT DGR S 2 s o 72 TIRITIRRIC D HAFAE
T5] F720% [FEMAIMR TS TRBEEE V] #1521
MH, BHEOERLTEINDERER &2 BZ BT
FEIET 2D AAH, BEFHEBINI Y —~Or70—=
> 7 & M. plutonius WRIRR~NDEA % a7z, ZDFER,
14 BEFIZOWTHARKIZEAT 5 2 LTS 72,

PR L 72 B RFEARMBIRZ T, I YNFLHRD
BGFERE AT o728 25, BIITHEEDS EAS o 7-4k 1

RSN polze L L, JEMAIFRD MPD5_1327 (Cell
surface protein precursor i f= 1), MPD5_1369 (Cro/
CI family transcriptional regulator i&{z%¥-), MPD5_1466
(BEREA B (ET), MPD5 1512 (Myosin-cross-reactive
antigen like protein #H{n 1) &3 A L 72 #AlkE 2 e X &
R, N7y —DHhEFEALIzT Y ba— Uk
HENZ AR, EFERPRCEICH ), b D#ET
73 M. plutonius OFFFEVEIZEE G- L T 5 AT RETEARIE &
iz (£2),

SEOFELRE

<A 7T LARMTE T ) MR ORISR L
7o BAR AR E VTR ERZ AT o 7o/ 8K, JEHAl
B 4 DDzt (locus tag: MPD5_1327, MPD5_1369,
MPD5_1466, MPD5_1512) OiEJEEND RIS H7RIE S
720 LU, AW TIE, MERRORFEEZ BIAIC BT S
JRMIIRROBEET 2 RO A LI TE L Dol T—
0y N EIIE ORI ATV O b OMIETFBEG T 5 &

THEND, D728, 1BIEFOFATIT TIIHIBKRO
WREEL KIFIC LT ER Lo/ EZHN S,
72, RBFETIE, ~ A 7 a7 L A BTG S SR 05
HEICKREZEDPROLNTZLOD, BIETOFA XN
KRETEL720, BRI Y —~O /0 —= Y 7I2# S
ZOEIE T OB L7e SO XD B —ATiE, JEik
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