yowg— Bl LS g (558l ¢S g S oIS AYAA olo yui YO U YY— oyl ! Sl pole 0,505 ymouiants

ouldicgl L (slaasy (S 93 7 ) Cacu gaas (sLaciuus gauisT bl
16S rRNA (45 3

(F) o0l3 JMr iy 3 (F) 0315 Ko Juolss «(¥) o yo coma «(F) omo )6 amo c(1) (53051 e
Vi gy B RIS ¢ (55,5liS oSy (53095 09,5 (sele Cien slasl =Y (55,5l (355U (655 sezils )
St (PRI sl (S bzl 6 3ld Sy (gl 09,5 sl

oS>

Obekily il 31 g 53 il (gla (g3 50ms plondl &S ol pags ¢l§ o gaS 53 552 50 dodie GlaeenslE) pluli
o33l 8 S 5 g dan gST 35l pr ISl (laaSs (S Slag Ll 53 1y CeieS D35 p 3 Shes
oLl b s g3l S (glaone ST Lloddast b glanSs Sy 7B ConsnS 55y Son slirl 5 ol Olsns
SSE g i 3l 58 Sl ams BA sles 3 04 4SOl 5 LT CiS L (555 2 LGS LR
Sl 5l Sl oslinad b dd o5 5L i V0r e 08 Jsb 4 (I6STRNA) o sy RNA 05 S S 5 3 dadly )
e 8T U5 s s SN L il a S S 5 e B Wsp) e eas 2SS T6SIRNA 0 ¢ 5
Slair a4 glaSs (Sht 206 CapaS 5 e il Gl pST o i il bl s S
Glycomyces s Microbispora (Nocardioides Thermomonospora Saccharomonospora Streptomysis

sl las

TRV

Ll bl o Jlo cadS Ly ol ) Jaoes SO 058 g dao3ld ag Ay 6l ks (slaaST (S50 206
Jols o Gl S el S g ag Al e 5 S B, S GleenslS 1 S
S bl San Mok gLl 5 Sl capsle § Gl ,SL 5 capsle S Gler B st 55T
Sl Gl sl Sl I o 53 5 S e S leSs 30 e gl A5 Gl csllae L
Sro 4l 6l Llsals lacae pST olalid sl eslizal 5550 i bty sl e Spm g 0SB,
sdd Bl sl JIg a2l SU labis il e ohs sleed 5l sm S sl DL 5wl sl ol 5 3
L (sl4aS3 208 v sinS o5 Koo sld oy cnl 53 A3l plalid (Ba) (535 5 on ke agipmy T 01 (63
38 5 Ll sy I6STRNA 03 JIg o5 5 eslina

ot G35 Ky sl 53 o goeS Gladi el i (555l o o gaS s il ol 3 e eS (slakiped
ol 4 slacd) 5l 1 e /) L eslinad JUw glacdale 4 gl p Tk ol 510G = | ral (Sdale v/Y0)
S s ¥ e sl 5 asSSHEN 00 s Gla s g A i S B (g5l st s ke )
<DNA s cisly bbses &0 4 I i CiS L ok Al gla IS SO e il

S5 G2 TP2 5 IDT s ses sl yasl s 51 dis S olulitr S350 Sla oy 6l Il 28 5a 5l (6 SU 555

AL



yowg— Bl LS g (558l ¢S g S oIS AYAA olo yui YO U YY— oyl ! Sl pole 0,505 ymouiants

Mbol, Kpnl, Scal, Pstl, ., syl w085 ankad s . o3lizad 16S TRNA 05 LS L5 Jiss

i ez 1I6S TRNA 05 W 5 425 sl » Hindlll, SnaBl, Sall, Pvull, Agel, Sacl
olie o lan 3T 51 eslizal L 0T a5 16S TRNA i claslons 03 55 51 eslizal L S 515 0L Godios o
o by et Glac puT 3l Ol 25 S mls el e B S S oSt e sl Olse
et Al g el sSS 5 g s S il 5220 5 s 550 505 g 550 08 e (e 55 el Sl i
W5 s A Gl s 0 Goge 5 e B LI S ap el g il iz gladsnl 4 Glate slaas o 2

@L'..o
Clarridge, J. E. 2004. Impact of 16s rRNA gene sequence analysis for identification of bacteria on
clinical microbiology and infectious diseases. Clinical Microbiology Reviews. 17(4): 840-862.
Cook A. E. and Meyers P. R. 2003. Rapid identification of filamentous actinomycetes to the genus
level using genus-specific 16S rRNA gene restriction fragment patterns. International journal of
Systematic and Evolutionary Microbiology., 53: 1907-1915.
Misbah, S., Hassan, H., Yusof, M. Y., Hanifah, Y. A. and AbuBakar, S. 2005. Genomic species
identification of Actinobacter of clinical isolates by 16S rDNA sequencing. Singapore Med. J. 46(9):
461-464.

Abstract

Actinomycetes, Specially the thermopile genus, are known as principle elements of compost micro
flora. To identify bacteria isolate existing in compost micro flora, 30 isolates were isolated from
compost samples using dilution method. After DNA extraction, the conserved small sub unit of 16s
rRNA gene was amplified for all the isolates. The 1500 bp amplified fragment was subjected to
enzyme digestion and separated through agaros gel electrophoresis. According to banding pattern,
Actinomycetes isolated from compost belonged to the genera Streptomysis, Saccharomonospora,
Thermomonospora, Nocardioides, Saccharopolyspora, Microbispora, Glycomyces.
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