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Malaria mosquitoes often belong to complexes of sibling species, members of which are morphologically
and genetically similar to each other. However, members within these complexes can vary significantly in their
ecological adaptations and abilities to transmit the malaria parasite. The high degree of genetics similarity
among sibling species makes the reconstruction of phylogenetic relationships within species complexes diffi-
cult. This paper reviews studies that infer the ancestral — descendant relationships among sibling species using
molecular markers and chromosomal inversions. A methodology based on analyzing breakpoints of fixed over-
lapping inversions is shown to be useful for rooting phylogenies in complexes of sibling species, if the chromo-
somal arrangements in outgroup species are known. The construction of detailed phylogenies for malaria vec-
tors will help to identify the association of evolutionary genomic changes with the origin of human blood choi-

ce and specific ecological adaptations.
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Taxonomic and population complexity is a common fea-
ture of malaria mosquitoes (Krzywinski, Besansky, 2003).
The rich biodiversity of malaria mosquitoes has the direct epi-
demiological implications. Of the ~ 500 anopheline species,
no more than 30 significantly contribute to the malaria trans-
mission. Understanding the adaptation and speciation in ma-
laria mosquitoes has not only a theoretical interest for evoluti-
onary biology but also practical applications for vector cont-
rol. Comparative genomic analyses of vector competence and
other epidemiologically important traits will be informative if
performed within a phylogenetic framework. Inferring ancest-
ral and derived genomic features in anophelines is crucial for
identifying the evolutionary changes associated with the ori-
gin and loss of human blood choice, ecological and behavio-
ral adaptations, and association with human habitats. Traditi-
onally, reconstructions of the anopheline phylogeny have
been done using morphological and molecular markers
(Krzywinski, Besansky, 2003). Available data support the
monophyly of the six Anopheles subgenera, a sister-group re-
lationship between subgenera Nyssorhynchus and Kerteszia,
and a sister-group relationship between subgenera Cellia and
Anopheles.

Complexes of sibling species are common among mosqu-
itoes (Krzywinski, Besansky, 2003). Members of such comp-
lexes are morphologically similar and partially reproductively
isolated from each other. The African Anopheles gambiae
complex belongs to series Pyretophorus of subgenus Cellia
and consists of seven sibling malaria mosquito species that re-
markably differ in geographic distribution, ecological adapta-
tion, and host-seeking behavior. An. gambiae and An. arabi-
ensis are the two major vectors of malaria in Africa. An. me-
rus and An. melas breed in brackish water, and the habitat of
An. bwambae is restricted to mineral water breeding sites.
These three species are relatively minor malaria vectors with
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narrow geographic distribution (Coluzzi et al., 1979). 4. qu-
adriannulatus A and An. quadriannulatus B are fresh water
breeders, zoophilic, and, although to some degree susceptible
to Plasmodium infections, are not natural vectors of malaria
(Coluzzi et al., 2002). Inferring evolutionary history of the
An. gambiae complex could be important for finding specific
genomic changes associated with the origin and loss of hu-
man blood choice, shifting in breeding site preference, and
variations in vector competence.

A high degree of genetic similarity, caused by shared an-
cestral polymorphisms and extensive genetic introgression,
confounds the ability to determine phylogenetic relationships
and the direction of evolution in the An. gambiae complex
using molecular markers (Besansky et al., 1994, 2003). For
example, sequence similarity between the second chromoso-
mes of An. gambiae and An. arabiensis has been largely attri-
buted to genetic introgression (White et al., 2009). Rooting of
molecular phylogenetic trees for the An. gambiae complex
has been rarely attempted. Using the AT-rich region of the
mitochondrial DNA of the most closely related outgroup spe-
cies An. christyi helped to identify sister taxa but could not
determine the most basal species in the complex (Caccone et
al., 1996). Another attempt to root the tree with the sequence
of X chromosomal gene white from An. christyi failed becau-
se of the great divergence of the intron size and sequence bet-
ween the ingroup and outgroup genes (Besansky et al., 2003).
Even the most recent genome-wide transcriptome-based phy-
logeny reconstruction of multiple Anophelinae species could
not unambiguously resolve the relationships among An. gam-
biae, An. arabiensis, and An. quadriannulatus (Hittinger et
al., 2010).

In addition to molecular markers, chromosomal inversi-
ons can be used to reconstruct species’ phylogeny. The first
chromosomal phylogeny was established for wild races of
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Drosophila pseudoobscura by using polymorphic overlap-
ping inversions (Sturtevant, Dobzhansky, 1936). The applica-
tion of overlapping inversions for reconstructing species phy-
logenies is based on the assumptions that a) an inversion ori-
ginates from a unique event in evolutionary history;
b) inversion fixation occurs once in a lineage with no poly-
morphism extended across speciation; and ¢) no introgression
of inversions occurs from one species to another (Krimbas,
Powell, 1992). Indeed, cytogenetic studies on the An. gam-
biae complex supported the notion that fixed inversions do
not introgress across species (Della Torre et al., 1997) and
that they are monophyletic in origin (Sharakhov et al., 2006).
Polymorphic inversions can potentially carry through specia-
tion events. In this case, phylogenies based on different inver-
sions would contradict each other. An alternative approach to
inferring the phylogenetic relationships among species is to
analyze the distribution of fixed overlapping inversions (Co-
luzzi et al., 1979; Stegnii, 1991; Coluzzi et al., 2002). This ap-
proach is based on the facts that species-specific inversions
do not introgress (Della Torre et al., 1997) and that inversions
are predominantly monophyletic, despite rare occurrences of
a breakpoint reuse (Gonzalez et al., 2007).

Anopheles quadriannulatus species A and B have stan-
dard chromosomal arrangements, which are denoted by a «+»
sign followed after the chromosome name: X+, 2R+, 2L+,
3L+, 3R+. These arrangements are considered «standard» be-
cause they occupy the central position in the complex by ha-
ving the minimal inversion distance from arrangements of ot-
her species (Coluzzi et al., 2002; Xia et al., 2008). Anopheles
quadriannulatus A and B had been traditionally considered
closest to the basal species of the complex because they have
several less specialized traits expected of an ancestral form:
large number of hosts, feed on animal blood, tolerance for
temperate climates, and disjunctive distribution (Coluzzi et
al., 1979; Coluzzi et al., 2002). Phylogenetic status of a chro-
mosomal arrangement can be determined if gene orders ac-
ross inversion breakpoints are compared between ingroup and
multiple outgroup species. Although several outgroup species
can have their own apomorphic fixed inversions, their inver-
sions will likely be different from fixed inversions of each ot-
her and of ingroup species. Therefore, the genes found across
inversion breakpoints in ingroup species are expected to be in
their ancestral order in multiple outgroup species. The first at-
tempt to root the chromosomal phylogeny of the An. gambiae
complex was done by a cytogenetic analysis of the inversion
«a» on the left arm of chromosome 2 (denoted as 2La) in out-
group species. This arrangement was found in two outgroup
species, both members of the Middle Eastern An. subpictus
complex (Ayala, Coluzzi, 2005). As a result, An. arabiensis
had been assumed ancestral because it has the fixed 2La in-
version (Ayala, Coluzzi, 2005). Although the molecular ana-
lysis of the 2La inversion breakpoints and physical mapping
of the sequences adjacent to the breakpoints in the outgroup
species An. stephensi and An. nili confirmed the 2La ancestral
state, the multiple origin of this inversion in the complex was
ruled out (Sharakhov et al., 2006; Xia et al., 2008; Sharakho-
va et al., 2011).

In a recent study, the breakpoint sequences of fixed over-
lapping inversions 2Ro and 2Rp in the An. merus — An. gam-
biae clade and homologous sequences in An. stephensi, Aedes
aegypti, and Culex quinquefasciatus were obtained and analy-
zed (Kamali et al., 2012). This study used two approaches to
identify breakpoints of the fixed 2Ro and 2Rp inversions. In
the first approach, multiple An. gambiae DNA probes derived
from the cytological breakpoints to the chromosomes of

An. merus were physically mapped by fluorescence in situ
hybridization (FISH). In the second approach, mate-paired se-
quencing of the An. merus genome was performed and reads
were mapped to the An. gambiae genome assembly, which
has all standard arrangements. The study demonstrated that
all studied outgroup species had the gene arrangement identi-
cal to that in the 2Ro breakpoints of An. merus and in the
2R+» breakpoints of An. gambiae. Thus, sequencing, physical
chromosome mapping, and bioinformatic analysis identified
the 2Ro and 2R+» arrangements in several outgroup species
indicating that these arrangements are ancestral. Because 2Ro
and 2R+ uniquely characterize the An. gambiae — An. merus
clade, these two species have the least chromosomal differen-
ces from the ancestral species of the complex as compared to
other members (Kamali et al., 2012). This methodology can
be used for rooting chromosomal phylogenies in other comp-
lexes of sibling species.
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XPOMOCOMHBIE ®UJIOTEHUU MAJISIPUMHBIX KOMAPOB
U. B. llapaxos

Kadenpa suromonoruu, Bup/ukMHCKUI NONMUTEXHUYECKUH MHCTUTYT U ['0Cy1apCTBEHHBII YHUBEPCHUTET,
BmokcOypr, mrat Bupmxunus, CIIA; snexTpoHHBIH agpec: igor@vt.edu

MansipuifHple KOMapsl 9aCTO OTHOCATCSI K KOMIUIEKCAM BHOB-IBOWHHKOB, WICHBI KOTOPBIX MOP(OIOTH-
YEeCKH M TeHETHUCCKH TIOXO0XKH APYT Ha Apyra. OHAKO BHBI B 3THX KOMIIIEKCAaX MOTYT CYIIECTBEHHO Pa3iInda-
TBCSI IO MIX 9KOJIOTHYIECKOH aJlalTallii U CIIOCOOHOCTH MIEPEHOCUTH MAJSIPHIO. BBICOKas cTeTIeHb FeHeTHIECKO-
TO CXOJCTBA MEXIy BHAAMH-IBOINHHKAMH YCIOXKHSIET PEKOHCTPYKIHIO (IIOTEHETHIECKUX CBSI3eH BHYTpHU
KOMITIEKCOB. B HacTosmell cTaThe paccMaTPHBAIOTCS MCCIENOBAHUS, KOTOPBIC BBISICHAIOT OTHOIICHHS TIpe-
JOK—TIOTOMOK MEXIY OJIM3HEIOBBIMHU BUIAMHM, UCIIOIB3Ysl MOJEKYISIPHBIE MapKePhl H XPOMOCOMHBIE HHBEP-
cun. MeToao10THs, OCHOBAaHHAS Ha aHATIHM3€ TOUEK pa3pbiBa (PUKCHPOBAHHBIX MEPEKPHIBAIOIINXCS HHBEPCHH,
0Ka3anachk MOJE3HON ISt yKOPEHEHUs! (PUIOTeHHI KOMIIJIEKCOB BHI0B-ABOMHUKOB, €CIIH H3BECTHA XPOMOCOM-
Hasl OpraHu3alys BO BHEIIHEH rpymnmne BHAOB. PEKOHCTpyKIHA MogpoOHOTO (GuiaoreHesa Jis NEPEeHOCUYHKOB
MaJISIPUH TOMOXKET BBISIBUTH aCCOIMAIIMN IBOJFOIIMOHHBIX TEHOMHBIX H3MEHEHHUH C BOSHUKHOBEHHEM TIPE/Iou-
TEHHUSI KOMapaMH 4YeJ0BEYECKOH KPOBH U CIICHU(PUYECKUX IKOJIOTMYECKHUX aJlaNTalui.

KnwoueBsie cinoBa: Anopheles, KOMIIEKCHI BUO0B-1BOWHHKOB, (DHIOTCHETHICCKUE CBSI3H, XPOMOCOM-
HbIe HHBEPCHU.



