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Erratum

Erratum to ‘‘Gene linkage and steady state RNAs suggest
trans-splicing may be associated with a polycistronic transcript

in Schistosoma mansoni ’’
[Mol. Biochem. Parasitol. 89 (1997) 25–39]1

Richard E. Davis *, Scott Hodgson

Department of Biological Sciences, Fordham Uni6ersity, Bronx NY, 10458, USA

The publisher regrets that Fig. 1 in the above article was poorly reproduced in the printed issue. The
figure is reprinted on the following pages.
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Fig. 1.
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Fig. 1. Closely linked gene upstream of enolase encodes UbCRBP. (A) Schistosoma mansoni UbCRBP gene sequence extending into
exon 3 of the downstream enolase gene (exon 1 of the enolase gene is the SL). Lower case letters represent upstream regions, introns,
or the intergenic region between UbCRBP and enolase. Uppercase letters represent exon sequences (light shading, UbCRBP; darker
shading, enolase) and the predicted translation products of the encoded mRNAs are shown below the exon sequence. The putative
polyadenylation signal, intergenic region, and trans-splice acceptor site for enolase are marked. The alternate splice donor sites
contributing to the definition of UbCRBP exon 1 are shown with triangles with the GT dinucleotide underlined. Polyadenylation
sites determined by 3% RACE are marked with diamonds and the number of clones identified corresponding to each site are provided
in parentheses. (B) Linkage between UbCRBP and the trans-spliced enolase gene in Fasciola hepatica. Only the 3% end of Fasciola
UbCRBP (accession No. U91748) and a portion of enolase exon 2 are shown (exon 1 is the Fasciola spliced leader [37]). Letters and
shading are the same as in (A). (C) Multiple alignment of the upstream schistosome and Fasciola ORFs with phylogenetically diverse
UbCRBP proteins. Dashes indicate gaps used to generate the optimal alignment, dark shading indicates identical residues, and light
shading indicates conservative amino acid substitutions.
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