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Abstract

Bacillus-related species is one of the most studied and identified bacteria with a higher ability to pro-
duce metabolite products. Among various metabolites produced by many strains of Bacillus-related species
are lipopeptides. The current study aimed to molecularly screen Bacillus-related bacteria isolated from
various soils in Basrah Province for the presence of surfactin, iturin C, bacillomycin, and fengycins genes
using a molecular tool based on PCR technique. Forty-four isolates belong the genera Bacillus, Cytobacil-
lus, Priestia, and Peribacillus were reported in the collected soils from various locations of the province of
Basrah. The sfp genes were detected in 43.18% of Bacillus-related isolates, and the most frequently detect-
ed in B. subtilis. ituC genes were detected in 47.72% of Bacillus-related isolates, and the most frequently
detected in B. licheniformis. The bam genes were detected in 20.45% of Bacillus-related isolates and the
most frequently detected in B. licheniformis. fenD genes were detected in 29.54% of Bacillus-related iso-
lates and the most frequently detected in B. licheniformis. ituC and sfp genes were the most frequently
detected 47.72% and 43.18% respectively, followed by fenD 29.54%, whereas bamC 20.45% was the less
frequent gene. One isolate had all the biosynthetic lipopeptides genes, 7 isolates had 3 genes, 12 isolates
had 2 genes and 13 isolates had 1 gene simultaneously, while 11 of the isolates did not report the presence
of any biosynthetic lipopeptides genes. B. licheniformis was the most frequently isolated reported presence
of biosynthetic lipopeptides genes followed by B. subtilis.
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Pesiome

Buzosere, cebp3anu ¢ pox Bacillus (Bacillus-related species, BRS), ca exnu or Haii-u3y4yaBasure
u uIeHTHUIMPaHN GaKTepUH ¢ M0-BHCOKA CIOCOOHOCT J1a nnpoussex/ar Metaboutu. Cpest pasinyHuTe
MeTaboINTH, IPOH3BEKIAHH OT MHOIO IaMOBE Ha BHJIOBE, CBBP3aHHU ¢ poxt Bacillus ca nunonenTuaure.
Hacrosimoro npoyusane uma 3a uei ja ckpuuupa mamose BRS, usonupanu oT pasiuuHu 1ousu B
nposuHums bacpa 3a HaMyuKe Ha reHy 3a cHHTe3aTa Ha cypdakTu, utypus C, GaliIOMILHMH ¥ (EHIHLMH,
H3M0J13BalKH MOJIEKy/IApHO-Ononornyny noaxoau (PCR texnuka). YeTHpuieceT ¥ YeTHPH H30J1aTa, IPH-
HaJulexkan ksM pojosete Bacillus, Cytobacillus, Priestia n Peribacillus, 6sXa 1ok1aiBaHH B chOpaHuTe
MOYBH OT Pa3/IMYHU MecTa B npoBuHIMA Bacpa. enute sfp ca otkpurn B 43.18% ot u3onarure, cBbp3a-
HH ¢ Bacillus, xato Haii-decTo ca oTkpuTH B B. subtilis. Tenute ituC ca otkputy B 47.72% oT u3onarure,
cBbp3auu ¢ Bacillus, kato Hali-uecTo ca OTKpUTH B B. licheniformis. I'enute bam ca orkputu B 20.45% ot
usonarure, cBbp3anu ¢ Bacillus. Te ce oTkpusar Haii-uecto B B. licheniformis. I'enute fenD ca otkputi B
29.54% ot usonarute, cBbp3anu ¢ Bacillus w Haii-uecto ce otkpusar B B. licheniformis. Tenute ituC u sfp
ca Haii-4ecTo OTKPHBAHHTE - CbOoTBeTHO 47.72% u 43.18%, cneasanu ot fenD c¢ 29.54%, nokaro bamC ¢
20.45% e n0-psko cpemanuaT re. Exun u301at e MMajl BCHYKH IeHH 33 OHOCHHTETHYHH JIMIONEITHIH,
7 n3omara ca uMaiu 3 reda, 12 usonara ca uMaiu 2 resa u 13 us3onara ca uManu 1 reH eHOBPEMEHHO,
Jokato 11 0T M30aTHTE He I0KAa3BaT HAJIMYHE HA HHKAKBH IeHH 33 OMOCHHTETHYHH JIMIIONENTHIH. B.
licheniformis e Haii-4eCTO H30IMPAHHUSAT BHJL, IPH KOITO Ce YCTAHOBSBA HAJMYHE HA TeHH 32 OMOCHHTETHYHH
JIMIONENTHH, Clie/iBaH ot B. subtilis.
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