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Abstract 

 How evolutionary novelties have arisen is one of the central questions in 

evolutionary biology. Pre-existing gene regulatory networks or signaling pathways have 

been shown to be co-opted for building novel traits in several organisms. However, the 

structure of entire gene regulatory networks and evolutionary events of gene co-option 

for emergence of a novel trait are poorly understood. In this study, to explore the genetic 

and molecular bases of the novel wing pigmentation pattern of a polka-dotted fruit fly 

(Drosophila guttifera), we performed de novo genome sequencing and transcriptome 

analyses. As a result, we comprehensively identified the genes associated with the 

pigmentation pattern. Furthermore, we revealed that 151 of these associated genes were 

positively or negatively regulated by wingless, a master regulator of wing pigmentation. 

Genes for neural development, Wnt signaling, Dpp signaling, and effectors (such as 

enzymes) for melanin pigmentation were included among these 151 genes. None of the 

known regulatory genes that regulate pigmentation pattern formation in other fruit fly 

species were included. Our results suggest that the novel pigmentation pattern of a polka-

dotted fruit fly might have emerged through multi-step co-options of multiple gene 

regulatory networks, signaling pathways, and effector genes, rather than recruitment of 

one large gene circuit. 

 

Introduction 

 How do evolutionary novelties emerge? Researchers have tried to unravel the 

developmental genetic program underlying traits in order to clarify the origins of 

evolutionary novelties [1]. Gene regulatory networks for producing novel traits have been 

supposed to be composed of a combination of genes forming other traits. One of the most 

significant current discussions regarding the production of evolutionary novelty is how 

pre-existing regulatory networks were utilized for this production [1,2]. 

 So far, gene regulatory networks or signaling pathways involved in 

development of novel traits have been scrutinized in several animals. For example, in a 

horned dung beetle, limb and wing patterning genes are co-opted for horn formation [3,4]. 

In Nymphalid butterflies, components of the appendage-patterning gene regulatory 

network, such as Distal-less, wingless, and decapentaplegic signaling, contributed to 

development of eyespot, another representative novel trait [5-10]. In the fruit fly 

Drosophila melanogaster, it was shown experimentally that the gene regulatory network 



for larval posterior spiracle development was re-used for the posterior lobe, a novel trait 

observed in male genitalia [11]. Many studies have shown or suggested which gene 

regulatory networks or signaling pathways are necessary for, or involved in, development 

of novel traits. However, the structure of entire gene regulatory networks and 

evolutionary events of gene co-option for emergence of a novel trait are poorly 

understood. 

 Fruit fly species have been used to study regulatory evolution of pigmentation 

pattern, and provided many examples of mechanisms underlying phenotypic evolution 

[12-15]. In a polka-dotted fruit fly (Drosophila guttifera), which has a novel polka-dotted 

pigmentation pattern on the wings, a melanin synthesis gene, yellow, was expressed in 

the polka-dotted pattern [16-18]. A Wnt signaling gene, wingless, was expressed in the 

centers of pigmentation areas, and positively regulated the expression of yellow through 

an enhancer (Fig. 1a, c, e) [16,17]. Ectopic expression of wingless induced ectopic wing 

pigmentation (Fig. 1b, d, f) [17]. The unique expression pattern of wingless seemed to be 

caused by evolutionary gain of novel enhancer activities [19,20]. In Drosophila 

melanogaster, however, there is no pigmentation around crossveins where wingless is 

expressed. If we assume the ancestral species had wingless expression and no 

pigmentation as in D. melanogaster, gain of novel expression pattern of wingless alone 

is not sufficient, for emergence of pigmentation pattern [17]. Also, expression of the 

melanin synthesis gene yellow is not sufficient to induce pigmentation in the Drosophila 

melanogaster wing [16,21], indicating that expression changes of multiple genes were 

required for the evolution of pigmentation. Therefore, comprehensive exploration of 

genes downstream of wingless, which include both regulatory and effector genes, is 

necessary for understanding the emergence of the novel wing pigmentation pattern. 

 In this study, we comprehensively identified the genes that are expressed in 

pigmentation areas and are also regulated by wingless, by de novo genome sequencing 

and two successive transcriptome analyses by Quartz-Seq, a highly sensitive method of 

RNA sequencing. In the first transcriptome analysis, we compared gene expression 

patterns between pigmentation areas and an unpigmented area and searched for 

differentially expressed genes (DEGs). In the second transcriptome analysis, we tested 

whether those DEGs were regulated by wingless, the master control gene for wing 

pigmentation. 

 



 

Results 

Genome sequencing 

To obtain the genome sequence of D. guttifera, we constructed paired-end and 

mate pair libraries. The information about the constructed libraries (number of reads, total 

number of base pairs, average insert size) is summarized in Table 1. After sequencing, we 

assembled the reads de novo to obtain scaffolds. Characteristics of the scaffolds are 

summarized in Table 2. 

 

Genes expressed in the polka-dotted pattern 

 We compared gene expression patterns between pigmentation areas and an 

unpigmented area, and searched differentially expressed genes (DEGs). These areas can 

be distinguished by GFP label using a transgenic line which carries eGFP connected with 

an enhancer of yellow [17] (Fig. 1e, f). We identified genes upregulated or downregulated 

commonly in Area 1 (pigmentation area around a campaniform sensillum, Fig. 2a) and 

Area 2 (vein tip, Fig. 2a), compared with Area 3 (unpigmented, Fig. 2b). Comparison of 

the gene expression between Area 1 and Area 3 showed that 2333 genes were 

differentially expressed. Among them, 1390 genes were upregulated (Fig. 3a) and 943 

genes were downregulated (Fig. 3b) in Area 1 in comparison to Area 3.  2582 genes were 

differentially expressed between Area 2 and Area 3. Among them, 1593 genes were 

upregulated (Fig. 3a) and 989 genes were downregulated (Fig. 3b) in Area 2 in 

comparison to Area 3. Integrating these data, the number of common DEGs was 1035. 

Among them, 615 genes were upregulated both in Area 1 and Area 2 (Fig. 3a), while 420 

genes were downregulated in Area 1 and Area 2 (Fig. 3b). Consistent with previously 

reported findings, wingless and yellow were expressed in the pigmentation areas [17,19], 

indicating the high sensitivity and accuracy of the present method of analysis. wingless 

and yellow were included in the 615 commonly upregulated DEGs (Fig. 4, Table 3, Table 

4, (the complete table is available at 

https://figshare.com/articles/Genes_differentially_expressed_in_the_pigmentation_areas

_of_Drosophila_guttifera_/11888898)). 

 

Pigmentation pattern-associated genes regulated by wingless 

 Because ectopic expression of wingless is known to induce pigmentation, genes 



sufficient for pigmentation formation in wings must be included in the gene network 

downstream of wingless. To identify the genes that are under the control of wingless, we 

identified genes upregulated or downregulated when wingless was ectopically expressed. 

Among the 615 common upregulated (Area 1 and 2) DEGs, 78 genes were upregulated 

by ectopic expression of wingless (Fig. 3a). In 420 common downregulated (Area 1 and 

2) DEGs, wingless downregulated 73 genes (Fig. 3b). In total, 151 genes associated with 

the pigmentation pattern were regulated by wingless gene. These 151 genes were blasted 

against the protein database of Drosophila melanogaster and 131 genes were annotated. 

For these 131 genes, enrichment analysis with DAVID resulted 14 functional annotation 

clusters, and 6 of which were significant (Table 5). In the most significant cluster, Gene 

Ontology (GO) terms “Glycoprotein”, “Plasma membrane”, “Disulfide bond”, “Signal 

peptide” and “Receptor” were included (Table 5). GO terms such as “cuticle pigmentation” 

and “melanin biosynthetic process” were included in the 3rd significant cluster. 20 genes 

that could not be annotated were reanalyzed with Blast2GO. Four genes were annotated 

and remaining 16 genes did not match to any gene in the database. 

 Among pigmentation pattern associated genes regulated by wingless, six genes 

can be categorized as melanin synthesis-related genes [22-24]. Among them, yellow, 

laccase2, and tan were upregulated in the pigmentation areas (Fig. 4a, b, Table 3, Table 

4) and also upregulated by wingless (Fig. 5a, Table 6). yellow-e, yellow-h, and silver (svr) 

were downregulated both in the pigmentation areas (Fig. 4a, b, c, d, Table 3, Table 4) and 

in the area where wingless was ectopically expressed (Fig. 5a, b, Table 6). 

 Regulatory genes, such as transcription factors and genes involved in signaling 

pathways are important to understand the regulatory network controlling the 

pigmentation pattern. Eight transcription factors were associated with pigmentation and 

regulated by wingless. Zinc-finger protein interacting with CP190 (ZIPIC), zinc finger 

protein 28-like, and Enhancer of split complex genes such as E(spl)m3-HLH, E(spl)m5-

HLH, E(spl)m7-HLH, and lethal (3) malignant brain tumor (l(3)mbt) were upregulated 

in the pigmentation areas (Fig. 4c, d, Table 3, Table 4) and by wingless (Fig. 5b, Table 6). 

Mothers against dpp (Mad), and Mediator complex subunit 18 (MED18) were 

downregulated in the pigmentation areas and by wingless. Two signal ligands, Delta (Dl) 

and Wnt oncogene analog 4 (DWnt4, ortholog of human WNT9A/B, [25]) were 

upregulated in the pigmentation areas and by wingless (Fig. 4c, d, Fig. 5b, Table 3, Table 

4, Table 6). As receptors of ligands, saxophone (sax) was upregulated and frizzled 2 (fz2) 



was downregulated in the pigmentation areas and by wingless (Fig. 4c, d, Fig. 5b, Table 

3, Table 4, Table 6). wingless itself was not detected in DEG analysis with ectopic 

wingless expression, which is reasonable in our experimental design. Our transgenic line 

ectopically drove the wingless gene originated from D. melanogaster [17] and its 

transcripts were not mapped on D. guttifera genome in the analysis. 

 

Discussion 

A large number of genes were specifically regulated in the area of pigmentation 

formation 

 Transcriptome analyses revealed that a large number of genes were specifically 

regulated in the area of pigmentation formation: 78 genes were upregulated commonly in 

the pigmentation area and by wingless, and 73 genes were downregulated commonly in 

the pigmentation area and by wingless. In the butterfly Bicyclus anynana, 132 genes were 

upregulated and 54 genes were downregulated in relation to eye spot formation [26]. In 

comparison with these numbers of genes in butterflies, the number of genes identified by 

our results seem reasonable. However, Drosophila pigmentation has been thought to be a 

simple trait, and researchers have tried to explain the evolution of pigmentation by 

changes of expression of a small number of genes [16,27-29]. In the abdominal tergite of 

Drosophila melanogaster, the combination of ebony mutation and ectopic expression of 

the yellow gene can induce ectopic pigmentation [30]. In D. melanogaster wings, however, 

the same combination resulted in scarcely any ectopic pigmentation [16,21]. Those 

findings are consistent with those of the present study, in which we found many genes 

that were specifically regulated in the areas of pigmentation formation. This also suggests 

that experimental reproduction of the gain of pigmentation patterns through 

overexpression of genes is not trivial.  

 Although ectopic expression of wingless can induce pigmentation, the intensity 

of induced pigmentation is weaker than that of the natural spotted pigmentation. 537 

genes were upregulated and 347 genes were downregulated commonly in Area 1 and Area 

2 but not regulated by wingless (Fig. 3). Thus, they were not essential to make 

pigmentation, but might have supplemental roles, or they might be unrelated to 

pigmentation but have a structural role unique to the pigmented area. 

 

Known gene regulatory networks of Drosophila pigmentation were not responsible 



for D. guttifera wing pigmentation 

 Regulation of pigmentation has been studied in multiple Drosophila models. 

The best-studied case was abdominal pigmentation in D. melanogaster. Male-specific 

pigmentation was controlled positively by Abd-B and negatively by bab genes, and 

pigmentation common to the two sexes was positively controlled by omb [31]. In D. 

biarmipes wings, the pigmentation is controlled positively by Dll, and negatively by en 

[13,16]. Neither of these genes was included in DEGs in our analysis. Thus, regulatory 

mechanisms of pigmentation in D. guttifera are not a simple co-option of the known gene 

regulatory network of pigmentation. Then, what kinds of genes are responsible for the 

emergence of the novel pigmentation pattern in D. guttifera? 

 

wingless regulated neural development genes and other signaling genes specifically 

in the pigmentation areas 

We identified 12 regulatory genes (transcription factor genes and signaling 

factor genes) that were regulated by wingless in the pigmentation areas. Among them, 

four (Dl, E(spl)m3-HLH, E(spl)m5-HLH and E(spl)m7-HLH) genes belonged to 

neurogenesis genes of GO terms (Fig. 6). Because Area 2 (vein tip) did not include any 

tissue of neural origin, these genes were considered to be expressed in epidermal cells, 

which is the only cell type present in Area 2. In wing discs of D. melanogaster, Dl and 

E(spl) complex genes are involved in neurogenesis mediated by Notch signaling [32]. 

During this process, the expression of wingless is necessary and sufficient for the 

expression of Dl [33]. 

Decapentaplegic (Dpp) and Hedgehog (Hh) signaling can work cooperatively 

or antagonistically with Wingless signaling in various aspects of Drosophila development 

[34,35]. In the present study, genes involved in Dpp signaling, saxophone (sax) and 

Mothers against dpp (Mad), were regulated by wingless in the pigmentation areas. hh and 

patched of the Hh signaling pathway were up-regulated in the area of pigmentation, but 

not regulated by wingless (Table 7). 

Wnt signaling genes fz2 and DWnt4 were regulated in the pigmentation areas 

and by wingless (Fig. 6). Downregulation of fz2 in the pigmentation areas of D. guttifera 

might contribute to achieving the proper gradient of Wingless protein, as it is known to 

do in D. melanogaster wing discs [36]. DWnt4 was expressed in the area surrounding the 

wingless expression region in wings of D. guttifera [19], suggesting that it might play a 



role in pigmentation pattern formation. 

 For the formation of the wing pigmentation pattern of D. guttifera, the necessity 

for a transcription factor gene or signaling factor gene other than wingless was suggested 

in a previous study. When putative binding sites of T-cell factor (Tcf) family proteins [37] 

in the yellow enhancer were artificially mutated, EGFP expression driven by the mutated 

enhancer was not altered, indicating the canonical Wnt signaling does not directly give 

input to the enhancer, and another factor does [17]. It is possible that the gene which 

regulates the expression of yellow downstream of wingless is included in the genes 

identified in this study. We also found multiple putative binding sites of Tcf family 

proteins around most of the genes in Table 6, both in D. guttifera and in D. melanogaster 

by using GenePalette [38], suggesting potential connections between wingless and these 

genes, although putative binding sites do not guarantee actual binding or function. 

 

 

Known functions of pigmentation genes regulated by wingless 

 In D. melanogaster, yellow, tan, and laccase2 are known to be effector genes 

for pigmentation and have been proven to promote melanin pigmentation in D. 

melanogaster [21,30,39]. Association of these genes with melanin pigmentation patterns 

was also reported in other insects [23,40,41]. Therefore it was not surprising to detect 

these three genes in the present study. The svr gene, which encodes a carboxypeptidase 

and is involved in metabolism of N-acetyl dopamine (NADA) in D. melanogaster [22,42], 

was downregulated in the area of pigmentation of D. guttifera. Expression of Yellow 

family protein genes such as yellow-e and yellow-h was also downregulated in the 

pigmentation areas on the wings of D. guttifera, but the molecular functions of these 

genes have not been identified in any insect. In wings of the butterflies (Vanessa caudui 

and Heliconius spp.), another Yellow family protein gene, yellow-d, was upregulated at 

red pigmentation areas compared with black pigmentation areas [41,43]. Our results 

together with these previously reported studies suggest that these Yellow protein family 

genes might play a role in inhibiting melanin pigmentation. 

 

Evolutionary scenario of pigmentation pattern evolution 

 The genes co-opted for the pigmentation formation are highly likely to have 

been included in the 151 genes identified in this study. This raises the question: What kind 



of genetic change enabled the evolution of pigmentation patterns? There is an ongoing 

discussion about whether a large gene circuit is recruited or many genes are individually 

recruited to form a circuit during the evolution of a novel trait [44,45]. Examples of co-

option of pre-existing circuits consisting of multiple regulatory genes are known from 

animals and plants [11,26,46-49]. In the present case, we can ask whether the large gene 

network for pigmentation regulated by a master control gene, wingless, was co-opted all 

at the same time, or whether individual genes were co-opted one by one to form the 

current network. To our knowledge, there is no functional evidence of a pigmentation 

pattern mainly regulated by wingless in other Drosophila species. Therefore, a "large gene 

circuit model" does not seem reasonable to explain emergence of the novel pigmentation 

pattern in Drosophila guttifera. 

 Taking our findings altogether, we suggest that the novel pigmentation pattern 

of D. guttifera was not caused by co-options of a large gene circuit of regulatory genes 

and effector genes. To test whether the pigmentation pattern has evolved by multi-step 

co-option, we will have to compare multiple species with and without pigmentation, as 

well as to test individual gene functions in D. guttifera. These investigations will further 

our understanding of the evolution of pigmentation pattern formation in D. guttifera, as 

an example of the emergence of evolutionary novelties. 

 

Materials and methods 

Flies 

 Drosophila guttifera is a North American species that belongs to (or is closely 

related to) the quinaria group of subgenus Drosophila [50,51]. The inbred line (A5) was 

made by ten successive sibling crosses of a wildtype (stock no. 15130-1971.10) obtained 

from the Drosophila Species Stock Center at the University of California, San Diego. 

Two lines (transgenic lines No. 1 and No.2) of D. guttifera were used for transcriptome 

analyses. Transgenic line No. 1 was established by five successive backcrosses 

(introgression) of a transgenic line that carries nuclear eGFP connected with a yellow 

enhancer (vein spot CRE-nuclear eGFP, gut 1c+R GFP #12) [17] with the A5 inbred line. 

Transgenic line No. 2 was established by two successive backcrosses of a UAS-wg line 

[17] with transgenic line No. 1. These backcrosses aimed to unify the genetic 

backgrounds to improve the mapping efficiency in the transcriptome analyses. Flies were 

reared with standard cornmeal/sugar/yeast/agar food at 25 °C [52]. 



 

Genome sequencing and gene prediction 

 Genomic DNA was extracted from adults of the inbred line (A5) with a Gentra 

Puregene Tissue Kit (Qiagen). A paired-end library with an average insert size of 450 bp 

was constructed with a TruSeq DNA PCR-free Library Prep Kit (Illumina) and two 

different mate-pair libraries (3 kb and 5 kb) were prepared with a Nextera Mate Pair 

Library Prep Kit (Illumina). Sequencing libraries were run on the Illumina Hiseq 2500 

sequencer with a read length of 150 bp. Paired-end and mate pair reads were de novo 

assembled using Platanus v1.2.1.1 [53] after removal of adaptors and error correction 

with SOAPec [54]. The assembly sequences had 767 scaffolds with a total length of 

168 .4 Mb and a scaffold N50 length of 1.8 Mb. 

 Gene prediction was conducted with Augustus [55] on the scaffolds of the D. 

guttifera inbred line (A5). The option used in the analysis with Augustus was “--

species=fly”. 

 

Collecting samples for transcriptome analysis 

 Pupae at stage P12 (i) or P12 (ii) were used for two successive transcriptome 

analyses. These stages are just after the stage when yellow expression and pigmentation 

process have started [56]. The transcriptomes were compared by performing the 

combination of utilization of fluorescence-marked tissues, repetitive microsurgical 

samplings, and a sensitive RNA sequencing technology. For the first experiment, 

individuals from the transgenic line No. 1 which carries eGFP connected with an 

enhancer of yellow were used. An EGFP-positive area around a campaniform sensillum 

on 3rd longitudinal vein (Area 1, Fig. 2a), an EGFP-positive area at the tip of 3rd 

longitudinal vein (Area 2, Fig. 2a), and an EGFP-negative area on 3rd longitudinal vein 

in wings of flies (Area 3, Fig. 2b) were separated with a surgical knife under a stereo 

microscope SZX-16 (Olympus). By using those areas on the same wing vein, we aimed 

to exclude gene expression changes in regions between wing veins. The width of these 

tissues was about 50 μm. For the second experiment, an EGFP-positive area and an 

EGFP-negative area with a width of about 75 μm at the same place in individuals from 

transgenic lines No. 1 and No. 2 were dissected (Fig. 2c, d). From dissected tissues, RNA 

was collected with an RNeasy Micro Kit (Qiagen) and stored at -80°C. For RNA 

extraction, 20 dissected tissues were used for one replicate. Five biological replicates for 



each area were prepared (total: 20 x 5 = 100 tissues). The quality of extracted RNA was 

examined with an Agilent 2100 bioanalyzer (Agilent Technology). 

 

RNA sequencing 

 The library for RNA sequencing was constructed according to the protocol of 

Quartz-Seq, a highly sensitive method of RNA sequencing [57]. This protocol includes 

two PCR steps. Twenty-one cycles were performed for the first PCR, and eight cycles 

were performed for the second PCR. RNA sequencing was performed with NextSeq 550 

(Illumina). 

 

Transcriptome analysis and enrichment analysis 

The sequenced transcriptome was mapped to the genome of D. guttifera with HISAT2 

[58]. Transcriptome assembly was conducted with StringTie [59]. Differentially 

expressed genes were identified with edgeR [60]. An FDR (false discovery rate) of 0.05 

was chosen as the threshold to identify DEGs. 

 DEGs were blasted against the protein database of D. melanogaster, obtained 

from Ensembl [61,62]. BLAST analysis was performed with Blastx using an E-value < 

1e-3. The top hit outcome for each gene was taken as the result of gene annotation. Based 

on the obtained gene annotation, enrichment analysis was conducted with DAVID [63]. 

Genes that could not be annotated was reanalyzed with Blast2GO (database: nr, E-value 

< 1e-3) [64]. 

 

References 

1. Shubin N, Tabin C, Carroll S. 2009 Deep homology and the origins of evolutionary 

novelty. Nature. 457, 818-823. (doi: 10.1038/nature07891) 

2. Wagner GP, Lynch VJ. 2010 Evolutionary novelties. Curr Biol. 20, R48-R52. (doi: 

10.1016/j.cub.2009.11.010) 

3. Moczek AP, Rose DJ. 2009 Differential recruitment of limb patterning genes during 

development and diversification of beetle horns. Proc Natl Acad Sci U S A. 106, 

8992-8997. (doi: 10.1073/pnas.0809668106) 

4. Hu Y, Linz DM, Moczek AP. 2019 Beetle horns evolved from wing serial homologs. 

Science. 366, 1004-1007. (doi: 10.1126/science.aaw2980) 

5. Nijhout HF. 1980 Pattern formation on lepidopteran wings: determination of an eyespot. 



Dev Biol. 80, 267-274. (doi: 10.1016/0012-1606(80)90403-0) 

6. Carroll SB, Gates J, Keys DN, Paddock SW, Panganiban GE, Selegue JE, Williams JA. 

1994 Pattern formation and eyespot determination in butterfly wings. Science. 265, 

109-114. (doi: 10.1126/science.7912449) 

7. Brakefield PM, Gates J, Keys D, Kesbeke F, Wijngaarden PJ, Monteiro A, French V, 

Carroll SB. 1996 Development, plasticity and evolution of butterfly eyespot patterns. 

Nature. 384, 236-242. (doi: 10.1038/384236a0) 

8. Monteiro A, Glaser G, Stockslager S, Glansdorp N, Ramos D. 2006 Comparative 

insights into questions of lepidopteran wing pattern homology. BMC Dev Biol. 6, 52. 

(doi: 10.1186/1471-213X-6-52) 

9. Zhang L, Reed RD. 2016 Genome editing in butterflies reveals that spalt promotes and 

Distal-less represses eyespot colour patterns. Nat Commun. 7, 11769. (doi: 

10.1038/ncomms11769) 

10. Connahs H, Tlili S, van Creij J, Loo TYJ, Banerjee TD, Saunders TE, Monteiro A. 

2019 Activation of butterfly eyespots by Distal-less is consistent with a reaction-

diffusion process. Development. 146, dev169367. (doi: 10.1242/dev.169367) 

11. Glassford WJ, Johnson WC, Dall NR, Smith SJ, Liu Y, Boll W, Noll M, Rebeiz M. 

2015 Co-option of an ancestral Hox-regulated network underlies a recently evolved 

morphological novelty. Dev Cell. 34, 520-531. (doi: 10.1016/j.devcel.2015.08.005) 

12. Williams TM, Selegue JE, Werner T, Gompel N, Kopp A, Carroll SB. 2008 The 

regulation and evolution of a genetic switch controlling sexually dimorphic traits in 

Drosophila. Cell. 134, 610-623. (doi: 10.1016/j.cell.2008.06.052) 

13. Arnoult L, Su KF, Manoel D, Minervino C, Magriña J, Gompel N, Prud'homme B. 

2013 Emergence and diversification of fly pigmentation through evolution of a gene 

regulatory module. Science. 339, 1423-1426. (doi: 10.1126/science.1233749) 

14. Rebeiz M, Williams TM. 2017 Using Drosophila pigmentation traits to study the 

mechanisms of cis-regulatory evolution. Curr Opin Insect Sci. 19, 1-7. (doi: 

10.1016/j.cois.2016.10.002) 

15. Koshikawa S. 2020 Evolution of wing pigmentation in Drosophila: Diversity, 

physiological regulation, and cis-regulatory evolution. Dev Growth Diff. (doi: 

10.1111/dgd.12661) 

16. Gompel N, Prud'homme B, Wittkopp PJ, Kassner VA, Carroll SB. 2005 Chance 

caught on the wing: cis-regulatory evolution and the origin of pigment patterns in 



Drosophila. Nature. 433, 481-487. (doi: 10.1038/nature03235) 

17. Werner T, Koshikawa S, Williams TM, Carroll SB. 2010 Generation of a novel wing 

colour pattern by the Wingless morphogen. Nature. 464, 1143-1148. (doi: 

10.1038/nature08896) 

18. Koshikawa S, Fukutomi Y, Matsumoto K. 2017 Drosophila guttifera as a model 

system for unraveling color pattern formation. In: Sekimura T, Nijhout HF (eds) 

Diversity and evolution of butterfly wing patterns: an integrative approach. 287-301. 

Springer, New York. (doi: 10.1007/978-981-10-4956-9_16) 

19. Koshikawa S, Giorgianni MW, Vaccaro K, Kassner VA, Yoder JH, Werner T, Carroll 

SB. 2015 Gain of cis-regulatory activities underlies novel domains of wingless gene 

expression in Drosophila. Proc Natl Acad Sci U S A. 112, 7524-7529. (doi: 

10.1073/pnas.1509022112) 

20. Koshikawa S. 2015 Enhancer modularity and the evolution of new traits. Fly. 9, 155-

159. (doi: 10.1080/19336934.2016.1151129) 

21. Riedel F, Vorkel D, Eaton S. 2011 Megalin-dependent Yellow endocytosis restricts 

melanization in the Drosophila cuticle. Development. 138, 149-158. (doi: 

10.1242/dev.056309) 

22. Walter MF, Zeineh LL, Black BC, McIvor WE, Wright TR, Biessmann H. 1996 

Catecholamine metabolism and in vitro induction of premature cuticle melanization 

in wild type and pigmentation mutants of Drosophila melanogaster. Arch Insect 

Biochem Physiol. 31, 219-233. (doi: 10.1002/(SICI)1520-

6327(1996)31:2<219::AID-ARCH9>3.0.CO;2-U) 

23. Wittkopp PJ, Beldade P. 2009 Development and evolution of insect pigmentation: 

genetic mechanisms and the potential consequences of pleiotropy. Semin Cell Dev 

Biol. 20, 65-71. (doi: 10.1016/j.semcdb.2008.10.002) 

24. Ferguson LC, Green J, Surridge A, Jiggins CD. 2011 Evolution of the insect yellow 

gene family. Mol Biol Evol. 28, 257-272. (doi: 10.1093/molbev/msq192) 

25. Janssen R, Le Gouar M, Pechmann M, Poulin F, Bolognesi R, Schwager EE, Hopfen 

C, Colbourne JK, Budd GE, Brown SJ, Prpic NM, Kosiol C, Vervoort M, Damen 

WG, Balavoine G, McGregor AP. 2010 Conservation, loss, and redeployment of 

Wnt ligands in protostomes: implications for understanding the evolution of segment 

formation. BMC Evol Biol. 10, 374. (doi: 10.1186/1471-2148-10-374) 

26. Özsu N, Monteiro A. 2017 Wound healing, calcium signaling, and other novel 



pathways are associated with the formation of butterfly eyespots. BMC Genomics. 

18, 788. (doi: 10.1186/s12864-017-4175-7) 

27. Jeong S, Rokas A, Carroll SB. 2006 Regulation of body pigmentation by the 

Abdominal-B Hox protein and its gain and loss in Drosophila evolution. Cell. 

125:1387-1399. (doi: 10.1016/j.cell.2006.04.043) 

28. Jeong S, Rebeiz M, Andolfatto P, Werner T, True J, Carroll SB. 2008 The evolution 

of gene regulation underlies a morphological difference between two Drosophila 

sister species. Cell. 132, 783-793. (doi: 10.1016/j.cell.2008.01.014) 

29. Rebeiz M, Pool JE, Kassner VA, Aquadro CF, Carroll SB. 2009 Stepwise modification 

of a modular enhancer underlies adaptation in a Drosophila population. Science. 326, 

1663-1667. (doi:10.1126/science.1178357) 

30. Wittkopp PJ, True JR, Carroll SB. 2002 Reciprocal functions of the Drosophila 

Yellow and Ebony proteins in the development and evolution of pigment patterns. 

Development. 129, 1849-1858. 

31. Kopp A, Duncan I, Godt D, Carroll SB. 2000 Genetic control and evolution of 

sexually dimorphic characters in Drosophila. Nature. 408, 553-559. (doi: 

10.1038/35046017) 

32. de Celis JF, de Celis J, Ligoxygakis P, Preiss A, Delidakis C, Bray S. 1996 Functional 

relationships between Notch, Su(H) and the bHLH genes of the E(spl) complex: the 

E(spl) genes mediate only a subset of Notch activities during imaginal development. 

Development. 122, 2719-2728. 

33. Micchelli CA, Rulifson EJ, Blair SS. 1997 The function and regulation of cut 

expression on the wing margin of Drosophila: Notch, Wingless and a dominant 

negative role for Delta and Serrate. Development. 124, 1485-1495. 

34. Theisen H, Haerry TE, O'Connor MB, Marsh JL. 1996 Developmental territories 

created by mutual antagonism between Wingless and Decapentaplegic. Development. 

122, 3939-3948. 

35. Basler K, Struhl G. 1994 Compartment boundaries and the control of Drosophila limb 

pattern by hedgehog protein. Nature. 368, 208-214. (doi: 10.1038/368208a0) 

36. Cadigan KM, Fish MP, Rulifson EJ, Nusse R. 1998 Wingless repression of Drosophila 

frizzled 2 expression shapes the Wingless morphogen gradient in the wing. Cell. 93, 

767-777. (doi: 10.1016/s0092-8674(00)81438-5) 

37. Gustavson MD, Crawford HC, Fingleton B, Matrisian LM. 2004 Tcf binding 



sequence and position determines beta-catenin and Lef-1 responsiveness of MMP-7 

promoters. Mol Carcinog. 41, 125-139. (doi: 10.1002/mc.20049) 

38. Smith, AF, Posakony, JW, Rebeiz, M. 2017 Automated tools for comparative sequence 

analysis of genic regions using the GenePalette application. Developmental Biology, 

429, 158-164. (doi: 10.1016/j.ydbio.2017.06.033) 

39. True JR, Yeh SD, Hovemann BT, Kemme T, Meinertzhagen IA, Edwards TN, Liou 

SR, Han Q, Li J. 2005 Drosophila tan encodes a novel hydrolase required in 

pigmentation and vision. PLoS Genet. 1, e63. (doi: 10.1371/journal.pgen.0010063) 

40. Futahashi R, Banno Y, Fujiwara H. 2010 Caterpillar color patterns are determined by 

a two-phase melanin gene prepatterning process: new evidence from tan and 

laccase2. Evol Dev. 12, 157-167. (doi: 10.1111/j.1525-142X.2010.00401.x) 

41. Zhang L, Martin A, Perry MW, van der Burg KR, Matsuoka Y, Monteiro A, Reed RD. 

2017 Genetic basis of melanin pigmentation in butterfly wings. Genetics. 205, 1537-

1550. (doi: 10.1534/genetics.116.196451) 

42. Wright TR. 1987 The genetics of biogenic amine metabolism, sclerotization, and 

melanization in Drosophila melanogaster. Adv Genet. 24, 127-222. (doi: 

10.1016/S0065-2660(08)60008-5) 

43. Hines HM, Papa R, Ruiz M, Papanicolaou A, Wang C, Nijhout HF, McMillan WO, 

Reed RD. 2012 Transcriptome analysis reveals novel patterning and pigmentation 

genes underlying Heliconius butterfly wing pattern variation. BMC Genomics. 13, 

288. (doi: 10.1186/1471-2164-13-288) 

44. True JR, Carroll SB. 2002 Gene co-option in physiological and morphological 

evolution. Annu Rev Cell Dev Biol. 18, 53-80. (doi: 

10.1146/annurev.cellbio.18.020402.140619) 

45. Carroll SB, Grenier JK, Weatherbee SD 2013 From DNA to diversity: molecular 

genetics and the evolution of animal design. John Wiley & Sons. 

46. Keys DN, Lewis DL, Selegue JE, Pearson BJ, Goodrich LV, Johnson RL, ... Carroll 

SB 1999 Recruitment of a hedgehog regulatory circuit in butterfly eyespot evolution. 

Science. 283, 532-534. (doi: 10.1126/science.283.5401.532) 

47. Gao F, Davidson EH. 2008 Transfer of a large gene regulatory apparatus to a new 

developmental address in echinoid evolution. Proc Natl Acad Sci U S A. 105, 6091-

6096. (doi: 10.1073/pnas.0801201105) 

48. Lemons D, Fritzenwanker H, Gerhart J, Lowe CJ, McGinnis W. 2010 Co-option of 



an anteroposterior head axis patterning system for proximodistal patterning of 

appendages in early bilaterian evolution. Dev Biol. 344, 358-362. (doi: 

10.1016/j.ydbio.2010.04.022) 

49. Nakayama H, Yamaguchi T, Tsukaya H. 2012 Acquisition and diversification of 

cladodes: leaf-like organs in the genus Asparagus. Plant Cell. 24, 929-940. (doi: 

10.1105/tpc.111.092924) 

50. Izumitani HF, Kusaka Y, Koshikawa S, Toda MJ, Katoh T. 2016 Phylogeography of 

the Subgenus Drosophila (Diptera: Drosophilidae): evolutionary history of faunal 

divergence between the Old and the New Worlds. PloS One. 11, e0160051. (doi: 

10.1371/journal.pone.0160051) 

51. Chialvo CHS, White BE, Reed LK, Dyer KA. 2019 A phylogenetic examination of 

host use evolution in the quinaria and testacea groups of Drosophila. Mol 

Phylogenet Evol. 130, 233-243. (doi: 10.1016/j.ympev.2018.10.027) 

52. Fukutomi Y, Matsumoto K, Funayama N, Koshikawa S. 2018 Methods for staging 

pupal periods and measurement of wing pigmentation of Drosophila guttifera. J Vis 

Exp. 131, e56935. (doi: 10.3791/56935) 

53. Kajitani R, Toshimoto K, Noguchi H, Toyoda A, Ogura Y, Okuno M, Yabana M, 

Harada M, Nagayasu E, Maruyama H, Kohara Y, Fujiyama A, Hayashi T, Itoh T. 

2014 Efficient de novo assembly of highly heterozygous genomes from whole-

genome shotgun short reads. Genome Res. 24, 1384-1395. (doi: 

10.1101/gr.170720.113) 

54. Luo R, Liu B, Xie Y, Li Z, Huang W, Yuan J, He G, Chen Y, Pan Q, Liu Y, Tang J, Wu 

G, Zhang H, Shi Y, Liu Y, Yu C, Wang B, Lu Y, Han C, Cheung DW, Yiu SM, Peng 

S, Xiaoqian Z, Liu G, Liao X, Li Y, Yang H, Wang J, Lam TW, Wang J. 2012 

SOAPdenovo2: an empirically improved memory-efficient short-read de novo 

assembler. Gigascience. 1,18. (doi: 10.1186/2047-217X-1-18) 

55. Stanke M, Steinkamp R, Waack S, Morgenstern B. 2004 AUGUSTUS: a web server 

for gene finding in eukaryotes. Nucleic Acids Res. W309-W312. (doi: 

10.1093/nar/gkh379) 

56. Fukutomi Y, Matsumoto K, Agata K, Funayama N, Koshikawa S. 2017 Pupal 

development and pigmentation process of a polka-dotted fruit fly, Drosophila 

guttifera (Insecta, Diptera). Dev Genes Evol. 227, 171-180. (doi: 10.1007/s00427-

017-0578-3) 



57. Sasagawa Y, Nikaido I, Hayashi T, Danno H, Uno KD, Imai T, Ueda HR. 2013 Quartz-

Seq: a highly reproducible and sensitive single-cell RNA sequencing method, 

reveals non-genetic gene-expression heterogeneity. Genome Biol. 14, 3097. (doi: 

10.1186/gb-2013-14-4-r31) 

58. Kim D, Langmead B, Salzberg SL. 2015 HISAT: a fast spliced aligner with low 

memory requirements. Nat Methods. 12, 357–360. (doi: 10.1038/nmeth.3317) 

59. Pertea M, Pertea GM, Antonescu CM, Chang TC, Mendell JT, Salzberg SL. 2015 

StringTie enables improved reconstruction of a transcriptome from RNA-seq reads. 

Nat Biotechnol. 33, 290–295. (doi: 10.1038/nbt.3122) 

60. Robinson MD, McCarthy DJ, Smyth GK. 2010 edgeR: a Bioconductor package for 

differential expression analysis of digital gene expression data. Bioinformatics. 26, 

139–140. (doi: 10.1093/bioinformatics/btp616) 

61. Camacho C, Coulouris G, Avagyan V, Ma N, Papadopoulos J, Bealer K, Madden TL. 

2009 BLAST+: architecture and applications. BMC Bioinform. 10, 421. (doi: 

10.1186/1471-2105-10-421) 

62. Howe KL, Contreras-Moreira B, De Silva N, Maslen G, Akanni W, Allen J, Alvarez-

Jarreta J, Barba M, Bolser DM, Cambell L, Carbajo M, Chakiachvili M, Christensen 

M, Cummins C, Cuzick A, Davis P, Fexova S, Gall A, George N, Gil L, Gupta P, 

Hammond-Kosack KE, Haskell E, Hunt SE, Jaiswal P, Janacek SH, Kersey PJ, 

Langridge N, Maheswari U, Maurel T, McDowall MD, Moore B, Muffato M, 

Naamati G, Naithani S, Olson A, Papatheodorou I, Patricio M, Paulini M, Pedro H, 

Perry E, Preece J, Rosello M, Russell M, Sitnik V, Staines DM, Stein J, Tello-Ruiz 

MK, Trevanion SJ, Urban M, Wei S, Ware D, Williams G, Yates AD, Flicek P. 2019 

Ensembl Genomes 2020—enabling non-vertebrate genomic research. Nucleic Acids 

Res. gkz890. (doi: 10.1093/nar/gkz890) 

63. Huang DW, Sherman BT, Tan Q, Collins JR, Alvord WG, Roayaei J, Stephens R, 

Baseler MW, Lane HC, Lempicki RA. 2007 The DAVID Gene Functional 

Classification Tool: a novel biological module-centric algorithm to functionally 

analyze large gene lists. Genome Biol. 8, R183. (doi: 10.1186/gb-2007-8-9-r183) 

64. Conesa A, Götz S, García-Gómez JM, Terol J, Talón M, Robles M. 2005 Blast2GO: 

a universal tool for annotation, visualization and analysis in functional genomics 

research. Bioinformatics. 21, 3674-3676. (doi: 10.1093/bioinformatics/bti610) 

 



Tables 

Table 1 

The data of the libraries of D. guttifera constructed for genome sequencing. PE400, 

MP3kbp, and MP5kbp respectively indicate the paired-end library, the mate-pair library 

(3kb), and the mate-pair library (5kb). 

 

Library Number of reads Total number of base pairs (bp) Average insert size (bp) 

PE400 151,389,704 22,708,455,600 450 

MP3kbp 41,484,414 6,222,662,100 3,169 

MP5kbp 30,474,280 4,571,142,000 5,227 
 

 

 

Table 2 

Characteristics of the D. guttifera genome sequence obtained by de novo assembly. 

 

Characteristics Measures 

Total number of base pairs (bp) 168,421,893 

Number of scaffolds 767 

Scaffold N50 (bp) 1,784,351 

Contig N50 (bp) 182,614 
 

Table 3 

Genes differentially expressed in a pigmentation area around a campaniform sensillum. 

FC, CPM, and FDR indicate fold change, counts per million, and false discovery rate, 



respectively. 

 
 logFC logCPM FDR 

y 4.97989524 13.1819431 2.38E-36 

t 2.76380354 12.0058893 3.29E-32 

laccase2 2.49456691 11.8424645 2.15E-33 

yellow-e -1.6407385 10.3188765 1.81E-15 

yelloe-h -0.5731037 10.5879713 0.02343591 

svr -0.7948767 9.41379963 0.00438384 

ZIPIC 4.53189996 0.48568358 0.0208437 

zinc finger 

protein 28-like 
6.75852343 1.85690936 0.0005392 

E(spl)m3-HLH 1.23731928 8.47601255 0.0003062 

E(spl)m5-HLH 6.77199195 3.84590398 6.05E-10 

E(spl)m7-HLH 3.36253299 4.92651899 0.0000107 

Mad -1.5333172 5.94437046 0.02335105 

Dl 1.70066765 8.69275453 3.05E-07 

DWnt4 7.88039218 2.78881957 0.00610713 

sax 1.84041069 5.74292161 0.04887547 

fz2 -1.7268879 8.84471432 1.56E-08 

wg 4.90156885 0.66703408 0.00181758 

MED18 -7.5365154 2.49510051 0.00031397 

l(3)mbt 4.03476224 4.54864458 0.00016924 

 

Table 4 

Genes differentially expressed in a pigmentation area at the tip of a vein. FC, CPM, and 

FDR indicate fold change, counts per million, and false discovery rate, respectively. 

 
 logFC logCPM FDR 

y 4.21635634 12.5960958 5.72E-28 

t 3.17677306 12.5066497 3.28E-46 



laccase2 1.9708477 11.544914 8.32E-28 

yellow-e -2.5486142 10.2771931 4.54E-32 

yelloe-h -0.6835507 10.671958 0.00134155 

svr -0.6447186 9.60117515 0.00423173 

ZIPIC 4.73395417 0.69571295 0.0256575 

zinc finger 

protein 28-like 
5.82784953 1.30102744 0.00000242 

E(spl)m3-HLH 1.3827603 8.72212278 0.0000125 

E(spl)m5-HLH 5.06729935 2.44510302 0.00069965 

E(spl)m7-HLH 3.60181175 5.29016258 0.00000958 

Mad -2.0456884 5.94769958 0.01764714 

Dl 0.92496862 8.28076591 0.01422465 

DWnt4 7.3910185 2.48248069 0.00010193 

sax 2.05209481 6.05221034 0.01234576 

fz2 -2.6177129 8.81769459 2.23E-19 

wg 6.33393063 1.65109029 0.00062794 

MED18 -7.5507612 2.61383665 0.00022139 

l(3)mbt 3.71774754 4.41678381 0.03790313 

 

 

Table 5 

The results from enrichment analysis with DAVID, showing clusters with enrichment 

score > 1.3 and Gene ontology terms with p value < 0.05 in each cluster (Count indicates 

the number of genes for each Gene ontology term). 

 

Cluster 1 
Count p value 

enrichment score: 2.42 

Glycosylation site: N-linked 16 1.90E-05 

Glycoprotein 16 4.90E-05 

Plasma membrane 18 8.00E-04 



Cell membrane 11 2.90E-03 

Topological domain: Extracellular 10 6.10E-03 

Disulfide bond 14 7.60E-03 

Topological domain: Cytoplasmic 11 9.70E-03 

Transmembrane region 13 1.70E-02 

Signal peptide 10 4.20E-02 

Receptor 9 4.60E-02 

Cluster 2 
Count p value 

enrichment score: 2.38 

Extracellular matrix 8 3.40E-04 

Chitin-based cuticle development 7 2.60E-03 

Structural constituent of cuticle 6 3.90E-03 

Structural constituent of chitin-based 

larval cuticle 
5 1.70E-02 

Insect cuticle protein 5 2.10E-02 

Cluster 3 
Count p value 

enrichment score: 2.18 

Cuticle pigmentation 4 6.60E-04 

Melanin biosynthetic process 3 7.40E-03 



Major royal jelly 3 7.80E-03 

Cluster 4 
Count p value 

enrichment score: 1.39 

Membrane 42 1.20E-02 

Cluster 5 
Count p value 

enrichment score: 1.34 

ANK repeat 4 3.60E-02 

Ankyrin repeat 4 4.70E-02 

Cluster 6 
Count p value 

enrichment score: 1.33        

Carbohydrate metabolic process 5 1.40E-02 

 

Table 6 

Genes differentially expressed in an area where wingless is ectopically expressed. FC, 

CPM, and FDR indicate fold change, counts per million, and false discovery rate, 

respectively. 

 
 logFC logCPM FDR 

y 4.54116336 12.8494004 3.6E-148 

t 2.40367879 12.0035577 1.25E-74 

laccase2 2.04478128 11.4946868 3.67E-39 

yellow-e -1.2740677 11.392683 1.96E-25 

yelloe-h -0.4516609 9.7843299 0.00750851 

svr -0.6215228 9.01017126 0.00382779 

ZIPIC 5.0147075 -0.3005216 0.0284088 

zinc finger 

protein 28-like 
5.61711109 2.5793453 0.00012374 



E(spl)m3-HLH 0.53145394 8.24183597 0.00380777 

E(spl)m5-HLH 5.25665975 1.58014564 0.00043059 

E(spl)m7-HLH 1.67127368 5.65074921 1.23E-15 

Mad -0.8277961 4.89916451 0.01393637 

Dl 1.02257261 7.82859549 8.12E-11 

DWnt4 8.32686641 2.16749637 4.35E-09 

sax 0.91143441 5.58205955 0.00742031 

fz2 -0.4058316 8.27179547 0.02026252 

wg 0 -1.2863604 1 

MED18 -6.8364613 0.89990996 0.00079404 

l(3)mbt 1.93217694 4.83757955 0.01514216 

 

Table 7 

Data of expression of hedgehog (hh), patched (ptc), and smoothened (smo) in a 

pigmentation area around a campaniform sensillum, at the tip of a vein, and in an area 

where wingless is ectopically expressed. 

 

  logFC logCPM FDR 

 Campaniform 

sensillum 
4.85624359 0.63602448 0.04417015 

hh Vein tip 7.03066917 2.18407496 0.01422465 

 wingless 

overexpression 
-4.2417977 -0.6349855 0.0705383 

 Campaniform 

sensillum 
6.41499537 3.16486805 0.0012656 

ptc Vein tip 5.79689401 2.74718533 0.02202927 

 wingless 

overexpression 
-0.6229317 3.57406688 1 

 Campaniform 

sensillum 
-1.4152405 5.26637498 0.51827634 



smo Vein tip -6.8976128 4.95229132 1.01E-08 

 wingless 

overexpression 
0.52985214 4.07845493 0.95456002 

 

Figure legends 

 

Fig. 1 

Wings of Drosophila guttifera and the expression pattern of wingless. a: A wing of 

Drosophila guttifera. This picture shows wild type pigmentation pattern. b: The wing 

pigmentation pattern of an individual in which wingless is ectopically expressed. c: The 

expression pattern of wingless (blue) in a wing of a wild type individual. d: The position 

where wingless is ectopically expressed (blue) in the fly shown in b (Modified from [17]. 

e: The expression pattern of EGFP driven by an enhancer of yellow. In this individual, the 

expression pattern of wingless is the same as wild type. f: The expression pattern of EGFP 

driven by an enhancer of yellow in an individual with ectopic wingless expression shown 

in d. Individuals shown in e and f were from transgenic lines No. 1 and No. 2 for each 

(see Materials and methods). For experiments, 100 individuals from No. 1 and No. 2 for 

each were used. The expression pattern of EGFP of 100 individuals from No. 1 and No. 

2 were the same as the patterns shown in e and f for each. The scale bar indicates 250 μm. 

 

Fig. 2 

Pupal wing tissues used for transcriptome analyses. Dissected areas are indicated with 

white boxes. a: Area 1 (an EGFP-positive area around a campaniform sensillum on the 

3rd longitudinal vein) and Area 2 (an EGFP-positive area at the tip of the 3rd longitudinal 

vein, which does not include bristles or other tissue of neural origin). b: Area 3 (an EGFP-

negative area on the 3rd longitudinal vein). c: An EGFP-positive area where wingless is 

ectopically expressed. d: An EGFP-negative area where wingless is not ectopically 

expressed. For each area, 20 tissues were dissected for one replicate and 5 biological 

replicates were used for experiments. Scale bars indicate 250 μm. 

 

Fig. 3 

The number of differentially expressed genes (DEGs) detected in transcriptome analyses. 



a: The number of DEGs upregulated at pigmentation areas and an area where wingless is 

ectopically expressed. b: The number of DEGs downregulated at the pigmentation areas 

and an area where wingless is ectopically expressed. The circle labeled with 

“Campaniform sensillum” indicates the result from the comparison of transcriptome 

between Area 1 (a pigmentation area around campaniform sensillum) and Area 3 

(unpigmented). The circle labeled with “Vein tip” indicates the result from the 

comparison of transcriptome between Area 2 (a pigmentation area at the tip of 3rd 

longitudinal vein) and Area 3. The circle labeled with “wingless overexpression” 

indicates the number of genes differentially expressed where wingless is ectopically 

expressed. 

 

Fig. 4 

Volcano plots of the results from the first transcriptome analysis. The horizontal axis 

indicates fold changes and the vertical axis indicates significance calculated as FDR with 

edgeR. Orange points indicate upregulated DEGs and blue points indicate downregulated 

DEGs. a: This plot shows genes differentially expressed in Area 1 (a pigmentation area 

around a campaniform sensillum) compared with gene expression of Area 3 

(unpigmented). b: This plot shows genes differentially expressed in Area 2 (a 

pigmentation area at the tip of 3rd longitudinal vein) compared with gene expression of 

Area 3. c: Genes with -log 10 (FDR) < 20 are extracted from a. d: Genes with -log 10 

(FDR) < 20 are extracted from b. In c and d, m3, m5, and m7 indicate E(spl)m3-HLH, 

E(spl)m5-HLH, and E(spl)m7-HLH respectively. 

 

Fig. 5 

Volcano plots of the results from the second transcriptome analysis. The horizontal axis 

indicates fold changes and the vertical axis indicates significance calculated as FDR with 

edgeR. Orange points indicate DEGs upregulated and blue points indicate downregulated 

DEGs. a: This plot shows genes differentially expressed where wingless is ectopically 

expressed. b: Genes with -log 10 (FDR) < 20 are extracted from a. 

 

Fig. 6 

The putative gene regulatory network for formation of the novel wing pigmentation 

pattern. Green box: Notch signaling gene, grey boxes: melanin synthesis genes, yellow 



boxes: Wnt signaling genes, and blue boxes: Dpp signaling genes. 
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