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Fig.1  Domain structure of the intron-encoded proteins (TEP) of three
typical Group Il introns. A: Protein encoded by yeast al2 intron, consisting
of 785aa: B: Protein ( LtrA) encoded by Lactococcus lactis 11.1trB
intron; consisting of 599aa. C: Protein encoded by Sinorhizobium melilott
RmIntlintron, consisting of 419aa. (Exon; shallow gray: RT domain, gray:
X domain; oblique line; En domain, black; other domain of the IEP; whites
flanking sequence of al2 intron and bilateral domains of L1.LirB or RmInt

intron domain]\ » gray line) .
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Mobility of bacterial group [l introns-A review

Dan

Qi> Qing Meng ™

(Institute of Biological Science and Biotechnology, Donghua University, Shanghai 201620, China)

Abstract: Group || introns are both catalytic RNAs (ribozymes) and mobile retroelements that were discovered about 14 years

ago. Mobile Group I introns were also found in bacteria recently, and they can either retrohome into cognate alleles that lack the

intron or retrotranspose to ectopic sites. We reviewed the main mobility Choming) pathways of bacterial group [l introns by

describing the relationship between Intron-encoded protein activities and intron mobility. We discussed whether mobility of

Cyanobacteria group Il introns could occur and possible mechanisms of their mobility. Furthermore; the biological implications of

group [ introns transferring within a species or among different species are also discussed.

Keywords: bacterial group [l intron; retrohoming: retrotransposition; intron-encoded protein
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