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Fig. 1: Comparison between average counts of MF technique and MTF technique for detection of Listeria group 

during one year from 5 sites at Greater Cairo 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
Fig. 2: Comparison between average counts of MF technique and MTF technique for detection of Listeria group 

during two months from 7 sites at Rossita Branch 
 
 
 
 
 
 
 
 
 
 
Fig. 3: Results of PCR of Listeria group, lane1: positive control, lane 2: negative control, lane 3 till lane11: River 

Nile water samples lane12: Marker (ØX 174) 
 
 
 
 
 
 
 
 
 
 
Fig. 4: Results of PCR of Listeria group fragment (S2), lane 1: positive control lane 2: till lane 11: River Nile 

water samples (Rossita Branch) lane 8: Marker (ØX 174) 
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AGTCGGATAGTATCCTTACGCGTGAGGAAGCAGACCCAGGGA 
ACTGAAACATCTAGTACCTGGAGGA AGAGAAGAAAATCGATT 
TCCTGAGTAGCGGCGAGCGAAACGGAAAGAGCCCAAACCAAG 
AAGCTTGCTTCTTGGGGTTGTAGGACACTCTATACGGAGTTACA 
AAAGAAAGTTATAAATGAAGCGGTCTGGAAAGGCCCGCCAAAG 
ACGGTAACAGCCCGGTAGTTGAAATAGCTTTCCCTCCAGAGTGG 
ATCCTGAGTACGGCGGAACACGTGAAATTCCGTCGGAATCCGGG 
AGGACCATCTCCAAGGCTATATACTCCCTAGTGACCGATAGTGA  
ACCAGTACCGTGAGGGAAAGGTGAAAAGCACCCCGGAAGGGGA 
GTGAAACAGTTCCTGAAACCGTGTGCCTACAAGTAGTTAGAGCC 

 
 
Fig. 5: Sequence analyses of 460 bp DNA fragment of River Nile water samples using S1F and S1R primers. 

Sequence analyses of the positive Listeria found that 98% homology with Listeria welshimeri strain C15 
23S ribosomal RNA gene. (Accession no. EF690671.1) 

 
 

AGTCGGATAGTATCCTTACGCGTGGGAGCAGACCCAGCACTGAC 
ATCTAGTACCTGGAGGAGAGAAGAAAATCGATTTCCTGAGTAGC 
GGCGAGCGAAACGGAAAGAGCCCAAACCAAGAAGCTTGCTTCTT 
GGGGTTGTAGGACACTCTATACGGAGTTACAAAAGAAAGTTATA 
AATGAAGCGGTCTGGAAAGGCCCGCCAAAGACGGTAACAGCCCG 
GTAGTTGAAATGGCTTTCCCTCCAGAGTGGATCCTGAGTACGGCG 
GAACACGTGAAATTCCGTCGGAATCCGGGAGGACCATCTCCAAG 
GCTATATACTCCCTAGTGACCGATAGTGAACCAGTACCGTGAGGG 
AAAGGTGAAAAGCACCCCGGAAGGGGAGTGAAACAGTTCCTGAA 
ACCGTGTGCCTACAAGTAGTTAGAGCC 

 
 
Fig. 6. Sequence analyses of 460 bp DNA fragment of River Nile water samples using S1F and S1R primers. 

Sequence analyses of the positive Listeria found that 96% homology with Listeria innocua strain AB2497 
23S ribosomal RNA gene. (Accession no. EF690672.1) 

 
 

AGTCGGATAGTATCCTTACGCGTGGGAGCAGACCCAGCACTGAC 
ATCTAGTACCTGGAGGAGAGAAGAAAATCGATTTCCTGAGTAGC 
GGCGAGCGAAACGGAAAGAGCCCAAACCAAGAAGCTTGCTTCTT 
GGGGTTGTAGGACACTCTATACGGAGTTACAAAAGAAGGATGTA 
GATGAAGCGGTCTGGAAAGGCCCGCCAGAGACGGTAAAAGCCCG 
GTAGTCGAAACGTCTTTCCCTCCAGAGTGGATCCTGAGTACGGCG 
GAACACGTGAAATTCCGTCGGAATCCGGGAGGACCATCTCCAAG 
GCTATATACTCCCTAGTGACCGATAGTGAACCAGTACCGTGAGGG 
AAAGGTGAAAAGCACCCCGGAAGGGGAGTGAAACAGTTCCTGAA 
ACCGTGTGCCTACAAGTAGTTAGAGCC 

 
 
Fig. 7: Sequence analyses of 460 bp DNA fragment of River Nile water samples using S1F and S1R primers. 

Sequence analyses of the positive Listeria found that 96% homology with Listeria grayi strain Li07 23S 
ribosomal RNA gene. (Accession no. EF690667.1) 

 






