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Abstract: This review focuses on the molecular phylogeny of Pieris SchrAnk, 1801 s. l. The taxonomic relationships between 
different taxa were determined and revised through a phylogenetic analysis of freely available mitochondrial DNA sequences and 
a thorough examination of anatomical features described in the literature. Based on the integrated data, this group of butterflies 
was divided into three distinct genera: Talbotia BernArdi, 1958, Pieris SchrAnk, 1801, and Artogeia Verity, 1947. Within these 
genera, a total of seven subgenera were identified: Pieris (Afropieris) subgen. nov., Pieris s. str., Artogeia (Bernardia) subgen. nov., A. 
(Mariania) subgen. nov., A. (Tadokoroa) subgen. nov., A. (Sinopieris) comb. nov., and Artogeia s. str. comb. rev. The study included 
a comprehensive set of mitochondrial DNA sequences from different taxa of Artogeia s. str. comb. rev. (“napi-complex”) that are 
distributed across three different continents. The molecular analysis revealed that Artogeia s. str. comb. rev. comprises a small number 
of well-distinct species, along with a larger group of highly genetically similar taxa. This latter was referred to as “superspecies-napi” 
and is further subdivided into three species-groups (marginalis, bryoniae and napi species-group) grossly mirroring the geographical 
distribution of the included taxa.
Keywords: Talbotia, Pieris, Artogeia, Lepidoptera, Pieridae, Pierinae, new subgenera, new combinations, Holarctic Region, 
Afrotropical region, Palearctic Asia, phylogenetic analysis, Phylogeny, COI, phenotype, androconia, genitalia.

1. Introduction: reiSSinger (in eitSchBerger, 1983: XIII) wrote: Jedermann kennt den “Kohlweißling” (Everybody knows the 
cabbage whites), and indeed, cabbage whites are very common in the northern hemisphere. However, ironically, this group of 
butterflies has been a subject of disagreement among lepidopterists for more than a century.
Pieris s. l. is a cosmopolitan group of butterflies, with its highest species richness found in the mountainous regions of the Palearctic 
region. It comprises around 50 species, being the largest group within the subtribe Pierina. These butterflies are typically small to 
medium-sized, with a white or yellowish-white ground colour and varying proportions of black, brown, and less frequently, yellow 
or greenish-dark scales. Sexual dimorphism is pronounced, with ‡‡ generally having more heavy markings. While most high-altitude 
species are univoltine, lowland species often have more than three generations annually. Some species, such as P. rapae (LinnAeuS, 
1758), exhibit slow and feeble flight, while others, like P. sherpae (epStein, 1979), are fast and erratic fliers (epStein, 1979; eVAnS, 
1932; tALBot, 1905). However, they generally fly at low altitudes and can often be seen visiting flowers or resting on vegetation.
‡‡ lay eggs individually or in groups on the lower part of the leaves of various plant families, including Akaniaceae, Amaranthaceae, 
Brassicaceae, Capparaceae, Cleomaceae, Resedaceae, Simaroubaceae, and Tropaoleaceae. Occasionally, they may also lay eggs on 
Aizoaceae, Alliaceae, Apocynaceae, and Asteraceae (roBinSon et al., 2023). This wide hostplant usage contrasts with the plant preferences 
of other butterfly subfamilies, such as Dismorphinae and Coalidinae, which primarily feed on Fabaceae (BrAgA et al., 2021). Notably, 
the larvae of some species, like P. brassicae (LinnAeuS, 1758) and P. rapae (L.), are well-known and widespread agricultural pests, often 
inadvertently introduced to many countries through the trade of brassicaceous crops (ryAn et al., 2019). Unfortunately, the preimaginal 
stages and the host plants of many species remain to be discovered. Diapause is limited to the pupal stage, and its duration varies from a 
few weeks to several months, depending on the species and their environment (eitSchBerger, 1984).
The limited range of colours and shapes in the adults has made Pieris s. l. one of the less attractive groups for collectors of diurnal 
Lepidoptera. Additionally, the interspecific and seasonal phenotypical overlap among these butterflies makes identifying some 
species challenging. Despite attempts at intrageneric classification based on phenotypic traits made over 90 years ago, the taxonomy 
of this group is still not entirely resolved (mAriAni, 1937).

1.1. Historical background: After the establishment of the genus Pieris SchrAnk in 1801, the classification of Pieris s. l. was 
primarily based on wing colouration, which led to the placement of some species [e.g. dubernardi (oBerthür, 1884), and allies], 
into various different genera including Aporia hüBner, [1819], Mancipium StephenS, 1827, Parapieris de nicéViLLe, 1897, Pontia 
FABriciuS, 1807, Pieris, and Syncloe hüBner, [1818] (BernArdi, 1947a, 1947b; de nicéViLLe, 1897; dixey, 1894; Leech, 1892; 
oBerthür, 1876, 1884). The first description of taxonomically relevant anatomic features in Pieris s. l was made by grote (1900) 
while studying the wing venation of Pieridae. dixey (1932) established androconia as a useful feature to distinguish between a 
group of taxa of the family, and a year later kLotS studied the † genitalia of Pieridae to infer the phylogenetic relationships of its 
subfamilies, tribes, and genera (Dixey, 1894; kLotS, 1933). 
mAriAni (1937) emphasized the usefulness of examining ‡ genitalia to distinguish and classify species of Pieris s. l. (see also 
peterSen, 1901, 1904). He was also the first to propose the division of Pieris s. l. into three species groups represented by the 
species P. brassicae (L.), P. rapae (L.), and P. napi (L.), respectively. Additionally, mAriAni (1937) proposed some currently accepted 
systematic arrangements, such as including both P. ergane (geyer, [1828]) and P. davidis (oBerthür, 1876) within the napi-group 
and placing P. mannii (mAyer, 1851), P. canidia (SpAArmAn, 1768), and P. tadjika grum-grShimAiLo, 1888 in the rapae-group. 
BernArdi (1947) proposed a systematic arrangement of Pieris and Pontia species based on the combination of wing venation, the 
morphology of androconia, and † and ‡ genitalia. He divided the genus “Pieris” into three species groups which differed from those 
proposed by mAriAni. These groups were the “brassicae-group (Pieris s. str.)”, “rapae-group”, and “naganum-group”. Notably, 
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BernArdi was the first to establish the taxonomic relationship between M. naganum (moore, 1884) and other Pieris species, 
(although he later created the monotypic genus Talbotia to include naganum. Additionally, BernArdi (1958, 1947b) emphasized 
the close relationship between the genera Pieris and Pontia. In the same year, Verity (1947) divided the genus Pieris into two 
subgenera: Pieris s. str. with type-species brassicae (L.) and Artogeia, with type-species napi (L.). The latter subgenus also included 
ergane (geyer), mannii (mAyer), and rapae (L.).
Since 1950, and following the seminal works by müLLer, lepidopterists began to delve into the intricate taxonomy of P. napi (L.) and 
related taxa, conducting breeding and hybridization experiments to investigate the relationships between the European P. napi (L.)
and P. bryoniae (hüBner, [1806]) (LorkoVić, 1962a, 1962b; müLLer & kAutz, 1939). A significant advancement in understanding 
the napi-group (sensu mAriAni, 1937) occurred with the publication of the monumental monography by eitSchBerger (1983). In 
this work eitSchBerger analyzed almost all known taxa of the “napi-bryoniae-complex” (with the exception of ergane and dubernardi 
and allies). He provided comprehensive information on taxonomical features such as colour patterns, genitalia morphology, and 
biogeography and depicted the anatomic details of hundreds of specimens, discussing their interspecific variation. eitSchBerger’s 
monograph is considered one of the key milestones in Pieris s. l. research and remains the only dedicated book on the subject.
geiger and colleagues made significant contributions by conducting ELISA studies to construct the first molecular phylogenetic 
tree of Pieris. They highlighted the marked difference between the genus Pieris (including for the first time many American taxa) 
and Pontia and confirmed the presence of three “species groups/subgenera” within the former: Pieris s. str. including brassicae, 
Artogeia, including napi and a third unnamed group including rapae. (geiger & SchoLL, 1985; geiger & ShApiro, 1992; mAriAni, 
1937; porter & geiger, 1995).
Since 1990, hAo huAng has published a series of works focusing on the identification, anatomy, and biogeography of taxa related 
to dubernardi oBth. huAng revised this group and established the genus Sinopieris HuAng, 1995, which was later considered 
synonymous with Pieris (huAng, 1995, 1998, 2003, 2019; tAdokoro et al., 2016). In 2013, tAdokoro and colleagues started a 
comprehensive study of the Asian taxa within the “napi-group”. They provided molecular data and critically reviewed the existing 
literature on the group (tAdokoro et al., 2013; tAdokoro et al., 2013). Importantly, tAdokoro et al. demonstrated for the first time 
that the “napi-group” consists of a few anatomically and genetically distinguishable species, along with a larger number of closely 
related taxa referred to as the “napi-complex” (eitSchBerger, 1983; tAdokoro et al., 2014, 2016; tAdokoro, ShimokAmA et al., 
2013; tAdokoro, ShinkAwA et al.. 2013).
In recent years, several attempts have been made to define the systematics of the family Pieridae, including the “napi-complex” 
(chew & wAtt, 2006; BrABy et al., 2006; wAhLBerg et al., 2014; middLeton weLLing et al., 2020; dincA et al., 2021; dApporto 
et al., 2022; ge et al., 2023). However, most of them have focused on a limited number of taxa and specific regions within the 
Palearctic region. Consequently, a comprehensive revision of the higher taxonomy of Pieris s. l. is still lacking.
This paper’s aim is to conduct a comprehensive review of publicly available genetic data and existing literature related to the 
taxa included in Pieris s. l., which are found in the Holarctic and Afrotropical regions. It will specifically focus on molecular and 
anatomical data to gather as much information as possible on these taxa. The ultimate goal is to analyze these data, deduce the 
relationships between these taxa, and propose a comprehensive taxonomic arrangement of the various generic and infrasubgeneric 
groups within Pieris s. l.. This research will contribute to a better understanding of the taxonomic relationships and evolutionary 
history of these butterflies, and provide valuable insights into the diversity and classification of the Pieris s. l.

2. Material and Methods
2.1 Molecular data search: Sequences of the complete mitochondrial genome (CMG) and/or cytochrome c oxidase subunit I 
(COI) gene were searched in the National Center for Biotechnology Information (NCBI) Taxonomy database under “Pieris” 
(NCBI:txid7115).(Schoch et al., 2020) CMG and COI sequences of Iphiclides podalirius (LinnAeuS, 1758) (NCBI:txid110791) 
Pontia (Baltia) butleri (moore, 1882) (NCBI:txid320288), Pontia s. str. callidice (hüBner, [1800]) (NCBI:txid320238) and Pontia 
s. str. edusa (FABriciuS, [1777]) (NCBI:txid345723) were chosen as outgroups. For each taxon, at least one sequence was copied 
into a dedicated spreadsheet, where was also recorded the collecting place and date of collection of each specimen, if available. 
Sequences referring to taxa linked to wrong or doubtful collecting data, according to the original description or relevant literature 
were excluded. 

2.2  Phylogenetic analysis
All phylogenetic analyses were carried out with MEGA 11 software (tAmurA et al., 2021) using either the Maximum Likelihood 
method (ML), the Minimum Evolution method (ME), or the Unweighted Pair Group Method with Arithmetic Mean (UPGMA) 
with 1000 bootstrap replicates to estimate branch support. For analyses carried out with the ML method, initial tree(s) for the 
heuristic search were obtained automatically by applying Neighbor-Join and BioNJ algorithms to a matrix of pairwise distances 
estimated using the tAmurA-nei model and then selecting the topology with superior log likelihood value (TAmurA & nei, 1993).  
In ME and UPMGA analyses, the evolutionary distances were computed using the p-distance method and are in the units of the 
number of base differences per site (nei & kumAr, 2000). The ME tree was searched using the Close-Neighbor-Interchange (CNI) 
algorithm at a search level of 1 (rzhetSky & nei, 1992).  The neighbor-joining algorithm was used to generate the initial tree 
(SAitou & nei, 1987). The methods were differentially employed to gather a richer informational output from the analysis of each 
group of taxa (mount, 2008; munjAL et al., 2018).
Molecular distances between taxa were also estimated by calculating the kimurA two-parameter distances (K2P) using MEGA 
11 software (kimurA, 1980; tAmurA et al., 2021). The K2P distances, in percentage, were interpreted as indicative of generic, 
infrasubgeneric, specific, or infrasubspecific rank, by adopting the previously reported cut-offs of >10%, 4-10%, 2-3%, and <2%, 
respectively (heBert et al., 2003). 
Phylogenetic analysis of CMG sequences was first performed on all taxa labeled as “Baltia moore, 1878”, “Pieris”, or “Pontia”, 
included in NCBI’s Taxonomy database (Schoch et al., 2020). Then, COI sequences of all taxa included in “Pieris” (NCBI:txid7115) 
were analyzed. Unfortunately, it was not possible to align together all the COI sequences of the taxa belonging to the “napi-group”, 
as for many of them only a partial (either 5’ or 3’ end) sequence of COI was available, thus lacking sufficient overlap with other 
sequences. For this reason, and to retain the highest number of taxa in the study, we separately analyzed a first set of sequences for 
which was possible an alignment of the 5’ end (COI-A) and a second set of all sequences including only the 3’ end (COI-B). The 
latter set contained only the taxa of the napi-group, including all the available Asian taxa. Iphiclides podalirius (L.) and T. naganum 
(moore) were respectively selected as outgroups for COI-A and COI-B sets. Eventually, we compared and discussed the results of 
all the evolutionary analyses.
2.3 Comparison of molecular results and published anatomical data: Descriptions and graphical reproductions of phenotypical 
features of systematic importance were gathered after a bibliographic search. Specifically, reference works were selected for the 



390

analysis of either wing venation (BernArdi, 1958; dixey, 1894; grote, 1900), androconial morphology (dixey, 1894; tAdokoro 
et al., 2016; tAdokoro, ShimokAmA et al., 2013, 2014; wArren, 1961, 1963), and † and ‡ genitalia (drohSin, 1933; eitSchBerger, 
1983; ge et al., 2023; huAng , 2019; mAriAni, 1937). Description and representation of these structures for each group of taxa 
were studied, according to the phylogenetic relationships highlighted in the phylogenetic analysis. The results were then discussed 
to validate our molecular data.

3. Results
3.1 Collected sequences : After manual scrutiny of all the available sequences on NCBI’s Taxonomy database, a total of 72 sequences 
(10 CMG and 62 COI) of Pieris s.l. (representing 52 taxa), 2 of Pontia s. str. (representing 3 taxa), 1 of Pontia (Baltia), and 2 of 
I.  podalirius (L.) were selected. COI-A and COI-B were respectively composed of 51 and 23 sequences, including the outgroups. 
Relevant information on the specimens included in the study is summarized in Table 1.
3.2 Molecular phylogeny
3.2.1 Relationship between Pieris and Pontia: From the evolutionary analyses of CMG sequences (supplementary fig. 1), Pieris s. l. 
was confirmed as the sister group of Pontia, (including the subgenus Baltia) (ding & zhAng, 2017; zhAng et al., 2021). The median 
K2P between the two groups was 11%, ranging between 10.3% and 12.3%. For comparison, I.  podalirius (L.) showed a median 
K2P of 18.6% from either group (Supplementary Table 1).
3.2.2. Relationship between infrasubgeneric taxa: In the analysis of COI sequences (fig. 1A), Pieris s.l. emerged as a polyphyletic 
group composed of seven major clusters of taxa, with a K2P ranging between 8% and 15%. (Table 2, Supplementary Tables 1-2) 
and at least 17 valid species (i.e. K2P>2%, Table 1). The seven clusters generally showed strong internal support (bs>87), while the 
connection between different branches showed a variable but generally weaker support (39<bs<60). Overall, phylogenetic analysis 
and K2P values suggested the division of Pieris s.l. into 3 genera and 7 subgenera as follows: 
1) Talbotia BernArdi (1948);
2) Pieris (Afropieris) subgen. nov.;
3) Pieris s. str. BernArdi (1947); 
4) Artogeia (Bernardia) subgen. nov.; 
5) Artogeia (Mariania) subgen. nov.;
6) Artogeia (Tadokoroa) subgen. nov.;
7) Artogeia (Sinopieris) huAng, 1995 comb. nov.;
8) Artogeia s. str. Verity, 1947 comb. rev., including a few species, and a large group of taxa with K2P<2%  
     that were included into the (superspecies-napi).

Talbotia naganum (moore) was the first to branch, alone, from the concatenated tree. This taxon was genetically well-separated 
from others (K2P range: 10-12%, Table 2), validating the monotypic genus Talbotia (BernArdi, 1958). 
The genus Pieris was the second to branch. Interestingly it split into a first sub-branch containing only brassicoides guérin-
méneViLLe, 1849 (K2P of 6% from brassicae), for which it was erected the monotypuc subgenus P. (Afropieris) subgen. nov.. In 
the second sub-branch (i.e. Pieris s.str.), deota (de nicéViLLe, [1884]) was the first species to stem after brassicoides, having a K2P 
between 2 and 2.9% from other Pieris s. str. species at ML but not ME analysis. All other taxa clustered into two closely-related 
groups i.e. brassicae + azorensis reBeL, 1917 + ottonis ottonis röBer, 1907 (intertaxa K2P range: 0.4-1.3%), and cheiranthi (hüBner, 
1808) + wollastoni (ButLer, 1886) + banchoavensis pinker, 1968 (intertaxa K2P range: 0.7-1%), reflecting the Eurasian distribution 
of the former group, and the geographic isolation in the Canary Islands of the latter (fig. 1A, Supplementary fig. 2). Their intertaxa 
K2P <2%, confirmed the specific rank of both brassicae and cheiranthi and the infrasubspecific rank of azorensis and ottonis and 
wollastoni and banchoavensis respectively.
The third major branch of the tree showed an intertaxa K2P <10%, but higher distances from both Talbotia and Pieris. For this 
reason, the genus Artogeia was resurrected. The sub-branches of this last suggested its division into five different subgenera. 
The subgenus A. (Bernardia)  subgen. nov. was erected to include taxon krueperi StAudinger, 1860, clustering alone, as the first 
sub-branch of Artogeia (K2P of 9% from other Artogeia subgenera. The second sub-branch of Artogeia included 10 taxa for which 
it was erected the subgenus A. (Mariania) subgen. nov. Based on their K2P, four of these taxa deserve a species rank [i.e. P. mannii 
(mAyer}, P. rapae (L.), canidia, and palaearctica Staudinger, 1886). Of interest, the two latter Asiatic taxa, clustered together and 
separately from the cosmopolitan (but originally Middle-eastern) rapae and the euro-mediterranean mannii. The internal K2P 
for the two subgroups is 4% between rapae and mannii, 2.4%, and between canidia and palaearctica. The K2P distance between 
subgroups was around 5% (ryAn et al., 2019). The third sub-branch of Artogeia was composed of the highly phenotypically 
divergent taxon extensa Poujade, 1888 (K2P 10% from napi), included in the novel subgenus A. (Tadokoroa) subgen. nov.. Then 
branched together davidis, gyantsensis Verity, 1911, and kozlovi (Alphéraky, 1897), included into the subgenus  A. (Sinopieris) comb. 
nov., previously considered as a separate genus. 
Eventually, branched the subgenus Artogeia s. str. comb. rev., the richest in species and infrasubspecific taxa of the whole genus. This 
subgenus was composed of a few well-distinct species, i.e. melete ménétrièS, 1857, melaina RöBer, 1907, and ergane (geyer). After 
these species, the analysis showed a progressive lowering of either K2P (<2%) and of bs values between other taxa, highlighting 
their increasing genetic similarity. Nevertheless, these taxa showed remarkable phenotypical differences (see below) and were not 
merely acceptable as subspecies of the type-species napi. For this reason, this point was considered the beginning of superspecies-
napi (L.) (ge et al., 2023; tAdokoro et al., 2014; tAdokoro, ShimokAmA et al., 2013). 
ML on COI-A and UPGMA analysis of COI-B, highlighted a tendency for [superspecies-napi (L.)] taxa to merge into three 
distinct species-groups grossly based on their geographic origin (Supplementary fig. 2A, fig. 1B): (1) a first and smaller species-
group, (marginalis species-group) was composed of northern American taxa branching separately after the Artogeia s. str. comb. 
rev. progenitor and included: virginiensis edwArdS, 1881), mcdunnoghi remington, 1954, microstriata comStock, 1924, venosa 
Scudder, 1961, and reicheli eitSchBerger, 1983. These taxa showed a shared ancestor at ME, while in the ML tree, they branched 
separately; (2) the second, species-group, (bryoniae species-group), included all eastern Asiatic taxa [i.e. dulcinea (ButLer, 1882), 
erutae poujAde, 1888, kneitzi eitSchBerger, 1983, latouchei meLL, 1939, and reissingeri eitSchBerger, 1983, the central Asian 
narina Verity, 1908 bryonaie (hüBner, [1806]), and wolfsbergeri eitSchBerger, 1983 from Europe, oleracea (hArriS, 1829) from 
British Columbia, and “marginalis Scudder, 1961” (see below), and hulda edwArdS, 1869, both from Alaska; (3) finally, the napi 
species-group  grouped the majority of Euro-mediterranean taxa (i.e. adalwinda FruhStorFer, 1909, balcana LorkoVić, 1968, 
keskuelai eitSchBerger, 2001, lappona rAngnow, 1935, napi (L.), pseudorapae Verity, 1908, segonzaci Le cerF, 1923), together 
with muchei eitSchBerger, 1983, and ochsenheimeri StAudinger, 1866 from Central Asia. Based on the analysis of two different 
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COI sequences, euorientis Verity, 1908, clustered either in the bryoniae (at ML) or napi species-group (at UPMGA), reflecting the 
scarce knowledge on the likely multiple taxa of Artogeia s. str., inhabiting the area between southern Siberia and Mongolia.
To investigate the relationships between the American and European taxa included in the “Asiatic” bryoniae species-group and 
the Turkestanian ochsenheimeri included in the Euro-mediterranean napi species-group, were also calculated the K2P distances 
between taxa grouped according to their geographic origin i.e. America (hulda, macdunnoughii, microstriata, oleracea, reicheli, 
venosa, and virginiensis), (Central- and Eastern) Asia (dulcinea, erutae, euorientis, kneitzi, latouchei, muchei, narina, ochsenheimeri, 
and reissingeri), and Europe, including Middle East and northern Africa (adalwinda, balcana, bryonaie, keskuelai, lappona, napi, 
pseudorapae, segonzaci, and wolfsbergeri). KP2 between taxa within these geographic groups, ranged respectively between 0-2.8%, 
0.1-2%, and 0-2.3% (Supplementary Tables 2 and 3) while comparing the groups pairwise, KP2 ranges were 0.2-2.5% between 
American and Asiatic taxa, 0.6-2.6% between American and European taxa, and 0.5-2.6% between Asian and European taxa. Of 
interest, in each geographic group emerged at least one highly divergent taxon i.e. olearacea, hulda, and “marginalis” (KU875897.1) 
within American taxa (showing a maximum KP2 from virginiensis), ochsenheimeri within Asian taxa (maximum KP2 from 
dulcinea), and bryoniae and its subspecies wolfsbergeri within European taxa (maximum KP2 from napi, Supplementary Tables 
2-3), reflecting their location in the three species-groups at the phylogenetic analysis. 
3.3 Morphological correlations
3.3.1. Wing venation : The wing venation pattern in Pieris s.l. and Pontia species exhibits similarities. In Pieris s. l., the forewing cell 
is typically at least as long as half of the wing’s length and generally includes four radial veins. These radial veins consist of the 
separated R3 (vein 9) and the fused R4-R5 (veins 8+7), all of which arise from the cell (BernArdi, 1947b; deLLA BrunA et al., 2004; 
dixey, 1894; grote, 1900). 
However, in Pieris s. str. and Artogeia s. str. comb. rev., vein R3 can occasionally be fused with R4-R5. For instance, P. brassicae 
and A. (Sinopieris) stoezneri may exhibit three radials, while deota, cheiranthi, davidis, dubernardi, kozlovi, and venata typically have 
four radials (personal observation). Moreover, some Artogeia species with four radials (e.g. napi, erutae, melaina), have a very short 
vein R3 (personal observation), possibly indicating a tendency toward the complete fusion of veins R5, R4, and R3, as previously 
highlighted (grote, 1900). In Pontia the forewing cell is slightly shorter than the cell. 
Overall, the pattern of wing venation is valuable to distinguish taxa at a genus or suprageneric rank but is of lesser significance 
for distinguishing infrasubgeneric taxa within Pieris s. l. On the other hand, the number of radial veins has a strong taxonomical 
significance in Pontia. Indeed, subgenera Pontia s. str. (including taxon santamarta Ackery, 1975), and P. (Baltia), have 4 radial 
veins, while there are only 3 in Pontia (Pontieuchloia) Verity, 1929 and Pontia (Sisymbria) zhAng, 2021 with fused vein R3-R4-R5 
(BernArdi, 1947b; deLLA BrunA et al., 2004; dixey, 1894; grote, 1900). 
3.3.2. Androconial morphology: The literature distinguishes three different morphological types of androconia in Pieris s. l. (Fig 3): 
(1) small, similar to other wing scales, characterized by a lamina shaped as an irregular convex pentagon with parallel sides; (2) larger 
and different from the other scales, featuring an elongated lamina, slightly cuneiform or dacriform; (3) medium-sized and markedly 
different from other wing scales, with an ampulliform or piriform lamina, observed exclusively in Artogeia. (wArren, 1961). 
Androconia of the first type are described in Talbotia naganum and are similar to those of Pontia species (with the notable exception 
of callidice, lacking androconia) (BernArdi, 1958, 1947b; dixey, 1894, 1932). Androconia of the second type are exclusive to species 
of the genus Pieris, while Artogeia species have androconia of the third type. In comparison to other subgenera of Artogeia, in both 
A. (Bernardia) subgen. nov., and A. (Mariania) subgen. nov., the distal end of the lamina is narrower compared to its proximal part (i.e. 
more distinctively ampulliform). However, the length of the lamina is considerably shorter in the former subgenus compared to all 
other genera and subgenera of Pieris s.l. (wArren, 1961). In subgenera A. (Todokoroa) subgen. nov., A. (Sinopieris) comb. nov., and 
taxa other than (superspecies-napi) of Artogeia s. str., the lengths of the lamina, the arrangement of its “arms” (cornua of dixLey, 
1932), and the size of the scent cell hold systematic significance (tAdokoro et al., 2016; TAdokoro, ShimokAmA et al., 2013; tAdokoro, 
wAng, et al., 2013). For instance, compared to napi, extensa has a much shorter and stockier lamina with a smaller scent cell, while 
dubernardi features a more elongated lamina, a medium-sized scent cell, and “open arms” (everted cornua) (tAdokoro et al., 2016). 
Interestingly melete has a lamina similar to other Artogeia s. str. comb. rev. species, but with a notably larger scent cell (tAdokoro, 
ShimokAmA et al., 2013). The same feature was recently reported also in ajaka and melaina, even though their scent cells were slightly 
smaller compared to melete (DAS et al., 2021; tAdokoro et al., 2017). Finally, among the (superspecies-napi), androconia are stockier in 
species related to bryoniae, comparing to those related to napi, even though more specific and reproducible data are lacking (wArren, 
1961). Overall, androconia have a value in the distinction of genera, subgenera, and group of species within Pieris s. l.
3.3.3. † genitalia: The valva represents the † genitalia’s structure with the highest systematic value in Pieris s. l. (fig. 3). This 
sclerotized structure typically exhibits a subtriangular to subtrapezoid shape, often considerably longer than its height, and with 
a rounded distal end—a common characteristic among most Pieridae (including Pontia). However, a noteworthy exception exists 
in both, Talbotia and Pieris, where the valva’s distal end is pointed. In Talbotia, it assumes a subtriangular shape, while in Pieris, 
it has a sub-trapezoidal appearance. Interestingly, P. (Afropieris) brassicoides displays a valva with a rounded distal end, similar to 
Artogeia (BernArdi, 1958; chAng & chAng, 1963). 
The morphology of the aedoeagus, tegumen, and uncus has been reported as highly variable both across and within species, with 
seemingly limited systematic relevance based on available data. Recently, the tegumen, specifically its convexities and processes, 
has been recognized as a valuable feature for distinguishing some Artogeia s. str. comb. rev. species (ge et al., 2023). Similarly, the 
thickness of the uncus and the ratio between tegumen and uncus lengths appear to be of taxonomic interest, although the existing 
literature on this subject remains limited (Ge et al., 2023; tAdokoro et al., 2016; tAdokoro, ShinkAwA et al., 2013).
3.3.4. ‡ genitalia. The analysis of ‡ genitalia, particularly the signum (“lamina dentata” of mAriAni, 1937) holds significant 
taxonomic value for distinguishing between genera and subgenera and can occasionally help in species determination (fig 3). In 
Pieris s. l., the signum is consistently positioned on the right dorsolateral side of the corpus bursae, anterior to the entrance of the 
ductus bursae. It typically consists of two wings (“alette” as described by mAriAni) that may be separated by a central unsclerotized 
and spineless linear space (“spazio non aculeato” according to mAriAni) (mAriAni, 1937). 
The shape of the signum variues among groups within Pieris s. l. (chAng & chAng, 1963; mAriAni, 1937; roBBinS & henSon, 
1986).:
1.     In Talbotia, it is subtrapezoidal.
2.     In species belonging to Pieris and Artogeia (Bernardia) subgen. nov., it is condiform.
3.     In those belonging to A. (Mariania) subgen. nov., it appears grossly oval.
4.    In A. (Tadokoroa) subgen. nov., A. (Sinopieris) comb. nov., and Artogeia s. str. comb.rev., it is elongated subsagittate/cordiform, 

often extending into a long, spineless process known as the flagellum (“flagello” by mAriAni or “tail” as described by chAng.
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At the infrasubgeneric level, the shape of the signum remains relatively constant, although some exceptions have been noted: in A. 
(Mariania)  subgen. nov., rapae and mannii have an oval-shaped signum, while canidia displays a shield-shaped signum with rounded 
sides and defined concavities on the longitudinal edges. In these species, the signum lacks the central unsclerotized spineless space. 
The signum of palearctica is not described in the literature. In tadjika, a rare species possibly also belonging to A. (Mariania)  
subgen. nov., the signum is longitudinally flattened and subcordate but still entirely sclerotized and covered in spines, appearing 
intermediate between the signum of Pieris or A. (Bernardia) subgen. nov. and that of A. (Mariania)  subgen. nov. In A. (Tadokoroa) 
subgen. nov., the signum’s shape resembles that of Artogeia s. str. comb. rev. but features a broader central spineless space. In A. 
(Sinopieris) comb. nov., the signum exhibits variable shapes, being lanceolate in wangi and dubernardi and rounded in kozlovi and 
gyantsensis (BernArdi, 1947b; ge et al., 2023; HuAng, 2019; mAriAni, 1937). 
In summary, the signum is highly valuable for distinguishing between genera and subgenera within Pieris s. l. but has limited 
significance in the differentiation of species. Notably, ge et al. (2023) conducted a systematic examination of the sterigma in 
Artogeia species from Asia, revealing significant differences across these species (ge et al., 2023). This is particularly noteworthy 
considering the previously described scarcity of differences in these structures among Pieris and Artogeia species (LAgneL, 1966). 

4. Discussion: Pieris s. l. represents a substantial group within the Pieridae family, with its primary center of species diversity located 
in central and eastern Asia. This group encompasses a wide range of species, including cosmopolitan agricultural pests and highly 
localized alpine taxa. In this study, the relationship between Pieris s. l.  and its sister-group, Pontia, was analyzed and confirmed. 
Furthermore, it delves into the previously unexplored phylogenetic relationships among different taxa within Pieris s. l. , utilizing 
evolutionary analysis of CMG and COI sequences (table 2, fig 3) (BernArdi, 1947b; zhAng et al., 2021). The findings from these 
evolutionary analyses have led to the proposition of several taxonomic changes within Pieris  s. l., including the confirmation, 
resurrection, or establishment of three distinct genera, six subgenera, and the identification of one superspecies (fig 3, table 3). This 
detailed taxonomic arrangement is underpinned by a comprehensive review of anatomical features that were previously deemed 
significant for taxonomic classification (BernArdi, 1958; geiger & ShApiro, 1992). In the subsequent sections, we will provide a 
comprehensive overview of the systematics, biogeography, anatomical characteristics, and unresolved taxonomic matters pertaining 
to each relevant taxon.
4.1. Genus Talbotia Bernardi, 1958: Type-species: Mancipium naganum moore, 1884; J. Asiatic Soc. Bengal 53 Part II (1): 45.
In the concatenated tree, T. naganum (moore) was positioned as the outermost taxon within the Pieris s. l. group. It forms a sister-
group with Pieris and Artogeia, collectively representing the sister-group of Pontia (Ding & zhAng, 2017; wei et al., 2023). Talbotia 
naganum (moore) is distributed across India (Assam), Myanmar, southern and eastern China, Vietnam, Laos, and Taiwan, with 
four recognized subspecies: cisseis Leech, 1890, pamsi (VitALiS de SALVAzA, 1921), karumii ikedA, 1937, and aurelia monAStyrSkii 
& Vu, 2021. Notably, T. naganum (moore), inhabits the southern fringes of the likely speciation center of Pieris s. l. and is estimated 
to have speciated approximately 34 million years ago (BrABy et al., 2006). 
The proposal to include Talbotia within the genus Pieris has been a subject of discussion, primarily due to their similar appearance. 
However, this notion was ultimately rejected based on distinctive anatomical characteristics unique to Talbotia. These distinguishing 
features include (BernArdi, 1958):
1.  Forewing Venation: Talbotia follows the general schema with four radial veins.
2. Androconia: Talbotia’s androconia are small, undifferentiated, and virtually indistinguishable from those of Pontia.
3. Valva: The valva in Talbotia is subtriangular and distally pointed, a trait shared with Pieris s. str. (such as Ganyra BiLLBerg, 

1820, and Belenois HüBner, [1819]).
4. Signum: ‡ Talbotia individuals possess a subtrapezoidal signum that is fully covered with spines, differing from Pieris s. l. 

species (BernArdi, 1958).
Another noteworthy feature of Talbotia is the presence of a discal spot at the distal end of the forewing cell, a characteristic typically 
associated with Pontia. This feature is absent in other Pieris s. l. species, except for A. (Sinopieris) comb. nov. Additionally, Talbotia 
†† exhibit two premarginal spots in spaces Cu2 (1b) and M2 (3), which in ‡‡ merge into two black bands following the anal vein (1) 
and M3 (4) from the base of the wing (fig 3). 
4.2. Genus Pieris Schrank, 1801: Type-species: Papilio brassicae LinnAeuS, 1758; Systema Naturæ (Ed. 10) 1: 467.
The genus Pieris comprises a group of medium-sized butterflies characterized primarily by two distinctive features: (1) elongated 
dacriform androconia and (2) subcordate signa with a central longitudinal spineless area, notably lacking the flagellum. In all 
species within this genus, the upper surface of the wings displays either a white or pale yellow ground colour, devoid of dark scales 
covering the veins. Additionally, the forewing typically exhibits four radial veins, although an exception exists with P. brassicae (L.). 
Interestingly, in contrast to Artogeia, Pieris species lay their eggs in clusters. Phylogenetic analysis has provided robust support for the 
recognition of four distinct species, with one of these species demonstrating greater genetic divergence from the others, warranting 
its placement in a separate subgenus.
4.2.1. Subgenus Pieris (Afropieris) subgen. nov.: Type-species: Pieris brassicoides guérin-méneViLLe, 1849; Voyage en Abyssinie: 365.
Remarkable from many points of view, brassicoides, is the only Pieris species inhabiting Sub-Saharan Africa. It is limited to central-
eastern Africa and has two subspecies: brassicoides from Ethiopia and Eritrea, and marghanita hemming, 1941, from Tanzania 
(StorAce, 1956). Even though its speciation remains a biogeographical dilemma, brassicoides belongs to the genus Pieris and 
represents its most divergent taxon (K2P: 6-7% from Pieris s. str. species). Pieris (Afropieris) subgen. nov. displays unique features 
among Pieris species, such as (1) the presence of heavily black-coloured veins in the hindwing underside, and (2) the absence of a 
distal tip of the valva in †. Nevertheless, size, wing shape, as well as androconia and signum morphology are comparable to those 
seen in other Pieris species (LAgneL, 1966)
4.2.2. Subgenus Pieris s. str.: Type-species: Papilio brassicae LinnAeuS, 1758; Systema Naturæ (Ed. 10) 1: 467.
This subgenus was first proposed by BernArdi (1947) and subsequently by korB & BoLShAkoV (2011), to separate the type-species 
brassicae from palaearctic species with different androconia and genital morphology -i.e. rapae- and napi-related species-, included 
in the subgenus “Pieris (Artogeia)”. In this study, evolutionary analysis provided strong support for separating Pieris from Artogeia. 
Furthermore, it confirmed the existence of three distinct species within the former subgenus, namely brassicae, cheiranthi, and deota 
(K2P range: 2-2.9%). 
Anatomically, species within the subgenus Pieris s.str. are characterized by the absence of black-coloured veins on both sides of their 
wings. They possess a valva with a subtrapezoidal shape and a pointed distal end (fig 3). Except for the cosmopolitan and multivoltine 
species brassicae and its subspecies, this subgenus comprises taxa. found in various regions, including central Asia (deota), Azores 
(azorensis,), Madeira (wollastoni, currently extinct), or Canary Islands (cheiranthi, and banchoavensis). 
Pieris s. str. deota diverged after P. brassicoides at ML analysis (bs: 100) and after P. cheiranthi and related taxa at ME analysis (bs: 36), 
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as previously reported, albeit with limited support (bs: 60, wiemerS: Die Tagfalter der Kanaren und Madeiras. Available online at: 
https://www.ufz.de/export/data/10/239123_S5_Wiemers.pdf). However, considering the characteristics and geographical distribution 
of P. deota, the ML results are the most plausible. An associated taxon that could not be included in COI analysis is P. eitschbergeri 
LukhtAnoV, 1996. This is a highly localized butterfly from Kyrgyzstan, and is distinguished from P. deota by differences in wing colour 
patterns and the morphology of † and ‡ genitalia. Due to limited available material and literature, further investigation is required to 
determine whether P. eitschbergeri represents a distinct species, a subspecies, or an aberrant form of P. deota (LukhtAnoV, 1996).
The next taxon to branch from the concatenated tree was P. brassicae, a widely recognized and nearly cosmopolitan pest that has 
extended its range from the Palearctic region to Africa, the Americas, and New Zealand. It is believed to have likely speciated in Europe 
and subsequently dispersed through agricultural trade routes, much like P. rapae (ryAn et al., 2019). Due to limited genetic diversity 
and relatively little intraspecific phenotypic variation, defining the subspecies within brassicae (e.g. azorensis, nepalensis grAy, 1846 
ottonis, and others) proved challenging during COI sequence analysis. Similarly, evolutionary analysis provided substantial support 
for recognizing cheiranthi as a distinct species. This larger species is native to the European Atlantic islands. On the other hand, 
banchoavensis from La Palma and the now-extinct wollastoni from Madeira are likely subspecies of cheiranthi. Notably, wollastoni, 
despite its habitus resembling brassicae more closely, exhibited a lower K2P genetic distance from cheiranthi (approximately 0.6-
1%) compared to brassicae (approximately 2.3-3%). Hence, it was considered a subspecies of the latter (wiemerS: Die Tagfalter der 
Kanaren und Madeiras. Available online at: https://www.ufz.de/export/data/10/239123_S5_Wiemers.pdf). 
4.3. Genus Artogeia Verity, 1947
Type-species: Papilio napi LinnAeuS, 1758; Systema Naturæ (Ed. 10) 1: 467.
The inclusion of some Pieris s.l. species in the separate genus Artogeia has been a subject of extensive discussion in the past. Verity 
issued the subgenus “Pieris (Artogeia)” in 1947, in its work on Italian Rhopalocera, based on napi as the type species, but also 
encompassing rapae. Subsequently, kudrnA (1974) and higginS (1975) elevated Artogeia to the generic rank. However, kudrnA 
later reclassified it as a subgenus (BLAB & kudrnA, 1982). Notably, FeLtweLL & VAne-wright (1982) raised the possibility that 
Artogeia might not constitute a monophyletic group (see also roBBinS & henSon, 1986). 
This study contributes new phylogenetic data to complement the existing anatomical evidence. Previous authors had already 
identified Artogeia butterflies within Pieris s. l. based on distinctive characteristics, including (1) unique androconial morphology 
and (2) the presence of a distally rounded valva. Although there are variations in the morphology of the signum and the external 
appearance of different species within Artogeia, they share the common behaviour of laying eggs individually, as opposed to in 
clusters as observed in Pieris.  
All Artogeia species in this study displayed K2P genetic distances exceeding 10% from both Talbotia and Pieris, emphasizing their 
distinctiveness. Additionally, the analysis revealed a progressive clustering of Artogeia species into five subgenera, with pairwise 
K2P genetic distances ranging between 7% and 10% and varying levels of support (bs range: 49-91).
4.3.1. Subgenus Artogeia (Bernardia) subgen.nov. 
Type-species: Pieris krueperi StAudinger, 1860; Wiener entomologische Monatsschrift 4 (1): 19.
In the tree resulted from ME analysis, krueperi appeared as a solitary branch, diverging after Pieris s. str. (bs: 55).  Conversely, in 
the ML tree, krueperi clustered with A. (Mariania) subgen. nov. (bs: 49). Regardless of its specific placement, krueperi consistently 
emerged as a highly genetically distinct species, characterized by (1) its unique wing colour pattern, featuring grayish or greenish 
patches on both sides of the hindwing, and (2) the distinctive morphology of the signum, which is cordiform and possesses a central 
unsclerotized, spineless space resembling that of Pieris. Additionally, the forewing of krueperi exhibits four radial veins. The † 
genetic distance (K2P) between krueperi and rapae was calculated to be 8.7%, justifying the establishment of separate subgenera. 
For krueperi and its closely related species, the subgenus A. (Bernardia) subgen. nov., is proposed, paying tribute to the contributions 
of georgeS BernArdi (1922-1999), a distinguished Russian-French entomologist who made significant advancements in the 
comparative anatomy and systematics of Pieris s. l. and Pontia.
Regrettably, only COI sequences from the bi- to multivoltine European krueperi StAudinger, 1860 were available for analysis, and 
sequences from subspecies devta (de niceViLLe, 1884) from Turkestan and persica StAudinger, 1886 from Ladakh could not be 
obtained. Additionally, COI sequences for mahometana (grum-grShimAiLo, 1888), likely representing a distinct (larger) species with 
characteristic wing markings inhabiting high-altitude mountain regions between Tajikistan and Afghanistan, could not be retrieved.
4.3.2. Subgenus Artogeia (Mariania) subgen.nov.
Type-species: Papilio rapae LinnAeuS, 1758; Systema Naturæ (Ed. 10) 1: 468.
A fourth monophyletic clade which received strong support in both ME and ML trees (bs range: 95-100), emerged following 
A. (Bernardia) subgen. nov.. Due to its well-supported status, significant K2P genetic distances, and distinctive anatomical 
characteristics of the included taxa, a separate subgenus named A. (Mariania) subgen.nov. has been established. This subgenus is 
dedicated to mArio mAriAni (1898-1965), an Italian lepidopterologist and medical entomologist renowned for his work on the ‡ 
genital anatomy of Pieris and Artogeia, where he emphasized its systematic importance (mAriAni, 1937). 
Phylogenetic analysis involved the study of ten taxa within A. (Mariania) subgen. nov., which were further organized into two 
subgroups comprising four bi- to multivoltine species. The first subgroup consisted of P. rapae (LinnAeuS, 1758) and mannii 
(mAyer, 1851), while the second included canidia (SpAArmAn, 1768) and A. (Mariania) palaearctica StAudinger, 1886 stat. et comb. 
nov. Additional sequences of infrasubspecific taxa clustered as follows: crucivora BoiSduVAL, 1836, from Eastern Asia and debilis 
ALphérAky, 1889, from central Asia associated with rapae; alpigena (Verity, 1911) and rossii (SteFAneLLi, 1900) with mannii; 
kaolicola Bryk, 1946 from Korea with canidia; and indica eVAnS, 1926 from Pakistan with palaearctica (fig 1). Sequences of tadjika 
grum-grShimAiLo, 1888, a last likely valid species were not available for inclusion in the analysis. Evolutionary analysis suggested 
a full species rank for palaearctica (K2P: 2.4% from canidia). Artogeia (Mariania) palaearctica stat. e comb. nov. exhibits distinct 
phenotypic characteristics, including smaller size and less pronounced black markings with smaller black spots in both sexes. The 
question of whether the subspecies described for canidia in central and south-eastern Asia represent actual subspecies of canidia, 
palaearctica, or are simply synonyms of them remains to be determined.
Anatomically, A. (Mariania) subgen. nov. is set apart from other Artogeia subgenera by its distinctively shaped signum, which also 
helps in distinguishing the two subgroups, rapae-mannii and canidia-palaearctica (as mentioned above). Additionally, it possesses 
more ampulliform androconia compared to the more pyriform androconia of the following subgenera.
Artogeia (Mariania) subgen. nov. has an interesting biogeography. While canidia and palaearctica inhabit Asia (ranging from 
Turkestan to Japan and Southern India) together with tadjika, from south-western Tajikistan, rapae originated from Middle-East, 
later spreading in Europe, then to Asia, and more recently to America and Australia, and mannii speciated in Europe where it may 
represent an extinguishing relict (mAriAni, 1937; ziegLer & eitSchBerger, 1999). Overall the common A. (Mariania) subgen.nov.  
ancestor may have originated in central Asia, and subsequently dispersed eastward to Japan with palaearctica and canidia, while 
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also spreading westward with rapae into the Middle East and with mannii into Europe.
4.3.3. Subgenus Artogeia (Tadokoroa) subgen. nov.
Type-species: Pieris erutae var. extensa poujAde, 1888; Bull. Soc. Ent. Fr. (Ser. 6) 8: XIX.
The fifth branch of the concatenated tree and the third within Artogeia consisted solely of extensa, which is the largest among all 
Pieris s. l. species, boasting a wingspan of up to 90 mm. This univoltine to bivoltine species is further divided into three subspecies, 
each with a distinct distribution within a narrow mountainous region: the nominal subspecies ranges across southern Shaanxi, 
southeastern Tibet, and northern Myanmar; the smaller subspecies yunnansia tAdokoro & wAng, 2014 is found in Yunnan; and 
the subspecies bhutya tALBot, 1939 inhabits northeastern Bhutan (tAdokoro & wAng, 2014). 
A comparison of K2P genetic distances between extensa and other Artogeia subgenera suggested a clear separation (table 2). 
Additionally, extensa exhibited numerous distinctive anatomical characteristics, including:
1. Smaller androconia with a subtriangular shape, less pronounced dilation at their base, and the smallest scent cell in the genus 

(with an average width of 13 μm in subspecies bhutya compared to an average of 23 μm in erutae).
2. A larger valva (around 2.5 mm compared to 1.2 mm in erutae) that is more convex distally and features an inferior concave 

sinuosity.
3. A large, subsagittate/cordiform signum with flagellated features similar to those in A. (Sinopieris) subgen. nov. and Artogeia s. str. 

comb. nov., but with a significantly larger unsclerotized and spineless central longitudinal area. (dAS et al., 2021; tAdokoro et 
al., 2017).

4. A larger appendix bursae compared to other species, and forewings that are always 4-veined (dAS et al., 2021). These distinctive 
features justify the creation of a separate subgenus named A. (Tadokoroa) subgen. nov., honoring teruo tAdokoro, the Japanese 
lepidopterologist who has significantly advanced our understanding of Asian Artogeia and clarified their complex taxonomy.

4.3.4. Subgenus Artogeia (Sinopieris) huang, 1995 comb. nov.
Type-species: Pieris davidis var. venata Leech, 1891; Entomologist 24 (Suppl.): 58.
The subgenus A. (Sinopieris) comb. nov. encompasses a group of at least eight univoltine and highly localized species that inhabit 
the high-altitude mountains of the Himalayan range, spanning regions from Nepal, Sikkim, Tibet, Xinjiang, Qinghai, Gansu, 
Sichuan, to Yunnan. These butterflies can be divided into two distinct groups based on their wing markings: 1. the dubernardi-group 
including dubernardi, chumbiensis (de nicéViLLe, 1897), kozlovi, rotschildi (Verity, 1911), and wangi (HuAng, 1998); 2. the davidis- 
group consisting of davidis, stoetzneri (drAeSeke, 1924) and venata (Leech, 1891).
The taxonomical history of A. (Sinopieris) comb. nov. has been revised over the years (tAdokoro et al., 2016). Initially, due to their 
wing colour patterns, (e.g. black-marked upperside veins, black discoidal markings of forewings, and prominent black spot on 
hindwing space 6), these species were either included in the genera Pontia (e.g. dubernardi) or Aporia (e.g. davidis) or even placed 
alongside Pontia callidice whitin the genera Parapieris de nicéViLLe, 1897 or Synchloe röBer, 1906. One hundred years after the 
description of dubernardi, huAng erected the genus Sinopieris, separating these butterflies from Pieris, Artogeia, and Pontia. Of 
interest, despite the genus Sinopieris initially included the type-species gongaensis huAng, 1995 (synonym of venata), davidis-group 
taxa were later excluded as they currently are (huAng, 2019; tAdokoro et al., 2016).
Initially, due to their wing colour patterns, [i.e. davidis, kozlovi, and (chumbiensis) gyantsensis] were examined. Notably, in all 
concatenated trees, these taxa clustered together in a distinct clade after extensa. The K2P between davidis and kozlovi was 5.3%, 
while 6.7% and 7.1% respectively between each species and napi. These data suggest that A. (Sinopieris) comb. nov. is a distinct and 
possibly polyphyletic subgenus, encompassing both the dubernardi- and davidis-group. Further research is needed to determine 
whether certain groups within this subgenus represent superspecies or separate species, as indicated by biogeography and phenotype 
whether some groups of taxa represent further superspecies (e.g. dubernardi, and kozlovi) or separated species, as suggested by 
biogeography and phenotype [e.g. sherpae and lhamo (kocmAn, 1999)].
While wing markings have limited utility in species differentiation due to examples of interspecific overlap or cryptic species (e.g. 
the geographically separated kozlovi and lahmo kocmAn, 1999), the anatomical characteristics of A. (Sinopieris) comb. nov. can 
help distinguish it from other Artogeia subgenera. Notably, the androconia and signa in this subgenus exhibit various shapes and 
a wide range of interspecific variation. The shape of the signum resembles that of Artogeia s. str. comb. nov. but is proportionally 
much longer in davidis and stoetzneri, stouter in venata, cordiform and stout (chumbiensis, rotschildi), oval-lanceolate (kozlovi), and 
elongated-lanceolate (dubernardi, wangi) (huAng, 2019; ViS & coene, 2012). Overall, the shape of the signum supports the division 
of A. (Sinopieris) comb. nov. species into the dubernardi- and davidis-groups.
4.3.5. The subgenus Artogeia s. str. comb. rev. Verity, 1947
Type-species: Papilio napi LinnAeuS, 1758; Systema Naturæ (Ed. 10) 1: 468.
The subgenus Artogeia s. str. comb. rev. also known as the “napi-bryoniae-complex” or “napi-group,” represents one of the most 
phenotypically diverse and taxonomically challenging groups within Pieris s. l. and also the last to branch from the concatenated 
tree. These butterflies are primarily found in continental Asia, with only a minority of species colonizing Europe or North America. 
Phylogenetic data support the polyphyly of Artogeia s. str. comb. rev. meaning that  it consists of a few genetically distant species (i.e. 
melete, malaina, and ergane), and a large group of sometimes highly localized taxa with very low interspecific K2P (median 1.7%). 
These closely related taxa are grouped together under the concept of  (superspecies-napi), following articles 6.2, 10.4, 11.9.3.5, and 
23.3.3 of the international code of zoological nomenclature (ICZN). The superspecies concept was previously discussed but not 
applied for A. species (Bowden, 1972). Anatomically, Artogeia s. str. comb. rev. is characterized by having (1) 3 to 4 radial veins 
and (2) lacking variation of the shape of valva and signa. However, androconia, and especially the size of the scent cell, differ in 
taxa other than (superspecies-napi). Overall, Artogeia s. str. comb. rev. appears to be polyphyletic, as suggested in previous studies 
(FeLtweLL & VAne-wright, 1982).
4.3.5.1. melete MénétrièS, 1857, ajaka Moore, 1865, melaina RöBer, 1907, and ergane (geyer, [1828])
The bi- to multivoltine taxon melete, inhabiting Eastern Asia between Northeastern China, Russian Far-east (Ussur, Sakhalin), 
Korea, and Japan, was previously considered to include also the sympatric dulcinea and the allopatric erutae. This confusion relied 
upon the very pronounced intraspecific difference between the seasonal forms of each species, and the great interspecific similarity 
between the same seasonal form of each of them (tAdokoro et al., 2014, 2017; tAdokoro, ShimokAmA et al., 2013). However, 
COI analysis in this study confirmed melete as a genetically distinct species with a K2P of 5.6% compared to napi (Ge et al., 2023; 
tAdokoro et al., 2013). Anatomically, melete is characterized by (1) pyriform androconia with scent cells that are twice as large as 
those of napi and (2) the presence of two parallel black slender streaks in the cell at the underside of forewings. This last feature is 
absent in all other sympatric taxa (tAdokoro et al., 2013). 
Taxa ajaka and melaina are likely two closely related Himalayan species. While ajaka is more localized and inhabits only the area 
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between north-western Pakistan and Indian Kumaon, melaina is distributed from Indian Garhwal (where it is sympatric with 
ajaka) through all the Himalayas, up to Buthan. Both species are likely bivoltine, and comparing biogeography, date of capture, and 
descriptions of the specimens, we suspect that the recently described A. tadokoroi dAS et al., 2021 may represent the spring form 
of ajaka (therefore being a synonym of it). Nevertheless, at COI analysis, was only available a sequence of melaina from eastern 
Tibet. This last showed a K2P of 4.6% from napi. Of interest, both ajaka (including tadokoroi) and melaina bear androconia with a 
distinctively larger scent cell compared to taxa included in (superspecies-napi), but smaller compared to those of melete. The valva 
and the signum were otherwise indistinguishable from those of other Artogeia s. str. comb. rev. species (Das et al., 2021). According 
to the K2P values, and despite the hierarchy that emerged at UPMGA analysis (fig 2), melaina seems more closely related to melete 
and ergane than to napi (see below). Moreover, it should be determined whether ajaka and melaina represent another superspecies 
within the subgenus Artogeia s. str. comb. rev. given their anatomical similarities.
Artogeia ergane is a small butterfly resembling rapae in its colour pattern, but being anatomically and genetically closer to napi. The 
K2P distances between ergane and kozlovi, melete, or napi were respectively 7.4%, 5.3%, and 4.3%. Moreover, the structure of either 
androconia or genitalia of ergane was superimposable to that of (superspecies-napi) taxa, further supporting their proximity, and 
a higher phylogenetic distance between ergane and either melete or extensa (eitSchBerger, 1984; mAriAni, 1937; wArren, 1961). 
Artogeia ergane flights with two to three generations between Europe (with the nomotypical subspecies) and Middle-East (Turkey 
to Lebanon with subspecies detersa Verity, 1908) up to Iran (subspecies elbursina BytinSki-SALz & BrAndt, 1937). Of interest, 
it is still unclear whether the sympatric “Pieris higginsi wArren, 1961”, and “Pieris persis Verity, 1922”, are or not synonyms of 
elbursina due to the scarce knowledge on Middle-Eastern Artogeia s. str. comb. rev. taxa. 
4.3.5.2. (superspecies-napi) and its species-groups
Mentioned by other authors as the “napi-complex”, Artogeia s. str. (superspecies-napi) is a complex group of butterflies with 
morphologically with morphologically similar androconia and genitalia, and very low intertaxa K2P values. Nevertheless, the high 
variability in the wing colour pattern, seasonality, and biogeography of the taxa included in this group, stimutaled the description 
of many distinct species (eitSchBerger, 1983). While this study does not provide a comprehensive phylogenetic analysis, it does 
shed light on the relationships between these taxa based on COI analysis.
Interestingly, superspecies-napi taxa showed a tendency to group into 3 species-groups, roughly mirroring their geographical 
distribution: marginalis, bryoniae and napi species-group (fig. 2-3, Supplementary fig 2). Interestingly enough, five taxa (e.g., 
bryoniae, hulda, marginalis (KU875897.1), ochsenheimeri and oleracea) merged with geographically distant peers. In other words, 
phylogenetically distant taxa of the (superspecies-napi) without a common immediate ancestor may have converged in the same 
continent at a certain point of their evolution. 
According to phylogenetic analysis, and K2P values, marginalis species-group included venosa and microstriata both from California 
and Oregon (separated by a K2P of 0.6%), virginiensis, macdunnoughii, and reicheli, from the western U.S.A. (the two latter having a 
K2P divergence from virginiensis of 1.8% and 1.7% respectively). Three more American taxa (i.e. marginalis (KU875897.1), hulda, 
and oleracea), clustered in bryoniae species-group. COI sequences of two further American taxa -the isolated acadica edwArdS, 
1881 from Newfoundland and angelika eitSchBerger, 1983, from Russian Yakutia and Alaska- were not retrieved (chew & wAtt, 
2006; eitSchBerger, 1983). 
This taxonomic and biogeographic tangle is complicated by taxon marginalis, a widely distributed butterfly, reported to inhabit 
most of the east coast of Northern America, with several different subspecies. The specimen included in the phylogenetic analysis 
(KU875897.1) was from Alaska, where are described at least four subspecies of marginalis (i.e. hulda, guppyi eitSchBerger, 1983, 
meckyae eitSchBerger, 1983 and shapiroi eitSchBerger, 1983 sympatric with oleracea (extending toward East up to Quebec and 
Labrador) and angelika. Moreover, it should be noted that in the original description, the four subspecies of marginalis from Alaska 
have more heavily marked and dark-coloured ‡‡, compared with the nominal subspecies, and are much more similar to the sympatric 
angelika, as well as to narina from Asia and bryoniae from Europe. As a matter of fact, COI sequence KU875897.1, clustered in the 
bryoniae species-group together with bryoniae, narina, and oleracea. We thus hypothesize that the nomotypical marginalis included 
in marginalis species-group is phylogenetically distant (and taxonomically unrelated) to its “subspecies” inhabiting Alaska and 
north-western Canada.
The American taxa were thus divided into two different clusters. The marginalis species-group includes the most divergent of 
(superspecies-napi), inhabiting the mountain areas of Eastern U.S.A., southern than 47th parallel north, (i.e. marginalis), and the 
north-western coast of U.S.A (i.e.virginiensis) and having mostly unmarked wings. Taxa clustering in the bryonaie species-group (i.e. 
oleracea, hulda, and “marginalis KU875897.1”, possibly representing taxon guppyi), inhabit Alaska and British Columbia northern 
that 47th parallel north and display a bryoniae-like colour pattern in ‡‡. 
The second species-group of the (superspecies-napi) mostly included Asian taxa. Two smaller clusters could be recognized at the 
ME tree. The first includes (1) erutae, a multivoltine and quite common species from Central China, Northern Vietnam, Myanmar, 
Laos, and Thailand, presenting with at least two subspecies (nomotypical and reissingeri from Hunan, with a K2P divergence of 
0%), (2) latouchei, a recently recognized multivoltine species from East China, and (3) dulcinea, a bivoltine, from Russian Far East 
and north-eastern China, with its subspecies kneitzi from Shaanxi (with K2P divergence from dulcinea and erutae of 0.26% and 
0.92% respectively). Of interest, knetzi eitSchBerger,1983 was described as a subspecies of erutae, then recognized as a subspecies 
of dulcinea by tAdokoro (2014) based on phylogenetic data, and eventually re-considered as a subspecies of erutae by ge et.al 
(2023), basing on the K2P divergence between the three taxa.  According to tAdokoro (2014, 2019) a further taxon to be included 
in this cluster is pseudonapi Verity, 1911, flying between Hokkaido (Japan) Sakhalin and Kurili Islands, and emerged as a valid 
species after phylogenetic investigations. 
The second cluster grouped bryoniae (with its Italian ssp wolfsbergeri) from the Alps, together with narina from Kyrgyzstan and 
Xinjiang, and the three American taxa oleracea, hulda and “marginalis KU875897.1 c.f. guppyi”. All these are highly localized, 
univoltine butterflies, inhabiting high mountain ranges, and have dark-coloured ‡‡. Interestingly, the allopatric bryoniae and narina 
displayed a much lower distance to dulcinea (K2P of 0.6% for bryoniae and 0.7% for narina), compared respectively to the sympatric 
napi (K2P=2.3%) or ochsenheimeri (K2P=1.8%). Thus, as shown by ge et al. (2023), narina should not be considered a subspecies 
of ochsenheimeri, as proposed by tAdokoro et al. (2014). 
Further studies should determine whether phenotypical similar taxa (i.e. caucasica LorkoVić, 1968, turcica eitSchBerger & 
heSSeLBArth, 1977 and goergneri eitSchBerger, 1986 from Turkey, kamtschadalis röBer, 1907 from Kamchatka, sheljiuzhkoi 
eitSchBerger, 1983, and schintlmeisteri eitSchBerger, 1983 from Russian Far East, mihon yAkoVLeV, 2006 from Mongolia and 
Xinjiang and sifanica grum-grShimAiLo, 1895 from Tibet) also belong to this subgroup. 
Eventually, a last taxon, nesis FruhStorFer, 1909 from Japan (except northeastern Hokkaido) was previously shown to merge with 
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taxa merged in the bryoniae species-group, but not included in either of the two above-analyzed clusters (tAdokoro, 2019).
The last species-group of the (superspecies-napi) also included two clusters. The last grouped the nomotypical P. napi (L.) 
distributed between the Euro-mediterranean region and a broad portion of Western Russia, adalwinda from Fennoscandia, the 
sympatric lappona (likely synonym, with K2P divergence= 0%), keskuelai from Polar Ural, balcana flying from the Balkans to 
Middle pseudorapae (possibly a synonym of the latter, K2P= 0.15%), and segonzaci, limited to the higher Atlas in Morocco. The 
K2P divergence between napi and either balcana or segonzaci resulted respectively 1% and 0.6%. 
A second cluster grouped ochsenheimeri, a very rare butterfly inhabiting a limited area between Tadjikistan, Uzbekistan, and 
Kyrgyzstan, muchei eitSchBerger, 1983 distributed from East Kazakhstan, Uzbekistan, Tajikistan, and Kyrgyzstan, and the less 
well-defined euorientis, inhabiting (at least) Transbaikal Siberia and northern Mongolia. The K2P divergence between ochsenheimeri 
and napi, muchei, or euorientis were respectively 1.2%, 1.3%, and 1.2%, highlighting the very tight phylogenetic relationship of these 
taxa. A remarkable taxonomic issue related to the napi species-group concern the central Asiatic “P. bryoniae bryonides SheLjuzhko, 
1910”, as combined by eitSchBerger (1983) and the sympatric “P. napi muchei EitSchBerger, 1983”. While the first flights between 
May and June, the second is only found between late June and July, therefore possibly representing two seasonal forms of the 
same species [i.e. A. (napi) bryonides SheLjuzhko, 1910 comb. nov.], as previously hypothesized (eitSchBerger, 1983; eitSchBerger 
& dAntchenko, 2014; tAdokoro et al., 2014). Eventually, two last taxa of which COI sequences were unavailable and possibly 
included in the napi species-group are bowdeni eitSchBerger, 1983 from north-eastern Turkey, and vitimensis Verity, 1911 from 
Transkbajkal Siberia.

5. Conclusions: This work contributes to the taxonomy of Pieris and related genera by combining mitochondrial sequence analysis 
and anatomical features of systematic importance and provides a unified vision of this group of butterflies. It reveals that Pieris s. l. 
is polyphyletic, comprising three distinct genera: Talbotia, Pieris, and Artogeia. Molecular data supported the division of Pieris into 
two subgenera, and Artogeia into five subgenera, giving consistency to many previously recognized groups of species (e.g. “rapae-
group”, “dubernardi-group”). Eventually, the subgenus Artogeia s. str. comb. rev., was tentatively dissected, validating and expanding 
the general schema proposed by tAdokoro et al. and proposing a preliminary split of the (superspecies-napi) into three grossly 
geographically-based species-groups (tAdokoro et al., 2014; tAdokoro, ShimokAmA et al., 2013). 
This study has however several limitations mostly related to its design. As it is based on freely available data, it was not possible to 
analyse the sequences of relevant taxa (e.g. mahometana, tadjika, and others likely included in superspecies-napi) and sequences 
other than COI and a few CMG. Moreover, and most regrettably, despite the included sequences being carefully selected and checked 
for coherence between each taxon, and its locality and date of capture, it was not possible to directly examine and determine each 
specimen. Finally, the analyses were not specifically designed to deal with the fine taxonomical relationships between superspecies-
napi-taxa, thus these results must be confirmed in future and more comprehensive studies.
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Fig. 1: Phylogenetic tree obtained from the analysis of COI-A sequences set of Pieris and Artogeia using the minimum evolutiom 
Method. Iphiclides podalirius (LinnAeuS, 1758) was included as the outgroup.
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Fig. 2: Phylogenetic tree obtained from the analysis of COI-B sequences set of Artogeia (Tadokoroa) subgen. nov., A. (Sinopieris) 
subgen. nov., and Artogeia s. str. using the UPMGA method. Talbotia naganum (moore, 1884) was included as the outgroup.



401

Fig. 3: Phylogenetic relationships between genera and subgenera of Pieris s.l., showing for each group (from left to right) androconia, 
male genitalia, signum, and habitus of adult †† of the type-species. The anatomical details are modified from drohSin (1933), 
mAriAni (1937), BernArdi (1947a, 1947b, 1958), and LAgneL (1966), while the pictures of adult specimens are taken from the 
author’s private collection.
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Tab. 1: Detailed list of the complete mitochondrial genome and COI gene sequences used in the phylogenetic analysis. 

to be continued the following page
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Table 2: Estimates of Evolutionary Divergence between Sequences (K2P). The number of base differences per site between COI 
sequences of Talbotia, Pieris, and Artogeia are shown. This analysis involved 8 nucleotide sequences. Codon positions included 
were 1st+2nd+3rd+Noncoding. All ambiguous positions were removed for each sequence pair (pairwise deletion option). 

Tab. 1: Detailed list of the complete mitochondrial genome and COI gene sequences used in the phylogenetic analysis. 
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Tab. 3: Summary of the known species of Talbotia, Pieris, and 
Artogeia arranged according to the taxonomical changes 
proposed in this work. Taxa are ordered according to their 
phylogenetic relationship. *=species not included in our 
phylogenetic analysis; §=taxa needing further investigation to 
assess their taxonomic rank. 

Genus Talbotia Bernardi, 1958

1 Talbotia naganum (moore, 1884)

Genus Pieris SchrAnk, 1801

Subgenus Afropieris subgen.nov. 

2 Pieris (Afropieris) brassicoides guérin méneViLLe, 1849

Subgenus Pieris s.str. SchrAnk, 1801

3 Pieris s.str. deota (de nicéViLLe, [1884])

4 Pieris s.str. eitschbergeri LukhtAkoV, 1996*§

5 Pieris s.str. brassicae (LinnAeuS, 1758)

6 Pieris s.str. cheiranthi (hüBner, 1808)

Genus Artogeia Verity, 1947

Subgenus Bernardia subgen.nov. 

7 Artogeia (Bernardia) krueperi (StAudinger, 1860)

8 Artogeia (Bernardia) mahometana (grum-grShimAiLo, 1888)*§

Subgenus Mariania subgen.nov. 

9 Artogeia (Mariania) tadjika (grum-grShimAiLo, 1888)*§

10 Artogeia (Mariania) canidia (SpAArmAn, 1768)

11 Artogeia (Mariania) palaearctica (StAudinger, 1886) stat. 
et comb. nov.§

12 Artogeia (Mariania) rapae (LinnAeuS, 1758)

13 Artogeia (Mariania) mannii (mAyer, 1851)

Subgenus Tadokoroa subgen.nov. 

14 Artogeia (Tadokoroa) extensa poujAde, 1888

Subgenus Sinopieris huAng, 1995 comb.nov.
 davidis-group

15 Artogeia (Sinopieris) davidis (oBerthür, 1876)§

16 Artogeia (Sinopieris) stoezneri (drAeSeke, 1924)*§

17 Artogeia (Sinopieris) venata (Leech, 1891)*§

dubernardi-group

18 Artogeia (Sinopieris) rothschildi (Verity, 1911)*§

19 Artogeia (Sinopieris) chumbiensis (de nicéViLLe, 1897)§

20 Artogeia (Sinopieris) sherpae (epStein, 1979)§

21 Artogeia (Sinopieris) kozlovi (ALphérAky, 1897)§

22 Artogeia (Sinopieris) dubernardi (oBerthür, 1884)*§

23 Artogeia (Sinopieris) wangi (huAng, 1998)*§

Subgenus Artogeia s.str. Verity, 1947

24 Artogeia s.str. melete (ménétrièS, 1857)

25 Artogeia s.str. ajaka (moore, 1865) *§

26 Artogeia s.str. melaina (röBer, 1907)

27 Artogeia s.str. ergane (geyer, [1828])§

Superspecies-napi          
 marginalis-group

28 Artogeia s.str.. (napi) acadica (edwArdS, 1881)*§

29 Artogeias.str. (napi) venosa (Scudder, 1961)

30 Artogeia s.str. (napi) virginiensis (edwArdS, 1881)

31 Artogeia s.str. (napi) marginalis (Scudder, 1861)§

bryoniae-group

32 Artogeia s.str.. (napi) angelika (eitSchBerger, 1983)*

33 Artogeia s.str.. (napi) olearacea (hArriS, 1829)

34 Artogeia s.str. (napi) pseudonapi (Verity, 1911)

35 Artogeia s.str. (napi) nesis (FruhStorFer, 1909)*

36 Artogeia s.str. (napi) erutae (poujAde, 1888)

37 Artogeia s.str. (napi) latouchei (meLL, 1939)

38 Artogeia s.str. (napi) dulcinea (ButLer, 1882)

Artogeia s.str. (napi) steinigeri (eitSchBerger, 1983)*§

39 Artogeia s.str. (napi) narina (Verity, 1908)

40 Artogeia s.str.. (napi) bryoniae (hüBner, [1790])

41 Artogeia s.str. (napi) caucasica (LorkoVic, 1968)*§

42 Artogeia s.str. (napi) mihon (yAkoVLeV, 2006)*

napi-group

43 Artogeia s.str. (napi) ochsenheimeri (StAudinger, 1866)

44 Artogeia s.str. (napi) bryonides (SheLjuzhko, 1910)§

45 Artogeia s.str. (napi) euorientis (Verity, 1908)§

46 Artogeia s.str. (napi) napi (LinnAeuS, 1758)

47 Artogeia s.str. (napi) segonzaci (Le cerF, 1923)

48 Artogeia s.str. (napi) balcana (LorkoVic, 1968)

49 Artogeia s.str. (napi) pseudorapae (Verity, 1908)

50 Artogeia s.str. (napi) bowdeni (Eitschberger, 1983)*§

Supplementary Fig. 1:  Phylogenic tree obtained from the ana-
lysis of complete mitochondrial genome sequences Talbotia, 
Pieris, Artogeia and Pontia. with the maximum likelihood (a) 
or minimum evolution (b) method. Iphiclides podalirius (Lin-
nAeuS, 1758) was included as outgroup.
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Supplementary Figure 2: Phylogenic tree obtained from the analysis of COI-A sequences set of Pieris, and Artogeia using the 
maximum likelihood method. Iphiclides podalirius (LinnAeuS, 1758) was included as outgroup. 
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Supplementary Figure 3: Phylogenic tree obtained from the analysis of COI-B sequences set of, Artogeia (Tadokoroa), Artogeia  
(Sinopieris) and Artogeia s.s tr. using the minimum evolution method. Talbotia naganum (moore, 1884) was included as 
outgroup.
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Supplementary Table 2 - Estimates of Evolutionary Divergence between Sequences (K2P). The number of base differences 
per site from between COI-A sequences of Talbotia, Pieris, Artogeia and Pontia are shown. This analysis involved 51 
nucleotide sequences. Codon positions included were 1st+2nd+3rd+Noncoding. All ambiguous positions were removed for 
each sequence pair (pairwise deletion option).
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Supplementary Table 1 - Estimates of Evolutionary Divergence between Sequences (K2P). The number of base differences 
per site from between complete mitochondrial genome sequences of Talbotia,  Pieris, Artogeia and Pontia. This analysis 
involved 10 nucleotide sequences. Codon positions included were 1st+2nd+3rd+Noncoding. All ambiguous positions were 
removed for each sequence pair (pairwise deletion option).

Supplementary Table 3 - Estimates of Evolutionary Divergence between Sequences (K2P). The number of base differences 
per site from between COI-B sequences of Artogeia (Tadokoroa), Artogeia (Sinopieris) and Artogeia s. str. are shown. 
This analysis involved 23 nucleotide sequences. Codon positions included were 1st+2nd+3rd+Noncoding. All ambiguous 
positions were removed for each sequence pair (pairwise deletion option).
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