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Erratum 

On page 396 o f  the paper  start ing on page 395 o f  volume 19 there were unfor tuna te ly  several errors. The pa rag raph  
concerned is now printed correct ly below. 
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Materials and methods 

Total DNA isolation and sequencing. Total DNA from the isolates 
used in the interpopulation study was donated by C. Bird and E. 
Rice. DNA from the five isolates used in the intrapopulation study 
was purified using the CTAB method of Doyle and Doyle (1990). 
Double-stranded DNA of the spacer region was amplified by the 
polymerase chain reaction (PCR) (Saiki et al. 1988). Primers were 
chosen from conservative regions of the small and large subunit 
genes by comparing the sequences of Cryptomonas �9 (Douglas et al. 
1990), O. luteus (Boczar et al. 1989), Porphyra linearis (Douglas, 
unpublished) and Gymnogongrus sp. (Douglas et al., in prepara- 

tion). Amplification primers (5'-TGTGGACCTCTACAAACAGC-3' 
and 5'-CCCCATAGTTCCCAAT-Y) and internal sequencing 
primers (5'-GTGAGATTAACACAAGGAA-Y and 5'-TTCCTT- 
GTGTTAATCTCAC-3') were synthesized on a Milligen Biosearch 
Oligonucleotide synthesizer. Both strands of the amplified DNA 
were directly sequenced using a modification (Bachman et al. 1990) 
of the dideoxy chain termination procedure developed by Sanger 
et al. (1977) and the DNA sequencing kit "Sequenase 2.0" (US 
Biochemicals, Cleveland, Ohio). 


