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Abstract: Interlocus gene conversion, the nonreciprocal exchange of genetic material 

between genes, is facilitated by high levels of sequence identity between DNA sequences 

and has the dual effect of homogenizing intergenic sequences while increasing intragenic 

variation. Gene conversion can have important consequences for the evolution of paralogs 

subsequent to gene duplication, as well as result in misinterpretations regarding their 

evolution. We review the current state of research on gene conversion in paralogs within 

Caenorhabditis elegans and its congeneric species, including the relative rates of gene 

conversion, the range of observable conversion tracts, the genomic variables that  

strongly influence the frequency of gene conversion and its contribution to concerted  

evolution of multigene families. Additionally, we discuss recent studies that examine the  

phenotypic and population-genetic effects of interlocus gene conversion between the  

sex-determination locus fog-2 and its paralog ftr-1 in natural and experimental populations 

of C. elegans. In light of the limitations of gene conversion detection methods that rely 

solely on the statistical distribution of identical nucleotides between paralogs, we suggest 

that analyses of gene conversion in C. elegans take advantage of mutation accumulation 

experiments and sequencing projects of related Caenorhabditis species.  

Keywords: Caenorhabditis; conversion tract; ectopic gene conversion; ftr-1; fog-2; gene 

duplication; interlocus gene conversion; paralogs 
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1. Introduction  

The expansion of gene number within organisms is facilitated by the processes of gene duplication 

and polyploidization. The study of gene duplicates has burgeoned within the last two decades, owing 

largely to the availability of whole-genome sequences that enable the identification of a genome-wide 

population of paralogs for determining the dominant pattern(s) of duplicate origin and the evolutionary 

forces responsible for their diversification and retention, as well as new methods to assess  

copy-number variation in natural populations. Additionally, these large data sets enable exploration of 

additional hypotheses that hitherto remain unanswered (e.g., which evolutionary forces drive the 

fixation of duplicates at the species-wide level) and test key theoretical predictions for gene duplicate 

evolution that were established in the pre-genomic era [1–3].  

The canonical model of gene duplicate evolution as outlined by Ohno [1] postulates that gene 

duplicates originate bearing complete sequence and functional identity to the progenitor copy  

(i.e., ancestral gene structure and the entire repertoire of ancestral regulatory elements are preserved 

during the gene duplication process). Sequence divergence between the two paralogs over evolutionary 

time is affected by the gradual accumulation of mutations, ultimately leading to functional divergence 

or pseudogenization and eventual loss. However, we now know that this view of gene paralog 

evolution is overly simplistic. Paralogs are also capable of nonreciprocal recombination with each 

other via gene conversion, a form of concerted evolution wherein one donor sequence converts a 

homologous recipient sequence over some length of sequence, thereby enhancing sequence 

homogeneity between the two paralogs [4]. Hence, the evolutionary trajectories of gene paralogs is 

governed by the relative frequencies of these two opposing forces; sequence divergence by new 

mutations and the erosion of sequence heterogeneity via gene conversion [5,6].  

The 1980s witnessed accumulating evidence for gene conversion among paralogs representing a 

range of functions across a variety of species such as human - and goat -globins [7–9], Drosophila 

heat-shock genes [10], human fetal globin genes [11], mouse immunoglobulin -heavy chain constant 

regions [12], and chorion genes in Bombyx [13], among others. The earliest detailed insights regards 

the biological mechanics of ectopic gene conversion events are owing to genetic studies in 

microorganisms, particularly the yeast Saccharomyces cerevisiae [14]. Interlocus gene conversion 

events were studied by taking advantage of lines bearing naturally-occurring repetitive elements [15] 

as well as experimentally-manipulated strains bearing an insertion of an extra, synthesized gene  

copy [16–19] to determine the influence of a homolog‟s genomic location on the frequency of gene 

conversion. The yeast system has been further developed to determine the relative frequencies of 

intralocus [20] versus interlocus (ectopic) gene conversion [17,21,22], the physical length of gene 

conversion tracts [23–25], the degree of bias with respect to the identity of the donor sequence during 

gene conversion [26], and the genome-wide rates of gene conversion events [27]. However, Li [4] has 

cautioned that generalizations from patterns and rates of gene conversion in yeast may have limited 

applicability to other eukaryotic genomes due to an extremely high rate of gene conversion in yeast 

and the widespread presence of paralogs as templates for gene conversion in its genome given its 

polyploid history [28,29]. The nematode Caenorhabditis elegans may represent an appropriate 

multicellular eukaryotic model system to study the consequences of gene conversion for the 
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evolutionary dynamics of multigene families in a genome dominated by small-scale duplication events 

(in contrast to polyploidy).  

2. Detection of Gene Conversion in Caenorhabditis Paralogs 

A handful of studies in the pre-genomic era had already hypothesized the occurrence of possible 

gene conversion events among recently identified C. elegans paralogs with extremely high levels of 

sequence identity. Russnak and Candido [30] hypothesized the formation of the C. elegans heat-shock 

genes hsp16-1 and hsp16-48 via an ancestral duplication and inversion event yielding a head-to-head 

transcriptional orientation. A subsequent round of duplication of this ancestral 1.9 kb module yielded a 

second hsp16-1/hsp16-48 cluster 416 bp apart from the ancestral module. The authors favored gene 

conversion (over an evolutionary recent duplication event) as an explanation to account for the 100% 

sequence homology between the two hsp modules based on the observation that regions flanking the 

modules were completely diverged in sequence. Actin paralogs act-1 and act-3 were also proposed to 

have undergone concerted evolution via gene conversion and, interestingly, the authors proposed that 

the conversion events extended to intronic regions in addition to the exonic ones [31]. Another study of 

two tandem collagen paralogs (col-12 and col-13) inferred an older duplication event leading to their 

formation based, once again, on conflicting patterns of sequence similarity at the spatial level, 

extremely low levels of sequence similarity in the flanking regions and 99.5% sequence identity in the 

open reading frame (ORF) regions including an intron [32]. The identification of col-12 and col-13 

orthologs in both C. briggsae and C. remanei and their patterns of sequence identity confirm this 

conjecture (Figure 1), wherein the two paralogs within each species appear most closely related [33].  

Several important patterns for the gene conversion process in C. elegans paralogs can be gleaned 

from these initial studies, despite the limited sample sizes. First, gene conversion was concluded to be 

responsible for the high sequence similarity between paralogous ORFs rather than a recent duplication 

event because of the low levels or absence of sequence similarity in the flanking regions. Gene 

conversion could certainly contribute to this observed pattern in paralogous sequences. However, we 

caution that the possibility of a very recent duplication event should not be ruled out completely 

without additional evidence. For instance, it is well-documented that gene duplication in C. elegans is 

often incomplete and fails to encompass the entire ORF and/or upstream and downstream flanking 

regions [34,35]. Extremely high or complete sequence identity between paralogs in their coding 

regions with diminished sequence homology in flanking regions is concordant with a scenario wherein 

the gene duplication event was restricted to the ORFs (or an incomplete segment of the ORF) and 

failed to encompass ancestral flanking region sequences. Second, assuming each of these three studies 

truly represent interparalogous gene conversion events, it then appears that gene conversion can occur 

when paralogs are in direct or opposing (head-to-head or tail-to-tail) transcriptional orientation. 

However, whether C. elegans paralogs with the same or opposing transcriptional orientation have 

equals rates of gene conversion remains to be determined. Third, two of these initial studies reported 

the extension of gene conversion tracts to introns [31,32]. Fourth, the first estimate of the length  

of gene conversion tracts in C. elegans (>191 bp) was well within the range estimated for other 

 species [25], although with the caveat that gene conversion is characterized by exhibiting a fairly wide 
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range in the length of conversion tracts (several base pairs to >12,000 bp in yeast) and with a high 

degree of locus-specificity [24].  

Figure 1. A maximum-parsimony tree of the relationship between C. elegans collagen 

genes col-12 and col-13 and their orthologs in C. remanei and C. briggsae using  

protein-coding DNA sequences downloaded from Wormbase. The numbers above the 

branches represent bootstrap support (1000 replications). The analysis was performed in 

MEGA v4.0 [36]. The col-12 gene has a cis-spliced leader sequence whereas col-13 has a 

trans-spliced leader. The cis-spliced leader sequence is well conserved in one homolog in 

both C. remanei and C. briggsae. The near-complete sequence identity between paralogs 

within genomes is evidence of frequent gene conversion of the coding sequence since the 

duplication of these genes prior to the divergence of C. elegans and the  

C. remanei/C. briggsae clade. Celeg, Caenorhabditis elegans; Cbrig, C. briggsae;  

Crem, C. remanei. 

 
 

The first comprehensive, genome-wide study of interparalog gene conversion events in nematodes 

was conducted in 1999 [37]. This landmark study comprised 7829 putative gene duplicates pairs with 

sequence identity between paralogs ranging from 35–99%. The analysis used the gene conversion 

detection software GENECONV which tests whether tracts of complete sequence identity between 

paralogs are larger than expected relative to sequence divergence of DNA sequences flanking these 

identical segments [38]. Paralogs can display several regions of complete sequence identity either due 

to (i) multiple gene conversion events, or (ii) in instances where a lengthier conversion tract has 

incurred mutations resulting in smaller segments of complete sequence identity. Under the latter 

scenario, each segment of complete sequence identity is considered a gene conversion event. The 

relatively high sequence identity among these paralogs suggests that these gene duplicates are 

evolutionarily young and/or have been subjected to sequence homogenization by gene conversion. 526 

gene conversion events were detected across the 7829 duplicate pairs surveyed. If locus-bias effects 

were absent, this would translate into gene conversion affecting 6.7% of the surveyed duplicate pairs. 

However, only 143 pairs (2% of the sampled duplicates) were affected, with an average of 3.75 

conversion events per gene pair. This was the first indication that some duplicate pairs in the 

C. elegans genome are more prone to gene conversion than others. Other relevant findings of the 
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Semple and Wolfe study and more recent studies of interlocus gene conversion in Caenorhabditis are 

discussed in subsequent sections of this review.  

3. Rate of Gene Conversion in Caenorhabditis Paralogs 

The rate of gene conversion is an important parameter that determines multiple facets of the 

evolution of a multigene family. For instance, if the rate of gene conversion is high, significant 

selective pressure is required for the adaptive diversification of paralogs [6]. Interlocus gene 

conversion also contributes to allelic variation. Furthermore, gene conversion events with a 

pseudogene locus as the donor sequence can conceivably impose a significant mutational load on the 

remaining functional members of the multigene family.  

No direct experimental measures of the spontaneous rate of interlocus gene conversion currently 

exist for C. elegans. In experimental populations of fog-2 mutants, gene conversion where the donor 

was an upstream paralog of fog-2 of unknown function was found to be responsible for the reversion of 

null mutants to wild-type [39]. In the same set of experiments, an exact reversion of the mutation was 

not detected, suggesting that the rate of gene conversion is at least as high as the base substitution rate. 

An early study estimated the intralocus/allelic gene conversion at the 38 kb long unc-22 locus, a gene 

involved in worm muscle structure and function on Chromosome IV. Intralocus gene conversion 

events occurred at a frequency of 10
−5

 per locus per generation [40], at a scale similar to the rosy locus 

in Drosophila [41], although it should be cautioned that single-locus estimates of the conversion rate 

can be a poor proxy for predicting the genome-wide rate given the wide variation (0.8–30% in yeast) 

in the conversion frequency of different loci [4,42,43]. Moreover, studies in yeast have found that the 

intralocus/allelic rate of gene conversion exceeds that of interlocus conversion. For example, his3 

paralogs in yeast exhibit an interlocus gene conversion rate of 0.5% relative to an intralocus 

conversion rate of 1.5% [17].  

Reliable measures of the rate of spontaneous interlocus gene conversion events and their genomic 

characteristics are best answered by analyzing long-term mutation accumulation lines maintained 

under relaxed selective conditions with periodic assays of a subset of paralogs at different generations.  

4. Genomic Characteristics of Interlocus Gene Conversion Events in Caenorhabditis 

4.1. Range of Conversion Tracts  

A handful of studies in Caenorhabditis have provided measures of gene conversion tract lengths, 

although derived from exceedingly different types of experiments (Table 1). These include empirical 

estimates from transgenic DNA manipulation [44], global analysis of C. elegans paralogs in the 

sequenced N2 genome with sequence identities ranging from 35–99% [37], bioinformatic analysis of 

the HSP16 and zim/him-8 multigene families in sequenced Caenorhabditis genomes [45,46] and 

analysis of paralogs fog-2/ftr-1 of the FTR gene family in both laboratory experimental evolution lines 

and natural isolates of C. elegans [39,47]. 

The mean and range of the gene conversion tracts in Caenorhabditis paralogs are remarkably 

consistent across these disparate data sets and different species within the genus, even though gene 

conversion is known to be site- and context-dependent in other species such as yeast [24,25]. It appears 
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that while individual gene conversion tracts can span a few nucleotides to several thousand, the 

distribution of surviving gene conversion tracts tend to aggregate towards 50–200 nucleotides.  

Table 1. Mean and range of gene conversion tracts in Canenorhabditis paralogs.  

Paralogs Sampled Species Mean (bp) Range (bp) Reference 

Tc1 excision repair of 

the unc-22 locus 

C. elegans >191 >191 [44] 

7,829 duplicate pairs C. elegans 117 12–2,958 [37] 

fog-2/ftr-1 C. elegans 

 

58 

133
*
 

98
**

 

39–75 

121–145 

93–102 

[39] 

[39] 

[47] 

HSP16 gene family C. elegans 

C. briggsae 

60 

416 

60 

44–1113 

[45] 

zim/him-8 gene family C. elegans 

C. briggsae 

C. remanei 

206 

112 

223 

70–524 

29–274 

136–361 

[46] 

* Based on spontaneous gene conversion in C. elegans experimental evolution lines. 

** Based on polymorphism in C. elegans natural isolates. 

However, it should be stressed that the length of the observed gene conversion tracts detected from 

DNA sequence data may not reflect their original span immediately following the occurrence of the 

gene conversion event. When a gene conversion event creates a new allele, this novel allele will 

recombine with other existing alleles in the population, thereby eroding the original tract. Hence, base 

substitutions originating in a conversion event may get fixed in very limited tracts, even as single 

nucleotides. The longer conversion tracts seen in the genome may have culminated from the fixation of 

multiple, short conversion tracts in regions where conversion is not opposed by divergent selection or 

“terminator mutations” as described by Walsh [5].  

4.2. Gene Conversion in Introns 

Gene conversion events between paralogs are usually reported for exonic regions of genes. Indeed, 

intron sequences diverge faster over evolutionary time in comparison to other parts of a gene and may 

therefore impede gene conversion events by not meeting the threshold for high sequence homology 

between the template and donor sequences. Results gleaned from studies of the gene conversion 

process in the yeast Saccharomyces cerevisiae are likely to have the least applicability with respect to 

the extent that introns are included in gene conversion events, given that the S. cerevisiae genome is 

especially depauperate in introns (only 4% of coding genes) [48].  

There is some evidence that gene conversion events in C. elegans often encompass intronic 

sequences. Two of the initial studies postulating gene conversion events in C. elegans paralogs 

reported the extension of gene conversion tracts to introns [31,32]. More recent studies provide 

additional evidence that gene conversion seems to extend to introns in Caenorhabditis genomes. Intron 

position, phase and sequence were conserved for cytoplasmically localizing hsp70 paralogs in both 

C. elegans and C. briggsae [49]. Likewise, gene conversion between paralogs of the zim/him-8 tandem 

cluster also encompasses one intron [46]. Semple and Wolfe [37] were able to identify an extension of 
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the gene conversion event to intron(s) in 15% of all detectable gene conversion events, while 

acknowledging that their method was based on analysis of coding regions and hence biased against the 

detection of gene conversion in intronic regions. The inclusion of intronic sequences in gene 

conversion tracts may be facilitated by the presence of relatively compact introns in the C. elegans 

genome and other Caenorhabditids, the modal and median intron sizes in C. elegans being a mere  

47 and 65 bp, respectively [50]. 

4.3. Influence of Genomic Distance and Transcriptional Orientation 

The genomic proximity of paralogous genes is often thought to facilitate gene conversion [14,37]. 

However, a large fraction of duplicates in diverse genomes often occur in genomic proximity as 

adjacent loci with the same transcriptional orientation. A recent study of ectopic gene conversion 

events in the human genome found no evidence for greater conversion frequencies between  

closely-spaced paralogs when the distribution of gene-family members is controlled for [51]. Genomic 

proximity or distance can be measured at two levels. First, duplicate pairs can be classified on the basis 

of the chromosomal location of the two paralogs (interchromosomal versus intrachromosomal, 

signifying residence of the two paralogs on different chromosomes or the same chromosome, 

respectively). Second, for paralogs existing on the same chromosome, genomic proximity can be 

further measured on the basis of the physical distance (in base pairs or number of loci) separating 

them. In our discussion, we use the term „tandem‟ to describe two paralogs with no intervening loci 

and in the same transcriptional orientation. In the literature, „tandem‟ has been interchangeably used to 

describe adjacent paralogous loci irrespective of transcriptional orientation and this has garnered some 

confusion. We further distinguish „adjacent inverted‟ paralogs to signify gene duplicates with no 

intervening loci but in opposite transcriptional orientation.  

The majority of studies providing evidence of gene conversion in Caenorhabditis paralogs have 

tended to focus on a single duplicate pair or a small multigene family, often existing as adjacent loci on 

a chromosome with instances of both inverted (head-to-head or tail-to-tail) and direct (same) 

orientation. Some of these studies include two C. elegans hsp16-48 modules existing as an inverted 

repeat separated by 416 unique bp [30], tandem collagen paralogs col-12 and col-13 separated by  

1.8 kb [32], adjacent inverted heat-shock genes hsp70-7 and hsh70-8 [49], and tandem FTR-family 

paralogs fog-2 and ftr-1 separated by 763 unique bp [39,47]. So it is apparent that gene conversion 

events can occur irrespective of the transcriptional orientation of the paralogs in question, when in 

genomic proximity as adjacent loci in the genome. However, the limited sample sizes of these studies 

preclude the determination of the relative frequencies of gene conversion for paralogs exhibiting the 

same versus opposite transcriptional orientation. 

Semple and Wolfe‟s [37] global analysis of 7829 C. elegans duplicate pairs with moderate to high 

sequence identity found a significant negative correlation between gene conversion frequency and 

distance (ranging from 1–8 kb) for converted paralogs residing on the same chromosome. They further 

suggest that gene conversion events are more likely between paralogs bearing the same transcriptional 

orientation. In their data set of intrachromosomal duplicate pairs, 80% of the neighboring duplicates 

(paralogs separated by <5 genes) and 84% of the adjacent duplicates (no genes separating the paralogs) 

exhibited conservation of transcriptional orientation between the paralogs. However, it is not clear 
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from this analysis if the enhanced frequency of gene conversion events for these loci can be attributed 

independently to an effect of orientation without the confounding effects of genomic proximity. Their 

study also provided the first robust estimates of the relative frequencies of intra- versus 

interchromosomal gene conversion events in C. elegans paralogs. The rate of intrachromosomal gene 

conversion (referred to as “cis” duplications) in C. elegans paralogs was determined to be 3.7-fold 

higher than interchromosomal (or “trans” duplications) gene conversion, and in a ratio similar to those 

observed in yeast (~3.0) [14], mice (~2.9) [52] and Drosophila (~6.0) [53]. 

4.4. Influence of Family Size and Sequence Homology  

It would appear intuitive that the greater the population of possible homologous donors for 

conversion events at a particular locus, the greater the probability of it experiencing recombination 

events such as gene conversion. Indeed, studies in yeast have reported that the frequency of gene 

conversion in a particular yeast gene is directly proportional to the number of identical donor 

sequences present [54]. In contrast, a prominent (and unexpected) conclusion stemming from Semple 

and Wolfe‟s [37] analysis of C. elegans paralogs was the existence of a significant negative correlation 

between gene conversion frequency and multigene family size. The authors speculated that an increase 

in the number of potential donor sequences might result in a concomitant increase in the incidence of 

gene conversion and a lowered rate of detection. One can foresee that a sufficiently high frequency of 

gene conversion would likely result in multiple gene conversion hits at the recipient locus. If these 

gene conversion tracts are overlapping or closely-spaced along the length of the recipient locus, it will 

likely appear as a single lengthy conversion tract originating from a single gene conversion event, and 

lead to an underestimate of the actual gene conversion frequency and an overestimate of the length of 

the conversion tract. 

The degree of sequence identity and the length of homology between the donor and recipient 

sequences are major determinants of the frequency of gene conversion. Semple and Wolfe‟s study [37] 

confirms this pattern for C. elegans paralogs, wherein they find a significant negative correlation 

between gene conversion and DNA sequence divergence. We currently lack a robust estimate for the 

minimum sequence identity required to facilitate gene conversion between two homologous sequences 

in Caenorhabditis genomes. However, the average sequence identity between paralogs may not be the 

appropriate parameter. Two paralogous sequences can have moderate levels of overall sequence 

divergence but the variable sites may not be uniformly distributed along the length of the genes. Gene 

conversion can still occur between such genes in interspersed regions of high sequence identity. As an 

example, we consider gene conversion events detected in C. elegans tandem paralogs fog-2/ftr-1 with 

an estimated overall synonymous sequence divergence (KS) of 28% using the maximum-likelihood 

procedure in the PAML package [55]. In a gene conversion event of fog-2 via ftr-1, the conversion 

tract extended downstream into a 72 bp region of 100% sequence identity as well as an upstream 

region of 77% sequence identity [39].  

It therefore appears that for linked sequences such as adjacent paralogous genes, the genomic 

proximity may facilitate gene conversion despite moderate sequence divergence between the 

sequences and shorter tracts of complete identity. In contrast, higher thresholds of sequence identity 

and homology length may be required to facilitate interchromosomal gene conversion events in more 
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complex genomes such as those of multicellular eukaryotes. For example, efficient levels of ectopic 

gene conversion between unlinked sequences in mice required 2.5 kb of identical sequence and 

diminished drastically when tract length was reduced to 1.2 kb [56].  

5. Population-Genetic and Phenotypic Effects of Interlocus Gene Conversion in C. elegans  

Despite a plethora of studies that have found evidence of gene conversion in DNA sequences across 

a diverse set of organisms, the phenotypic consequences of such gene conversion events are largely 

obscure. In experimental populations of C. elegans, a gene conversion event led to the repair of a  

loss-of-function mutation with an extreme phenotypic consequence of sex reversion [39]. C. elegans is 

one of two species in its genus exhibiting an androdioecious mode of reproduction with populations 

composed largely of self-fertile hermaphrodites and males in low-frequency [57]. C. elegans 

hermaphrodites phenotypically resemble the females of other congeneric, obligately-outcrossing 

gonochoristic species but have evolved the ability to produce limited amounts of sperm for  

self-fertilization. The evolution of hermaphroditism in C. elegans may have been specifically 

promoted by the appearance of a new gene, fog-2, via a gene duplication of ftr-1 that enabled 

spermatogenesis in C. elegans hermaphrodites [39,58,59]. ftr-1, a gene of unknown function, 

comprises four exons encoding 314 amino acids (aa). The exon-intron structure of fog-2, comprising 

five exons (327 aa) exhibits both similarities and dissimilarities relative to ftr-1 (Figure 2). Homology 

between ftr-1 and fog-2 commences ~170 bp upstream of the start codon, completely encompassing 

the first three exons and introns and partially spanning the terminal exon of ftr-1 (first 91 of 186 bp). 

Synonymous sequence divergence between the two paralogs over their region of homology is 

approximately 28%. The novel terminal region of fog-2 spans the latter 66 bp of exon 4, the entire 

intron 4 (45 bp) and entire exon 5 (157 bp) [39]. The creation of fog-2 likely resulted from a partial 

duplication with recruitment [35] of ftr-1 with the incorporation of novel sequence into its reading 

frame at the C-terminus from it new genomic neighborhood, likely conferring the novel function of 

hermaphrodite spermatogenesis in this species [47,59]. Both paralogs reside in tandem on 

Chromosome V, separated by 763 bp of unique sequence, with ftr-1 placed directly upstream  

of fog-2 [39].  

A long-term mutation-accumulation study by us employed replicate lines of C. elegans rendered 

obligately-outcrossing (male-female) by a loss-of-function (lf) mutation in the fog-2 coding region due 

to the presence of a premature stop codon. During the course of this experiment, several of these  

male-female lines reverted spontaneously to hermaphroditism during the population bottleneck phase. 

Hermaphroditic revertants also originated and reached fixation in a handful of lines during a 

subsequent fitness-recovery phase of the experiment. Two of the sequenced revertants to 

hermaphroditism were established to have resulted from a gene conversion event whereby a short 

segment of a paralogous gene, ftr-1, recombined with the fog-2 (lf) mutant allele, replacing the 

premature stop codon with a tryptophan codon, thereby restoring fog-2 function and leading to the 

subsequent appearance of functional selfing hermaphrodites (Figure 3) [39]. This type of repair of a 

deleterious mutation by gene conversion has been suggested to be important in the evolutionary 

conservation of the human Y chromosome, where rampant gene conversion between paralogs may 

have stalled Y chromosome degeneration [60,61] and deleterious mutation accumulation in plastid  
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genomes [62]. The overall nucleotide sequence identity between ftr-1 and fog-2 over their homologous 

coding region is 82%; however, the converted region in fog-2 in the experimental populations is 

downstream of a stretch of 70 bp of complete identity that probably facilitated these events. Moreover, 

the sequence tract that was converted in the experimental lines had an overall nucleotide sequence 

identity of 77% between fog-2 and ftr-1. Considering how easily these spontaneous gene conversions 

were obtained in experimental populations, the fact that this region has remained impervious to gene 

conversion over evolutionary time suggests functional divergence between the two genes in  

this region.  

Figure 2. Schematic depicting the regions of homology between the paralogs fog-2 and  

ftr-1 [39,47]. Shaded rectangles denote exons; horizontal lines represent introns and 

duplicated flanking regions where applicable. The duplicated region is shaded in light blue. 

Duplicated segments as determined by sequence homology between the two paralogs are 

also depicted by the correspondence of regions with identical color and pattern. 

Nonhomologous segments of the two paralogs are depicted in different colors. The novel 

portion of fog-2 highlighted in yellow likely confers the novel function of hermaphrodite 

spermatogenesis.  

 
 

Figure 3. Sequence alignments of in-frame nucleotide positions 200-499 of exon 3 

displaying two independent gene conversion events at the fog-2 locus by ftr-1 resulting in a 

phenotypic alteration from obligate outcrossing to hermaphroditism in two fog-2(lf) q71 

mutant lines [39]. The red box displays the nonsense mutation G  A in the fog-2(lf)q71 

allele resulting in a nonfunctional gene relative to the wild-type. Regions highlighted in 

yellow represent the minimum gene conversion tracts by ftr-1 in sex-revertants 1 and 2. 

Dots represent identical nucleotides to the fog-2 wild-type sequence. 

 

 

Interlocus gene conversion events serve to increase allelic diversity at a locus and may result in 

shared polymorphisms between loci [63–65]. In a follow up study, Rane et al. [47] further analyzed 
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DNA sequence variation in fog-2 and ftr-1 within 40 isolates of C. elegans to investigate the 

population-genetic consequences of gene conversion in natural populations (Figure 4). Gene 

conversion was found to contribute significantly to DNA sequence diversity at fog-2 (22%) and ftr-1 

(34%) in these populations. This study found a region of shared polymorphism between the two 

paralogs that was positioned immediately upstream of a 75 bp gene conversion tract. It appears that 

this stretch of nucleotides, with 100% identity in the two paralogs, is facilitating gene conversion in 

both experimental [39] and natural populations of C. elegans. 

In conclusion, the population-genetic consequences of gene conversion are to increase allelic 

diversity at paralogous loci. The standing genetic variation at synonymous sites within a species is 

frequently utilized to estimate the parameter Ne as a proxy for the species effective population size 

(Ne). Estimates of effective population size (Ne) for a species calculated from the standing genetic 

variation at a converted locus will lead to inflated estimates. 

Figure 4. Evidence of gene conversion in both fog-2 and ftr-1 alleles in natural isolates of 

C. elegans [47]. The top and bottom sequences (highlighted in green and yellow 

throughout, respectively) represent base positions 470-589 of the fog-2 and ftr-1 alleles of 

the N2 laboratory strain. Dots represent nucleotides identical to the N2 fog-2 sequence. The 

second sequence labeled „ftr-1 allele‟ represents a gene conversion event in ftr-1 by a fog-2 

donor sequence. The minimum gene conversion tract length of 9 bp in this converted ftr-1 

allele is highlighted in green to display its sequence identity to the N2 fog-2 allele. The 

region surrounding this converted tract has 100% sequence identity between N2 fog-2 and 

ftr-1 alleles over a 102 bp stretch, which would represent the maximum length of the gene 

conversion tract. This converted ftr-1 allele was detected in 20 of the 40 natural isolates 

surveyed. The third sequence labeled „fog-2 allele‟ represents a gene conversion event in 

fog-2 by an ftr-1 donor sequence possessed by three of 40 natural isolates. The minimum 

gene conversion tract length of 3 bp in this converted fog-2 allele is highlighted in yellow 

to display its sequence identity to the N2 ftr-1 allele. The region surrounding the converted 

nucleotides is identical between fog-2 and ftr-1 over a span of 93 bp, representing the 

maximum possible length of the gene conversion tract.  

 

 

6. Evolutionary Consequences of Ectopic Gene Conversion for Caenorhabditis Multigene 

Families  

Preceding studies have established interlocus gene conversion as an important homogenizing force 

in the evolution of gene duplicates in Caenorhabditis species. Semple and Wolfe [37] found evidence 

for gene conversion in only 2% of 7,829 duplicate pairs in the C. elegans genome, and 85% of these 
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events were restricted to members of multigene families. This may have fostered the notion that gene 

conversion is a less potent force in the evolution of small gene families, comprising <5 paralogs [34]. 

However, statistical methods [38,66] currently available for the detection of gene conversion events 

between paralogs in the absence of an outgroup sequence fail to work under regimes of high sequence 

identity between the focal paralogs. Most statistical analyses of gene conversion events in C. elegans 

have employed Sawyer‟s GENECONV statistical software [37,39,45,47] which uses the distribution of 

mismatches between DNA sequences to test the null hypothesis of no gene conversion between 

paralogs. GENECONV performs well in simulation studies but is found to be lacking in power under 

regimes of frequent gene conversion [67]. Hence, the view that gene conversion in C. elegans is 

relatively infrequent may need to be reevaluated. Analysis of laboratory-based mutation accumulation 

lines, with the strength of selection reduced to a minimal, ought to yield the most robust estimate of the 

spontaneous rate of gene conversion between paralogs in Caenorhabditis genomes, the length of gene 

conversion tracts, and the influence, if any, of key genomic characteristics (transcriptional orientation, 

chromosomal location, extent of sequence homology) on this key parameter.  

We next consider the evolutionary impacts of gene conversion on the functional fate of gene 

duplicates. Under environmental conditions where increased gene dosage is beneficial, natural 

selection is expected to favor concerted evolution of paralogs via gene conversion [68–70]. On the flip 

side, if sequence homogenization of paralogous genes via gene conversion is sufficiently frequent, it 

begs the question as to how duplicates are ever able to establish independent evolutionary trajectories 

and neofunctionalize. With increasing sequence divergence, gene conversion between paralogs is 

expected to eventually taper in frequency, enabling the probability of functional divergence [5]. 

However, we have no estimate for this threshold of sequence divergence between Caenorhabditis 

paralogs that would serve to decrease the frequency of gene conversion to levels that effectively render 

it evolutionarily impotent. Even more intriguing is the question as to how this threshold of sequence 

divergence is ever reached under the onslaught of frequent gene conversion. Earlier theoretical work 

exploring the conundrum of gene duplicate neofunctionalization in the face of gene conversion 

pressure have suggested that “terminator mutations” such as large insertions/deletions, obstruction of 

sequence homology via mobile element insertion, or translocation of one paralog to another 

chromosome via reverse transcription may serve to interrupt sequence homology between paralogs and 

retard further homogenization of the two copies [5]. More recent theoretical studies have explored the 

role of diversifying natural selection in the maintenance of paralog sequence diversity under 

conversion pressure [6]. The patterns of DNA variation in human antigen-coding paralogs RHCE and 

RHD appear consistent with a model of selection maintaining antigen diversity despite frequent gene 

conversion, although the strength of selection required to counterbalance homogenization by gene 

conversion was inferred to be extremely high [6].  

We additionally suggest that structural heterogeneity between paralogs is yet another factor that 

likely plays an important role in restricting complete homogenization of paralogs via gene conversion, 

thereby promoting neofunctionalization. The mechanisms of gene duplication often fail to respect gene 

boundaries, resulting in the duplication of gene fractions rather than the complete ORFs of the 

ancestral copy [34,35]. More than 50% of gene duplicates with synonymous sequence divergence less 

than 10% in the C. elegans genome comprised structurally heterogeneous paralogs, wherein one or 

both copies had unique exonic regions to the exclusion of their sister copy [34]. If these unique coding 
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regions in one or both paralog(s) encode novel functional domains, neofunctionalization can be 

promoted and maintained despite ongoing gene conversion in homologous regions of the two paralogs. 

As a case and point, we revisit the fog-2/ftr-1 scenario (Figure 2). The putative ancestral copy, ftr-1, is 

of unknown function. fog-2, implicated in the origin of hermaphroditism in C. elegans, likely 

originated from a partial duplication of ftr-1 that prematurely terminated in the terminal exon of ftr-1, 

and then recruited additional unique sequence from its new genomic neighborhood to complete its 

ORF [39]. Intriguingly, the recruitment of this unique sequence in the 3' end of fog-2 likely facilitated 

its neofunctionalization after duplication [47]. Frequent gene conversions of fog-2 by ftr-1 in both 

laboratory and wild C. elegans populations fail to diminish or compromise the function of fog-2 in 

hermaphrodite spermatogenesis, given that this neofunctionalized sequence tract in fog-2 bears no 

homology to ftr-1 sequence.  

7. Conclusions 

Independence of mutations is an important assumption in much of evolutionary genetic analysis. 

Gene conversion and other mechanisms of reticulate evolution resulting in shared mutations between 

loci can adversely affect the results of evolutionary analyses in a number of different ways. First, gene 

conversions can obscure and mislead conclusions on the phylogenetic relationship between genes. 

Second, gene conversions can lead to gene duplicates appearing more evolutionarily recent than they 

really are, leading to erroneous calculations with respect to the dynamics of duplicates genes in 

genomes. Third, gene conversion appears to occur more frequently between paralogs residing in 

genomic proximity and can thereby skew our understanding of gene movement around the genome. 

Fourth, gene conversion can result in inferences of selection when there are none [71]. Lastly, gene 

conversion serves to increase allelic diversity leading to inflated estimates of the effective population 

size (Ne) in instances where base substitution parameters are used to infer Ne. 

Semple and Wolfe‟s study found evidence of gene conversion in only 2% of gene duplicates in the 

C. elegans genome [37]. GENECONV software [38], often used to statistically detect the presence of 

gene conversion between paralogs, may underestimate gene conversion frequencies for sequences with 

low divergence, representing a pool of duplicates most likely to undergo conversion. Hence, the view 

that gene conversion is infrequent in C. elegans may need to be revaluated. Due to low levels of DNA 

sequence variation in natural populations of C. elegans, shared polymorphisms between paralogs (a 

key signature of gene conversion) in this species may be more challenging to detect compared to other 

species such as Drosophila. High-throughput sequencing of C. elegans mutation accumulation lines 

will eventually yield data on the spontaneous gene conversion rate whereas a combination of methods 

will be needed to evaluate the role of gene conversion in the evolution of Caenorhabditis genomes. 

These will undoubtedly take advantage of various Caenorhabditis genome sequencing projects 

currently in progress by analyzing relationships of paralogs whose synteny context has been conserved 

since speciation.  

Acknowledgements 

This manuscript was improved by valuable suggestions by Guy Drouin and an anonymous 

reviewer. We additionally thank Hallie Rane for critical comments on the manuscript. VK and UB 



Genes 2010, 1              

 

 

465 

were supported by NSF grant DEB-0952342. In addition, VK would like to acknowledge the support 

of an NSF Research Fellowship in Biological Informatics (DBI-0532735) and start-up funds from the 

University of New Mexico for facilitating the research on which portions of this review is based.  

References 

1. Ohno, S. Evolution by Gene Duplication; Springer-Verlag: New York, NY, USA, 1970; p. 160. 

2. Ohno, S. Ancient linkage groups and frozen accidents. Nature 1973, 244, 259–262.  

3. Ohta, T. Evolution and Variation of Multigene Families; Springer-Verlag: New York, NY, USA, 

1980; p. 131. 

4. Li, W.-H. Molecular Evolution, 1st ed.; Sinauer Assoc., Inc.: Sunderland, MA, USA, 1997;  

pp. 309–334. 

5. Walsh, J.B. Sequence-dependent gene conversion: Can duplicated genes diverge fast enough to 

escape conversion? Genetics 1987, 117, 543–557. 

6. Innan, H. A two-locus gene conversion model with selection and its application to the human 

RHCE and RHD genes. Proc. Natl. Acad. Sci. USA 2003, 100, 8793–8798.  

7. Liebhaber, S.A.; Goossens, M.J.; Kan, Y.W. Cloning and complete nucleotide sequence of human 

5'--globin gene. Proc. Natl. Acad. Sci. USA 1980, 77, 7054–7058. 

8. Liebhaber, S.A.; Goossens, M.J.; Kan, Y.W. Homology and concerted evolution at the 1 and 2 

loci of human -globin. Nature 1981, 290, 26–29. 

9. Schon, E.A.; Wernke, S.M.; Lingrel, J.B. Gene conversion of two functional goat -globin genes 

preserves only minimal flanking sequences. J. Biol. Chem. 1982, 257, 6825–6835.  

10. Brown, A.J.L.; Ish-Horowicz, D. Evolution of 87A and 87C heat-shock loci in Drosophila. 

Nature 1981, 290, 677–682.  

11. Slightom, J.L.; Blechl, A.E.; Smithies, O. Human-fetal G- and A- globin genes: Complete 

nucleotide sequences suggest that DNA can be exchanged between these duplicated genes.  

Cell 1980, 21, 627–638.  

12. Ollo, R.; Rougeon, F. Gene conversion and polymorphism: Generation of mouse immunoglobulin 

2a chain alleles by differential gene conversion by 2b chain gene. Cell 1983, 32, 515–523. 

13. Iatrou, K.; Tsitilou, S.G.; Kafatos, F.C. DNA sequence transfer between two high-cysteine 

chorion gene families in the silk moth Bombyx mori. Proc. Natl. Acad. Sci. USA 1984, 81,  

4452–4456. 

14. Petes, T.D.; Hill, C.W. Recombination between repeated genes in microorganisms. Annu. Rev. 

Genet. 1988, 22, 147–168. 

15. Kupiec, M.; Petes T.D. Allelic and ectopic recombination between Ty elements in yeast. Genetics 

1988, 119, 549–559. 

16. Mikus, M.; Petes, T.D. Recombination between genes located on nonhomologous chromosomes 

in yeast Saccharomyces cerevisiae. Genetics 1982, 101, 369–404. 

17. Jinks-Robertson, S.; Petes, T.D. High frequency of meiotic gene conversion between repeated 

genes on nonhomologous chromosomes in yeast. Proc. Natl. Acad. Sci. USA 1985, 82,  

3350–3354. 



Genes 2010, 1              

 

 

466 

18. Fasullo, M.T.; Davis, R.W. Recombination substrates designed to study recombination between 

unique and repetitive sequences in-vivo. Proc. Natl. Acad. Sci. USA 1987, 84, 6215–6219. 

19. Lichten, M.; Haber, J.E. Position effects in ectopic and allelic mitotic recombination in 

Saccharomyces cerevisiae. Genetics 1989, 123, 261–268.  

20. Fogel, S.; Mortimer, R.K.; Lusnak, K. Mechanisms of Meiotic Gene Conversion or “Wanderings 

on a Foreign Strand”. In The Molecular Biology of the Yeast Saccharomyces; Strathern, J.N., 

Jones, E.W., Broach, J.R., Eds.; Cold Spring Harbor Laboratory Press: Cold Spring Harbour, NY, 

USA, 1981; pp. 289–339.  

21. Jackson, J.A.; Fink, G.R. Meiotic recombination between duplicated genetic elements in 

Saccharomyces cerevisiae. Genetics 1985, 109, 303–332. 

22. Lichten, M.; Borts, R.H.; Haber, J.E. Meiotic gene conversion and crossing over between 

dispersed homologous sequences occurs frequently in Saccharomyces cerevisiae. Genetics 1987, 

115, 233–246. 

23. Borts, R.H.; Haber, J.E. Meiotic recombination in yeast: alteration by multiple heterozygosities. 

Science 1987, 237, 1459–1465. 

24. Petes, T.D.; Malone, R.E.; Symington, L.S. Recombination in Yeast. In The Molecular and 

Cellular Biology of the Yeast Saccharomyces: Genome Dynamics, Protein Synthesis and 

Energetics; Broach, J., Jones, E., Pringle, J., Eds.; Cold Spring Harbor Laboratory Press: Cold 

Spring Harbor, NY, USA, 1991; Volume 1, pp. 407–521.  

25. Drouin, G. Characterization of the gene conversions between the multigene family members of 

the yeast genome. J. Mol. Evol. 2002, 55, 14–23. 

26. Nagylaki, T.; Petes, T.D. Intrachromosomal gene conversion and the maintenance of sequence 

homogeneity among repeated genes. Genetics 1982, 100, 325–337.  

27. Mancera, E.; Bourgon, R.; Brozzi, A.; Huber, W.; Steinmetz, L.M. High-resolution mapping of 

meiotic crossover and non-crossovers in yeast. Nature 2008, 454, 479–486. 

28.  Smith, M.M. Molecular evolution of the Saccharomyces cerevisiae histone gene loci. J. Mol. 

Evol. 1987, 24, 252–259. 

29. Wolfe, K.H.; Shields, D.C. Molecular evidence for an ancient duplication of the entire yeast 

genome. Nature 1997, 387, 708–713. 

30. Russnak, R.H.; Candido, E.P.M. A locus encoding a small family of heat shock genes in 

Caenorhabditis elegans: two genes duplicated to form a 3.8 kilobase inverted repeat. Mol. Cell. 

Biol. 1985, 5, 1268–1278. 

31. Krause, M.; Wild, M.; Rosenzweig, B.; Hirsh, D. Wild-type and mutant actin genes in 

Caenorhabditis elegans. J. Mol. Biol. 1989, 208, 381–392. 

32. Park, Y.-S.; Kramer, J.M. Tandemly duplicated Caenorhabditis elegans collagen genes differ in 

their modes of splicing. J. Mol. Biol. 1990, 211, 395–406. 

33. Teshima, K.M.; Innan, H. The effect of gene conversion on the divergence between duplicated 

genes. Genetics 2004, 166, 1553–1560. 

34. Katju, V.; Lynch, M. The structure and early evolution of recently arisen gene duplicates in the 

Caenorhabditis elegans genome. Genetics 2003, 165, 1793–1803. 

35. Katju, V.; Lynch, M. On the formation of novel genes by duplication in the Caenorhabditis 

elegans genome. Mol. Biol. Evol. 2006, 23, 1056–1067. 



Genes 2010, 1              

 

 

467 

36. Tamura, K.; Dudley, J.; Nei, M.; Kumar, S. MEGA 4: Molecular Evolutionary Genetics Analysis 

(MEGA) software version 4.0. Mol. Biol. Evol. 2007, 24, 1596–1599. 

37. Semple, C.; Wolfe, K.H. Gene duplication and gene conversion in the Caenorhabditis elegans 

genome. J. Mol. Evol. 1999, 48, 555–564. 

38. Sawyer, S. Statistical tests for detecting gene conversion. Mol. Biol. Evol. 1989, 6, 526–538. 

39. Katju, V.; LaBeau, E.M.; Lipinski, K.J.; Bergthorsson, U. Sex change by gene conversion in a 

Caenorhabditis elegans fog-2 mutant. Genetics 2008, 180, 669–672. 

40. Moerman, D.G.; Baillie, D.L. Genetic organization in Caenorhabditis elegans: fine-structure 

analysis of the unc-22 gene. Genetics 1979, 91, 95–103. 

41. Chovnick, A.G.; Ballantyne, G.H.; Holm, D.G. Studies on gene conversion and its relationship to 

linked exchange in Drosophila melanogaster. Genetics 1971, 69, 179–209. 

42. Fogel, S.; Mortimer, R.K.; Lusnak, K.; Tavares, F. Meiotic gene conversion: a signal of the basic 

recombination event in yeast. Cold Spring Harbor Symp. Quant. Biol. 1978, 43, 1325–1341. 

43. Nag, D.K.; White, M.A.; Petes, T.D. Palindromic sequences in heteroduplex DNA inhibit 

mismatch repair in yeast. Nature 1989, 340, 318–320. 

44. Plasterk, R.H.A.; Groenen, J.T.M. Targeted alterations of the Caenorhabditis elegans genome by 

transgene instructed DNA double strand break repair following Tc1 excision. EMBO J. 1992, 11, 

287–290. 

45. Aevermann, B.D.; Water, E.R. A comparative genomic analysis of the small heat shock proteins 

in Caenorhabditis elegans and briggsae. Genetica 2008, 133, 307–319. 

46. Liu, Q. Gene conversion and positive selection driving the evolution of the Caenorhabditis ssp. 

ZIM/HIM-8 protein family. J. Mol. Evol. 2009, 68, 217–226. 

47. Rane, H.S.; Smith, J.M.; Bergthorsson, U.; Katju, V. Gene conversion and DNA sequence 

polymorphism in the sex-determination gene fog-2 and its paralog ftr-1 in Caenorhabditis 

elegans. Mol. Biol. Evol. 2010, 27, 1561–1569. 

48. Goffeau, A.; Barrell, B.G.; Bussey, H.; Davis, R.W.; Dujon, B.; Feldmann, H.; Galibert, F.; 

Hoheisel, J.D.; Jacq, C.; Johnston, M.; Louis, E.J.; Mewes, H.W.; Murakami, Y.; Phillippsen, P.; 

Tettelin, H.; Oliver, S.G. Life with 6000 genes. Science 1996, 274, 546, 563–567.  

49. Nikolaidis, N.; Nei, M. Concerted and nonconcerted evolution of the hsp70 gene superfamily in 

two sibling species of nematodes. Mol. Biol. Evol. 2004, 21, 498–505. 

50. Spieth, J.; Lawson, D. Overview of gene structure. Available on line: http://www.wormbook.org 

(accessed on 28 September 2010). 

51. Benovoy, D.; Drouin, G. Ectopic gene conversion in the human genome. Genomics 2009,  

93, 27–32. 

52. Murti, J.R.; Bumbulis, M.; Schimenti, J.C. Gene conversion between unlinked sequences in the 

germline of mice. Genetics 1994, 137, 837–843. 

53. Engels, W.; Preston, C.; Johnson-Schlitz, D. Long-range preference in DNA homology search 

over the length of a Drosophila chromosome. Science 1994, 263, 1623–1625. 

54. Melamed, C.; Kupiec, M. Effect of donor copy number on the rate of gene conversion in the yeast 

Saccharomyces cerevisiae. Mol. Gen. Genet. 1992, 235, 97–103. 

55. Yang, Z. PAML 4: Phylogenetic analysis by maximum likelihood. Mol. Biol. Evol. 2007, 24, 

1586–1591. 



Genes 2010, 1              

 

 

468 

56. Cooper, D.M.; Schimenti, K.; Schimenti, J.C. Factors affecting ectopic gene conversion in mice. 

Mammalian Genome 1998, 9, 355–360. 

57. Hodgkin, J.; Doniach, T. Natural variation and copulatory plug formation in Caenorhabditis 

elegans. Genetics 1997, 146, 149–164. 

58. Clifford, R.; Lee, M.H.; Nayak, S.; Ohmachi, M.; Giorgini, F.; Schedl, T. FOG-2, a novel F-box 

containing protein, associates with the GLD-1 RNA-binding protein and directs male sex 

determination in the C. elegans hermaphrodite germline. Dev. 2000, 127, 5265–5276. 

59. Nayak, S.; Goree, J.; Schedl, T. fog-2 and the evolution of self-fertile hermaphroditism in 

Caenorhabditis. PLoS Biol. 2005, 3, 57–71. 

60. Rozen, S.; Skaletsky, H.; Marszalek, J.D.; Minx, P.J.; Cordum, H.S.; Waterston, R.H.;  

Wilson, R.K.; Page, D.C. Abundant gene conversion between arms of palindromes in human and 

ape Y chromosomes. Nature 2003, 423, 873–876. 

61. Marais, G.A.B.; Campos, P.R.A.; Gordo, I. Can intra-Y gene conversion oppose the degeneration 

of the human Y chromosome? A simulation study. Genome Biol. Evol. 2010, 2, 347–357. 

62. Khakhlova, O.; Bock, R. Elimination of deleterious mutation in plastid genomes by gene 

conversion. Plant J. 2006, 46, 85–94. 

63. Rozas, J.; Aguade, M. Gene conversion is involved in the transfer of genetic information between 

naturally-occurring inversions of Drosophila. Proc. Natl. Acad. Sci. USA 1994, 91, 11517–11521. 

64. Lazzaro, B.P.; Clark, A.P. Evidence for recurrent paralogous gene conversion and exceptional 

divergence in the attacin genes of Drosophila melanogaster. Genetics 2001, 159, 659–671. 

65. Innan, H. The coalescent and infinite-site model of a small multigene family. Genetics 2003, 163, 

803–810. 

66. Maynard-Smith, J. Analyzing the mosaic structure of genes. J. Mol. Evol. 1992, 34, 126–129. 

67. Mansai, S.P.; Innan, H. The power of the methods for detecting interlocus gene conversion. 

Genetics 2010, 184, 517–527. 

68. Ohta, T. The mutational load of a multigene family with uniform numbers. Genet. Res. 1989, 53, 

141–145. 

69. Hurst, L.D.; Smith, N.G.C. The evolution of concerted evolution. Proc. R. Soc. Lond. B. Biol. Sci. 

1998, 265, 121–127. 

70. Sugino, R.P.; Innan, H. Selection for more of the same product as a force to enhance concerted 

evolution of duplicated genes. Trends Genet. 2006, 22, 642–644. 

71. Casola, C.; Hahn, M.W. Gene conversion among paralogs results in moderate false detection of 

positive selection using likelihood methods. J. Mol. Evol. 2009, 68, 679–687.  

© 2010 by the authors; licensee MDPI, Basel, Switzerland. This article is an open access article 

distributed under the terms and conditions of the Creative Commons Attribution license 

(http://creativecommons.org/licenses/by/3.0/). 


