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Abstract
Previously, the only published phylogenetic analysis of Dryinidae was a morphological analysis of just 
32 characters. Herein, I present the first analysis of molecular sequence data examining the relationships 
among several of the major subfamilies of Dryinidae. A total of 77 specimens of Dryinidae from seven 
subfamilies, two specimens of Chrysis (Chrysididae), one specimen of Cleptes (Chrysididae), and one 
specimen of Sclerogibba (Sclerogibbidae) were examined utilizing molecular sequence data from nuclear 
18S and 28S genes and mitochondrial Cytochrome Oxidase Subunit I (COI) and Cytochrome b (Cytb) 
genes. Dryininae were rendered nonmonophyletic due to the placement of Thaumatodryinus, which was 
sister to the remainder of Dryininae and Gonatopodinae. To establish monophyly of Dryininae, Thauma-
todryininae were resurrected for Thaumatodryinus.
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Introduction

Dryinidae are the third largest family within Chrysidoidea, containing 15 subfamilies, 
50 genera, and over 1700 species found worldwide (Olmi 1994b, Olmi and Virla 2014, 
Olmi et al. 2014). These wasps are parasitoids and predators of Auchenorrhyncha and 
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have huge potential as agricultural biocontrol agents, particularly for rice, fruit, and 
sugarcane pests (Sahragard et al. 1991, Olmi 1989, Mora-Kepfer and Espinoza 2009, 
Virla et al. 2011). In one species, Gonatopus flavifemur Esaki & Hashimoto, 1932, a 
single female was recorded as having attacked 466 planthoppers (as both food and 
hosts) over its 19-day adult life (Chua and Dyck 1982, Sahragard et al. 1991). Most 
dryinid species are host generalists that attack a wide variety of Auchenorrhyncha, 
often with host species belonging to different genera or even different families (Gug-
lielmino and Olmi 1997, Guglielmino et al. 2013).

With only one or two world experts exclusively studying Dryinidae at any one 
time, the family has an interesting, but sparse, taxonomic history. Kieffer (1914) wrote 
the first world monograph of Dryinidae, with the first revisionary taxonomy for the 
family coming from Richards (1939, 1953). Outside of small agricultural studies and 
taxonomic descriptions, there was little focus on Dryinidae until the publication of 
Olmi (1984), a 1913-page world monograph that revised much of the taxonomy and 
provided keys throughout the family. Since then, there has been a growth in known 
dryinid diversity and host-records and the production of several large regional mono-
graphs (Olmi 1994a, b, Olmi 2005, Olmi 2007, Xu et al. 2013, Olmi and Virla 2014).

Currently, the fifteen subfamilies consist of four fossil subfamilies: Burmadryininae 
Olmi et al., 2014, Palaeoanteoninae Olmi & Bechly, 2001, Ponomarenkoinae Olmi 
2010, and Protodryininae Olmi & Guglielmino, 2012 – and eleven extant subfamilies: 
Anteoninae Perkins, 1912, Aphelopinae Perkins, 1912, Apoaphelopinae Olmi, 2007, 
Apodryininae Olmi, 1984, Bocchinae Richards, 1939, Conganteoninae Olmi, 1984, 
Dryininae Haliday, 1833, Erwiniinae Olmi & Guglielmino, 2010, Gonatopodinae 
Kieffer, 1906, Plesiodryininae Olmi, 1987, and Transdryininae Olmi, 1984. The five 
largest subfamilies, Anteoninae, Gonatopodinae, Dryininae, Bocchinae, and Aphelopi-
nae are found worldwide and comprise over ninety percent of the known diversity of 
Dryinidae (Olmi and Virla 2014, Xu et al. 2013). Conganteoninae contains about 15 
species found in the Palearctic, Afrotropical, and Oriental regions, Plesiodryininae are 
known from a single species in the Nearctic region, Erwiniinae are known from a single 
species in the Neotropical region, Apoaphelopinae are known from two species in South 
Africa and Mozambique, Apodryininae are known from 13 species (with a Gondwanan 
distribution) and Transdryininae are known from two species from Australia (Olmi 
1984, Olmi and Guglielmino 2010, Xu et al. 2013, Olmi and Virla 2014).

Over half of the described species of Dryinidae are found within three genera–
Anteon Jurine, 1807, Dryinus Latreille, 1804, and Gonatopus Ljungh, 1810. A multi-
plicity of genera were synonymized within these three (refer to Olmi and Virla 2014 
and Xu et al. 2013 for a complete list), but only within Gonatopus and Dryinus were 
the synonymized genera delimited amongst species groups. Olmi (1993) first syn-
onymized Chelothelius Reinhard, 1863, Mesodryinus Kieffer, 1906, Perodryinus Per-
kins, 1907, Tridryinus Kieffer, 1913, Bocchoides Benoit, 1954, and Alphadryinus Olmi, 
1984 within Dryinus and Dicondylus Haliday, 1830, Pseudogonatopus Perkins, 1905, 
Agonatopoides Perkins, 1907, Apterodryinus Perkins, 1907, Donisthorpina Richards, 
1939, Plectrogonatopoides Ponomarenko, 1975, and Acrodontochelys Currado, 1976 
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within Gonatopus based on the lack of genus-level synapomorphies in the males of 
these synonymized genera. Trichogonatopus Kieffer, 1909 was also synonymized with 
Gonatopus upon the discovery of male specimens in Virla et al. (2010). Olmi (1993), 
Xu et al. (2013), and Olmi and Virla (2014), provided morphological keys to describe 
four species groups within Dryinus and 12 in Gonatopus.

Olmi (1993) also synonymized Thaumatodryininae Perkins, 1905 as a genus within 
Dryininae, Thaumatodryinus Perkins, 1905, along with moving a Gonatopodinae genus, 
Pseudodryinus, Olmi 1989, to Dryininae on the basis of mandibular character similarity 
in males. Currently, males of both Pseudodryinus and Thaumatodryinus are distinguish-
able from the other genera in Dryininae by having quadridentate mandibles, with Thau-
matodryinus males presenting mandibular teeth that usually progress larger from anterior 
to posterior, whereas in Pseudodryinus, the four teeth of the mandible are irregularly 
sized. Females of Thaumatodryinus are easily distinguished from other Dryininae by the 
presence of long hairs on flagellomeres 3 – 8 (Mita 2009, Xu et al. 2013).

There is very little published on the phylogenetic relationships of the subfamilies 
within Dryinidae. Olmi (1994a) stated “we cannot discuss species affinities, because 
evolution has followed completely different paths in males and females, and female af-
finities are completely different from male affinities”, and did not attempt to combine 
morphological data from both sexes to reconstruct a phylogeny. Olmi (1994a) presented 
a tree, but only included female specimens from four subfamilies found within Denmark 
and Fennoscandia and did not make clear how characters were coded and analyzed. 
In Carpenter (1999), a cladogram was reconstructed from 32 characters based on the 
taxonomic keys and descriptions of Massimo Olmi from both sexes. Given the growth 
in known dryinid diversity since then, neither study reflects the current subfamily clas-
sification and only addressed a small number of morphological features, although both 
placed Aphelopinae as the basal subfamily of Dryinidae and placed Gonatopodinae and 
Dryininae as sister groups (as in Olmi 1994a) or as closely associated in a polytomy that 
also contained Transdryininae and (Apodryininae + Plesiodryininae) (Carpenter 1999). 
There are no published molecular phylogenies, but DNA has been used to link the highly 
modified females of Gonatopus javanus Perkins, 1912 to males, which are similar looking 
throughout the genus, and to explore intraspecific genetic variation (Mita and Matsu-
moto 2012, Mita et al. 2013). Herein, I present the first analysis of molecular sequence 
data examining the relationships among several of the major subfamilies.

Methods

Materials

Phylogenetic relationships were inferred from 77 specimens of Dryinidae with one 
specimen of Sclerogibba Riggio & De Stefani-Perez, 1888 (Chrysidoidea: Sclerogib-
bidae), two species of Chrysis Linnaeus, 1761 (Chrysidoidea: Chrysididae), and Cleptes 
seoulensis Tsuneki, 1959 (Chrysidoidea: Chrysididae) as outgroup taxa. The majority 
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of specimens came from two sources: Instituto Nacional de Pesquisas da Amazônia 
(INPA) and Canadian National Collections (CNC). Materials from the CNC were 
sorted from bulk alcohol materials from a variety of institutions and collectors, as 
detailed in Suppl. material 1. Additionally, several specimens were provided courtesy 
of Massimo Olmi, Toshiharu Mita and Pierre Tripotin. Specimens were stored in 95 
percent ethanol and refrigerated prior to extraction. As these materials were acquired 
from unsorted bulk Malaise, yellow pan trap, and sweep net samples, they have not 
been accessioned in collections. Materials will be returned to their original institutions 
following the completion of this work and subsequent description of new species.

Laboratory protocols

Genomic DNA was isolated using a QIAGEN DNeasy Tissue Kit following the man-
ufacturer’s protocols, with the exception of using non-destructive lysing techniques 
(Paquin and Vink 2009). This allowed for specimens to be pinned and identified af-
ter extraction protocols. PCR amplification was accomplished using General Electric 
PuReTaq Ready-To-Go beads with the following primers: the 18S region was amplified 
using 18SF2 (5’-CTA CCA CAT CCA AGG AAG GCA G-3’) and 18SR2 (5’-AGA 
GTC TCG TTC GTT ATC GGA-3’) (Rokas et al. 2002), 28S D2-D3 was amplified 
using For28Vesp (5’ AGA GAG AGT TCA AGA GTA CGT G-3’) and Rev28SVesp 
(5’-GGA ACC AGC TAC TAG ATG G-3’) (Hines et al. 2007). Cytochrome Oxidase 
I (COI) was amplified for the Folmer/barcode region using LCO (5’- GGT CAA CAA 
ATC ATA AAG ATA TTG G-3’) and HCO (5’-TAA ACT TCA GGG TGA CCA 
AAA AAT CA-3’) (Vrijenhoek 1994). The Cytochrome b (Cytb) region was amplified 
using CB1 (5’-TAT GTA CTA CCA TGA GGA CAA ATA TC-3’) and CB2 (5’-ATT 
ACA CCT CCT AAT TTA TTA GGA AT-3’) (Simon et al. 1994). Thermocycler pro-
tocols are detailed in Suppl. material 2, with assistance from Jongok Lim. Sequencing 
was performed at the American Museum of Natural History (AMNH) in the Sackler 
Institute for Comparative Genomics on an ABI 3730.

Analyses

Sequences were assembled and edited in Geneious 5.4 (Kearse et al. 2012). Mitochon-
drial genes COI and Cytb were checked for stop codons and numts and aligned using 
the translation alignment algorithm within Geneious. 18S and 28S were aligned using 
MAAFT, using the E-INS-I algorithm as implemented in Geneious. This algorithm 
was chosen for its accuracy in difficult alignments (Morrison 2009) and its recent use 
in the Hymenoptera Tree of Life project, which provided sequences for outgroup taxon 
Chrysis cembricola Krombein, 1958 (Klopfstein et al. 2013) The concatenated matrix 
was assembled in SeqMatrix (Vaidya et al. 2011), resulting in a final matrix of 6594 
characters, with 13 percent missing data.
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Phylogenetic analyses were performed using parsimony, Bayesian and maximum 
likelihood approaches. For parsimony, TNT (Goloboff et al. 2008) was used with 
the new technology search algorithms with the following parameters modified from 
default: 200 ratchet iterations, upweighting percentage 8, downweighting 4; 50 cycles 
of drift; minimum length hit 25 times with gaps treated as missing data. Jackknife 
resampling (Farris et al. 1996) support values were calculated using GC-values from 
a symmetric resampling of 1000 replicates. Separate analyses were performed using 
equal weighting and implied weighting as implemented by the setK script in TNT 
(courtesy of J. Salvador Arias).

PartitionFinder (Lanfear et al. 2012) was used to select models of molecular evolu-
tion for the RAxML (Stamatakis 2014) and MrBayes (Ronquist et al. 2012) analyses 
for each ribosomal gene, and each codon for COI and Cytb. For the models avail-
able for implementation in RAxML, each partition was returned as GTR+I+G. Using 
RAxML 8.1.11 XSEDE on the Cipres server, 20 independent analyses were performed 
with different starting seed values and 1000 rapid bootstrapping (BS) replicates, choos-
ing the tree with the best known likelihood (BKL) score amongst those independent 
searches (method adapted from Munro et al. 2011). Additionally, Garli 2.1 (Bazinet et 
al. 2014) on www.molecularevolution.org was utilized to see if the same topology was 
returned as the best tree, with 1000 bootstrap replicates.

For Bayesian analyses, Mr Bayes 3.2.3 (Ronquist et al. 2012) XSEDE was utilized 
with the following partitions: K80+I+G for 18S and GTR+I+G for 28S, HKY+I+G 
for the 1st positions in COI and Cytb, and GTR+I+G for the 2nd and 3rd positions in 
COI and Cytb.

In MrBayes, default parameters were used, with the exception of allowing enough 
time for 15,000,000 generations.

Trees were visualized in Figtree v.1.3.1 (Rambaut 2007)

Results

The topologies of the equal weighting and implied weighting analyses in TNT (parsi-
mony) were the same, with the equal weighting analysis recovering nine trees with a 
best score of 8562 steps (CI 0.287 RI 0.641) and the implied weighting (K = 20.527) 
analysis recovering nine trees with a best score of 200. The best RAxML tree from 20 
separate analyses had a final optimization likelihood of -44251.166938 (Fig. 2), and 
had the same topology as the tree produced by Garli, and the MrBayes analysis pro-
duced an average standard deviation of split frequencies (ASDSF) of 0.010179, with 
25 percent of samples discarded as burn-in (Fig. 3).

Results were largely congruent for parsimony, likelihood, and  Bayesian 
 approaches in terms of higher-level topology (Figs 1–3), while species-level 
 topologies were more variable. Apodryininae (as represented by Madecadryinus 
politus Olmi, 2007) were the sister taxon to all other Dryinidae in every analysis. 
The greatest difference among analyses were among Aphelopinae, Bocchinae and 

http://www.molecularevolution.org
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 Conganteoninae. In all three trees, Aphelopinae and Conganteoninae were recov-
ered as monophyletic, but since Bocchinae were represented by one species, its 
monophyly could not be tested. In the Bayesian analysis, Bocchinae were the sister 
group to the remainder of Dryinidae excluding Apodryininae, with Aphelopinae 
and Conganteoninae as sister groups. In the parsimony and likelihood analyses, 
Bocchinae were the sister group to Conganteoninae, with Aphelopinae sister to 
(Conganteoninae + Bocchinae). The remaining subfamily topologies were the same 
in all three analyses – Anteoninae, Aphelopinae, and Gonatopodinae were mono-
phyletic, with Anteoninae as the sister subfamily to ((Thaumatodryinus + (Dryini-
nae partim + Gonatopodinae). Dryininae were paraphyletic due to the placement 
of Thaumatodryinus merinus Olmi, 2004 and Thaumatodryinus macilentus De Santis 
& Vidal Sarmiento, 1974, which were sister to a monophyletic Gonatopodinae and 
the remainder of Dryininae.

Many of the genera tested were found to be nonmonophyletic. Within Anteoni-
nae, Lonchodryinus Kieffer, 1905 was the only genus found as monophyletic, as was 
Epigonatopus Perkins, 1905 in Gonatopodinae. Dryinus and Thaumatodryinus were the 
only genera from Dryininae tested, although all four of the Dryinus ‘species groups’ de-
fined by Olmi (1993), were examined. Species groups were only defined for females, so 
undescribed male dryinid specimens could not be assessed. However, Dryinus Group 
1 was found nonmonophyletic due to the placement of Dryinus striatus Fenton, 1927, 
although Dryinus Group 2 and Dryinus Group 4 were monophyletic. Dryinus Group 
3 could not be assessed due to the sampling of a single specimen. Gonatopus was not 
monophyletic, nor were any of its species groups.

Discussion

The validity of Thaumatodryininae

Olmi (1993) synonymized Thaumatodryininae with Dryininae, placing Thaumatodry-
inus close to the Dryininae genus Pseudodryinus. Olmi (1989) had originally attributed 
Pseudodryinus to Gonatopodinae on the basis of lacking a spur (1, 0, 2 tibial formula), 
but later examination of Pseudodryinus specimens by Olmi revealed a tibial formula of 
1, 1, 2, allowing for the genus to be moved to Dryininae. At that time, previously un-
known males of Pseudodryinus were discovered, and were shown to have quadridentate 
mandibles, as opposed to the tridentate mandibles found in all other male Dryininae 
(Olmi 1993). Olmi proposed that these males belonged to Thaumatodryininae, and 
then further noted that it would be unfeasible to have the females of Pseudodryinus 
within Dryininae and the males of Pseudodryinus within Thaumatodryininae. To pre-
serve Pseudodryinus as a valid genus, Thaumatodryinus (the only genus within Thauma-
todryininae) was synonymized within Dryininae.

In the molecular analyses presented here, the two different species of Thauma-
todryinus were monophyletic and sister to Gonatopodinae + Dryininae. Molecular 
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Figure 1. Parsimony support tree. Jackknife support for nodes given in GC-values (frequency differences) 
from 1000 replicates. CI 0.287 RI 0.641. Scale bar in all images is 1.0 mm.
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Figure 2. Likelihood support tree. Rapid Bootstrap support values shown at nodes.
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Figure 3. Bayesian support tree. Support probabilities shown at nodes as a percent.
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data from Thaumatodryinus macilentus were taken from a female specimen, while 
molecular data from Thaumatodryinus merinus come from a male. Unfortunately, 
neither male nor female specimens of Pseudodryinus with viable DNA were avail-
able to test their placement within Dryininae or Thaumatodryininae. To establish 
the monophyly of Dryininae, and retain Gonatopodinae as a separate subfamily, I 
resurrect Thaumatodryininae, containing the genus Thaumatodryinus. The defining 
synapomorphy of Thaumatodryininae is the presence of long hairs on flagellomeres 
3 – 8 in females (Xu et al. 2013).

Evolution of the chela

The tree produced by Olmi only treated Aphelopinae, Anteoninae, Dryininae, and 
Gonatopodinae from Fennoscandia and Denmark (Olmi 1994a), and similarly found 
Dryininae and Gonatopodinae as sister groups (Thaumatodryinus was not included in 
the cladogram). Olmi (1994a) placed Anteoninae as sister to (Dryininae + Gonato-
podinae), which was found in this study. Carpenter (1999) also found Anteoninae as 
the sister group to the clade that contained Dryininae and Gonatopodinae. This study 
diverges from these past two trees in the basal lineage of Dryinidae. In both Olmi 
(1994a) and Carpenter (1999), Aphelopinae were considered the basal lineage of Dryi-
nidae on the basis of the lack of the characteristic pincer-like chela. Here, Apodryini-
nae were found as the basal lineage of Dryinidae and while not all subfamilies of 
Dryinidae were considered, this suggests that the loss of the chela is a derived trait of 
Aphelopinae. Erwiniinae (known only from the type species) are also achelate, but 
were not included in this study.

Sampling of genera and species groups of Dryinus and Gonatopus

Several of the smaller subfamilies were not represented in this study because of their 
scarcity – Apoaphelopinae are known from two species, Erwiniinae from one species, 
Plesiodryininae from one species, and Transdryininae from two species.

Sampling of the genera of the subfamilies was also incomplete. Within Dryininae, 
only Dryinus was treated, although all four of the species groups were included. Mega-
dryinus Richards, 1953 (known from three species), Gonadryinus Olmi, 1991 (known 
from one species), and Pseudodryinus (known from ten species) were absent. Given the 
shared characteristic of having quadridentate mandibles in males, Thaumatodryinus 
and Pseudodryinus might be related, but without a specimen from which viable DNA 
could be sequenced, the placement of Pseudodryinus could not be assessed.

Within Gonatopodinae, only five of the twelve species groups of Gonatopus were 
assessed. Epigonatopus Perkins, 1905, which is only known from Australia, was found 
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monophyletic, and Echthrodelphax Perkins, 1903 was nonmonophyletic. All other 
genera assessed (Adryinus Olmi, 1984, Haplogonatopus Perkins, 1905, and Eucamp-
tonyx Perkins, 1907) were only represented by a single specimen. DNA-viable speci-
mens from Pentagonatopus Olmi, 1984 (known from three species), Pareucamptonyx 
Olmi, 1991 (known from two species) Esagonatopus Olmi, 1984, (known from six 
species), Gynochelys Brues, 1906 (known from two species), and Neodryinus Perkins, 
1905 (known from 49 species) were unavailable.

Within Anteoninae, three out of four extant genera were included, with Metanteon 
Olmi, 1984 (known only from the type species) not included. Conganteoninae were 
only represented by one genus, Fiorianteon Olmi, 1984, and did not include the other 
genus, Conganteon Benoit, 1951. Bocchinae were only represented by Bocchus Ash-
mead, 1893, and did not include Mirodryinus Ponomarenko, 1972 and Mystrophorus 
Förster, 1856. Aphelopinae were only represented by Aphelopus Dalman, 1823, and 
did not include Crovettia Olmi, 1984. Apodryininae were only represented by Madec-
adryinus Olmi, 2007, and did not include the six other genera.

Conclusion

In all analyses, Thaumatodryinus was well-supported and Thaumatodryininae were res-
urrected here, bringing the total subfamilies of Dryinidae to 16.

The validity of species groups within Dryinus and Gonatopus remains question-
able. Some species groups, like Dryinus Group 4, which was originally a separate ge-
nus, Perodryinus, were easily recovered as monophyletic while Dryinus Group 1, which 
contains several synonymized genera, was not recovered as monophyletic. This may 
be because the larger species groups share synonymized genera – for example, Dryinus 
species groups 1, 2, and 3 all contain synonymized species from Mesodryinus. Shared 
synonymized genera are found within the Gonatopus species groups as well.

In continuing molecular studies, specimens from each of the species groups of 
Gonatopus and Dryinus should be included, as well as all of the genera of the subfami-
lies, where sampling permits. In particular interest would be to find morphological 
synapomorphies at the generic level for male Dryinidae.

Acknowledgements

Thanks are due to Massimo Olmi for help over the past few years in providing speci-
mens, manuscripts, and advice. Thanks as well to James Carpenter, Toshiharu Mita, 
Jongok Lim, Marcio Oliveira, Pierre Tripotin, the Canadian National Collection, the 
California Academy of Sciences, and the American Museum of Natural History. The 
constructive criticism and suggestions of the reviewers were also greatly appreciated.



C. M. Tribull  /  Journal of Hymenoptera Research 45: 15–29 (2015)26

References

Bazinet AL, Zwickl DJ, Cummings MP (2014) A gateway for phylogenetic analysis powered 
by grid computing featuring Garli 2.0. Systematic Biology 63: 812–818. doi: 10.1093/
sysbio/syu031

Carpenter JM (1999) What do we know about chrysidoid (Hymenoptera) relationships? Zoologica 
Scripta 28: 215–231. doi: 10.1046/j.1463-6409.1999.00011.x

Chua TH, Dyck VA (1982) Assessment of Pseudogonatopus flavifemur E. & H. (Dryinidae: 
Hymenoptera) as a biocontrol agent of the rice brown planthopper. Proceedings of the 
International Congress in Tropics 1–4: 253–265.

Farris JS, Albert V, Källersjö M, Lipscomb D, Kluge AG (1996) Parsimony jackknifing outperforms 
neighbor-joining. Cladistics 12: 99–124. doi: 10.1111/j.1096-0031.1996.tb00196.x

Goloboff PA, Farris JS, Nixon KC (2008) TNT, a free program for phylogenetic analysis. Cla-
distics 24: 774–786. doi: 10.1111/j.1096-0031.2008.00217.x

Guglielmino A, Olmi M (1997) A host-parasite catalog of world Dryinidae (Hymenoptera: 
Chrysidoidea). Contributions on Entomology, International 2: 165–298.

Guglielmino A, Olmi M, Bückle C (2013) An updated host-parasite catalogue of world Dryini-
dae (Hymenoptera: Chrysidoidea). Zootaxa 3740: 1–113. doi: 10.11646/zootaxa.3740.1.1

Hines HM, Hunt JH, O’Connor TK, Gillespie JJ, Cameron SA (2007) Multigene phylogeny 
reveals eusociality evolved twice in vespid wasps. Proceedings of the National Academy of 
Sciences 104: 3295–3299. doi: 10.1073/pnas.0610140104

Kearse M, Moir R, Wilson A, Stones-Havas S, Cheung M, Sturrock S, Buxton S, Cooper A, 
Markowitz S, Duran C, Thierer T, Ashton B, Mentjies P, Drummond A (2012) Geneious 
Basic: an integrated and extendable desktop software platform for the organization and anal-
ysis of sequence data. Bioinformatics 28: 1647–1649. doi: 10.1093/bioinformatics/bts199

Kieffer JJ (1914) Bethylidae. Das Tierreich, 41. R. Friedlander und Sohn, Berlin, 595 pp.
Klopfstein S, Vilhelmsen L, Heraty JM, Sharkey M, Ronquist F (2013) The hymenopteran tree 

of life: Evidence from protein-coding genes and objectively aligned ribosomal data. PLoS 
ONE 8. doi: 10.1371/journal.pone.0069344

Lanfear R, Calcott B, Ho SYW, Guindon S (2012) PartitionFinder: combined selection of 
partitioning schemes and substitution models for phylogenetic analyses. Molecular biology 
and Evolution 29: 1695–1701. doi: 10.1093/molbev/mss020

Mita T (2009) A taxonomic study of the Dryininae (Hymenoptera: Dryinidae) of Japan, with 
description of a new species of Pseudodryinus. Zootaxa 2168: 45–56.

Mita T, Matsumoto Y (2012) First description of the male of Gonatopus javanus (RCL Perkins) 
determined by mitochondrial COI sequence (Hymenoptera: Dryinidae). Entomological 
Science 15: 214–218. doi: 10.1111/j.1479-8298.2011.00502.x

Mita T, Sanada-Morimura S, Matsumura M, Matsumoto Y (2013) Genetic variation of two 
apterous wasps Haplogonatopus apicalis and H. oratorius (Hymenoptera: Dryinidae) in East 
Asia. Applied Entomology and Zoology 48: 119–124. doi: 10.1007/s13355-012-0160-4

Mora-Kepfer F, Espinoza AM (2009) Parasitism and predation of the planthopper Tagosodes 
orizicolus (Homoptera: Delphacidae) by a dryinid parasitoid in Costa Rica. Revista de 
Biologia Tropical 57: 203–211.

http://dx.doi.org/10.1093/sysbio/syu031
http://dx.doi.org/10.1093/sysbio/syu031
http://dx.doi.org/10.1046/j.1463-6409.1999.00011.x
http://dx.doi.org/10.1111/j.1096-0031.1996.tb00196.x
http://dx.doi.org/10.1111/j.1096-0031.2008.00217.x
http://dx.doi.org/10.11646/zootaxa.3740.1.1
http://dx.doi.org/10.1073/pnas.0610140104
http://dx.doi.org/10.1093/bioinformatics/bts199
http://dx.doi.org/10.1371/journal.pone.0069344
http://dx.doi.org/10.1093/molbev/mss020
http://dx.doi.org/10.1111/j.1479-8298.2011.00502.x
http://dx.doi.org/10.1007/s13355-012-0160-4


Phylogenetic relationships among the subfamilies of Dryinidae... 27

Morrison DA (2009) Why would phylogeneticists ignore computerized sequence alignment? 
Systematic biology 58: 150–158. doi: 10.1093/sysbio/syp009

Munro J, Heraty JM, Burks RA, Hawks D, Jottern J, Cruaud A, Rasplus J (2011) A Molecu-
lar phylogeny of the Chalcidoidea (Hymenoptera). PLoS ONE 6. doi: 10.1371/journal.
pone.0027023

Olmi M (1984) A revision of the Dryinidae (Hymenoptera). Memoirs of the American Ento-
mological Institute 37: 1–1913.

Olmi M (1989) Supplement to the revision of the world Dryinidae (Hymenoptera, Chrysi-
doidea). Frustula Entomologica (Nuova Serie) 12: 109–395.

Olmi M (1993) A new generic classification for Thaumatodryininae, Dryininae, and Gonatopo-
dinae, with descriptions of new species (Hymenoptera Dryinidae). Bollettino di Zoologia 
agraria e di Bachicoltura, Ser. II, 25: 57–89.

Olmi M (1994a) The Dryinidae and Embolemidae (Hymenoptera: Chrysidoidea) of Fenno-
scandia and Denmark. Fauna Entomologica Scandinavica 30: 1–100.

Olmi M (1994b) Taxonomic studies on the Dryinidae of Mozambique (Hymenoptera: Chry-
sidoidea). Oriental Insects 28: 67–80. doi: 10.1080/00305316.1994.10432296

Olmi M (2005) A new fossil dryinid in amber from the Dominican Republic: Harpactosphecion 
scheveni n. sp. (Hymenoptera Dryinidae). Frustula entomologica (Nuova Serie) 26: 15–19.

Olmi M (2007) New species of Afrotropical Dryinidae (Hymenoptera: Chrysidoidea), with 
description of a new genus and a new subfamily. African Invertebrates 48: 199–232.

Olmi M, Guglielmino A (2010) Description of Erwiniinae, new subfamily of Dryinidae from 
Ecuador (Hymenoptera: Chrysidoidea). Zootaxa 2605: 56–62.

Olmi M, Xu Z, Guglielmino A (2014) Descriptions of new fossil taxa of Dryinidae (Hy-
menoptera: Chrysidoidea) from Burmese amber (Myanmar). Acta Entomologica Musei 
Nationalis Pragae 54: 703–714. 

Olmi M, Virla EG (2014) Dryinidae of the Neotropical Region (Hymenoptera: Chrysidoidea). 
Zootaxa 3792: 1–534. doi: 10.11646/zootaxa.3792.2.1

Paquin P, Vink CJ (2009) Testing compatibility between molecular and morphological techniques 
for arthropod systematics: a minimally destructive DNA extraction method that preserves 
morphological integrity, and the effect of lactic acid on DNA quality. Journal of Insect Con-
servation 13: 453–457. doi: 10.1007/s10841-008-9183-0

Rambaut A (2007) FigTree, a graphical viewer of phylogenetic trees. http://tree.bio.ed.ac.uk/
software/figtree

Richards OW (1939) The British Bethylidae (Hymenoptera). The Transactions of the Roy-
al entomological Society of London 89: 185–344. doi: 10.1111/j.1365-2311.1939.
tb00740.x

Richards OW (1953) The classification of the Dryinidae (Hymenoptera), with descriptions of 
new species. Transactions of the Royal entomological Society of London 104: 51–70. doi: 
10.1111/j.1365-2311.1953.tb01250.x

Rokas A, Nylander JAA, Ronquist F, Stone GN (2002) A maximum-likelihood analysis of 
eight phylogenetic markers in gallwasps (Hymenoptera: Cynipidae): implications for 
insect phylogenetic studies. Molecular Phylogenetics and Evolution 22: 206–219. doi: 
10.1006/mpev.2001.1032

http://dx.doi.org/10.1093/sysbio/syp009
http://dx.doi.org/10.1371/journal.pone.0027023
http://dx.doi.org/10.1371/journal.pone.0027023
http://dx.doi.org/10.1080/00305316.1994.10432296
http://dx.doi.org/10.11646/zootaxa.3792.2.1
http://dx.doi.org/10.1007/s10841-008-9183-0
http://tree.bio.ed.ac.uk/software/figtree
http://tree.bio.ed.ac.uk/software/figtree
http://dx.doi.org/10.1111/j.1365-2311.1939.tb00740.x
http://dx.doi.org/10.1111/j.1365-2311.1939.tb00740.x
http://dx.doi.org/10.1111/j.1365-2311.1953.tb01250.x
http://dx.doi.org/10.1111/j.1365-2311.1953.tb01250.x
http://dx.doi.org/10.1006/mpev.2001.1032
http://dx.doi.org/10.1006/mpev.2001.1032


C. M. Tribull  /  Journal of Hymenoptera Research 45: 15–29 (2015)28

Ronquist F, Teslenko M, van der Mark P, Ayres DL, Darling A, Höhna S, Larget B, Liu L, 
Suchard MA, Huelsenbeck JP (2012) MrBayes 3.2: efficient Bayesian phylogenetic infer-
ence and model choice across a large model space. Systematic biology 61: 539–542. doi: 
10.1093/sysbio/sys029

Sahragard A, Jervis MA, Kidd NAC (1991) Influence of host availability on rates of oviposition 
and host‐feeding, and on longevity in Dicondylus indianus Olmi (Hym., Dryinidae), a para-
sitoid of the Rice Brown Planthopper, Nilaparvata lugens Stål (Hemiptera: Delphacidae). 
Journal of Applied Entomology 112: 153–162. doi: 10.1111/j.1439-0418.1991.tb01041.x

Simon C, Fratti F, Beckenbach A, Crespi B, Liu H, Flook P (1994) Evolution, weighting, 
and phylogenetic utility of mitochondrial gene sequences and a compilation of conserved 
polymerase chain reaction primers. Annals of the Entomological Society of America 87: 
651–701. doi: 10.1093/aesa/87.6.651

Stamatakis A (2014) RaxML Version 8: A tool for phylogenetic analysis and post-analysis of 
large phylogenetic. Bioinformatics 30: 1312–1313. doi: 10.1093/bioinformatics/btu033

Vaidya G, Lohman DJ, Meier R (2011) SequenceMatrix: concatenation software for the fast 
assembly of multi-gene datasets with character set and codon information. Cladistics 27: 
171–180. doi: 10.1111/j.1096-0031.2010.00329.x

Virla EG, Espinosa MS, Olmi M (2010) A contribution to the knowledge of Dryinidae of 
Argentina: descriptions of the hitherto unknown males of Gonatopus argentinus Olmi and 
Trichogonatopus richardsi Olmi (Hymenoptera: Chrysidoidea). Frustula entomologica 
(Nuova Serie)31: 124–134.

Virla EG, Espinosa MS, Moya-Raygoza G (2011) First host record for Anteon pilicorne (Oglob-
lin) (Hymenoptera: Dryinidae), a parasitoid of Cicadellidae, including the corn leafhopper 
(Hemiptera: Cicadellidae). Neotropical Entomology 40: 285–287. doi: 10.1590/S1519-
566X2011000200021

Vrijenhoek R (1994) DNA primers for amplification of mitochondrial cytochrome c oxidase 
subunit I from diverse metazoan invertebrates. Molecular Marine Biology and Biotechnology 
3: 294–299.

Xu Z, Olmi M, He J (2013) Dryinidae of the Oriental region (Hymenoptera: Chrysidoidea). 
Zootaxa 3614: 001–460. doi: 10.11646/zootaxa.3900.1.1

http://dx.doi.org/10.1093/sysbio/sys029
http://dx.doi.org/10.1093/sysbio/sys029
http://dx.doi.org/10.1111/j.1439-0418.1991.tb01041.x
http://dx.doi.org/10.1093/aesa/87.6.651
http://dx.doi.org/10.1093/bioinformatics/btu033
http://dx.doi.org/10.1111/j.1096-0031.2010.00329.x
http://dx.doi.org/10.1590/S1519-566X2011000200021
http://dx.doi.org/10.1590/S1519-566X2011000200021
http://dx.doi.org/10.11646/zootaxa.3900.1.1


Phylogenetic relationships among the subfamilies of Dryinidae... 29

Supplementary material 1

Specimen information and gene coverage
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Primer protocols
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