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Abstract: Flavobacterium johnsoniae is a common environmental organism, which belongs to the genus
Flavobacterium, the family Flavobacteriaceae. A number of researches about Flavobacterium johnsoniae have
already been made including digest mechanism, gliding motility etc. and some accomplishments have been
achieved. Flavobacterium psychrophilum causes a severe disease in fish, a lot of researches about its
pathogenesis were made. The recent progresses on the taxonomic status, biological characteristics, the digest
mechanism, gliding motility and pathogenesis of Flavobacterium johnsoniae were summarized. Now, the
genome sequence of Flavobacterium johnsoniae has been completed. The results showed that there is some
correlation between the degradation mechanism, sliding mechanism and pathogenesis. Therefore, the
combined researches of three kinds of mechanism have to be done in the future.
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Table 1 Biochemical and physiological characteristics
of Flavobacterium johnsoniae

Reaction item Flavobacterium johnsoniae

Gram-reaction -
LDC
oDC
TDC
CTT
DCEL
dSOR
RHA
ARA
OFF
GEL
CAT
NIT
H.S
AES
CEL
CHI
TYR
AMY
dGLU
IND

e+ Mk — M V. B AR S AR,

Notes : +: Denotes positivity ; — : Denotes negativity ; V: Denotes

I+ + + + + + 1 <+ + 4+ 1 1 1 1 + 1 1 1

diversity.
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XoF 3 A AN PR A T A B A A S e —
BRI S T AR R R B R AR b 2 2
R SR A4 Iy AP 25 5%, T LA R iy A4k
IR R ] BEAS A, SE LS RIFA o0
B T A A 2 25 SR RE A A A B ARSI, A
REAE R e 2L T

T 20 4FK, S F A HOR S S, B
N TAEN 25 A TAEMA LY e 5
T 168 tRNA 11 43 % 58 £ R 01 i off T 58
Suheyla ZEMF F 16S rRNA 3 R4 2151 955t +
L fR H  rfid £0 43 25 W TR R HEA T 401
I 16S rRNA JHE[H ¥ 41 15 24 FCHFTF 147 1 Pk 188
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Gkt 32 bk DA A A7) B B A AR S IR L A
REMERG S BIFh—2; TR 2R ilg b 25 A H]
RAPD-PCR (Randomly amplified polymorphic DNA)
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ST A1 OMP (Outer membrane protein) 73 B 4% AR |
K 32 B v A 1 e A0 i M B R O R 2
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