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[Abstract] Objective To develop and validate a genomic DNA microarray of L. interrogans serovar Lai str. 56601.Methods
Primers were designed based on specific coding gene sequences of L. interrogans serovar Lai str. 56601 using a computer software Primegens.
PCR products from these genes were purified and printed onto the glass sides in triplicate. The quality of this microarray is evaluated by the
method of two-fluorescence comparative hybridization. Results A total of 3 290 genes were successfully amplified by PCR. Genomic DNAs
from an autologous reference strain were labeled with Cy3 or CyS fluor and the labeled probes were hybridized against this new
microarray. Results showed high consistency of spots, high signal/noise ratio and low false positive rate.Conclusion A microarray was
developed containing 3 290 unique gene sequences from L. interrogans serovar Lai str. 56601. A research platform based on this microarray
can be further established to conduct comparative genomic analysis for L. interrogans.
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Figl. Scanning single fluorimetric representation of genomic DNA fcom L. inferrogans serovar Lai sir. 56601 ( reference
DNA) labeled with Cy3 fluor.

Genomic DNA from the reference strain was labeled with Cy3 fluor and the lakeled prcbes were hybridized with the new L. interrogans microarray . Results

show that the final microarray has high consistency of spote.

(DNA-Cy3/DNA- Cy5)

Genes of reference strain 56601

2 3% DNA+5% DNA MEXHITER
Fig 2. Statistic result of the microarray comparison of reference DNA and reference DNA

Microarray hybridization result comparing reference DNA 1o reference DNA was displayed by the Microsoft Excel software.

3 PCREYIESZZE (45N PCR =R Cy3 + 5% PCR 4R Cy5)
Fig3. Scanning fluorimetric representation of the microarray comparison of test PCR products (labeled with Cy3) and
reference PCR products (labeled with Cy5)

Forty-two yellow fluorescent spots indicate equivalent hybridization by test and reference PCR products; six red fluorescent spots indicate unopposed

hybridization by reference sample, suggesting deletion of relevant products in test sample.
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