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Isolation and Identification of Bacteria from Biofilm with
Culture Medium of Low Nutrient Concentration
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Abstract: On the solid surface of indoor moist environment bacteria grow to form biofilms easily,
which are hard to remove because of its high adhesion. It is of great microbiological safety significance
to research bacteria in such kind of biolfilms. Here we isolated bacteria from biofilm growing on solid
surface of a public bathroom with Luria Bertani medium (LB) and its 10-fold diluted medium (LB/10).
We found that the biodiversity of bacteria growing on LB/10 was better than that of LB. Furthermore
one species of bacterium overgrowing other bacteria phenomena was observed on LB but not on LB/10.
Eight strains of bacteria isolated with LB1/10 were identified by 16S rDNA analysis. They are clustered
with some clinical isolates and uncultured bacteria. Considering the growing environment of these bac-
teria we also tested their detergent-degrading ability, and found that they could decrease the quantity of
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foam caused by detergent.
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Fig. 1 The growth of bacteria on plate of LB and LB/10
from biofilm

Note: A: LB, 48 h; B: LB/10, 48 h; C: LB, 96 h; D: LB/10, 96 h.
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Fig. 2 The colonies on LB and LB/10 medium after
streaking

Note: A: LB/10; B: LB.

Leah SFMUBFRE A5 R RM], W aEmik BAEKKNAE
YIRS B T P 2R AR A BT B, 45 AR TR M SR
SR E Y AR AN 2 A 7 2-29 AN AP, T
DDA Hide bR A SCR IR 5 T BB E 4800 B
KSR T BT o0 B RE S W R A A R 28R . AR SUAT Y
Staphylococcus spp. Fl Sphingomonas spp. TEALATHY
B L AEAE, Chryseobacterium . Rhodococcus .
Brevundimonas Fl Microbacterium =5 J& 20 B e A AT T
S5 RP BRI, AT 0 i R R R Y
Mycobacterium spp. HINTEAR L EAME ZHIP), =
DAL AR 5 v 1) A0 T AR = vl YT Bl A Bl AR R
TERIAEY), A 2E 237 R R AT 5, DY I i
Tt I A 1 o A ) IS 1 2 SR — D0 T P R A AR T PR
BAN—F . A RIEATR & K, 57— R —
i 35 2 AT RS i 2 b g3 B G 95 H I UE Y, i
ANFTREXE FE A LAY, 40 Mycobacterium spp.
(015 75 W T B IR A A U

© HERFERMEDFARFATIKSHELL http://journals. im. ac. cn

http://journals.im.ac.cn/wswxtbcn



954 wehGEHR

2010, Vol.37, No.7

Sphingomonas phyllosphaerae (NR029111)

Uncultured bacterium (GU225974)
D8 (GU549409)
Uncultured bacterium clone nbw767d06¢c1 (GQO015352)
D7 (GU549408)
Sphingomonas yunnanensis (YMOO3A)
Sphingomonas yunnanensis (AY894691)
Uncultured bacterium (FN421760)
Uncultured bacterium (GQ032471)
D11 (GU549411)
Brevundimonas vesicularis (F]J999941)

r D2 (GU549406)

- Staphylococcus sp. BBC1 (AM158917)

- Staphylococcus cohnii (GQ169065)

-~ Uncultured bacterium (AM697580)

r Rodococcus boritolerans (FI597543)

+ Rodococcus erythropholis (AB499800)

— Uncultured Rodococcus sp. (EU371584)

- D12 (GU549412)
r Microbacterium foliorum (EU714371)
I Microbacterium hydrocarbonoxydans (EU7143)

D3 (GU549407)

Microbacterium oxydans (GQ478426)

[ D1 (GU549405)
Uncultured Chryseobacterium sp. (GU012043)

Chryseobacterium hominis (AM423086)

D9 (GU549410)

66.3

Uncultured bacterium (FN401253)

60 50 40 30 20 10

0

B3 RIFSDEEE 16S rDNA R EEE X BHEXFIEH B REHE LR
Fig. 3 Phylogenetic tree based on 16S rDNA analysis of isolated bacterial strains and their phylogenetically
close represents downloaded from GenBank
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Note: The scale and number in the bottom indicates the distance between the sequence pairs. Accession number in GenBank of all sequences

is listed in brackets after the name of bactria.
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Table 1 The origins or characters of phylogenetically close bacteria strains with bacteria isolated here

Wk BLAST 45 5 v i 14 ik Jir 3 [ 98 A RV 275 3CHik
Strains Strains in BLAST result Sequence homology (%) Origins or characters Reference
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L AYE SRS RN : GU549405-GUS49412.

Note: —: This 16S rDNA sequence was submitted to GenBank without publication. The accession numbers of D1, D2, D3, D7, D8, D9, D11
and D12 in GenBank are GU549405-GUS549412 respectively.
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