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Fig. 1 Amplification of Anabaena PG IGS sequences using extracted
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Fig. 2 Amplification of Anabaena PC-1GS sequences using whole cell as

template
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Nucleotides underlined are part of the pcb gene sequence, nucleotides double underined are part of the pca gene sequence, sequence in between them is PG IGS. 2
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WHOLE: CEILPCR TO IDENTIFY ANABAENA SPECIES AND STRAINS

HUANG Jiar Quan®?, WANG Gao-Hong', LI Durr Hai', LIU Yong Ding' and YIN Lt Y an'
(1. Institute  Hydrobiolazy, The Chinese Academy f Saences, Wuhan 430072;
2. Huahong Agricdtural University, Wuhan 430070)

Abstract:The tradiional way to identify algae is usually depend an the observation of the morphology. This way is time consuming and
usually difficult to identify the algae during the early algal growth stage in which the charader is not obvious and can not detedt the
subtle differences between species or strains; also, the morphology and the ability to produce toxicants of cyanobacteria may change
under different natural or cultural conditions. In this paper, we use the molecular method to identify Anabaena species, the results
showed that BSA are necessary far the PCR amplification and the optimal concentration is 1% (w/ v) in the reacion buffer. DMSO irr
creased ar decreased the quantity of the amplification products seledively, but the effed is not significant. The self designed primers
after comparison of other Anabaena PC sequences amplified the pait of pch and pea gene along with PG IGS sequence when using bath
extraded DNA and preirested whole cells as template, the banding pattern is not unifam but all produced the target bands, cloning
and sequencing analyses indicated that PC in line with PC-IGS was amplified, even though the nucleotide between two Anabaena
strains colleded from two different regions in China show that anly 2 sites in a fragment about 400 bp are different, but the PC-1GS se-
quences are quite different from others and thus can be applied to identify the different species or strains. The universal primers to anr
plify part of 165 DNA and 23S rDNA along with their ITS sequence using the extraded DNA and pretreaed whole cell showed that the
banding pattern of amplification produds are uniform when the whole cells were at the concentration of 107/ mL in the readion buffer,
the minimum amount o whole cell to amplify the target band is 20 cells in SOHL reaction buffer.
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