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Abstract; In order to investigate the biological structure and function of HMWP2 protein in PEC, the irp2 gene

was knocked down by Red homologous recombination technique and irp2 gene deletion strain was successfully

constructed, then the structure and function of HMWP2 protein was predicted and analysised by irp2°s sequence.

This study aims to provide a theoretical basis for prevention and pathogenesis of E.coli—related diseases.
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Tab 1 Primers of homologous recombination

AR 51YFF(5-3")

Name Primer sequence (5°-37)

iR AR/ C

Annealing temperature/C

ATGATTTCTGGCGCACCATCTCAGGATTCGCTGTTACCGGACAACCGCCA-

0l GTGTAGGCTGGAGCTGCTTC
02 CTATATCCGCCGCTGACGACGGCGAACAGGGCGAGGTCGTTGTGTATGG- ¥
GAATTAGCCATGGTCC

bet-F TGCGTTACCGAATGGATGG

bet-R TGCTCTGCGGCTTTCTGTTT 7

FLP-F GTGCCTACTAACGCTTGT

FLP-R GTGCTGCTGAACTAACCTA 2
Al GATTCGCTGTTACCGGAC
A2 TCCTCATCCTGTCTCTTGAT >
Bl CTAAAGGAAGCGGAACACGTA
B2 TATATCCGCCGCTGACGA »
Al GATTCGCTGTTACCGGAC

51

B2 TATATCCGCCGCTGACGA
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Fig 1 Scheme of priming sites
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Fig 2 PCR amplification of HPI irp2 gene of E.coli
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Fig 4 Extraction and Verification of Plasmid pKD 46
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Fig 5 Verification of irp2 knockout by PCR
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Fig 6 extraction and verification of plasmid pCP 20
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Fig 8 Prediction of HMWP2’s Secondary Structure
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Fig 9 Prediction of HMWP2’s Hydrophobicity
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Fig 10 Prediction of HMWP2’s Transmembrane Helices
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Fig 11 Prediction of HMWP2’s Tertiary Structure
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