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Abstract

The diversity of bacteria and actinomycetes in pelleted organic fertilizer from a biofertilizer plant

at Takam Subdistrict Administrative Organization, Hat Yai district, Songkhla province was studied by comparing

aa a a a a L4 a @ o Aa
i ﬁﬂifytmi?’l ﬂ?ﬂf)“lﬂ‘ldf???’lil'l ANUSINGIAT AT UW1ING1eNNHU

r L4 o a a a 4 a v o A
Zf]f“]ﬂﬂﬂ'] £131913¢ 1]55‘/?7ﬂ7ﬂ?‘ﬁ7§7)7)1’!87 ANSINYINT AT UWI1INGI1gNNY U
*Corresponding author nugul@tsu.ac.th

801 11/13/09, 2:06 PM



02

= a o Ay @ A Hoa ade I
m3fSouieunnuranvatsvenuaiGoaziend luiy ﬂﬁluﬂﬂﬂuﬂiﬂ aua

802

L, 213 19338 N, 14 (9) : Mg 2552
FAumatinmImziAsuroazmAta 165 rRNA clone library analysis

the culture-dependent technique and the 16S rRNA clone library analysis technique. The results of the culture-
dependent method found Gram positive rod shape bacteria and thermoduric or thermophilic actinomycetes.
Using the 16S rRNA clone library analysis technique, halophilic bacteria, namely Halomonas (64% of total
clones) and halophilic actinomycetes, namely Dietzia (71% of total clones), were the most dominant groups
which were not obtained by the culture-dependent technique. Although the results from the two techniques did
not correlate, this may be due to some limitations of each technique. However, the results of the two
techniques showed more diversity of bacteria and actinomycetes than only using one technique. Therefore, the
results from this study can be beneficial not only for obtaining microbial biodiversity data from organic

fertilizer production but also can be exploited for the development of bio-organic fertilizer production in the

future.
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1000 bp
1
000 bp 500 bp
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n U
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Amphibacillus fermentum

Amphibacillus sp.

TKB22
Amphibacillus sediminis

Gracllibacillus boraciitolerans
Gracllibacillus sp.
TKB28
Nitrobacter sp.
r TKB25
! Uncultured bacterium

Bacterium zf-lIRhtl
'— TKB27

Gordonia amarae

Streptomyces thermovulgaris
Halomonas hydrothermalis

Halomonas venusta
TKB21
TKB23
TKB26
TKB24

Halomonas aquamarina

Halomonas meridiana

Azotobacter salinestris

s |
0.1
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Saccharomonospora asparaginophila
Saccharomonospora halophila

Saccharomonospora glauca

Saccharomonospora xinjiangensis
Saccharomonospora cyanea
Saccharomonospora viridis

Streptomyces thermovulgaris
Nocardia corynebacteroides
Dietzia maris

Thermobifida fusca

TKA21

Dietzia natronolimnaea

Gordonia amarae
Dietzia sp.

Gordonia terrae

Halomonas aquamarina
— Actinomadura formosensis
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