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Abstract

Seminal fluid protein composition is complex and commonly assumed to be rapidly

divergent due to functional interactions with both sperm and the female

reproductive tract (FRT), both of which evolve rapidly. In addition to sperm, seminal

fluid may contain structures, such as mating plugs and spermatophores. Here, we

investigate the evolutionary diversification of a lesser‐known ejaculate structure: the

spermatostyle, which has independently arisen in several families of beetles and true

bugs. We characterized the spermatostyle proteome, in addition to spermatostyle

and FRT morphology, in six species of whirligig beetles (family Gyrinidae).

Spermatostyles were enriched for proteolytic enzymes, and assays confirmed they

possess proteolytic activity. Sperm‐leucylaminopeptidases (S‐LAPs) were particularly

abundant, and their localization to spermatostyles was confirmed by immuno-

histochemistry. Although there was evidence for functional conservation of

spermatostyle proteomes across species, phylogenetic regressions suggest evolu-

tionary covariation between protein composition and the morphology of both

spermatostyles and FRTs. We postulate that S‐LAPs (and other proteases) have

evolved a novel structural role in spermatostyles and discuss spermatostyles as

adaptations for delivering male‐derived materials to females.
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1 | INTRODUCTION

Ejaculates are comprised of sperm and seminal fluid, the latter being a

complex mixture predominantly of proteins, sugars, and lipids

(Gillott, 2003). For example, human seminal plasma is believed to

contain thousands of proteins (Samanta et al., 2018), and seminal

fluid of the fruit fly, Drosophila melanogaster, includes approximately

100 proteins that have been demonstrated to be transferred to

females during mating (McCullough et al., 2022). Ejaculate proteins

have diverse impacts on postcopulatory events shaping fertility,

including inducing changes to female reproductive tract (FRT)

immunity, stimulating ovulation, and influencing female metabolism,

physiology, and receptivity to mating (e.g., Abu‐Raya et al., 2020;

Berland et al., 2016; Schwenke & Lazzaro, 2017; Tsukamoto
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et al., 2014; Walker et al., 2015). Ejaculates can also include distinct

structures. These may be produced by males and transferred to

females along with seminal fluid and sperm, such as the fine strands

and vesicles observed in the semen of D. melanogaster (Perotti, 1971;

Wainwright et al., 2021) and numerous other Drosophila species

(S. P., personal observation), the nutrient‐containing spermatophylax

of some crickets and katydids (Alexander & Otte, 1967;

Sakaluk, 1984), and the spermatophores (i.e., capsule, sheath, or

mass surrounding sperm) of diverse animals lacking direct transfer of

the ejaculate by the male into the FRT (e.g., scorpions, salamanders,

and octopuses; Mann, 1984; Schaller, 1971). Alternatively, ejaculate

structures may form within the FRT during and/or immediately

following copulation from components transferred by males. Exam-

ples of such structures include the spermatophores of butterflies,

beetles, flies, and other insects (Davey, 1960; Mann, 1984) and the

mating plugs of diverse taxa (e.g., primates, rodents, garter snakes,

insects; Avila et al., 2015; Dixson & Anderson, 2002; Mcdonough‐

Goldstein et al., 2022; Schneider et al., 2016; Voss, 1979). Here, we

report a molecular and evolutionary investigation of another

somewhat obscure class of ejaculate structure: spermatostyles.

Spermatostyles are slender, hyaline rods to which sperm attach

to form conjugates (Figure 1). Conjugation refers to the phenomenon

of two or more sperm physically uniting for motility or transport

through the FRT (Higginson & Pitnick, 2011). The term “spermatos-

tyle” was coined by Breland and Simmons (1970) when describing the

sperm conjugates of Dineutus spp. whirligig beetles, although the

structures were first described by Gilson (1884) in an investigation of

ground beetles (where they were incorrectly referred to as

“spermatophores”). Spermatostyles occur in several families of

adephagan beetles (ground beetles, diving beetles, and kin; families

Carabidae, Dytiscidae, Gyrinidae, and Haliplidae; Breland &

Simmons, 1970; Dallai et al., 2019, 2020; Giglio et al., 2024; Gómez

& Maddison, 2020; Higginson et al., 2015; Higginson & Pitnick, 2011;

Mercati et al., 2023; Salazar et al., 2022, 2023) and auchenorrhynch

true bugs (cicadas, planthoppers, and spittlebugs; families Aphro-

phoridae, Cercopidae, Cicadidae, and Cicadellidae; Chawanji

et al., 2005, 2006; Chevaillier, 1963; Chevaillier & Maillet, 1965;

Folliot & Maillet, 1970; Hayashi & Kamimura, 2002a, 2002b;

Maillet, 1959; Roberston & Gibbs, 1937; Sodré et al., 2024).

Spermatostyles vary in their length, from 17 µm to 4.1 cm, the

location, density, and organization of attached sperm, and their

ultrastructural appearance (e.g., Giglio et al., 2024; Gómez &

Maddison, 2020; Higginson & Pitnick, 2011). Spermatostyles clearly

have independent evolutionary origins in true bugs and beetles.

F IGURE 1 Spermatostyle morphology in Dineutus assimilis whirligig beetles. SEM (a, f, g), TEM (b), DIC (c, e), and darkfield micrographs (d) of
spermatostyles isolated from male seminal vesicles (a−d, f, g) or female sperm storage (e). (a) Multiple spermatostyles with numerous attached
sperm. (b) Transverse cross‐section through a spermatostyle showing peripheral cavities within embedded sperm heads. (c) A single
spermatostyle with bound sperm. (d) Two sonicated spermatostyles without attached sperm. (e) Several bare spermatostyles recovered from the
spermatheca of a wild‐caught female following sperm dissociation. (f) Sonicated spermatostyle highlighting the highly ordered distribution of
sperm cavities at regularly spaced intervals. (g) Close‐up of a sperm head embedded in a cavity (arrow). Scale bars: 200 µm (c, d), 100 µm (e),
5 µm (a, f), 2 µm (g).
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However, ancestral state reconstructions suggest spermatostyles are

ancestral to adephagan beetles, including ground, diving, and

whirligig beetles (Gómez & Maddison, 2020; Gomez et al., 2023).

Although spermatostyles are often functionally associated with

sperm conjugation, there is no direct evidence to support this as their

primary adaptive function, and alternative hypotheses have been

proposed (see Higginson & Pitnick, 2011). In fact, spermatostyles are

neither required for conjugation nor are they the only mechanism by

which sperm unite to form conjugates. Conjugation has indepen-

dently evolved numerous times and includes a wide array of sperm

binding mechanisms exclusive of spermatostyles (Higginson

et al., 2012a; Higginson & Pitnick, 2011). In addition to serving as

scaffolding in conjugation, spermatostyles might also perform

adaptive functions within the FRT (Pitnick et al., 2020). Under this

general scenario, it is intriguing to reconsider the interaction of sperm

with spermatostyles as one in which sperm are responsible for the

delivery of the spermatostyle (and its molecular cargo) to a precise

location in the FRT. For internally fertilizing species, sperm, seminal

fluid, and ejaculate structures all engage in complex interactions with

the FRT that influence fertilization efficiency and competitive

fertilization success (Lüpold et al., 2020; Pitnick et al., 2020; Pitnick,

Wolfner, et al., 2009; Ravi Ram & Wolfner, 2007; Sirot &

Wolfner, 2015; Sirot et al., 2014). In fact, female‐derived proteins

substantively contribute to sperm and ejaculate (i.e., spermatophores

and copulatory plugs) form and function within the FRT (Dean

et al., 2011; McCullough et al., 2022; McDonough‐Goldstein

et al., 2022; Meslin et al., 2017). Post‐insemination functionality of

spermatostyles would be consistent with the expansive role of

seminal fluid proteins (SFP) in mediating postmating responses by

females (Hopkins et al., 2017).

Discrimination among alternative hypotheses for the adaptive

value of ejaculate structures requires a deeper understanding of the

interactions underpinning their form‐function relationships inside

FRTs (Higginson et al., 2012b; Lüpold et al., 2020; Meslin et al., 2017;

Pitnick, Wolfner, et al., 2009; Syed et al., in review). For example, the

initial discovery that bumblebee copulatory plugs consist of fatty

acids (Baer et al., 2000) led researchers to identify linolic acid as the

major plug constituent responsible for female remating delays (Baer

et al., 2001). Here, we combine phylogenetic, morphological, and

molecular approaches to (i) characterize spermatostyle proteomes

and structures, (ii) assay spermatostyle proteolytic activity, and (iii)

test for covariation between spermatostyle proteome composition

and the form of both spermatostyle and the FRT in whirligig beetles.

2 | METHODS

2.1 | Specimen collection and spermatostyle
isolation

Our investigation included a representative of two of the three clades

of Gyrinidae known to produce spermatostyles (Gustafson &

Miller, 2017; Salazar et al., 2022). Six species were sampled: five

species of North American Dineutus (tribe Dineutini; D. ciliatus, D.

discolor, D. nigrior, D. assimilis, and D. hornii) and the Palearctic

whirligig Orectochilus villosus (tribe Orectochilini). Beetles were

collected using aquatic nets in ponds and creeks in the United States

of America and France (see Supporting Information S1: Table 1 for

study sites). All studied specimens are stored in the personal research

collection of the lead author and are available upon request.

Spermatostyles were isolated for proteomics by microdissection

from the male seminal vesicles (SV, Figure 1c; Supporting Information

S1: Table 1). SV contents were evacuated into a clean drop of

phosphate‐buffered saline (PBS) supplemented with protease inhibi-

tors (cOmplete Protease Inhibitors Cocktail; Roche) on a subbed slide.

Following the removal of any extraneous tissue, spermatostyles were

pooled and stored at −80°C.

2.2 | Characterizing spermatostyle and FRT
morphology

Using the methods described above, males were dissected (N = 5 per

species) to isolate sperm and spermatostyles for morphological study.

Total sperm length, sperm head length, and spermatostyle length

were measured from 10 sperm or spermatostyles per male using

routine DAPI staining (Gómez & Maddison, 2020). Female genitalia

were dissected (N = 3−5 females per species) and prepared following

the methods of Miller and Bergsten (2012) to quantify spermatheca

maximal length, spermatheca maximal width, spermatheca area,

spermathecal duct length, fertilization duct length, and the diameter

of the apical orifice of the fertilization duct. All morphometric

measurements (Supporting Information Material S1) were obtained

from photomicrographs (differential interference contrast, darkfield,

or fluorescent) acquired using an Olympus DP‐71 camera mounted

on an Olympus BX60 microscope using FIJI (Schindelin et al., 2012).

2.3 | In vitro sperm removal and spermatostyle
protein solubilization

Sperm were removed from isolated spermatostyles by sonication

using a Misonix S‐4000 sonicator (Misonix) followed by centrifuga-

tion and purification with a cell strainer filter (pore size 40−70 µm) to

remove sperm (Figure 1d). Spermatostyles on the filter were washed

with PBS and centrifuged before transfer to 40 µL of 1‐2X Laemmli

sample buffer with 25mM Bond‐Breaker TCEP solution (Thermo

Fisher Scientific) and protease inhibitors. Vortexing and heating (95°C

for 5min) were used to ensure complete solubilization. To evaluate

the effectiveness of our spermatostyle purification protocol, five

samples of sonicated and unsonicated D. assimilis spermatostyles

were prepared for electron microscopy (EM) following the methods

of Dallai et al. (2020). EM of samples prepared for proteomic analysis

confirmed that our protocol successfully removes bound sperm,

although we note the persistence of a small amount of residual sperm

fragments (Supporting Information S1: Figure 1).
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2.4 | RNA extraction, RNAseq, and de novo
transcriptomics

De novo transcriptome assemblies and gene model annotations were

completed for all six species to facilitate phylogenetic analyses and

establish species‐specific, predicted protein databases for tandem

mass spectrometry (MS/MS) spermatostyle characterization (Sup-

porting Information S1: Tables 1‐2). Total RNA was extracted from

whole males to prepare Illumina TruSeq Stranded mRNA libraries for

sequencing on an Illumina NextSeq. 550 with 75 base pairs, paired‐

end reads. Between 6 and 8 library preps were multiplexed per

sequencing lane to obtain approximately 50 million reads per

transcriptome. The raw reads are available via the NCBI SRA

(BioProject Accession PRJNA1063663).

The transcriptomes were assembled de novo using the Trinity

pipeline (version 2.13.2; Grabherr et al., 2011). Quality control with

BUSCO scores (≥89%) and transrate (≥0.25) (Supporting Information

S1: Table 2) were used as filters. De novo annotation was performed

with the Trinotate pipeline (Bryant et al., 2017), including protein

prediction with TransDecoder (Grabherr et al., 2011) for transcripts

with a minimum open reading frame length of 20 amino acids (‐m 20)

or significant homology.

2.5 | MS/MS and protein identification

Two replicate samples were prepared for each species by pooling

spermatostyles from either 20 males per species in Dineutus spp. or

50 males of O. villosus. The entire volume of each sample was

separated on a 1.5 mm 12% SDS‐PAGE gel stained with colloidal

Coomassie dye and divided into four slices. Slices were analyzed with

a Dionex UltiMate 300 rapid separation liquid chromatography

nanoUPLC system (Thermo Fisher Scientific) coupled with a Lumos

mass spectrometer (Thermo Fisher Scientific) (see McDonough‐

Goldstein et al., 2021 for details of MS/MS methods).

Mass spectra data were searched in a species‐specific manner

against their predicted proteome (see above) using the PEAKS Studio

X software (Bioinformatics Solutions Inc.). We appended each

reference proteome with the cRAP v. 1.0 contaminant database

(thegpm.org) and used the following PEAKS parameters: semi‐

specific digestion with up to three missed tryptic cleavages, parent

monoisotopic mass error of 15.0 ppm, and fragment ion mass

tolerance of 0.5 Da. Three posttranslational modifications were

included in our searches: carabamidomethylation (cysteine; fixed),

oxidation (methionine; variable), and deamidation (glutamine and

arginine; variable). For each species, we included those PSMs with

−10logP scores that yielded a total false discovery rate of 1%

(estimated with a decoy‐fusion approach; Zhang et al., 2012), a

PTMA score >100, or a de novo identified score ≥ to 50. We retained

only those proteins with a −10log p ≥ to 20, identification by at least

two unique peptides and at least six spectral hits. A single

representative protein was included for protein groups resulting

from isoforms. These criteria resulted in the retention of between

779 and 1086 spermatostyle proteins per species (Supporting

Information Material S2). Protein abundances were established with

label‐free quantitation, relying on feature intensity from MS1 as the

basis for estimating protein abundances (Cox & Mann, 2008). To

facilitate comparisons among species, these values were normalized

following Wisconsin double standardization. MS/MS data is available

via the ProteomeXchange Consortium (Project accession

PXD048928).

2.6 | Confocal microscopy and
immunohistostaining

To validate our proteomic discovery of sperm‐leucylaminopeptidases

(S‐LAPs) at high abundance in spermatostyles, D. assimilis sperma-

tostyles were stained using a mouse polyclonal antibody against

D. melanogaster S‐LAP‐1 (Laurinyecz et al., 2019) and the methods of

White‐Cooper (2004) with the dilution factor originally used by

Laurinyecz et al. (2019). Confocal images were acquired using a

LSM980 confocal microscope with high‐resolution airyscan (Blatt

Bioimaging Center; Syracuse University).

2.7 | Orthology and phylogeny characterization

To conduct evolutionary comparisons among spermatostyle pro-

teomes, we reconstructed orthology relationships for our transcrip-

tomic data using Orthofinder v. 2.5.4 (Emms & Kelly, 2015, 2019).

Orthofinder recovered pairwise orthology relationships for

51.6%–73.1% (average = 63.0%) of all genes, and 7999/27,908

(28.6%) of orthogroups were present in all species. 2851/27,908

(10.2%) of orthogroups were estimated to be single‐copy and present

in all transcriptomes. The maximum‐likelihood species tree was

determined based on single‐copy orthogroups with RAxML‐NG v.

1.1, as implemented by Orthofinder (Kozlov et al., 2019).

2.8 | Protease assay

We assayed the proteolytic activity of D. assimilis spermatostyles

using the Pierce fluorescent protease assay (Thermo Fisher Scien-

tific). Two samples of sonicated spermatostyles isolated from 20

males and pooled in PBS supplemented with 0.01% Triton‐X 100

were incubated in parallel with six serial dilutions of 0.5 µg/mL

trypsin standards at room temperature for an hour, and changes in

fluorescence polarization were recorded using a SpectraMax Micro-

plate Reader.

2.9 | Gene ontology (GO)

GO terms were obtained from the Trinotate pipeline for the

transcriptome of each species. Significantly enriched GO terms (using
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a Fisher's exact test) from each spermatostyle proteome were

identified using the R package TopGO (Alexa & Rahnenfuhrer, 2023)

after limiting the search to the highest abundance proteins that

account for 75% of the cumulative protein abundance per proteome.

2.10 | Phylogenetic analysis of proteome and
reproductive trait co‐diversification

To facilitate phylogenetic comparative analyses of all morphological

traits and proteome composition, the species tree from Orthofinder

was ultrametricized using established divergence time estimates

(Gustafson, Prokin, Bukontaite, et al., 2017). Protein abundance

values were summed by orthogroup. All phylogenetic comparative

analyses and principle component analyses (PCAs) were conducted in

R v. 4.1.2 (R Core Team, 2021). Phylomorphospaces were recon-

structed using phytools v. 1.9.6 (Revell, 2012). Phylogenetic general-

ized least squares (PGLS) and phylogenetic ANOVA were conducted

using the R packages caper v. 1.0.2 (Orme, 2018) and phytools,

respectively, to examine covariation between proteome composition

and morphological traits (spermatostyle length, fertilization duct

length, the width of the apical orifice of the fertilization duct, and

spermatheca area). Correlation coefficients were obtained using

phylogenetic independent contrasts with ape v. 5.7.1 (Paradis &

Schliep, 2019) for PGLS models that fit Brownian motion or Pearson's

correlation for models that did not require phylogenetic correction

(i.e., λ = 0).

3 | RESULTS

3.1 | Spermatostyle, sperm, and FRT evolution

A well‐resolved ultrametric phylogeny was obtained from maximum‐

likelihood analysis of 2851 one‐to‐one orthologs present in our de

novo transcriptome annotations for all six species (1,168,346

concatenated bps; Figure 2a). Dineutus and Orectochilus were each

recovered as distinct lineages. Divergence time estimates for the

previously unsampled assimilis‐group species suggest that D. hornii

diverged from its sister group 12.4 million years ago (mya), and

D. assimilis diverged from D. nigrior 9.4 mya. The phylogenetic

distribution of spermatostyles in whirligigs suggests that they have

possibly been retained in these beetles across hundreds of millions of

years (Gustafson & Miller, 2017; Gustafson, Prokin, Bukontaite,

et al., 2017).

Spermatostyles from male SV vesicles appear as rope‐like

bundles (Figure 1a,c) due to the hundreds of sperm embedded via

their heads in peripheral cavities found in the homogenous

spermatostyle material (Figure 1b,f,g; Salazar et al., 2022). Electron

micrographs of spermatostyles after the removal of sperm showed

that these cavities are arranged with highly ordered positioning

between cavities (Figure 1f). Spermatostyles vary morphologically

among our sampled species principally in length (Figure 2a), and

because of the regular pattern of sperm attachment, spermatostyle

length closely covaries with the number of sperm with which they

associate (R. A. G., personal observation). Linear morphometrics of

sperm and FRTs also exhibit substantial interspecific variation

(Figure 2a; Supporting Information Material S1).

Spermatostyles and the proteins of which they are composed

may function in multiple sites in FRTs. Spermatostyles were observed

in both the spermathecae and fertilization ducts of wild‐caught D.

assimilis females (n = 5 out of six females examined; Figure 1e). FRT

morphology differed among species (Figure 2a), particularly the

design of the fertilization duct (Figure 2a) and the size of the

spermatheca (Figure 2c; Miller & Bergsten, 2012). Dineutus assimilis

and D. nigrior are notable for possessing voluminous spermathecae

(Figure 2a,c) capable of storing hundreds of spermatostyles (R. A. G.,

personal observation).

3.2 | Composition of spermatostyle proteomes

MS/MS proteomic analysis of spermatostyles was conducted in a

species‐specific manner using predicted proteins from de novo

transcriptome annotations in all six species. This resulted in a mean of

148,717 (range: 77,169–214,388) peptide‐spectrum matches and the

identification of 978 ± 135 (mean ± 1 SD, range: 779–1086) sperma-

tostyle proteins per species (Supporting Information Material S2).

Protein identification was highly reproducible between samples as

nearly all spermatostyle proteins were identified in both biological

replicates per species (range = 97.3%–99.5%). Mapping spermatos-

tyle proteins to their corresponding orthology groups revealed that

approximately one‐quarter of all proteins (362/1472) were identified

in the proteomes of all six species (Figure 3a). When excluding the

outgroup species O. villosus, the remaining proteomes overlapped in

at least one‐half of their orthology groups (Figure 3a).

Spermatostyle proteomes possessed several notable features.

First, the proteomes of all six species were largely comprised of a

small number of highly abundant proteins (Figure 3b). The top 10

most abundant proteins in each proteome accounted for

60.0%–65.6% of total protein composition. Second, the single most

abundant spermatostyle protein in all Dineutus species was an S‐LAP

(Dorus et al., 2006, 2011; Wasbrough et al., 2010) that accounted for

an average of 17.2% of total protein abundance. In O. villosus, the

most abundant protein (19.1% of total protein abundance) shared

sequence homology with a major limpet shell matrix protein

(ELDP2_LOTGI; Mann & Edsinger, 2014), an extracellular matrix‐

related protein that might contribute to shell mineralization (Marie

et al., 2013); an S‐LAP was the third most abundant protein. When

considering all six species, the top 10 proteins consistently included

1−3 copies of an S‐LAP family member, a non‐S‐LAP M17 leucine

aminopeptidase (M17 LAP; Drinkwater et al., 2019), a chymotrypsin

and a homolog of a limpet shell matrix protein. Third, a comparison of

high abundance spermatostyle proteins (i.e., those accounting for

75% of the total protein content per species) revealed high levels of

proteome conservation (typically >50%; range 44%−85%) among

GOMEZ ET AL. | 5 of 15
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species with an average conservation percentage of 66% for all

pairwise comparisons among Dineutus species (Figure 3c).

3.3 | S‐LAP localization in spermatostyles and
S‐LAP diversification

Drosophila S‐LAPs are testis‐specific in expression and are amongst

the most abundant integral sperm proteins (Dorus et al., 2011;

Garlovsky et al., 2022; Wasbrough et al., 2010). To visually confirm

S‐LAP presence in spermatostyles, in addition to whirligig sperm, we

conducted immunohistochemical confocal imaging of D. assimilis

spermatostyles and sperm stained with a polyclonal S‐LAP1 antibody

(Figure 4a−g), DAPI, and the actin stain phalloidin. As expected, the

antibody detected S‐LAP proteins in sperm, particularly their flagella.

It was also evident from composite images that spermatostyles

exhibited anti‐S‐LAP signal in regions that were absent of bound

sperm heads, as judged by the lack of DAPI signal. This direct

visualization confirmed the presence of S‐LAP proteins in the

spermatostyle, thus corroborating our proteomic results. Phalloidin

staining was also observed in both sperm and spermatostyles, which

is consistent with the identification of actin in our spermatostyle

proteomes and the presence of actins in insect sperm more generally

(Degner et al., 2019; McCullough et al., 2022; Whittington

et al., 2017).

To determine if the contribution of members of the S‐LAP

protein family to spermatostyles was conserved, we investigated

S‐LAP abundance variation in a phylogenetic framework. This

revealed that S‐LAPs were distributed across three major phyloge-

netic clusters that were variable in their contribution to

F IGURE 2 Sperm, spermatostyle, and FRT traits in Gyrinidae were sampled for spermatostyle proteomics. (a) Trait values and phylogeny of
sampled species. Circle sizes correspond to species mean trait values after standardization (SD units). (b, c) FRT morphology in Dineutus assimilis.
(b) Fertilization duct (fd) showing the series of columnar cells that line the narrow lumen that leads away from the spermatheca (sp; pictured in
[c]) to the site of fertilization. This passage is distinct from the spermathecal duct (sd) that is thought to be used only for sperm and
spermatostyle entry into storage. FRT, female reproductive tract.
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spermatostyle composition (Figure 4h,i; Dorus et al., 2011). All

whirligig spermatostyles except D. assimilis include cluster I and

cluster II orthologs in high abundance, and three out of the six

proteomes included additional S‐LAP copies from a third previously

uncharacterized cluster (Figure 4h,i). S‐LAP abundance may also be

associated with spermatostyle structure as the short spermatostyles

of Orectochilus and D. assimilis both feature smaller quantities of

cluster II S‐LAPs (Figure 4i). We conducted phylogenetic ANOVA and

PGLS to determine if spermatostyle lengths differ significantly with

the abundance of their included S‐LAPs. Linear regression did not

support a significant relationship between spermatostyle length and

S‐LAP cluster II protein abundance (F1,4 = 6.18, p = 0.06). However,

discretization of spermatostyle length data into two groups permitted

a phylogenetic ANOVA that revealed a weakly significant relationship

(F1,4 = 7.11, p = 0.035) between S‐LAP cluster II protein abundance in

species possessing either short or long spermatostyles. Drosophila S‐

LAPs are notable among M17 aminopeptidases for possessing

putatively disruptive substitutions at catalytic sites (Dorus

et al., 2011). The absence of enzymatic activity has subsequently

been confirmed for S‐LAP 1 and 6 using in vitro assays (Laurinyecz

et al., 2019). These novel substitutions have led authors to question

the function of these proteases given their extreme abundance in

sperm (Dorus et al., 2011), and novel functionality of S‐LAPs can

readily be envisioned as M17‐LAPs in other organisms perform a host

of aminopeptidase‐independent functions (Drinkwater et al., 2019).

Sequence alignment with Drosophila and beetle S‐LAP amino acids

revealed that whirligig S‐LAPs have conserved catalytic site residues

but have experienced novel amino acid substitutions in key residues

involved in coordinating metal ion binding (Supporting Information

S1: Figure 2a). Specifically, these involve the replacement of

negatively charged residues with those that are neutral or hydropho-

bic (Supporting Information S1: Figure 2b; Maric et al., 2009).

3.4 | Spermatostyle proteome functionality and
proteolytic activity

GO enrichment analyses of molecular function were conducted

independently for each of the six species‐specific spermatostyles

proteomes (Supporting Information S1: Table 3). Given the

F IGURE 3 Whirligig spermatostyle proteome characterization. (a) Edwards−Venn diagram of spermatostyle proteome conservation across
species based on. (b) Bubble plots of the cumulative abundance profiles for spermatostyle proteins in each proteome: protein number (x),
cumulative abundance (y), and the individual protein's abundance (circle size). (c) Overlap between whirligig spermatostyle proteomes.
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substantial conservation across proteomes studied, it was not

unexpected to observe consistent significant enrichments of prote-

ases (and other catalytic classes of proteins) and structural proteins

(primarily tubulins and actins). In total, 9.7%–12.3% of the proteome

was predicted to be catalytic. Although proteases were not the

largest class in number (~2%–3% of all proteins), they consistently

accounted for a large proportion of the total amount of protein

(31%–51% of cumulative abundance). In contrast, structural proteins

were similar in absolute number but far less abundant (4%–6% of all

proteins; 3%–7% cumulative abundance). To explore overall inter-

specific variation in functional conservation, we plotted

spermatostyle GO terms by their average abundance and significance

of enrichment. This highlighted the following two groups of

significantly enriched terms: those that comprised highly abundant

proteins and those comprised of lower abundance proteins (e.g., the

top two quadrants in Figure 5). Among the highly abundant proteins

(see Figure 5) were terms for peptidase activities, manganese ion

binding activity, transaminase activity, and transferase activity, and

among the lower abundance proteins were a wide variety of

additional enzymes and proteins characterized in seminal fluid and

in reproduction (e.g., spermine and prostaglandins; Supporting

Information S1: Table 2; Mann, 1974; Mayoral Andrade et al., 2020).

F IGURE 4 S‐LAPs localize to whirligig spermatostyles. (a−g) Confocal micrographs of three partial Dineutus assimilis spermatostyles isolated
from seminal vesicles and stained for DNA (DAPI), actin (Phalloidin), and S‐LAPs (S‐LAP‐1 polyclonal primary antibody followed by AlexaFluor
secondary antibody). Note the presence of an S‐LAP signal in both sperm and spermatostyles, particularly in regions of the latter that clearly lack
bound sperm heads (arrows). (a−c) Individual channels, (d−f) dual channels, and (g) composite images of all three channels. (h, i) S‐LAP
diversification in whirligig spermatostyles. (h) S‐LAP protein tree showing the major protein clusters. (i) Barplots displaying S‐LAP abundance (as
a percentage of total proteome abundance) per species and spermatostyle length. Spermatostyle length covaries with S‐LAP abundance (see
Results). Small black (cluster II) or gray (cluster III) triangles beside bars denote S‐LAP copies with very small cumulative abundances. S‐LAP,
sperm‐leucylaminopeptidases.
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The enrichment and abundance of proteolytic enzymes in

spermatostyles was perhaps unexpected in light of the assumed

role of spermatostyles as the structural scaffold for sperm during

transfer to and migration through the FRT (Higginson &

Pitnick, 2011). To test whether proteases within spermatostyles

retain enzymatic activity, we conducted proteolytic assays with

spermatostyles isolated from D. assimilis SV. These assays revealed

that one male equivalent of D. assimilis spermatostyles had

enzymatic activity comparable to approximately 0.01–0.02 ng/mL

of trypsin, which is similar to the concentration of trypsin found in

mosquito midguts immediately following a bloodmeal (Noriega

et al., 1996; Pennington et al., 1995). We note that this assay does

not provide information about the specific proteins contributing to

this activity, including whether S‐LAPs may have enzymatic

capacity.

3.5 | Proteome co‐diversification with
spermatostyle and FRT structure

Spermatostyle structure and composition are predicted to covary

with the FRT, with which they interact. We used a PCA to

characterize compositional variation in the proteome underlying

spermatostyle evolution across the phylogeny (herein referred to as a

“phyloproteospace” [Figure 6a], a proteomic application of a

phylomorphospace approach (see Sidlauskas, 2008)). The first

principal component (PC) captured 59.4% of the variation and was

almost entirely accounted for by abundance variation of the S‐LAP

and shell matrix protein families (Figure 6b). PC2 captured 31.9% of

the variation and was largely accounted for by M17 LAP abundance

differences. PC3 and PC4 described 5% and 2.4% of the variation,

respectively. We note that the clustering of several Dineutus species

F IGURE 5 Spermatostyle gene ontology (GO) across whirligigs. Scatter plot of GO terms for the cumulative top 75% most abundant
proteins averaged across whirligig spermatostyle proteomes: average ion intensity (x‐axis), −log(10) p values of GO enrichment (y‐axis), and the
number of proteins matching that term (bubble size).
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in phyloproteospace was due to the high abundance of S‐LAPs and

lower quantities of a shell matrix protein, which was absent from the

D. hornii proteome altogether.

PCA of spermatostyle and FRT traits revealed a robust

divergence between Orectochilus and Dineutus. Both clades of

Dineutus localized to a similar region of phylomorphospace

(Figure 6c). The major contributors to PC1 included (i) the width of

the apical orifice of the fertilization duct (accounting for 58.1% of

PC1 variance), (ii) sperm head length (16.5%), (iii) spermatheca length

(8.9%), (iv) spermatheca area (6.7%), and (v) spermatostyle length

(4.3%). PC2 was largely accounted for by (i) spermatheca area

(accounting for 52.5% of PC2 variance), (ii) spermatheca width

(28.1%), and (iii) width of the apical orifice of the fertilization

duct (14.5%).

Phylogenetically controlled regressions between major PCs

(Supporting Information S1: Table 4; Figure 6d,e) indicated evolu-

tionary covariation between the composition of the spermatostyle

proteome and spermatostyle and FRT morphometry. It is important

to note that the power of these analyses is limited by our sample size,

and none of the p‐values remained significant after multiple test

corrections (Supporting Information S1: Table 4). Nonetheless,

consistently high goodness‐of‐fit measures (R2 > 40%) were sugges-

tive of functional and/or evolutionary relationships between the

scores and loadings of major PCs and studied traits (Supporting

Information S1: Table 4; Figure 6d,e). Specifically, models predicted

that as spermatostyles elongate and fertilization ducts lengthen and

narrow, S‐LAPs increase in abundance with a corresponding decrease

in the shell matrix protein. This pattern was similarly reflected in the

strongly negative correlation found between PC1 of both datasets

(r = −0.87; PGLS p = 0.02 before correction; Figure 6e; Supporting

Information S1: Table 4). Covariation was also observed between

morphometric PC2 and proteome composition PC3 (r = −0.64; PGLS

p = 0.16 before correction; Figure 6e; Supporting Information S1:

Table 4). This relationship suggests that spermatheca size decreases

are associated with increasing chymotrypsin abundance. Despite our

limited taxon sampling, these patterns suggest evolutionary co‐

diversification at the molecular and morphological levels between

spermatostyles and the environments in which they function.

F IGURE 6 Co‐diversification of spermatostyle proteome composition with spermatostyle and FRT design. (a) “Phyloproteospace” of the first
two principal components (PC) of spermatostyle proteome composition. (b) Trait contributions for PC1 of spermatostyle composition. (c)
Phylomorphospace of the first two PC of the whirligig spermatostyle, sperm, and FRT traits. (d, e) Correlation coefficients from phylogenetic‐
controlled regressions color‐coded by correlation strength. (d) Regressions of proteome composition PC1 and univariate morphological traits. (e)
Bivariate regressions of the first three PCs of both proteomic and morphological variation. FRT, female reproductive tract.
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4 | DISCUSSION

The remarkable structural and biochemical diversification of ejacu-

lates is almost certainly attributable to the diversity of postcopulatory

roles they contribute to in the FRT (Dorus et al. 2004; Higginson

et al., 2012b; McCullough et al., 2022; Pitnick, Hosken, et al., 2009;

Pitnick et al., 2020; Ravi Ram & Wolfner, 2007). In this study, we

characterized the proteomic composition and evolution of sperma-

tostyles, which to date have received little attention beyond

morphological examination (Breland & Simmons, 1970; Chawanji

et al., 2005, 2006; Chevaillier, 1963; Chevaillier & Maillet, 1965;

Dallai et al., 2019, 2020; Folliot & Maillet, 1970; Giglio et al., 2024;

Gómez & Maddison, 2020; Hayashi & Kamimura, 2002a, 2002b;

Maillet, 1959; Mercati et al., 2023; Roberston & Gibbs, 1937; Salazar

et al., 2022, 2023; Sodré et al., 2024). Although functional data are

generally lacking, it has been assumed that the adaptive value of

spermatostyles is the facilitation of cooperative sperm migration

through the FRT (Higginson & Pitnick, 2011; Immler, 2008; Pizzari &

Foster, 2008). As such, we anticipated that spermatostyles would be

largely composed of structural proteins (e.g., tubulins, actins, dyneins)

and that other types of proteins (e.g., enzymatic or metabolic) would

be underrepresented. On the contrary, our proteomic characteriza-

tion revealed that spermatostyles are comprised of a conserved

repertoire of highly abundant proteolytic enzymes. Notably, there are

only a limited number of putatively structural proteins found in high

abundance in all species such as a homolog of a limpet shell matrix

protein. Biochemical analyses further confirmed that spermatostyles

have proteolytic activity, although the precise identity of the protein

(s) contributing to this activity remains unknown. Nothing is known

about the mechanisms responsible for sperm dissociation from the

spermatostyle. Based on the results of the present study, we

speculate that spermatostyles may contain the molecular cargo

(e.g., proteolytic enzymes and other catalytic proteins) responsible for

the precise regulation of sperm dissociation (perhaps in conjunction

with female‐derived factors). When considered with the observation

that spermatostyles persist in the FRT for a prolonged period of time

following sperm dissociation (Breland & Simmons, 1970; Gustafson &

Miller, 2017; R. A. G. and S. P., personal observation), these results

are also consistent with the general hypothesis that spermatostyles

are involved in other postmating functions (Pitnick et al., 2020). It is

noteworthy that the enrichment in proteolytic pathways in sperma-

tostyles mirrors similar enrichments in both SFPs and FRT secretions

in other insects (McCullough et al., 2022; McDonough‐Goldstein

et al., 2021; Meslin et al., 2017; Plakke et al., 2019; Qian et al., 2023;

Rogers et al., 2009).

The localization and persistence of SFPs in the FRT have not

been widely investigated (but see Avila et al., 2011; McCullough

et al., 2022; Ravi Ram et al., 2005; Ravi Ram & Wolfner, 2007), but

such information is critical for understanding their function and

evolution. In D. melanogaster, only a restricted subset of SFPs

accompany sperm into the female's sperm‐storage organs

(McCullough et al., 2022; Wolfner, 2011). The persistence of only a

few male‐derived molecules may be dependent upon specific

interactions between these molecules and sperm. For example, the

SFP known as “Sex Peptide” is transported to the sperm‐storage

organs after binding to the plasma membrane of sperm flagella. It is

then gradually released by cleavage from sperm over the course of

days to impact female remating and other postmating responses

(Hopkins & Perry, 2022; Kubli, 2003; McCullough et al., 2022; Peng,

Chen, et al., 2005; Peng, Zipperlen, et al., 2005; Ravi Ram &

Wolfner, 2007, 2009; Wainwright et al., 2021). In contrast, the vast

majority of Drosophila SFPs are greatly reduced in abundance or

undetectable across FRT tissues within hours of insemination

(McCullough et al., 2022). Clearly, the robust physical association of

spermatostyles with sperm (Figure 1) ensures that spermatostyles

accompany sperm during their migration through the FRT and into

the spermatheca (Breland & Simmons, 1970). After sperm dissocia-

tion, whirligig spermatostyles are known to exhibit prolonged

persistence within female sperm‐storage organs (Breland &

Simmons, 1970; Gustafson & Miller, 2017; but see Salazar

et al., 2023). Bare spermatostyles have also been observed in both

the fertilization ducts and spermathecae of wild‐caught female D.

assimilis (Figure 1e; R. A. G., personal observation). Spermatostyles

are thus available to participate in prolonged physical and

biochemical interactions with the FRT. Although resolving the precise

nature of these interactions requires further investigation, the

existence of such functional interactions is supported by our

observation that spermatostyle proteome composition covaries with

various axes of FRT morphology.

The redeployment and specialization of existing molecular

systems in novel contexts, oftentimes through gene duplication and

gene family diversification (Conant &Wolfe, 2008), is prevalent in the

evolution of reproductive systems (Begun et al., 2006, 2007; Chen

et al., 2013; Dorus et al., 2011; Laurinyecz et al., 2019; Levine

et al., 2006; Loppin et al., 2005; Luis Villanueva‐Canas et al., 2017;

Meslin et al., 2017). S‐LAPs are some of the most abundant proteins

in insect sperm (Degner et al., 2019; Dorus et al., 2006, 2011;

McCullough et al., 2022) and a primary component of the paracrystal-

line component of the mitochondrial derivatives that flank the

axoneme of insect sperm flagella (Jamieson et al., 1999; Laurinyecz

et al., 2019). This material has been credited with the unusual

elasticity observed in swimming insect sperm (Baccetti et al., 1977;

Werner & Simmons, 2008). Drosophila S‐LAPs have experienced

disruptive amino acid substitutions at key catalytic and co‐factor

binding residues, which likely explain the lack of enzymatic activity in

S‐LAP mutants (Laurinyecz et al., 2019) and may also contribute to

their functional specialization in sperm (Dorus et al., 2011). Our

discovery of S‐LAPs in whirligig spermatostyles provides a new

example of functional redeployment in which these insect sperm

proteins have been co‐opted to function within an ejaculate structure

(Figures 4 and 5). It is noteworthy that our analyses revealed

covariation between S‐LAP abundance and spermatostyle length.

Whirligig S‐LAPs, unlike those of Drosophila, retain many of the core

catalytic residues (Figure 4, Supporting Information S1: 2). In

contrast, they have experienced substitutions in cation cofactor

binding residues (Figure 4, Supporting Information S1: 2), which
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suggests they may lack canonical M17 aminopeptidase activity (i.e.,

typical M17 aminopeptidases digest proteins following binding of a

metal cofactor; Cadavid‐Restrepo et al. 2011; Drinkwater et al., 2019;

Lowther & Matthews 2002; Modak et al. 2016).

Although S‐LAPs and other metal‐dependent M17 aminopepti-

dases were consistently the most abundant spermatostyle proteins,

our comparative proteomic analyses also revealed divergence in

family member contribution to spermatostyle composition. These

findings support a model in which the S‐LAP family (and other M17

aminopeptidases) serves as a molecular toolbox of interchangeable

components that facilitates the evolutionary diversification of

spermatostyles. Although it is unclear if S‐LAPs are proteolytically

active, the potential for evolutionary variation in S‐LAP functionality

may provide the mechanistic link that explains the observed

covariation between spermatostyle length and this class of predomi-

nant spermatostyle proteins (Figure 6). In addition to biochemical and

structural analyses, proteomic characterization of spermatostyles

(and sperm) in hemipterans, which diverged from our current study

species over 400 million years ago and include lineages with

independent evolutionary origins of spermatostyles, will further

inform our understanding of the deployment of the S‐LAP molecular

toolbox across distinct and rapidly evolving male reproductive cells

and structures.

AUTHOR CONTRIBUTIONS

R. Antonio. Gomez, Romano Dallai, Yasir Ahmed‐Braimah, Scott

Pitnick, and Steve Dorus conceived and designed the research study.

R. Antonio Gomez, Romano Dallai, Dylan J. Sims‐West, and David

Mercati collected the data. Romano Dallai, David Mercati, and Rita

Sinka contributed valuable imaging resources, analytical tools, and

feedback on the manuscript. R. Antonio Gomez, Scott Pitnick, and

Steve Dorus analyzed the data and wrote the manuscript.

ACKNOWLEDGMENTS

We thank Benjamin Sterrett for providing access to the Cornell

Experimental Ponds; Zeeshan Syed, Abelard Cong, Stephanie

Nguyen, Peter Wengert, Alexander Newman, and Sloan Cochran

for field and laboratory assistance; and Heidi Hehnly for critical

guidance on staining and confocal microscopy in collaboration with

the Blatt Bioimaging Center. Thanks to Andrea Pauli, Noritake

Hirohashi, and the Biology of Spermatozoa 2023 meeting delegates

for thought‐provoking discussions. We also thank two anonymous

reviewers for their insightful comments on an earlier version of the

manuscript. This research was funded by an NSF Postdoctoral

Research Fellowship in Biology (DBI‐2011045 to R. A. G.), the

National Institutes of Health (NIH‐R35GM147454 to Y. A.‐B.), and a

generous gift by Mike and Jane Weeden to Syracuse University.

DATA AVAILABILITY STATEMENT

The data that support the findings of this study are openly available

in the ProteomeXchange Consortium at https://www.ebi.ac.uk/

pride/, reference number PXD048928. Raw sequence reads are

deposited in the NCI SRA (BioProject Accession PRJNA1063663).

RAW mass spectroscopy files are archived with the ProteomeX-

change (Project accession PXD048928). Benefits from this research

arise from the sharing of our data and results on public databases as

described above.

ORCID

R. Antonio Gomez http://orcid.org/0000-0001-9842-0342

Romano Dallai http://orcid.org/0000-0002-2258-8891

Dylan J. Sims‐West http://orcid.org/0009-0008-1741-3676

David Mercati http://orcid.org/0000-0001-8120-0837

Rita Sinka http://orcid.org/0000-0003-4040-4184

Yasir Ahmed‐Braimah http://orcid.org/0000-0002-5805-5894

Scott Pitnick http://orcid.org/0000-0002-8973-6166

Steve Dorus http://orcid.org/0000-0002-2666-9947

REFERENCES

Abu‐Raya, B., Michalski, C., Sadarangani, M., & Lavoie, P. M. (2020).
Maternal immunological adaptation during normal pregnancy.
Frontiers in Immunology, 11, 575197.

Alexa, A., & Rahnenfuhrer, J. (2023). topGO: Enrichment analysis for gene
ontology. https://bioconductor.org/packages/topGO

Alexander, R. D., & Otte, D. (1967). The evolution of genitalia and mating
behavior in crickets (Gryllidae) and other Orthoptera. Miscellaneous
Publications Museum of Zoology, University of Michigan, 133, 1–62.

Avila, F. W., Sirot, L. K., LaFlamme, B. A., Rubinstein, C. D., &
Wolfner, M. F. (2011). Insect seminal fluid proteins: Identification
and function. Annual Review of Entomology, 56, 21–40.

Avila, F. W., Wong, A., Sitnik, J. L., & Wolfner, M. F. (2015). Don't pull the
plug! The Drosophila mating plug preserves fertility. Fly, 9(2), 62–67.

Baccetti, B., Dallai, R., Pallini, V., Rosati, F., & Afzelius, B. A. (1977). Protein
of insect sperm mitochondrial crystals. The Journal of Cell Biology,
73(3), 594–600.

Baer, B., Maile, R., Schmid‐Hempel, P., Morgan, E. D., & Jones, G. R.
(2000). Chemistry of a mating plug in bumblebees. Journal of
Chemical Ecology, 26, 1869–1875.

Baer, B., Morgan, E. D., & Schmid‐Hempel, P. (2001). A nonspecific fatty
acid within the bumblebee mating plug prevents females from
remating. Proceedings of the National Academy of Sciences, 98(7),
3926–3928.

Begun, D. J., Lindfors, H. A., Kern, A. D., & Jones, C. D. (2007). Evidence
for de novo evolution of testis‐expressed genes in the Drosophila
yakuba/Drosophila erecta clade. Genetics, 176(2), 1131–1137.

Begun, D. J., Lindfors, H. A., Thompson, M. E., & Holloway, A. K. (2006).
Recently evolved genes identified from Drosophila yakuba and D.
erecta accessory gland expressed sequence tags. Genetics, 172(3),
1675–1681.

Berland, M. A., Ulloa‐Leal, C., Barría, M., Wright, H., Dissen, G. A.,
Silva, M. E., Ojeda, S. R., & Ratto, M. H. (2016). Seminal plasma
induces ovulation in llamas in the absence of a copulatory stimulus:
Role of nerve growth factor as an ovulation‐inducing factor.
Endocrinology, 157(8), 3224–3232.

Breland, O. P., & Simmons, E. (1970). Preliminary studies of the
spermatozoa and the male reproductive system of some whirligig
beetles (Coleoptera: Gyrinidae). Entomological News, 81, 101–110.

Bryant, D. M., Johnson, K., DiTommaso, T., Tickle, T., Couger, M. B.,
Payzin‐Dogru, D., Lee, T. J., Leigh, N. D., Kuo, T. H., Davis, F. G.,
Bateman, J., Bryant, S., Guzikowski, A. R., Tsai, S. L., Coyne, S.,
Ye, W. W., Freeman, R. M., Peshkin, L., Tabin, C. J., … Whited, J. L.
(2017). A tissue‐mapped axolotl de novo transcriptome enables
identification of limb regeneration factors. Cell Reports, 18(3),
762–776.

12 of 15 | GOMEZ ET AL.

 10982795, 2024, 5, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/m

rd.23745 by Test, W
iley O

nline Library on [01/10/2024]. See the Term
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline Library for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons License

https://www.ebi.ac.uk/pride/
https://www.ebi.ac.uk/pride/
http://orcid.org/0000-0001-9842-0342
http://orcid.org/0000-0002-2258-8891
http://orcid.org/0009-0008-1741-3676
http://orcid.org/0000-0001-8120-0837
http://orcid.org/0000-0003-4040-4184
http://orcid.org/0000-0002-5805-5894
http://orcid.org/0000-0002-8973-6166
http://orcid.org/0000-0002-2666-9947
https://bioconductor.org/packages/topGO


Cadavid‐Restrepo, G., Gastardelo, T. S., Faudry, E., de Almeida, H.,
Bastos, I. M., Negreiros, R. S., Lima, M. M., Assumpção, T. C.,
Almeida, K. C., Ragno, M., Ebel, C., Ribeiro, B. M., Felix, C. R., &
Santana, J. M. (2011). The major leucyl aminopeptidase of
Trypanosoma cruzi (LAPTc) assembles into a homohexamer and
belongs to the M17 family of metallopeptidases. BMC Biochemistry,
12, 46.

Chawanji, A. S., Hodgson, A. N., & Villet, M. H. (2005). Sperm morphology
in four species of African platypleurine cicadas (Hemiptera:
Cicadomorpha: Cicadidae). Tissue and Cell, 37(4), 257–267.

Chawanji, A. S., Hodgson, A. N., & Villet, M. H. (2006). Sperm morphology
in five species of cicadettine cicadas (Hemiptera: Cicadomorpha:
Cicadidae). Tissue and Cell, 38(6), 373–388.

Chen, S., Krinsky, B. H., & Long, M. (2013). New genes as drivers of
phenotypic evolution. Nature Reviews Genetics, 14(9), 645–660.

Chevaillier, P. (1963). Le spermatodesme des Cercopidae (Homoptères
Auchènorhynches). Bulletin Biologique de la France et de la Belgique,
97, 553–571.

Chevaillier, P., & Maillet, P.‐L. (1965). [On some aspects of the metabolism
of "satellite cells" in the testis of the homopteran Auchenorhynches,
and especially, Cicada]. Comptes Rendus Hebdomadaires des Seances
de l'Academie des Sciences, 260, 1255–1258.

Conant, G. C., & Wolfe, K. H. (2008). Turning a hobby into a job: How
duplicated genes find new functions. Nature Reviews Genetics, 9(12),
938–950.

Cox, J., & Mann, M. (2008). MaxQuant enables high peptide identification
rates, individualized ppb‐range mass accuracies and proteome‐wide
protein quantification. Nature Biotechnology, 26(12), 1367–1372.

Dallai, R., Mercati, D., Fanciulli, P. P., Petrioli, A., & Lupetti, P. (2020). New
findings on the sperm ultrastructure of Carabidae (Insecta, Coleop-
tera). Arthropod Structure & Development, 54, 100912.

Dallai, R., Mercati, D., Giglio, A., & Lupetti, P. (2019). Sperm ultrastructure
in several species of Carabidae beetles (Insecta, Adephaga) and their
organization in spermatozeugmata. Arthropod Structure &
Development, 51, 1–13.

Davey, K. G. (1960). The evolution of spermatophores in insects.
Proceedings of the Royal Entomological Society of London. Series A,
General Entomology, 35, 107–113.

Dean, M. D., Findlay, G. D., Hoopmann, M. R., Wu, C. C., MacCoss, M. J.,
Swanson, W. J., & Nachman, M. W. (2011). Identification of
ejaculated proteins in the house mouse (Mus domesticus) via isotopic
labeling. BMC Genomics, 12, 306.

Degner, E. C., Ahmed‐Braimah, Y. H., Borziak, K., Wolfner, M. F.,
Harrington, L. C., & Dorus, S. (2019). Proteins, transcripts, and
genetic architecture of seminal fluid and sperm in the mosquito
Aedes aegypti. Molecular & Cellular Proteomics: MCP, 18, 6.

Dixson, A. F., & Anderson, M. J. (2002). Sexual selection, seminal
coagulation and copulatory plug formation in primates. Folia
Primatologica, 73(2–3), 63–69.

Dorus, S., Busby, S. A., Gerike, U., Shabanowitz, J., Hunt, D. F., & Karr, T. L.
(2006). Genomic and functional evolution of the Drosophila
melanogaster sperm proteome. Nature Genetics, 38(12), 1440–1445.

Dorus, S., Evans, P. D., Wyckoff, G. J., Choi, S. S., & Lahn, B. T. (2004). Rate
of molecular evolution of the seminal protein gene SEMG2
correlates with levels of female promiscuity. Nature Genetics, 36(12),
1326–1329.

Dorus, S., Wilkin, E. C., & Karr, T. L. (2011). Expansion and functional
diversification of a leucyl aminopeptidase family that encodes the major
protein constituents of Drosophila sperm. BMC Genomics, 12, 177.

Drinkwater, N., Malcolm, T. R., & McGowan, S. (2019). M17 aminopepti-
dases diversify function by moderating their macromolecular
assemblies and active site environment. Biochimie, 166, 38–51.

Emms, D. M., & Kelly, S. (2015). OrthoFinder: Solving fundamental biases
in whole genome comparisons dramatically improves orthogroup
inference accuracy. Genome Biology, 16(1), 157.

Emms, D. M., & Kelly, S. (2019). OrthoFinder: Phylogenetic orthology
inference for comparative genomics. Genome Biology, 20, 238.

Folliot, R., & Maillet, P.‐L. (1970). Ultrastructure de la spermiogenèse et du
spermatozoide de divers insects Homoptères. In B. Baccetti (Ed.),
Comparative spermatology (pp. 298–300). Academic Press.

Garlovsky, M. D., Sandler, J. A., & Karr, T. L. (2022). Functional diversity
and evolution of the Drosophila sperm proteome.Molecular & Cellular
Proteomics: MCP, 21(10), 100281.

Giglio, A., Mercati, D., Lupetti, P., Brandmayr, P., & Dallai, R. (2024). The
sperm structure of Clinidium canaliculatum (Costa): A contribution to
the systematic position of Rhysodidae (Coleoptera: Carabidae).
Arthropod Structure & Development, 78, 101330.

Gillott, C. (2003). Male accessory gland secretions: Modulators of female
reproductive physiology and behavior. Annual Review of Entomology,
48(1), 163–184.

Gilson, G. (1884). Étude compare de la spermatogénèse chez les
Arthropodes. La Cellule, I, 1–188.

Gómez, R. A., & Maddison, D. R. (2020). Novelty and emergent patterns in
sperm: Morphological diversity and evolution of spermatozoa and
sperm conjugation in ground beetles (Coleoptera: Carabidae). Journal
of Morphology, 281(8), 862–892.

Gomez, R. A., Mercati, D., Lupetti, P., Fanciulli, P. P., & Dallai, R. (2023).
Morphology of male and female reproductive systems in the ground
beetle Apotomus and the peculiar sperm ultrastructure of A. rufus (P.
Rossi, 1790) (Coleoptera: Carabidae). Arthropod Structure &
Development, 72, 101217.

Grabherr, M. G., Haas, B. J., Yassour, M., Levin, J. Z., Thompson, D. A.,
Amit, I., Adiconis, X., Fan, L., Raychowdhury, R., Zeng, Q., Chen, Z.,
Mauceli, E., Hacohen, N., Gnirke, A., Rhind, N., di Palma, F.,
Birren, B. W., Nusbaum, C., Lindblad‐Toh, K., … Regev, A. (2011).
Full‐length transcriptome assembly from RNA‐Seq data without a
reference genome. Nature Biotechnology, 29(7), 644–652.

Gustafson, G. T., & Miller, K. B. (2017). Systematics and evolution of the
whirligig beetle tribe Dineutini (Coleoptera: Gyrinidae: Gyrininae).
Zoological Journal of the Linnean Society, 181(1), 118–150.

Gustafson, G. T., Prokin, A. A., Bukontaite, R., Bergsten, J., & Miller, K. B.
(2017). Tip‐dated phylogeny of whirligig beetles reveals ancient
lineage surviving on Madagascar. Scientific Reports, 7(1), 8619.

Hayashi, F., & Kamimura, Y. (2002a). Sperm‐bundles of Cicadomorpha
insects (Homoptera). Natural Environmental Science Research, 15,
9–15.

Hayashi, F., & Kamimura, Y. (2002b). The potential for incorporation of
male derived proteins into developing eggs in the leafhopper
Bothrogonia ferruginea. Journal of Insect Physiology, 48(2), 153–159.

Higginson, D. M., Badyaev, A. V., Segraves, K. A., & Pitnick, S. (2015).
Causes of discordance between allometries at and above species
level: An example with aquatic beetles. The American Naturalist,
186(2), 176–186.

Higginson, D. M., Miller, K. B., Segraves, K. A., & Pitnick, S. (2012a).
Convergence, recurrence and diversification of complex sperm
traits. Evolution, 66(5), 1650–1661.

Higginson, D. M., Miller, K. B., Segraves, K. A., & Pitnick, S. (2012b).
Female reproductive tract form drives the evolution of complex
sperm morphology. Proceedings of the National Academy of Sciences
USA, 109, 4538–4543.

Higginson, D. M., & Pitnick, S. (2011). Evolution of intra‐ejaculate sperm
interactions: Do sperm cooperate? Biological Reviews, 86(1), 249–270.

Hopkins, B. R., & Perry, J. C. (2022). The evolution of sex peptide: sexual
conflict, cooperation, and coevolution. Biological Reviews, 97(4),
1426–1448.

Hopkins, B. R., Sepil, I., & Wigby, S. (2017). Seminal fluid. Current Biology,
27(11), R404–R405.

Immler, S. (2008). Sperm competition and sperm cooperation: The
potential role of diploid and haploid expression. Reproduction, 135,
275–283.

GOMEZ ET AL. | 13 of 15

 10982795, 2024, 5, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/m

rd.23745 by Test, W
iley O

nline Library on [01/10/2024]. See the Term
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline Library for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons License



Jamieson, B. G. M., Dallai, R., & Afzelius, B. A. (1999). Insects, their
spermatozoa and phylogeny. Science Publishers Inc.

Kozlov, A. M., Darriba, D., Flouri, T., Morel, B., & Stamatakis, A. (2019).
RAxML‐NG: A fast, scalable, and user‐friendly tool for maximum
likelihood phylogenetic inference. Bioinformatics, 35(21),
4453–4455.

Kubli, E. (2003). Sex‐peptides: Seminal peptides of the Drosophila male.
Cellular and Molecular Life Sciences (CMLS), 60, 1689–1704.

Laurinyecz, B., Vedelek, V., Kovács, A. L., Szilasi, K., Lipinszki, Z., Slezák, C.,
Darula, Z., Juhász, G., & Sinka, R. (2019). Sperm‐
Leucylaminopeptidases are required for male fertility as structural
components of mitochondrial paracrystalline material in Drosophila
melanogaster sperm. PLoS Genetics, 15(2), e1007987.

Levine, M. T., Jones, C. D., Kern, A. D., Lindfors, H. A., & Begun, D. J.
(2006). Novel genes derived from noncoding DNA in Drosophila
melanogaster are frequently X‐linked and exhibit testis‐biased
expression. Proceedings of the National Academy of Sciences, 103(26),
9935–9939.

Loppin, B., Lepetit, D., Dorus, S., Couble, P., & Karr, T. L. (2005). Origin and
neofunctionalization of a Drosophila paternal effect gene essential
for zygote viability. Current Biology, 15(2), 87–93.

Lowther, W. T., & Matthews, B. W. (2002). Metalloaminopeptidases:
Common functional themes in disparate structural surroundings.
Chemical Reviews, 102(12), 4581–4608.

Lüpold, S., Reil, J. B., Manier, M. K., Zeender, V., Belote, J. M., & Pitnick, S.
(2020). How female × male and male × male interactions influence
competitive fertilization in Drosophila melanogaster. Evolution Letters,
4(5), 416–429.

Maillet, P. (1959). Sur la reproduction des Homoptères Auchénorhynch-
ques. Comptes Rendus de l'Academie des Sciences, 249(19),
1945–1946.

Mann, K., & Edsinger, E. (2014). The Lottia gigantea shell matrix proteome:
Re‐analysis including MaxQuant iBAQ quantitation and phospho-
proteome analysis. Proteome Science, 12, 28.

Mann, T. (1974). Secretory function of the prostate, seminal vesicle and
other male accessory organs of reproduction. Reproduction, 37(1),
179–188.

Mann, T. (1984). Spermatophores. Springer‐Verlag.
Maric, S., Donnelly, S. M., Robinson, M. W., Skinner‐Adams, T.,

Trenholme, K. R., Gardiner, D. L., Dalton, J. P., Stack, C. M., &
Lowther, J. (2009). The M17 leucine aminopeptidase of the malaria
parasite Plasmodium falciparum: Importance of active site metal ions
in the binding of substrates and inhibitors. Biochemistry, 48(23),
5435–5439.

Marie, B., Jackson, D. J., Ramos‐Silva, P., Zanella‐Cléon, I., Guichard, N., &
Marin, F. (2013). The shell‐forming proteome of Lottia gigantea
reveals both deep conservations and lineage‐specific novelties. The
FEBS Journal, 280(1), 214–232.

Mayoral Andrade, G., Vásquez Martínez, G., Pérez‐Campos Mayoral, L.,
Hernández‐Huerta, M. T., Zenteno, E., Pérez‐Campos Mayoral, E.,
Martínez Cruz, M., Martínez Cruz, R., Matias‐Cervantes, C. A.,
Meraz Cruz, N., Romero Díaz, C., Cruz‐Parada, E., & Pérez‐Campos,
E. (2020). Molecules and prostaglandins related to embryo tolerance.
Frontiers in Immunology, 11, 555414.

McCullough, E. L., Whittington, E., Singh, A., Pitnick, S., Wolfner, M. F., &
Dorus, S. (2022). The life history of Drosophila sperm involves
molecular continuity between male and female reproductive tracts.
Proceedings of the National Academy of Sciences, 119(11),
e2119899119.

McDonough‐Goldstein, C. E., Pitnick, S., & Dorus, S. (2022). Drosophila
female reproductive glands contribute to mating plug composition
and the timing of sperm ejection. Proceedings of the Royal Society B:
Biological Sciences, 289, 20212213.

McDonough‐Goldstein, C. E., Whittington, E., McCullough, E. L.,
Buel, S. M., Erdman, S., Pitnick, S., & Dorus, S. (2021). Pronounced

postmating response in the Drosophila female reproductive tract
fluid proteome. Molecular & Cellular Proteomics, 20, 100156.

Mercati, D., Fanciulli, P. P., Lupetti, P., & Dallai, R. (2023). The sperm
structure of the diving beetles Stictonectes optatus (Seidlitz, 1887)
and Scarodytes halensis (Fabricius, 1787) (Dytiscidae, Hydroporinae)
with evidence of a spermatostyle in the sperm conjugation. Micron,
166, 103412.

Meslin, C., Cherwin, T. S., Plakke, M. S., Hill, J., Small, B. S., Goetz, B. J.,
Wheat, C. W., Morehouse, N. I., & Clark, N. L. (2017). Structural
complexity and molecular heterogeneity of a butterfly ejaculate
reflect a complex history of selection. Proceedings of the National
Academy of Sciences, 114(27), E5406–E5413.

Miller, K. B., & Bergsten, J. (2012). Phylogeny and classification of
whirligig beetles (Coleoptera: Gyrinidae): Relaxed‐clock model out-
performs parsimony and time‐free Bayesian analyses. Systematic
Entomology, 37(4), 706–746.

Modak, J. K., Rut, W., Wijeyewickrema, L. C., Pike, R. N., Drag, M., &
Roujeinikova, A. (2016). Structural basis for substrate specificity of
Helicobacter pylori M17 aminopeptidase. Biochimie, 121, 60–71.

Noriega, F. G., Pennington, J. E., Barillas‐Mury, C., Wang, X. Y., &
Wells, M. A. (1996). Aedes aegypti midgut early trypsin is post‐
transcriptionally regulated by blood feeding. Insect Molecular Biology,
5(1), 25–29.

Orme, D. (2018). The caper package: Comparative analysis of phyloge-
netics and evolution in R. Retrieved April 3, 2020, from http://cran.
rproject.org/web/packages/caper/vignettes/caper.pdf

Paradis, E., & Schliep, K. (2019). ape 5.0: An environment for modern
phylogenetics and evolutionary analyses in R. Bioinformatics, 35(3),
526–528.

Peng, J., Chen, S., Busser, S., Liu, H., Honegger, T., & Kubli, E. (2005).
Gradual release of sperm‐bound sex‐peptide controls female
postmating behavior in Drosophila. Current Biology, 15(3), 207–213.

Peng, J., Zipperlen, P., & Kubli, E. (2005). Drosophila sex‐peptide stimulates
female innate immune system after mating via the Toll and Imd
pathways. Current Biology, 15(18), 1690–1694.

Pennington, J. E., Noriega, F. G., & Wells, M. A. (1995). The expression of
early trypsin in Aedes aegypti. Journal of Cell Biochemistry, 21, 211.

Perotti, M. E. (1971). Microtubules as components of Drosophila male
paragonia secretion. An electron microscopic study, with enzymatic
tests. Journal of Submicroscopic Cytology, 3, 255–282.

Pitnick, S., Hosken, D. J., & Birkhead, T. R. (2009). Sperm morphological
diversity. In T. R. Birkhead, D. J. Hosken, & S. Pitnick (Eds.), Sperm
biology: An evolutionary perspective (pp. 69–349). Academic Press.

Pitnick, S., Wolfner, M. F., & Dorus, S. (2020). Post‐ejaculatory
modifications to sperm (PEMS). Biological Reviews, 95(2), 365–392.

Pitnick, S., Wolfner, M. F., & Suarez, S. S. (2009). Ejaculate‐female and
sperm‐female interactions. In T. R. Birkhead, D. J. Hosken & S.
Pitnick (Eds.), Sperm biology: An evolutionary perspective (pp.
247–304). Academic Press.

Pizzari, T., & Foster, K. R. (2008). Sperm sociality: Cooperation, altruism,
and spite. PLoS Biology, 6, e130.

Plakke, M. S., Walker, J. L., Lombardo, J. B., Goetz, B. J., Pacella, G. N.,
Durrant, J. D., Clark, N. L., & Morehouse, N. I. (2019). Characteriza-
tion of female reproductive proteases in a butterfly from functional
and evolutionary perspectives. Physiological and Biochemical Zoology,
92(6), 579–590.

Qian, L., Yang, X., Xu, X., Yang, D., Zhu, C., Yi, M., Bi, H., Wang, Y., & Huang, Y.
(2023). SPSL1 is essential for spermatophore formation and sperm
activation in Spodoptera frugiperda. PLoS Genetics, 19(12), e1011073.

Ravi Ram, K., Ji, S., & Wolfner, M. F. (2005). Fates and targets of male
accessory gland proteins in mated female Drosophila melanogaster.
Insect Biochemistry and Molecular Biology, 35(9), 1059–1071.

Ravi Ram, K., & Wolfner, M. F. (2007). Seminal influences: Drosophila Acps
and the molecular interplay between males and females during
reproduction. Integrative and Comparative Biology, 47(3), 427–445.

14 of 15 | GOMEZ ET AL.

 10982795, 2024, 5, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/m

rd.23745 by Test, W
iley O

nline Library on [01/10/2024]. See the Term
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline Library for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons License

http://cran.rproject.org/web/packages/caper/vignettes/caper.pdf
http://cran.rproject.org/web/packages/caper/vignettes/caper.pdf


Ravi Ram, K., & Wolfner, M. F. (2009). A network of interactions among
seminal proteins underlies the long‐term postmating response in
Drosophila. Proceedings of the National Academy of Sciences of the
USA, 106(36), 15385–15389.

R Core Team. (2021). R: A language and environment for statistical
computing. R Foundation for Statistical Computing, Vienna, Austria.
https://www.R-project.org/

Revell, L. J. (2012). phytools: An R package for phylogenetic comparative
biology (and other things). Methods in Ecology and Evolution, 3,
217–223.

Roberston, A., & Gibbs, A. J. (1937). Spermatogenesis and fertilization in
Philaenus spumarius fallen. Journal of Tropical Medicine and Hygiene,
40, 257–262.

Rogers, D. W., Baldini, F., Battaglia, F., Panico, M., Dell, A., Morris, H. R., &
Catteruccia, F. (2009). Transglutaminase‐mediated semen coagula-
tion controls sperm storage in the malaria mosquito. PLoS Biology,
7(12), e1000272.

Sakaluk, S. K. (1984). Male crickets feed females to ensure complete
sperm transfer. Science, 223(4636), 609–610.

Salazar, K., Novais, A., Lino‐Neto, J., & Serrão, J. E. (2022). The sperm
aggregation in a whirligig beetle (Coleoptera, Gyrinidae): Structure,
functions, and comparison with related taxa. Organisms Diversity &
Evolution, 22(2), 355–375.

Salazar, K., Novais, A., Lino‐Neto, J., & Serrão, J. E. (2023). Morphology of
the female and male reproductive tracts and more data on the
spermatostyle in the Brazilian Gyretes sp. (Coleoptera, Adephaga,
Gyrinidae). Microscopy and Microanalysis, 29(6), 2184–2203.

Samanta, L., Parida, R., Dias, T. R., & Agarwal, A. (2018). The enigmatic
seminal plasma: A proteomics insight from ejaculation to fertiliza-
tion. Reproductive Biology and Endocrinology, 16, 41.

Schaller, F. (1971). Indirect sperm transfer by soil arthropods. Annual
Review of Entomology, 16(1), 407–446.

Schindelin, J., Arganda‐Carreras, I., Frise, E., Kaynig, V., Longair, M.,
Pietzsch, T., Preibisch, S., Rueden, C., Saalfeld, S., Schmid, B.,
Tinevez, J.‐Y., White, D. J., Hartenstein, V., Eliceiri, K., Tomancak, P.,
& Cardona, A. (2012). Fiji: An open‐source platform for biological
image analysis. Nature Methods, 9(7), 676–682.

Schneider, M. R., Mangels, R., & Dean, M. D. (2016). The molecular basis
and reproductive function(s) of copulatory plugs: Molecular and
functional basis of copulatory plugs. Molecular Reproduction and
Development, 83(9), 755–767.

Schwenke, R. A., & Lazzaro, B. P. (2017). Juvenile hormone suppresses
resistance to infection in mated female Drosophila melanogaster.
Current Biology, 27(4), 596–601.

Sidlauskas, B. (2008). Continuous and arrested morphological diversifica-
tion in sister clades of characiform fishes: a phylomorphospace
approach. Evolution, 62(12), 3135–3156.

Sirot, L. K., & Wolfner, M. F. (2015). Who's zoomin’ who? Seminal fluid
proteins and cryptic female choice in Diptera. In A. Aisenberg & A.
Peretti, (Eds.), Cryptic female choice in arthropods: Patterns, mecha-
nisms, and prospects (pp. 351–384). Springer.

Sirot, L. K., Wong, A., Chapman, T., & Wolfner, M. F. (2014). Sexual
conflict and seminal fluid proteins: A dynamic landscape of sexual
interactions. Cold Spring Harbor Perspectives in Biology, 7(2),
a017533.

Sodré, R. F., Coelho, L. B. N., Rezende, P. H., Costa, D. A., Dias, G., & Lino‐
Neto, J. (2024). Morphology of the male reproductive system and
spermatozoa of Mahanarva fimbriolata (Stål, 1854) (Hemiptera:
Cercopidae) with evidence of a spermatostyle in the sperm
conjugation. Micron, 178, 103591.

Syed, Z. A., Gómez, R. A., Asif, A., Cong, A. S., Kim, B. Y., Suvorov, A.,
Petrov, D. A., Borziak, K., Wengert, P., Lüpold, S.,
McDonough‐Goldstein, C., O'Grady, P. M., Ahmed‐Braimah, Y. H.,
Dorus, S., & Pitnick, S. (in review). Genomics of sexually selected
female preference and male ornament. Nature Evolution & Ecology.

Tsukamoto, Y., Kataoka, H., Nagasawa, H., & Nagata, S. (2014). Mating
changes the female dietary preference in the two‐spotted cricket,
Gryllus bimaculatus. Frontiers in Physiology, 5, 95.

Villanueva‐Cañas, J. L., Ruiz‐Orera, J., Agea, M. I., Gallo, M., Andreu, D., &
Albà, M. M. (2017). New genes and functional innovation in
mammals. Genome Biology and Evolution, 9(7), 1886–1900.

Voss, R. (1979). Male accessory glands and the evolution of copulatory
plugs in rodents. Occasional Papers of the Museum of Zoology
University of Michigan, 689, 1–27.

Wainwright, S. M., Hopkins, B. R., Mendes, C. C., Sekar, A., Kroeger, B.,
Hellberg, J. E. E. U., Fan, S. J., Pavey, A., Marie, P. P., Leiblich, A.,
Sepil, I., Charles, P. D., Thézénas, M. L., Fischer, R., Kessler, B. M.,
Gandy, C., Corrigan, L., Patel, R., Wigby, S., … Wilson, C. (2021).
Drosophila Sex Peptide controls the assembly of lipid microcarriers in
seminal fluid. Proceedings of the National Academy of Sciences, 118(5),
e2019622118.

Walker, S. J., Corrales‐Carvajal, V. M., & Ribeiro, C. (2015). Postmating
circuitry modulates salt taste processing to increase reproductive
output in Drosophila. Current Biology, 25(20), 2621–2630.

Wasbrough, E. R., Dorus, S., Hester, S., Howard‐Murkin, J., Lilley, K.,
Wilkin, E., Polpitiya, A., Petritis, K., & Karr, T. L. (2010). The
Drosophila melanogaster sperm proteome‐II (DmSP‐II). Journal of
Proteomics, 73(11), 2171–2185.

Werner, M., & Simmons, L. W. (2008). Insect sperm motility. Biological
Reviews, 83(2), 191–208.

White‐Cooper, H. (2004). Spermatogenesis: Analysis of meiosis and
morphogenesis. Methods in Molecular Biology (Clifton, N.J.), 247,
45–75.

Whittington, E., Forsythe, D., Borziak, K., Karr, T. L., Walters, J. R., &
Dorus, S. (2017). Contrasting patterns of evolutionary constraint and
novelty revealed by comparative sperm proteomic analysis in
Lepidoptera. BMC Genomics, 18(1), 931.

Wolfner, M. F. (2011). Precious essences: Female secretions promote
sperm storage in Drosophila. PLoS Biology, 9(11), e1001191.

Zhang, J., Xin, L., Shan, B., Chen, W., Xie, M., Yuen, D., Zhang, W., Zhang, Z.,
Lajoie, G. A., & Ma, B. (2012). Peaks DB: De novo sequencing assisted
database search for sensitive and accurate peptide identification.
Molecular & Cellular Proteomics: MCP, 11(4), 111.

SUPPORTING INFORMATION

Additional supporting information can be found online in the

Supporting Information section at the end of this article.

How to cite this article: Gomez, R. A., Dallai, R., Sims‐West, D.

J., Mercati, D., Sinka, R., Ahmed‐Braimah, Y., Pitnick, S., &

Dorus, S. (2024). Proteomic diversification of spermatostyles

among six species of whirligig beetles. Molecular Reproduction

and Development, 91, e23745.

https://doi.org/10.1002/mrd.23745

GOMEZ ET AL. | 15 of 15

 10982795, 2024, 5, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1002/m

rd.23745 by Test, W
iley O

nline Library on [01/10/2024]. See the Term
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline Library for rules of use; O

A
 articles are governed by the applicable C

reative C
om

m
ons License

https://www.R-project.org/
https://doi.org/10.1002/mrd.23745

	Proteomic diversification of spermatostyles among six species of whirligig beetles
	1 INTRODUCTION
	2 METHODS
	2.1 Specimen collection and spermatostyle isolation
	2.2 Characterizing spermatostyle and FRT morphology
	2.3 In vitro sperm removal and spermatostyle protein solubilization
	2.4 RNA extraction, RNAseq, and de novo transcriptomics
	2.5 MS/MS and protein identification
	2.6 Confocal microscopy and immunohistostaining
	2.7 Orthology and phylogeny characterization
	2.8 Protease assay
	2.9 Gene ontology (GO)
	2.10 Phylogenetic analysis of proteome and reproductive trait co-diversification

	3 RESULTS
	3.1 Spermatostyle, sperm, and FRT evolution
	3.2 Composition of spermatostyle proteomes
	3.3 S-LAP localization in spermatostyles and S-LAP diversification
	3.4 Spermatostyle proteome functionality and proteolytic activity
	3.5 Proteome co-diversification with spermatostyle and FRT structure

	4 DISCUSSION
	AUTHOR CONTRIBUTIONS
	ACKNOWLEDGMENTS
	DATA AVAILABILITY STATEMENT
	ORCID
	REFERENCES
	SUPPORTING INFORMATION


