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[Abstract]  Objective To acquire the full coding sequence of Schistosoma japonicum aldehyde dehydrogenase,
and fill the gaps of the partial aldehyde dehydrogenase sequences. — Method  Putative sequence fragments of the
S. japonicum aldehyde dehydrogenase were extracted from the transcriptome database by use of bioinformatics tools,
through the multiple sequences alignment with homologous sequences of other species. Primers were designed according
to the EST sequences matching the N terminal and C terminal respectively, and the gap sequence fragment was
amplified by RT-PCR and sequenced. The full gene sequence was obtained finally by combining the old 2 EST
sequences with the amplified sequence. The physico-chemical parameters of the new sequence were analyzed by using
bioinformatics software. ~ Result  Eight EST sequences of S.japonicum were predicted as partial sequences of aldehyde
dehydrogenase. Two of which (AAW27891, AAW27047) were predicted to represent the N terminal and C terminal of
one protein, respectively. The gap between them was deduced as about 80 amino acids according to the result of
multiple sequences alignment. Primers located on the flanking of the gap were designed according to the known EST
sequences of AAW27891 and AAW27047. The gap between the AAW27891 and AAW27047 were obtained by RT-PCR

and then sequenced, as well as confirmed by bioinformatics software. The full sequence of aldehyde dehydrogenase was
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reassembled by filling of the gap sequence. The reassembled gene coding sequence was submitted to GenBank with an

accession number of EF503564. The coding sequence contains an intact ORF of 1596 bps with deduced 531 amino

acids. Bioinformatic analysis of new amino acids sequence was performed as deduced molecular weight of 57 330.7 and

PI value of 7.94. The aldehyde dehydragenase pattern of [LIVMFGA ]-E-[ LIMSTAC]-[GS]-G-[ KNLM ]-[SADN J-[TAPFV]

was found located in the position 290-297 of the new sequence.

Conclusion The gap between two partial nucleotide

sequences is filled and the full coding sequence of aldehyde dehydrogenase gene has been obtained by the method com-

bining bioinformatics tools and experiments together.
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Fig. 1 Work flow of sequencing and assembling
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M: DNA #7#4)(200 bp), 1: ZEEBLEEF cDNA, 2: [FIPEXT I,
M: DNA marker(200 bp), 1: PCR products of Aldh ¢DNA, 2: Negative

control.

2 ZEEBSES cDNA B PCR #1874 (1.0 % IR BE #ERE A B K )
Fig. 2 PCR products of aldehyde dehydrogenase cDNA
(1.0% agarose gel electrophoresis)
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[ Abstract)
and eggs (SEA) in laboratory-bred Microtus fortis (Mf), BALB/c mice and Kunming (Km) mice challenged by cercariae of

[gG3 antibody reaction to soluble antigens prepared from schistosomula (SSA), adult worms(SAWA)

Schistosoma japonicum was detected by indirect ELISA. The effect of purified IgG3 antibody on in vitro killing schistoso-
mula and protecting mice from infection of S. japonicum was evaluated. The IgG3 antibody level in Mf against SSA and
SAWA increased significantly by 79.6 percent and 49.6 percent after the fourth week of challenge infection, but no sig-
nificant increase in BALB/c mice. Purified IgG3 antibody from laboratory-bred Mf and wild Mf effectively killed schisto-
somula, and that of the wild Mf induced higher worm-reduction rate. The death rate of schistosomula due to IgG3 anti-

body purified from sera of laboratory-bred Mf and wild Mf was 235 and 5.88 times as high as that of Km mice respectively.
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