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ABSTRACT

Twenty-five bacteria isolates (Bacillus sp.) were isolated from different local sources (soil of
college of Agriculture/university of Baghdad and from Amiriya); the obtained isolates were
screened for their capabilities for producing alkaline proteases. It has been noticed that
isolates designated (2,5,6,8,11,12 at 37°C) and (14,17 and 18 at 55°C) were showed high
capability for producing alkaline protease. All isolates subjected to secondary screening. The
results revealed that isolate (12) coded MH12 was the highest producers with enzyme activity
of (81.00U/ml). The Identification tests of this isolate were carried out by studying
morphological, microscopic characteristic and using of Vitek2 compact system. These tests
were conformed by identification of 16S rRNA gene using PCR and its nitrogen base
sequencing and the results revealed that the isolate was belongs to Bacillus cereus.
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BioMerieux Customer
System #:

Isolate Group: 11-1

Card Type: BCL Testing Instrument 0000148FEECS (VITEK2C)

Laboratory Report

Printed Nov 10. 2016 12:25 CST
Printed by: lab admin

Bionumber: 2225101100456621
Organism Quantity

Lot 2390084203 Feb 18. 2018 12:00
Card: BCL .
Number: Expires:
Completed: Nov 10. 2016 : Foal Analysis 14:25 hours
00:33 CST Time:
93% Probability Bacilius cereus
Selected Organism Confidence: Very good
Bionumber: 2225101 100456621 Identification
SRF Organism |
Analysis Organisms and Test to Separate
Bacillus
fthuringiensis fmycoid
Bacillus cereus TOX. CRYST. (0). RHIZOIDcol(0)
Bacillus thuringiensis TOX. CRYST. (0). RHIZOIDcok(0)
Bacillus mycoides TOX. CRYST. (0). RHIZOIDcol(0)
Analysis Messages:
Contraindicating Typical Biopattern(s)
Bacillus NAG(95). APPA(24). LysA(7). TyrA(88)
Ahexino fmycoid
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BioMerieux Customer Laboratory Report Printed Nov 10. 2016 12:25 CST

Systam #:

Isolate Group: 11-1
Card Type: BCL Testing Instrument 0000 | 48FEECS (VITEX2C)

Printad by: lab admn

Sionumber: 2225101 100456621

BEIRT D Marke

Snpu-nau-v
Biochemical Details
(7 [BXVL |- [3 JLysA [- |4 [AspA |- 5 [LeuA +[7_|PheA - |8 [PoA |-
S | BGAL |- |10 [PyrA |+ |11 |AGAL |+ |12 | AlaA 13 [TyA s A 8NAG |+
S|APPA |+ 18 |APPA |- |19 |CDEX |- |21 | aGAL - 122 | INO - |24 | MdG |-
25 [ELLM |+ |26 [MaX |- |27 | AMAN |- |29 | MTE + 130 | GiyA 13 [oMAN |-
132 |dMNE | - 134 |oMLZ | - | 36 | NAG - |37 | PLE - |39 | IRHA - |41 | BGLU_ |-
43 |BMAN |- |44 [PHC |- |45 | PVATE | + | 46 | AGLU + |47 | aTAG - |48 |[dTRE |+
50 [INU |- |53 |OGLU |+ |54 |dRIB |+ |56 | PSCNa |- |56 |NaC®5% |+ |50 | KAN |+
80 |OLD |- |61 |ESC |+ |62 |TTZ |- |63 |POLYB R |+

500 1000 1500 2000 3000 40005000 6000 8000 45009

Bacillus cereus 43l 16S rRNA pdzaall Gaal) L1,L2 Jia 3) s s A oAbt Jagll gl L3 J8&

L il 3aed 18 10000 ) 500 ¢ Al 3sh J¥a :Markers MH12

B. cereus MH12L80 16S rRNA ¢pad 4iiag yilil) ao|gill alii .6 Jgan

CaCEy

sacldl) Joh

16S rRNA Ol Axian g sl 201 g8l il s

1183

AGAACATACGTGACTGCGAACTCCGGGAACCGGGGCTAATACCGGATAACATTTTGAACC
GCAGGTTCGAAATTGAAAGGCGGCTTCGGCTGTCACTTATGGATGGACCCGCGTCGCACT
AGCTAGTTGGTGAGGTAACGGCTCACCAAGGCAACGATGCGTAGCCGACCTGAGAGGGT
GATCGGCCACACTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGTAGGGA
ATCTTCCGCAATGGACGAAAGTCTGACGGAGCAACGCCGCGTGAGTGATGAAGGCTTTCG
GGTCGTAAAACTCTGTTGTTAGGGAAGAACAAGTGCTAGTTGAATAAGCTGGCACCTTGA
CGGTACCTAACCAGAAAGCCACGGCTAACTACGTGCCAGCAGCCGCGGTAATACGTAGGT
GGCAAGCGTTATCCGGAATTATTGGGCGTAAAGCGCGCGCAGGTGGTTTCTTAAGTCTGA
TGTGAAAGCCCACGGCTCAACCGTGGAGGGTCATTGGAAACTGGGAGACTTGAGTGCAG
AAGAGGAAAGTGGAATTCCATGTGTAGCGGTGAAATGCGTAGAGATATGGAGGAACACC
AGTGGCGAAGGCGACTTTCTGGTCTGTAACTGACACTGAGGCGCGAAAGCGTGGGGAGC
AAACAGGATTAGATACCCTGGTAGTCCACGCCGTAAACGATGAGTGCTAAGTGTTAGAGG
GTTTCCGCCCTTTAGTGCTGAAGTTAACGCATTAAGCACTCCGCCTGGGGAGTACGGCCG
CAAGGCTGAAACTCAAAGGAATTGACGGGGGCCCGCACAAGCGGTGGAGCATGTGGTTT
AATTCGAAGCAACGCGAAGAACCTTACCAGTCTTGACATCCTCTGACTACCCTAGAGATA
GGGCTTCTCCTTCGGGAGCAGAGTGACAGTGGTGCATGGGTTGTCGTCAGCTCGTGTCGT
GAGATGTTTGGTTAAGTCCCGCACGAGCGGCAACCCTTGATCTTAGTTGCCATCATTCAA
TTGGGCACTCTAACGTGACTGCCGGTGACAAACCGGAGAAAGTGGGGATGACGTCAAATC
ATCATGCCCCTTATGACCTGGGCTACACACGTGCTACATGGACGGTACAAAGAAGCTGCA
GAACCCCTAGGTCGAGCCTAATCTCATAAACCGGTTCTACAGTTCCGGA
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Bacillus cereus strain BD2 16S ribosomal RNA gene, partial sequence

Sequence 1D: KY773595 1 Length: 1431 Number of Matches: 1
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