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Differential gene expression 
in Drosophila melanogaster and D. 
nigrosparsa infected with the same 
Wolbachia strain
Matsapume Detcharoen1*, Martin P. Schilling1, Wolfgang Arthofer1, 
Birgit C. Schlick‑Steiner1,2 & Florian M. Steiner1,2

Wolbachia are maternally inherited endosymbionts that infect nearly half of all arthropod species. 
Wolbachia manipulate their hosts to maximize their transmission, but they can also provide benefits 
such as nutrients and resistance against viruses to their hosts. The Wolbachia strain wMel was 
recently found to increase locomotor activities and possibly trigger cytoplasmic incompatibility in the 
transinfected fly Drosophila nigrosparsa. Here, we investigated, in females of both D. melanogaster 
and D. nigrosparsa, the gene expression between animals uninfected and infected with wMel, using 
RNA sequencing to see if the two Drosophila species respond to the infection in the same or different 
ways. A total of 2164 orthologous genes were used. The two fly species responded to the infection 
in different ways. Significant changes shared by the fly species belong to the expression of genes 
involved in processes such as oxidation–reduction process, iron‑ion binding, and voltage‑gated 
potassium‑channel activity. We discuss our findings also in the light of how Wolbachia survive within 
both the native and the novel host.

Different gene expression patterns, shown by tools such as quantitative PCR, microarrays, and high-throughput 
RNA sequencing, reveal how organisms respond to different environments. RNA sequencing is a powerful 
method to study differential gene expression because it can detect a whole gene expression across particular 
 tissues1. Recently, differential gene expression analysis using RNA sequencing has been widely used to study 
relationships between hosts and their endosymbionts; examples include dynamics of gene expression across host 
life  cycles2,3 and endosymbiont influence on host  speciation4.

Wolbachia (Alphaproteobacteria) are a group of bacterial endosymbionts found in arthropods and 
 nematodes5. It is estimated that around half of all arthropod species are infected with Wolbachia6,7, with their 
diversity estimated at around 100,000  strains8. Maternally transmitted, these endosymbionts manipulate their 
host’s reproduction for their benefits in various ways, such as feminization, cytoplasmic incompatibility, male-
killing, and  parthenogenesis5. In some cases, Wolbachia also provide benefits to their hosts, such as by supplying 
vitamins to Cimex lectularius  bedbugs9 and providing virus protection in Drosophila  species10–13.

The same Wolbachia strain can have different effects in different genetic backgrounds within and across 
host  species14,15. A recent study in three black fly species in the genus Simulium found differential Wolbachia 
prevalence among species, suggesting host-specific  interactions16. Additionally, failure to transinfect Wolbachia 
strains from their native hosts to other species has been shown in many species, for example, between related 
species of parasitic wasps in the genus Trichogramma17 and wMelCS and wMelPop from D. melanogaster to D. 
nigrosparsa18. However, the mechanisms behind these interactions are not clear.

Microinjection has been used to facilitate transinfection of endosymbionts from one to another host species 
which facilitates studying effects of the endosymbionts on new hosts. In Drosophila, microinjection has been 
used in several host-endosymbiont studies; for example, to transfer Wolbachia wMelPop from D. melanogaster to 
Aedes aegypti19 and Aedes albopictus20, wMelPop from D. melanogaster to Drosophila simulans21, and Spiroplasma 
between Drosophila hydii22 and D. melanogaster23.

There are around 2000 Drosophila  species24 ranging from habitat generalists to habitat  specialists25. The model 
organism Drosophila (Sophophora) melanogaster is a generalist with a cosmopolitan  distribution26. Drosophila 
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(Drosophila) nigrosparsa is an alpine species found at around 2000 m above sea level in European mountain 
 systems26. Due to the habitat specificity of D. nigrosparsa, molecular and physiological traits and potential effects 
of warming temperatures on this species have been  studied27–33. Wild populations of D. melanogaster are com-
monly infected with Wolbachia34, while no wild population of D. nigrosparsa infected with Wolbachia has been 
found to date (M. Detcharoen, unpubl.). We recently transinfected the Wolbachia strain wMel from D. mela-
nogaster into D. nigrosparsa and studied several traits including Wolbachia density as well as host temperature 
tolerance, larval and adult locomotion, and cytoplasmic  incompatibility18. Our analysis of D. nigrosparsa infected 
with Wolbachia wMel revealed increased locomotion compared with flies cured from their infection as well as 
hints of weak cytoplasmic  incompatibility18.

In searching for molecular mechanisms behind the increased locomotion and cytoplasmic incompatibility in 
D. nigrosparsa, we here used differential gene expression analysis by RNA sequencing. In a comparative analysis, 
we aimed to investigate the effects of Wolbachia wMel on gene expression in D. melanogaster, the native host, 
and D. nigrosparsa, the novel host, to find out whether these two species respond to the infection in the same 
or in different ways.

Experimental procedures
Fly culture. Drosophila melanogaster isofemale line w1118 (provided by Luis Teixeira) naturally infected 
with Wolbachia strain wMel was divided into three infected lines, that is, mi_1, mi_2, and mi_3, upon arrival 
at the laboratory of the Molecular Ecology Group at the University of Innsbruck (Austria). The uninfected D. 
melanogaster line mu_0 (likewise provided by Luis Teixeira) had been created by treating the infected isofemale 
w1118 line with tetracycline hydrochloride to remove Wolbachia more than ten years before the start of this 
 study10. The infected lines and the uninfected line had been maintained at 19 °C in the laboratory in Innsbruck 
for 30 and six generations prior to the experiment, respectively.

The uninfected D. nigrosparsa (nu_0) used in this study originated from the isofemale line iso12. This line 
was established using a population from Kaserstattalm, Tyrol, Austria (47.13° N, 11.30° E) in  201030,32 and had 
been maintained in the laboratory for about 60 generations before the founding of line nu_0. wMel infection of 
D. nigrosparsa was achieved as described in Detcharoen et al.18. Briefly, cytoplasm of D. melanogaster contain-
ing Wolbachia wMel was transinfected into embryos of D. nigrosparsa line nu_0, and three infected lines, ni_3, 
ni_6, and ni_8, were generated.

Both fly species were cultured as described in Kinzner et al.27. Briefly, D. melanogaster was cultured using 
corn food at a density of 80 embryos per vial with 8 ml food. For D. nigrosparsa, approximately 50 males and 50 
females were put in a mating cage supplied with grape-juice agar, malt food, and live yeast. Embryos and larvae 
were collected and put in glass vials with 8 ml malt food at a density of 80 embryos per vial. All fly stocks were 
maintained at 19 °C, 16 h : 8 h light : dark cycle and 70% relative humidity in an incubator (MLR-352H-PE, 
Panasonic, Japan).

The two Drosophila species used have different development times, that is, around 20 days for D. melanogaster 
and 60 days for D. nigrosparsa from eggs to adults at 18–19 °C27,35. Five-day old D. melanogaster were consid-
ered mature and have been used as such in a wide range of studies, including transcriptomic  studies36–38. For D. 
nigrosparsa, oviposition activity was found to start at an age of seven days, and the egg-laying activity to increase 
during the second week after  eclosion18,27; thus, 14-day old D. nigrosparsa were used here. In D. melanogaster and 
D. nigrosparsa, Wolbachia density starts to peak at ages of around five and 14 days,  respectively18,39. In addition, 
it was previously found that variation in Wolbachia density in the D. nigrosparsa older than 14 days was much 
higher than in flies at the age of 14  days18. Thus, gene expression of the two fly species was compared at the same 
physiological stage regardless of age because of the different development times. This approach has been used 
in comparative transcriptomics in multi-species studies of various insect  orders40,41.

Five females per line were randomly collected before the experiment to check for Wolbachia infection. DNA 
was extracted, and the infection of each line in the generation used for RNA analyses was confirmed using PCR 
with the primers wsp81F and  wsp691R42. Besides the infection of lines in both species with Wolbachia, all fly 
lines used in this study were found not to be infected by Cardinium, Spiroplasma, and Rickettsia (data not shown).

RNA extraction and sequencing. Fourteen-day old females of D. nigrosparsa and 5-day old females 
of D. melanogaster of both uninfected and infected lines (totaling eight lines) were randomly collected using 
short carbon-dioxide anesthesia. Only female flies were used because Wolbachia are maternally transmitted and 
because changes in locomotion and cytoplasmic incompatibility due to Wolbachia were found in D. nigrosparsa 
 females18. All fly lines were killed by snap freezing in liquid nitrogen after taking them from their regular regimes 
as described in the previous section and at the same time of the day (at 11 a.m.) to control for circadian-rhythm 
based variation in gene expression. RNA from individual flies was extracted using RNeasy Micro Kit (Qia-
gen, Hilden, Germany) following the manufacturer’s protocol, including removing of DNA step using DNase 
I. Quantity of RNA was measured using Quant-iT RiboGreen RNA Assay Kit (Thermo Fisher Scientific, USA). 
RNA extracts of five individuals belonging to the same line were pooled to have a minimum RNA content of 
2.5 µg per replicate; five replicates per fly line were established totaling 40 replicates. RNA library preparations, 
including removing of ribosomal RNA and 75-bp single-end sequencing using Illumina NextSeq 500, were done 
at IGA Genomics (Udine, Italy). Briefly, ribosomal RNA was removed, adaptors were ligated to RNA fragments, 
and libraries were prepared using TruSeq Stranded Total RNA (Illumina, USA).

Sequence alignment and differential expression analyses. Single-end raw reads (SRA database, 
BioProject PRJNA602188, BioSample SAMN13885146-SAMN13885185) were subjected to quality-check with 
FastQC version 0.11.8  (http:// www. bioin forma tics. babra ham. ac. uk/ proje cts/ fastqc). Trimmomatic version 
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0.3843 was used to remove adapters including the first and the last three nucleotides, to cut reads when the aver-
age Phred score dropped below 20 in a 4-bases sliding window, and to drop reads shorter than 40 bases. Reads 
were quantified relative to their reference transcriptomes using Salmon version 0.12.044, that is, reads belonging 
to D. melanogaster were mapped to the reference transcriptome of D. melanogaster build BDGP6, and reads 
belonging to D. nigrosparsa were mapped to its previously published  transcriptome32. This reference transcrip-
tome of D. nigrosparsa was filtered and annotated against the transcriptomes of twelve Drosophila species. The 
D. nigrosparsa reference transcriptome is based on RNA from males and females of all life stages, has 18,016 
transcripts that belong to 7197 loci, and a size of 53 Mb. The numbers of quantified reads were imported to R 
version 4.0045 using the package tximport version 1.14.046.

The genes of D. nigrosparsa with at least one read mapped to them were translated to protein sequences and 
blasted to D. melanogaster using tblastn function implemented in  Flybase47 to search for orthologous genes. 
Orthologous genes found were rechecked against the published D. nigrosparsa  data32. Each orthologous gene 
of both species was checked again for expression profile on Flybase’s RNA-Seq Expression Profile. In this step, 
samples with many genes found to be only expressed in males were suspected to be male-contaminated and 
thus were removed from all further analyses. Exclusively orthologous genes found in both D. melanogaster and 
D. nigrosparsa were used as they allow a direct comparison between infected and uninfected individuals of each 
species. Genes with less than 50 counts across all samples were removed. BaySeq version 2.16.048 was used to 
analyze differential expression between uninfected and infected flies of each species. Priors were estimated using 
a negative binomial distribution with quasi-maximum likelihood, and posterior likelihoods for each ortholo-
gous gene were calculated. Genes were sorted by their posterior likelihood, and those in the upper quartile were 
selected. A list of the differentially expressed genes was used as input and the list of the default D. melanogaster 
genes as background for Gene Ontology (GO) analyses using DAVID version 6.849, and the Benjamini–Hochberg 
procedure was used to control for false-discovery rate using an alpha value of 0.05. Normalized read counts of 
genes with posterior probabilities greater than 0.5 were grouped based on Pearson correlation and visualized 
with heatmaps generated using the R package  NMF50. The R package vegan version 2.5-651 was used to calculate 
analysis of similarities (ANOSIM) among samples regarding infection status, lines, and species and non-metric 
multidimensional scaling (NMDS) with Bray–Curtis dissimilarities to visualize the similarities based on read 
counts of both species. We additionally used DESeq2 version 1.30.152 to compare the results analyzed with 
BaySeq. All analyses were done in R version 4.0.045, and visualizations were created using the package  ggplot253.

Results
After quality control, averages of (mean ± standard deviation) 24.8 ± 7.1 and 23.4 ± 4.9 million high-quality reads 
were found per replicate (each representing five individuals pooled before RNA-seq) of D. melanogaster and 
D. nigrosparsa, respectively. About 85% of the D. melanogaster reads and 80% of the D. nigrosparsa reads were 
mapped to their reference transcriptomes. We removed the uninfected D. melanogaster replicate sample mu_0.1 
from the analyses because of a contamination with male flies. A total of 2164 genes in D. nigrosparsa were found 
to be orthologous with genes in D. melanogaster. After removing genes with low expression across samples, 2084 
genes remained in the dataset. We did not identify Wolbachia gene expression in this study because we did not 
get enough Wolbachia sequence in the D. nigrosparsa samples, and thus exclusively host gene expression was 
considered.

Variation among pools of individuals within replicate lines and among replicate lines within 
species. Following differential expression analysis, differentially expressed genes between uninfected and 
infected individuals within species were ordered according to their posterior probabilities (Supplementary 
Table S1). Most orthologous genes of both fly species had low posterior probabilities. There were 101 genes with 
posterior probability > 0.5, and there were 298 D. melanogaster genes in the fourth quartile. Eighty-five genes had 
posterior probability > 0.5 in D. nigrosparsa, and 358 genes were in the fourth quartile of D. nigrosparsa (Sup-
plementary Tables S1 and S2). Among these, 81 genes were found in the two species (Fig. 1A, Supplementary 
Table S3). Many genes that are in the fourth quartile help in binding and catalytic activities. In addition, there 
were genes in the fourth quartile involved in the Toll pathway, part of Drosophila immune systems, namely 
Spn47C in D. melanogaster and Spn47C and Myd88 in D. nigrosparsa (Supplementary Tables S4 and S5).

There was strong variation in overall expression pattern among pools of individuals but not between infection 
status within species. For example, the expression of the infected D. melanogaster sample mi_3.3 was different 
from the rest of D. melanogaster samples. These samples appeared to have more highly expressed genes than the 
remaining samples (Fig. 2). Some of the differentially expressed genes in both species were expressed more in the 
infected than in the uninfected flies, while some of them were expressed more in the uninfected flies. Moreover, 
we observed more variation among lines (ANOSIM, D. melanogaster R = 0.14, D. nigrosparsa R = 0.33) than 
between infection status (ANOSIM, D. melanogaster R < 0.01, D. nigrosparsa R = 0.04) (Supplementary Fig. S2).

Strong difference between species. Gene expression in D. melanogaster strongly differed from that 
in D. nigrosparsa, as calculated with NMDS (Fig. 1B). In the PCA, 80.34% of the variation among orthologous 
genes in both species were explained by PC1 and the ANOSIM R value of 0.86. In addressing the question about 
effects of Wolbachia on locomotion, we found that BaySeq found several genes that involve in locomotor activi-
ties that were more upregulated in infected D. melanogaster, such as spatzle 5 and beaten path IIb (Supplemen-
tary Table S8). In D. nigrosparsa, we observed a contrasting trend, that is, several genes that involve in locomotor 
activities, like futsch and tartan, were downregulated in infected compared with uninfected flies.
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Figure 1.  (A) Venn diagram of orthologous genes with posterior likelihoods in the fourth quartile of 
Drosophila melanogaster and Drosophila nigrosparsa. Unique genes and genes shared between species are shown. 
(B) Non-metric multidimensional scaling (NMDS) plot using Bray–Curtis dissimilarities with square root 
transformation of the uninfected and infected samples of both species. Stress (standardized residual sum of 
squares) values of NMDS and R-values of each group comparison calculated from ANOSIM (Rstatus is between 
uninfected and infected lines, Rline is among lines, and Rspecies is between species) are shown. For each 
sample, n = 5, except for mu_1 (n = 4).

Figure 2.  (A) Gene expressions of Drosophila melanogaster uninfected (mu_0) and infected (mi_1, mi_2, 
and mi_3) and Drosophila nigrosparsa (B) uninfected (nu_0) and infected (ni_3, ni_6, and ni_8). Genes were 
clustered using Pearson correlation. Only orthologous genes with posterior likelihoods greater than 0.5 were 
selected (101 and 85 genes of D. melanogaster and D. nigrosparsa, respectively). The heatmaps were generated 
using the R package  NMF50.
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Functional analysis of orthologous genes. We used orthologous genes of both species for GO-term 
analysis. Two GO terms were significantly enriched between infected and uninfected in D. melanogaster and 
eight terms in D. nigrosparsa (Table  1). We found that genes belonging to iron-ion binding (9 of 12 genes, 
molecular function) and oxidation–reduction process (16 of 20 genes, biological process) were expressed more 
in the infected than in the uninfected D. melanogaster. For D. nigrosparsa, genes of GO terms, such as voltage-
gated potassium-channel activity (4 of 4 genes, molecular function), dendrite (5 of 9 genes, cellular component), 
chitin-based cuticle development (6 of 10 genes, biological process), and integral component of plasma mem-
brane (17 of 28 genes, cellular component) were expressed more strongly in the uninfected than the infected 
flies, while genes in some GO terms such as olfactory receptor activity and membrane were expressed similarly 
in infected and uninfected flies (Supplementary Table  S6). Two genes were shared between D. melanogaster 
and D. nigrosparsa, belonging to the iron-ion binding, oxidation–reduction process, mitochondrial membrane, 
and integral component of membrane, namely shd and CG7724. Gene CG7724 was expressed differently in the 
two species (Supplementary Table S6), in that it was more highly expressed in infected D. melanogaster than in 
uninfected lines of the same species, and more in uninfected D. nigrosparsa than in the infected ones. Only some 
of the genes in the GO terms in both species had  log2 fold change bigger than two (Supplementary Table S1).

Results comparisons between different packages. We have compared our results when using BaySeq 
and when using DESeq2 for two different input datasets, orthologous genes and all the genes of each species. 
Using orthologous genes, in D. melanogaster, we found two GO terms with BaySeq but none with DESeq2. In 
D. nigrosparsa, we found eight GO terms with BaySeq and nine terms with DESeq2 (Supplementary Table S7). 
The term membrane is found in both methods. Other terms are related such as plasma membrane (DESeq2) and 
integral component of plasma membrane (BaySeq).

Discussion
Our study demonstrated how different Drosophila species respond to the same strain of Wolbachia by analyzing 
the expression of orthologous genes shared in D. melanogaster and D. nigrosparsa. We found different expression 
patterns and different genes affected in native host (D. melanogaster) and novel host (D. nigrosparsa). We did not 
check whether there is any change in the wMel genome after transinfection into D. nigrosparsa. Transinfection 
may trigger changes in the host genome, but such changes may take place only after a longer time span than used 
in our study. For instance, changes in the genome of Wolbachia were observed 3.5 years after being transinfected 
into a mosquito cell line but there was no detectable change in the genome once this Wolbachia strain had been 
transinfected into mosquitoes, suggesting adaptation of Wolbachia in sensitive environments of cell  line19. We 
only used expression data of only orthologous genes found in both Drosophila species because we aimed to 
compare the effect of infection between the two species. It is clear that many genes unique to each species or 
genes that had not been annotated were not part of the results, and the results might change if all genes were 
used. We found that gene expression was largely species-specific in D. melanogaster and D. nigrosparsa, both 
when uninfected and infected with the wMel strain of Wolbachia. In detail, however, we found a few differences 
in infection-related gene expression.

Table 1.  Significantly enriched gene ontology terms of Drosophila melanogaster and Drosophila nigrosparsa. 
MF, CC, and BP are molecular function, cellular component, and biological process, respectively.

Species Category Term Name Genes

D. melanogaster

MF GO:0005506 Iron ion binding Cyp28c1, PH4alphaMP, shd, Cyp28a5, Cyp301a1, Cyp305a1, Cyp318a1, Cyp4g15, Desat2, PH4alphaEFB, Plod, Trh

BP GO:0055114 Oxidation–reduction process CG9503, Cyp28c1, PH4alphaMP, shd, ADPS, CG13078, CG17896, CG6083, CG7724, Cyp28a5, Cyp301a1, Cyp305a1,  
Cyp318a1, Cyp4g15, Desat2, L2HGDH, Ldh, PH4alphaEFB, Plod, Trh

D. nigrosparsa

MF

GO:0004984 Olfactory receptor activity Gr32a, Gr94a, Gr66a, Or92a

GO:0005249 Voltage-gated potassium channel activity eag, Elk, Shab, Shal

BP GO:0040003 Chitin-based cuticle development amd, Cpr62Bb, Cpr62Bc, Cpr92F, TwdlV, TwdlY, CG34461, Cht2, Cpr100A, Pcp,

CC

GO:0030425 Dendrite Cdk5alpha, futsch, Gr32a, Gr94a, Shal, Cby, Dnai2, Efhc1.1, Gr66a

GO:0005887 Integral component of plasma membrane
anne, Cad86C, CG11437, CG44098, CG5404, CG8249, DIP-alpha, DIP-delta, Elk, FMR-
FaR, foi, lbm, Osi2, Osi9, ru, tadr, Tsp42Ek, bdg, CG14691,  
CG7255, CG7458, CG9706, DIP-beta, mAChR-C, NaPi-III, Osi19, PK1-R, Tre1

GO:0016020 Membrane CG10345, CG11437, CG13375, CG2736, CG34056, CG5160, CG8519, CG9444, fz3, Ir93a, Rgk2, CG14767, CG30281, CG3829,  
CG7255, CLS, DCTN2-p50, Edem1, heix, NaPi-II,I Ras64B, Rep, Rlip, YME1L

GO:0031966 Mitochondrial membrane Cyp12b2, dib, shd, Drp1, heix

GO:0016021 Integral component of membrane

anne, AQP, Ca-alpha1T, Cad86C, CG10073, CG10345, CG13921, CG14234, CG1441, CG14763, CG15385, CG18549, CG2736, CG31637,  
CG34038, CG4025, CG42566, CG44098, CG5404, CG6707, CG7724, CG8249, CG9231, CG9444, CG9826, Cyp6v1, eag, Efr, FMR-
FaR, foi, fz3, Gr32a,  
Gr94a, Hmgcr, inaE, Ir93a, kirre, Krn, lbm, mab-21, mey, MFS9, ND-B16.6, Nep5, Ppcs, ru, Start1, stmAS-
ugb, Syx8, tadr, trn, Tsp42Ek, ttv, ZnT77C,  
bdg, CG10063, CG11007, CG13196, CG13306, CG14232, CG14691, CG14767, CG16953, CG17121, CG2211, CG31229, CG3156, CG34138,  
CG3829, CG3831, CG6665, CG7255, CG7458, CG7840, CG9536, CG9706, CG9864, CLS, DIP-beta, GC, Gr66a, heix, hrm, loj, mAChR-
C, Mco4, Nmda1, Npc1a, Or92a, PK1-R, rtv, sicily, sip3, Syx7, TAF1B, Trc8, Tre1, Ugalt, vir, YME1L
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In our data, we found variation of gene expression among pools of individuals within replicate lines and 
among replicate lines within species. With regard to the variation among pools of individuals within replicate 
lines, gene expression can be influenced by several factors such as the environment and individual  variation54. 
For example, around 23 percent of the genes in D. melanogaster are expressed differently at the individual level, 
which could be due to individual variation in size or  weight55. In our study, we cannot evaluate an impact of 
individual variation as we used a pool of five flies per replicate, but we would perhaps have seen less variation 
among pools if we had pooled more than five individuals per replicate.

All D. nigrosparsa used in our study originated from the same isofemale line, which has been maintained in 
the laboratory since 2010 and in which genetic variation has been greatly reduced. Several studies have used this 
fly line for genetic and physiological  research18,27,30,32, with little within-line variation. We pose that the differ-
ences between infected and uninfected D. nigrosparsa we observed are due to effects of Wolbachia themselves, 
not due to the flies’ genetic backgrounds.

We aimed at reducing variation among samples by pooling the flies for sequencing and also normalizing 
the data for downstream analyses, yet we still observed some variation among the pools and lines. Variation in 
gene expression among replicate lines might result from several processes such as genetic drift and inbreeding 
and might be further complicated by selection to the laboratory  conditions56,57. We also tried to avoid popula-
tion bottlenecked in our cultures by keeping them at high census sizes, that is, 200 and 100 flies per line of D. 
melanogaster and D. nigrosparsa, respectively. The D. melanogaster lines used in our study were separated from 
outbred populations about 2 years before the experiment, whereas each infected D. nigrosparsa line was derived 
from a single transinfected female and kept separately for about two years. We suggest that the variation in gene 
expression among replicate lines may be due to a combination of both drift and inbreeding. In detail, the repli-
cate lines in D. nigrosparsa were more separated than in D. melanogaster (Supplementary Fig. S2:  Rline = 0.33 and 
0.14 in values D. nigrosparsa and D. melanogaster, respectively), which would be in line with a smaller effective 
population size due to the stronger bottleneck in D. nigrosparsa and thus stronger effects of drift.

We found enriched GO terms, iron ion binding and oxidation–reduction process in D. melanogaster. For the 
latter GO term, we found that most of the genes were involved in oxidoreductase activities and more strongly 
expressed in the infected than the uninfected flies. Oxidoreductases produce reactive oxygen species (ROS) as 
a by-product in the oxidation–reduction  process58. However, these enzymes can also help in redox homeostasis 
of the host. Wolbachia can help their hosts in the redox homeostasis by producing their own  oxidoreductase59, 
which, in turn, reduces the expression of the hosts’ genes.

In D. nigrosparsa, two GO terms were related to neurons, voltage-gated potassium-channel activity and 
dendrite. Genes in these two terms were more expressed in the uninfected than the infected flies. We cannot 
explicitly say that this finding would benefit D. nigrosparsa because we do not know exactly if genes expressed 
by Wolbachia are more effective than the host’s genes.

Multiple genes belonging to the oxidative phosphorylation process were upregulated in infected D. mela-
nogaster (Supplementary Table S1). Many genes in these GO terms function as oxidoreductase activators. Oxi-
doreductases produce reactive oxygen species (ROS) as a by-product in the oxidation–reduction  process58. How-
ever, these enzymes can also help in redox homeostasis of the host. Wolbachia can help their hosts in the redox 
homeostasis by producing their own  oxidoreductase59, which, in turn, reduces the expression of the hosts’ genes.

The level of ROS has been linked to host immune response to eliminate pathogenic and non-residence 
 bacteria60,61. In general, Wolbachia-infected hosts produce higher ROS level than those cured of Wolbachia, for 
example, in Drosophila simulans and Aedes aegypti62,63. Aedes albopictus transinfected with a new Wolbachia 
strain, wMel, expressed more immune genes than when infected with its native strains, wAlbA and wAlbB, sug-
gesting some co-adaptation between host and  endosymbionts64. In contrast, Aedes polynesiensis transinfected 
with wAlbB had significant lower ROS than the naturally infected A. polynesiensis with wPolA65.

ROS, in addition to being a by-product of molecular respiration, can be produced by heme in its free  state66,67. 
Binding and degrading the ROS-induced heme are used in insects to regulate heme  homeostasis67. Iron is 
released when the heme is degraded, but an excess of iron is harmful to  organisms68. Wolbachia reduce the 
iron concentration in host cells by producing proteins that help with iron storage, which as a result changes 
iron-related gene expression in  hosts69,70. Here, genes involved in iron-ion binding, which mostly encode pro-
teins that belong to cytochrome P450, were expressed differently in infected and uninfected D. melanogaster 
(Supplementary Table S1). Infected D. melanogaster expressed more of these genes than uninfected ones (Sup-
plementary Table S6).

In D. nigrosparsa, we found that Wolbachia affect genes that belong to olfactory-receptor activity. Half of the 
genes were expressed more in the infected D. nigrosparsa flies, and the rest were expressed more in the uninfected 
flies. Studies found that wRi-infected D. simulans had better response to food cues, but the response decreased 
when D. simulans was transinfected with strains from D. melanogaster, wMel and wMelPop71,72. We cannot con-
clude that infected D. nigrosparsa have better olfactory activity than the uninfected ones. We cannot conclude 
that infected D. nigrosparsa have better olfactory activity than the uninfected ones, but future studies might shed 
light on that. Our previous results on increased locomotion in infected D. nigrosparsa18 were not supported in 
the expression pattern of known locomotor genes. While the reasons for this incongruence among studies can 
be manifold, possible explanations include lack of knowledge of relevant genes in D. nigrosparsa and temporal 
lag between gene regulation and effects on the flies and potential circadian rhythms in locomotion patterns.

Several genes of membrane terms were expressed differently between infected and uninfected D. nigrosparsa. 
Wolbachia, like many endosymbionts, reside within a layer of membrane that is derived from endoplasmic 
 reticulum73,74. As Wolbachia need to survive within their hosts (e.g., replication and transmission), the ability 
to make use of host membrane may play a big role in symbiosis with the  host73,75. In addition, many of these 
genes also involve in transmembrane transporter activities (e.g., ZnT77C, CG31229, CG9826, and Efr), embryo 
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development (e.g., ru, ttv, CG13196, rtv, mey, and foi), and bitter taste (e.g., Gr32a, Gr94a, and Gr66a). Like in 
the olfactory terms, we cannot conclude a clear expression pattern of genes in this term.

The threshold we used in our analysis did not result in any significant GO term related to locomotion. How-
ever, we found some hints on GO terms that might relate to the locomotion, neuron-related terms, voltage-gated 
potassium-channel activity and dendrite (Table 1). Two genes within these terms were reported to involve in 
locomotor activities, namely shal and shab, and low expressions of these genes were reported to cause a locomo-
tion deficit in D. melanogaster76–78. As we found earlier that infected D. nigrosparsa flies had higher locomotor 
activities than uninfected ones, we would expect high expression of these genes in the infected flies. However, 
in this study, these genes were expressed less in the infected than uninfected D. nigrosparsa. In addition, some 
other genes involved in locomotion, such as Dh44, ETH, and  NPF79–81, were found in the fourth quartile of D. 
nigrosparsa but not enriched in the GO analysis. Similarly to shal and shab, these genes were expressed more in 
the uninfected than the infected D. nigrosparsa.

We believe that the use of a particular software package to analyze RNA-seq data is, at least to some degree, 
also subjective. Packages differ technically and so do the results they produce, and different authors have differ-
ent preferences. We did consider multiple software solutions before we did our initial analyses, and in combing 
through the literature, we found that BaySeq can have higher performance in terms of modeling than other RNA-
seq  packages82,83. Another  study84 found that BaySeq identified the smallest number of differentially expressed 
genes compared with other packages and was considered to be the most conservative method. In any case, also 
those authors found that BaySeq gave the lowest false positive results. In our study, we decided to present the 
results of the two packages, BaySeq and DESeq2. We found that the results of both packages differ even though 
not fundamentally. We focus on the results of the BaySeq analyses, but readers interested in the details of the 
DESeq2 results can find them in Supplementary Table S7. In summary, we found some effects of Wolbachia on 
gene expression to be consistent among lines within species, despite some intraspecific variation. We conclude 
that the infection by the same Wolbachia strain induced a different response in D. melanogaster and in D. 
nigrosparsa. Different gene expression patterns between species can be due to a multitude of factors such as host 
specificity of the Wolbachia strain wMel. A long-term study should be done to observe changes in differential 
gene expression in D. nigrosparsa. While we selected physiologically matched stages of female D. melanogaster 
and D. nigrosparsa adult flies, we cannot exclude the possibility that some of the differentially expressed genes 
could be due to differences in the age of the flies. In addition, our results here were derived from whole-body 
extraction, but expression in specific tissues such as reproductive tissues should be tested in further studies, for 
example to observe cytoplasmic incompatibility at the RNA level and to identify how Wolbachia reside within 
these tissues, for a better understanding of Wolbachia-induced gene expression.

Data availability
Reads were deposited at SRA database, BioProject PRJNA602188, BioSample SAMN13885146-SAMN13885185.

Received: 4 January 2021; Accepted: 18 May 2021

References
 1. Stark, R., Grzelak, M. & Hadfield, J. RNA sequencing: The teenage years. Nat. Rev. Genet. https:// doi. org/ 10. 1038/ s41576- 019- 

0150-2 (2019).
 2. Gutzwiller, F. et al. Dynamics of Wolbachia pipientis gene expression across the Drosophila melanogaster life cycle. G3 Genes 

Genomes Genet. 5, 2843–2856 (2015).
 3. Bennuru, S. et al. Stage-specific transcriptome and proteome analyses of the filarial parasite Onchocerca volvulus and its Wolbachia 

endosymbiont. MBio 7, e02028-e2116 (2016).
 4. Baião, G. C., Schneider, D. I., Miller, W. J. & Klasson, L. The effect of Wolbachia on gene expression in Drosophila paulistorum and 

its implications for symbiont-induced host speciation. BMC Genom. 20, 465 (2019).
 5. Werren, J. H., Baldo, L. & Clark, M. E. Wolbachia: Master manipulators of invertebrate biology. Nat. Rev. Microbiol. 6, 741–751 

(2008).
 6. Zug, R. & Hammerstein, P. Still a host of hosts for Wolbachia: Analysis of recent data suggests that 40% of terrestrial arthropod 

species are infected. PLoS One 7, e38544 (2012).
 7. Sazama, E. J., Bosch, M. J., Shouldis, C. S., Ouellette, S. P. & Wesner, J. S. Incidence of Wolbachia in aquatic insects. Ecol. Evol. 7, 

1165–1169 (2017).
 8. Detcharoen, M., Arthofer, W., Schlick-Steiner, B. C. & Steiner, F. M. Wolbachia megadiversity: 99% of these microorganismic 

manipulators unknown. FEMS Microbiol. Ecol. 95, fiz151 (2019).
 9. Hosokawa, T., Koga, R., Kikuchi, Y., Meng, X. Y. & Fukatsu, T. Wolbachia as a bacteriocyte-associated nutritional mutualist. Proc. 

Natl. Acad. Sci. U. S. A. 107, 769–774 (2010).
 10. Teixeira, L., Ferreira, Á. & Ashburner, M. The bacterial symbiont Wolbachia induces resistance to RNA viral infections in Drosophila 

melanogaster. PLoS Biol. 6, 2753–2763 (2008).
 11. Hedges, L. M., Brownlie, J. C., O’Neill, S. L. & Johnson, K. N. Wolbachia and virus protection in insects. Science (80-). 322, 702–702 

(2008).
 12. Osborne, S. E., Leong, Y. S., O’Neill, S. L. & Johnson, K. N. Variation in antiviral protection mediated by different Wolbachia strains 

in Drosophila simulans. PLoS Pathog. 5, e1000656 (2009).
 13. Cattel, J., Martinez, J., Jiggins, F., Mouton, L. & Gibert, P. Wolbachia-mediated protection against viruses in the invasive pest 

Drosophila suzukii. Insect Mol. Biol. 25, 595–603 (2016).
 14. Ranz, J. M., Castillo-Davis, C. I., Meiklejohn, C. D. & Hartl, D. L. Sex-dependent gene expression and evolution of the Drosophila 

transcriptome. Science (80-). 300, 1742–1745 (2003).
 15. Herbert, R. I. & McGraw, E. A. The nature of the immune response in novel Wolbachia-host associations. Symbiosis 74, 225–236 

(2018).
 16. Woodford, L. et al. Vector species-specific association between natural Wolbachia infections and avian malaria in black fly popula-

tions. Sci. Rep. 8, 4188 (2018).

https://doi.org/10.1038/s41576-019-0150-2
https://doi.org/10.1038/s41576-019-0150-2


8

Vol:.(1234567890)

Scientific Reports |        (2021) 11:11336  | https://doi.org/10.1038/s41598-021-90857-5

www.nature.com/scientificreports/

 17. Huigens, M. E., De Almeida, R. P., Boons, P. A. H., Luck, R. F. & Stouthamer, R. Natural interspecific and intraspecific horizontal 
transfer of parthenogenesis-inducing Wolbachia in Trichogramma wasps. Proc. R. Soc. B Biol. Sci. 271, 509–515 (2004).

 18. Detcharoen, M., Arthofer, W., Jiggins, F. M., Steiner, F. M. & Schlick-Steiner, B. C. Wolbachia affect behavior and possibly repro-
ductive compatibility but not thermoresistance, fecundity, and morphology in a novel transinfected host, Drosophila nigrosparsa. 
Ecol. Evol. 10, 4457–4470 (2020).

 19. Woolfit, M. et al. Genomic evolution of the pathogenic Wolbachia strain, wMelPop. Genome Biol. Evol. 5, 2189–2204 (2013).
 20. Suh, E., Mercer, D. R., Fu, Y. & Dobson, S. L. Pathogenicity of life-shortening Wolbachia in Aedes albopictus after transfer from 

Drosophila melanogaster. Appl. Environ. Microbiol. 75, 7783–7788 (2009).
 21. McGraw, E. A., Merritt, D. J., Droller, J. N. & O’Neill, S. L. Wolbachia-mediated sperm modification is dependent on the host 

genotype in Drosophila. Proc. R. Soc. B Biol. Sci. 268, 2565–2570 (2001).
 22. Xie, J., Vilchez, I. & Mateos, M. Spiroplasma bacteria enhance survival of Drosophila hydei attacked by the parasitic wasp Leptopilina 

heterotoma. PLoS One 5, e12149 (2010).
 23. Hutchence, K. J., Fischer, B., Paterson, S. & Hurst, G. D. D. How do insects react to novel inherited symbionts? A microarray analysis 

of Drosophila melanogaster response to the presence of natural and introduced Spiroplasma. Mol. Ecol. 20, 950–958 (2011).
 24. O’Grady, P. M. & DeSalle, R. Phylogeny of the genus Drosophila. Genetics 209, 1–25 (2018).
 25. Kellermann, V., Van Heerwaarden, B., Sgrò, C. M. & Hoffmann, A. A. Fundamental evolutionary limits in ecological traits drive 

Drosophila species distributions. Science (80-). 325, 1244–1246 (2009).
 26. Bächli, G., Viljoen, F., Escher, S. A. & Saura, A. The Drosophilidae (Diptera) of Fennoscandia and Denmark (Brill, 2005).
 27. Kinzner, M.-C. et al. Life-history traits and physiological limits of the alpine fly Drosophila nigrosparsa (Diptera: Drosophilidae): 

A comparative study. Ecol. Evol. 8, 2006–2020 (2018).
 28. Kinzner, M.-C. et al. Major range loss predicted from lack of heat adaptability in an alpine Drosophila species. Sci. Total Environ. 

695, 133753 (2019).
 29. Kinzner, M.-C. et al. Oviposition substrate of the mountain fly Drosophila nigrosparsa (Diptera: Drosophilidae). PLoS One 11, 

e0165743 (2016).
 30. Cicconardi, F. et al. Chemosensory adaptations of the mountain fly Drosophila nigrosparsa (Insecta: Diptera) through genomics’ 

and structural biology’s lenses. Sci. Rep. 7, 43770 (2017).
 31. Tratter Kinzner, M. et al. Is temperature preference in the laboratory ecologically relevant for the field? The case of Drosophila 

nigrosparsa. Glob. Ecol. Conserv. 18, e00638 (2019).
 32. Arthofer, W. et al. Genomic resources notes accepted 1 August 2014–30 September 2014. Mol. Ecol. Resour. 15, 228–229 (2015).
 33. Cicconardi, F., Marcatili, P., Arthofer, W., Schlick-Steiner, B. C. & Steiner, F. M. Positive diversifying selection is a pervasive adap-

tive force throughout the Drosophila radiation. Mol. Phylogenet. Evol. 112, 230–243 (2017).
 34. Verspoor, R. L. & Haddrill, P. R. Genetic diversity, population structure and Wolbachia infection status in a worldwide sample of 

Drosophila melanogaster and D. simulans populations. PLoS One 6, e26318 (2011).
 35. Lints, F. A. Size in relation to development-time and egg-density in Drosophila melanogaster. Nature 197, 1128–1130 (1963).
 36. Clemson, A. S., Sgrò, C. M. & Telonis-Scott, M. Thermal plasticity in Drosophila melanogaster populations from eastern Australia: 

Quantitative traits to transcripts. J. Evol. Biol. 29, 2447–2463 (2016).
 37. Morozova, T. V., Anholt, R. H. & Mackay, T. F. Transcriptional response to alcohol exposure in Drosophila melanogaster. Genome 

Biol. 7, R95 (2006).
 38. Elya, C., Zhang, V., Ludington, W. B. & Eisen, M. B. Stable host gene expression in the gut of adult Drosophila melanogaster with 

different bacterial mono-associations. PLoS One 11, e0167357 (2016).
 39. Chrostek, E. et al. Wolbachia variants induce differential protection to viruses in Drosophila melanogaster: A phenotypic and 

phylogenomic analysis. PLoS Genet. 9, e1003896 (2013).
 40. Zhang, B. et al. Comparative transcriptome analysis of chemosensory genes in two sister leaf beetles provides insights into chem-

osensory speciation. Insect Biochem. Mol. Biol. 79, 108–118 (2016).
 41. Gazara, R. K. et al. De novo transcriptome sequencing and comparative analysis of midgut tissues of four non-model insects 

pertaining to Hemiptera, Coleoptera, Diptera and Lepidoptera. Gene 627, 85–93 (2017).
 42. Braig, H. R., Zhou, W., Dobson, S. L. & O’Neill, S. L. Cloning and characterization of a gene encoding the major surface protein 

of the bacterial endosymbiont Wolbachia pipientis. J. Bacteriol. 180, 2373–2378 (1998).
 43. Bolger, A. M., Lohse, M. & Usadel, B. Trimmomatic: A flexible trimmer for Illumina sequence data. Bioinformatics 30, 2114–2120 

(2014).
 44. Patro, R., Duggal, G., Love, M. I., Irizarry, R. A. & Kingsford, C. Salmon provides fast and bias-aware quantification of transcript 

expression. Nat. Methods 14, 417–419 (2017).
 45. R Core Team. R: A Language and Environment for Statistical Computing (R Foundation for Statistical Computing, 2020), https:// 

www.R- proje ct. org.
 46. Soneson, C., Love, M. I. & Robinson, M. D. Differential analyses for RNA-seq: Transcript-level estimates improve gene-level infer-

ences. F1000Research 4, 1521 (2016).
 47. Thurmond, J. et al. FlyBase 2.0: The next generation. Nucleic Acids Res. 47, D759–D765 (2019).
 48. Hardcastle, T. J. & Kelly, K. A. BaySeq: Empirical Bayesian methods for identifying differential expression in sequence count data. 

BMC Bioinform. 11, 422 (2010).
 49. Huang, D. W., Sherman, B. T. & Lempicki, R. A. Bioinformatics enrichment tools: Paths toward the comprehensive functional 

analysis of large gene lists. Nucleic Acids Res. 37, 1–13 (2009).
 50. Gaujoux, R. & Seoighe, C. A flexible R package for nonnegative matrix factorization. BMC Bioinform. 11, 367 (2010).
 51. Oksanen, J. et al. vegan: Community Ecology Package. R package version 2.5-6. (2019) https:// cran.r- proje ct. org/ web/ packa ges/ 

vegan/.
 52. Love, M. I., Huber, W. & Anders, S. Moderated estimation of fold change and dispersion for RNA-seq data with DESeq2. Genome 

Biol. 15, 550 (2014).
 53. Wickham, H. ggplot2. Wiley Interdiscip. Rev. Comput. Stat. 3, 180–185 (2011).
 54. Wittkopp, P. J. Variable gene expression in eukaryotes: A network perspective. J. Exp. Biol. 210, 1567–1575 (2007).
 55. Lin, Y., Chen, Z.-X., Oliver, B. & Harbison, S. T. Microenvironmental gene expression plasticity among individual Drosophila 

melanogaster. G3 Genes Genomes Genet. 6, 4197–4210 (2016).
 56. Kristensen, T. N., Sørensen, P., Pedersen, K. S., Kruhøffer, M. & Loeschcke, V. Inbreeding by environmental interactions affect 

gene expression in Drosophila melanogaster. Genetics 173, 1329–1336 (2006).
 57. Dunning, L. T., Dennis, A. B., Sinclair, B. J., Newcomb, R. D. & Buckley, T. R. Divergent transcriptional responses to low temperature 

among populations of alpine and lowland species of New Zealand stick insects (Micrarchus). Mol. Ecol. 23, 2712–2726 (2014).
 58. Lambert, A. J. & Brand, M. D. Reactive oxygen species production by mitochondria. In Mitochondrial DNA. Methods in Molecular 

Biology (ed. Stuart, J. A.) vol. 554 165–181 (Humana Press, 2009).
 59. Kurz, M. et al. Structural and functional characterization of the oxidoreductase α-DsbA1 from Wolbachia pipientis. Antioxidants 

Redox Signal. 11, 1485–1500 (2009).
 60. Zug, R. & Hammerstein, P. Wolbachia and the insect immune system: What reactive oxygen species can tell us about the mecha-

nisms of Wolbachia-host interactions. Front. Microbiol. 6, 1201 (2015).
 61. Ratzka, C., Gross, R. & Feldhaar, H. Endosymbiont tolerance and control within insect hosts. Insects 3, 553–572 (2012).

https://www.R-project.org
https://www.R-project.org
https://cran.r-project.org/web/packages/vegan/
https://cran.r-project.org/web/packages/vegan/


9

Vol.:(0123456789)

Scientific Reports |        (2021) 11:11336  | https://doi.org/10.1038/s41598-021-90857-5

www.nature.com/scientificreports/

 62. Pan, X. et al. Wolbachia induces reactive oxygen species (ROS)-dependent activation of the Toll pathway to control dengue virus 
in the mosquito Aedes aegypti. Proc. Natl. Acad. Sci. U. S. A. 109, E23-31 (2012).

 63. Brennan, L. J., Haukedal, J. A., Earle, J. C., Keddie, B. & Harris, H. L. Disruption of redox homeostasis leads to oxidative DNA 
damage in spermatocytes of Wolbachia-infected Drosophila simulans. Insect Mol. Biol. 21, 510–520 (2012).

 64. Blagrove, M. S. C., Arias-Goeta, C., Failloux, A.-B. & Sinkins, S. P. Wolbachia strain wMel induces cytoplasmic incompatibility 
and blocks dengue transmission in Aedes albopictus. Proc. Natl. Acad. Sci. 109, 255–260 (2012).

 65. Andrews, E. S., Crain, P. R., Fu, Y., Howe, D. K. & Dobson, S. L. Reactive oxygen species production and Brugia pahangi survivor-
ship in Aedes polynesiensis with artificial Wolbachia infection types. PLoS Pathog. 8, e1003075 (2012).

 66. Oliveira, M. F. et al. Haem detoxification by an insect. Nature 400, 517–518 (1999).
 67. Paiva-Silva, G. O. et al. A heme-degradation pathway in a blood-sucking insect. Proc. Natl. Acad. Sci. U. S. A. 103, 8030–8035 

(2006).
 68. Levi, S. & Rovida, E. The role of iron in mitochondrial function. Biochim. Biophys. Acta Gen. Subj. 1790, 629–636 (2009).
 69. Kremer, N. et al. Wolbachia interferes with ferritin expression and iron metabolism in insects. PLoS Pathog. 5, e1000630 (2009).
 70. Kremer, N. et al. Influence of Wolbachia on host gene expression in an obligatory symbiosis. BMC Microbiol. 12, S7 (2012).
 71. Peng, Y., Nielsen, J. E., Cunningham, J. P. & McGraw, E. A. Wolbachia infection alters olfactory-cued locomotion in Drosophila 

spp. Appl. Environ. Microbiol. 74, 3943–3948 (2008).
 72. Peng, Y. & Wang, Y. Infection of Wolbachia may improve the olfactory response of Drosophila. Chin. Sci. Bull. 54, 1369–1375 (2009).
 73. Fattouh, N., Cazevieille, C. & Landmann, F. Wolbachia endosymbionts subvert the endoplasmic reticulum to acquire host mem-

branes without triggering ER stress. PLoS Negl. Trop. Dis. 13, e0007218 (2019).
 74. Chagas-Moutinho, V. A., Silva, R., de Souza, W. & Motta, M. C. Identification and ultrastructural characterization of the Wolbachia 

symbiont in Litomosoides chagasfilhoi. Parasit. Vectors 8, 74 (2015).
 75. Serbus, L. R., Casper-Lindley, C., Landmann, F. & Sullivan, W. The genetics and cell biology of Wolbachia-host interactions. Annu. 

Rev. Genet. 42, 683–707 (2008).
 76. Ping, Y. et al. Linking Aβ42-induced hyperexcitability to neurodegeneration, learning and motor deficits, and a shorter lifespan 

in an Alzheimer’s model. PLoS Genet. 11, e1005025 (2015).
 77. Ping, Y. et al. Shal/Kv4 channels are required for maintaining excitability during repetitive firing and normal locomotion in Dros-

ophila. PLoS One 6, e16043 (2011).
 78. Ping, Y. & Tsunoda, S. Inactivity-induced increase in nAChRs upregulates Shal K+ channels to stabilize synaptic potentials. Nat. 

Neurosci. 15, 90–97 (2012).
 79. Kim, W. J., Jan, L. Y. & Jan, Y. N. A PDF/NPF neuropeptide signaling circuitry of male Drosophila melanogaster controls rival-

induced prolonged mating. Neuron 80, 1190–1205 (2013).
 80. King, A. N. et al. A peptidergic circuit links the circadian clock to locomotor activity. Curr. Biol. 27, 1915-1927.e5 (2017).
 81. Kim, Y. J., Žitňan, D., Galizia, C. G., Cho, K. H. & Adams, M. E. A command chemical triggers an innate behavior by sequential 

activation of multiple peptidergic ensembles. Curr. Biol. 16, 1395–1407 (2006).
 82. Rapaport, F. et al. Comprehensive evaluation of differential gene expression analysis methods for RNA-seq data. Genome Biol. 14, 

3158 (2013).
 83. Kvam, V. M., Liu, P. & Si, Y. A comparison of statistical methods for detecting differentially expressed genes from RNA-seq data. 

Am. J. Bot. 99, 248–256 (2012).
 84. Guo, Y., Li, C. I., Ye, F. & Shyr, Y. Evaluation of read count based RNAseq analysis methods. BMC Genom. 14, S2 (2013).

Acknowledgements
We thank Luis Teixera for providing D. melanogaster lines; Yuk-Sang Chan for performing microinjections; 
Philipp Andesner for helping with RNA extraction and quantification; Anja Ekblad for fly maintenance; MD 
was supported by the University of Innsbruck.

Author contributions
M.D., W.A., F.M.S., and B.C.S. designed the study. M.D. collected the data. M.D. and M.P.S. analyzed the data. 
All authors interpreted the results, wrote, and approved the manuscript.

Competing interests 
The authors declare no competing interests.

Additional information
Supplementary Information The online version contains supplementary material available at https:// doi. org/ 
10. 1038/ s41598- 021- 90857-5.

Correspondence and requests for materials should be addressed to M.D.

Reprints and permissions information is available at www.nature.com/reprints.

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

© The Author(s) 2021

https://doi.org/10.1038/s41598-021-90857-5
https://doi.org/10.1038/s41598-021-90857-5
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Differential gene expression in Drosophila melanogaster and D. nigrosparsa infected with the same Wolbachia strain
	Experimental procedures
	Fly culture. 
	RNA extraction and sequencing. 
	Sequence alignment and differential expression analyses. 

	Results
	Variation among pools of individuals within replicate lines and among replicate lines within species. 
	Strong difference between species. 
	Functional analysis of orthologous genes. 
	Results comparisons between different packages. 

	Discussion
	References
	Acknowledgements


