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Abstract 

 The molecular background of the evolution of novel developmental 

patterns was examined in echinoderm and lophotrochozoa. For the evolution 

of echinoderm pluteus larvae, the acquisition of the larval skeleton and 

pluteus arm were thought to be the key steps. In this study, to elucidate the 

evolutionary mechanism of echinoderm larvae, I investigated the expression 

pattern of arm or skeletogenesis-related genes in multiple echinoderm taxa. 

First, I observed that vegf/vegfr are expressed in the site of the larval 

skeletogenesis of brittle star, and adult skeletogenesis of starfish, but not 

expressed in larval stage of starfish. These patterns suggested that the 

activation of VEGF signaling in larval stage was the key molecular changes 

for evolution of larval skeleton. Next, I found the expression pattern of 

arm-related genes in brittle star were quite similar to that of sea urchin. 

Although starfish didn’t show such similarity, the expression pattern of 

those genes in sea cucumber exhibited similarity to those of pluteus larvae. 

These observations proposed the possibility of the single origin of the pluteus 
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larva. In addition, the similarities of expression profile between pluteus arm 

and spine implied the system for pluteus arm formation was co-opted from 

the spine formation mechanism. Next, I investigated the molecular 

background for the establishment of “spiralian development” in 

lophotrochozoa. The basal character of spiralian development is the 

conserved pattern of generating quartet with particular fate. I first did the 

genomic survey of the homeobox genes in pearl oyster, Pinctada fucata. In 

the course of annotation, I found homeobox genes that were specific to 

lophotrochozoa. These genes exhibited transient expression in early cleavage 

stage in annelid and mollusk. Most genes show localization in animal or 

vegetal blastomeres. Functional analysis in mollusk suggested that these 

genes indeed perform the role for establishment for quartet properties along 

A-V axis. These data suggested that the gain and duplication of 

lophotrochozoa specific homeobox genes was the one of the key events for 

evolution of spiralian development in lophotrochozoa lineage. 
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General Introduction 

 To elucidate how the diverse morphology was evolved, understanding the 

molecular mechanism for evolution of developmental pattern is essential (M 

üller 2007). Evo-Devo researches have demonstrated the molecular 

background of the emergence of novel developmental pattern (Carroll et al. 

2010). However, it was pointed out that knowledge based on a limited 

number of model organism could lead to “biased pictures”. Thus, information 

from variety of animals is valuable (Jenner and Wills 2007). Though marine 

invertebrates show extensive diversity in their morphology, our knowledge 

on their development is not sufficient (Love 2009). In this study, I focused on 

the two groups that include marine invertebrates, echinoderms and 

lophotrochozoans.  

  The echinodermata is one of the phyla of deutrostomes (Dunn et al. 

2008). They consists of five extant groups: sea urchin, starfish, brittle star, 

sea cucumber and sea lily (Fig. 1-1; Hyman 1955). The larvae of echinoderms 

can be classified into two groups: auricularia and pluteus. Because of the 
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genomic information, extensive developmental knowledge of sea urchin, and 

developed techniques for molecular study, echinoderm thought to be a nice 

model for elucidating the molecular background of the evolution of the 

development. Here, I studied the evolutionary history and its molecular 

background of echinoderm larvae in Chapter1-1 and Chapter1-2. 

The lophotrochozoa, which includes multiple phyla such as annelid, 

mollusk and platyhelminthes, is the one of the three major group of the 

bilaterian (Dunn et al. 2008). Although knowledge of this group is critical for 

considering the evolution of bilaterian, the study of lophotrochozoa has not 

progressed than other two groups, ecdysozoa and deutrostome (Telford and 

Littlewood 2009). In chapter 2, I first surveyed the homeobox genes in the 

genome of pearl oyster P. fucuta. In the course of annotation, I found there 

were homeobox genes that were specific to lophotrochozoa. In the latter half 

of chapter 2, I examined the its role for spiralian development, and discussed 

its evolutionary significance.  
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Chapter 1-1 

Heterochronic Activation of VEGF signaling and  

Evolution of the Larval Skeleton in Echinoderm Larvae. 

 

1-1.1 Abstract 

The evolution of the echinoderm larval skeleton was examined from the 

aspect of interactions between skeletogenic mesenchyme cells and 

surrounding epithelium. I focused on VEGF signaling, which was reported to 

be essential for skeletogenesis in sea urchin larvae. Here, I examined the 

expression patterns of vegf and vegfr in starfish and brittle stars. During 

starfish embryogenesis, no expression of either vegfr or vegf was detected, 

which contrast with previous reports on the expression of starfish homologs 

of sea urchin skeletogenic genes, including Ets, FoxN2/3 and Tbr. In later 

stages, when adult skeletogenesis commenced, vegfr and vegf expression 

were upregulated in skeletogenic cells and in the adjacent epidermis, 

respectively. These expression patterns suggest that heterochronic 
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activation of VEGF signaling is one of the key molecular evolutionary steps 

in the evolution of the larval skeleton in echinoderm. The absence of vegf or 

vegfr expression during early embryogenesis in starfish suggests that the 

evolution of the larval skeleton requires distinct evolutionary changes, both 

in mesoderm cells (activation of vegfr expression) and in epidermal cells 

(activation of vegf expression). In brittle stars, which have well-organized 

skeletons like the sea urchin, vegfr and vegf were expressed in the 

skeletogenic mesenchyme and the overlying epidermis, respectively, in the 

same manner as in sea urchins. Therefore,  VEGF signaling is likely 

involved in larval skeletogenesis in brittle stars. 
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1-1.2 Introduction 

Echinoderm usually has planktonic larval stage, and two types of 

planktonic larval forms are observed in five classes of echinoderms (Fig. 1-1). 

Auricularia-type larvae are found in sea lily, starfish, and sea cucumber 

lineages, while pluteus-type larvae occur in brittle star and sea urchin 

lineages. Because basal echinoderm groups, such as sea lilies, have 

auricularia-type larvae (Nakano et al. 2003), it was thought to represent the 

ancestral larval form of echinoderms. This is consistent with the appearance 

of acorn worm larvae, a sister group of echinoderms, which have 

auricularia-like larva (Hyman 1959). 

     The most obvious difference between pluteus and auricularia 

larvae is the existence of larval arms, which are supported by well-organized 

larval skeleton. The larval skeleton in pluteus larvae shows a stereotypic 

branching pattern that sustains the pluteus form. The acquisition of a larval 

skeleton was due to the appearance of larval skeletogenic mesenchyme cells. 

Larval skeletogenic cells are generally accepted to emerge through 
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heterochronic activation of a genetic program for an adult skeleton (Gao and 

Davidson 2008; Ettensohn 2009). All species of echinoderms possess adult 

skeletons, and a genetic program for an adult skeleton was already 

established in the common ancestor of echinoderms. Thus, for the evolution 

of a larval skeleton, animals did not need to establish a genetic regulatory 

network for larval skeletogenesis de novo; some steps for heterochronic 

activation were required. Several research groups have searched for key 

molecules that are responsible for the heterochronic activation of the adult 

skeletogenic network. Unexpectedly, most of the transcription factors that 

have been identified through large-scale gene regulatory network analyses, 

such as those involved in sea urchin larval skeletogenesis, also show 

expression in starfish larval mesoderm cells although starfish larvae do not 

develop a skeleton (Shoguchi et al. 2000; Hinman and Davidson 2007; 

Hinman et al. 2009; Koga et al. 2010; McCauley et al. 2010). Thus, the 

molecular evolutionary background for the evolution of a larval skeleton 

remains to be resolved.  
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  Epidermal cells were shown to be responsible for the morphogenesis of 

the larval skeleton (Ettensohn and McClay 1986; Armstrong et al. 1993; 

Guss and Ettensohn 1997). Several genes have been identified that are 

involved in the interaction between the epidermis and skeletogenic 

mesenchyme cell, and in subsequent morphogenesis of the larval skeleton 

(Di Bernardo et al. 1999; Cavalieri et al. 2003; Duloquin et al. 2007; 

Röttinger et al. 2008; Cavalieri et al. 2011; Adomako-Ankomah and 

Ettensohn 2013). Moreover, recent evidence suggests that cues from the 

epidermis play critical roles in skeletogenesis itself. VEGF signaling has 

been shown to be activated by ligands from the epidermis for growth of the 

larval skeleton and for skeletogenesis itself (Duloquin et al. 2007;. 

Adomako-Ankomah and Ettensohn, 2013). Thus, to understand the 

mechanism that underlies pluteus evolution, the evolution of ectodermal 

cues is of critical importance.  

     In this research, I focused on VEGF signaling. I examined the 

expression patterns of vegf and vegfr in various echinoderm taxa and found 



 11 

that vegfr is expressed in adult skeletogenic cells with adjacent vegf 

expression in starfish. However, expression of neither vegf nor vegfr was 

detected during early stages when the larval mesoderm differentiates. 

Brittle star embryos showed expression patterns of vegf and vegfr in larval 

skeletogenic cells in a manner that was similar to sea urchins. Thus, VEGF 

signaling is likely involved in larval skeletogenesis in brittle stars. These 

observations suggest that heterochronic activation of VEGF signaling is one 

of the key molecular evolutionary steps for the evolution of a larval skeleton. 

More importantly, the absence of vegf or vegfr expression in starfish 

suggests that the evolution of the larval skeleton required distinct 

evolutionary changes in both mesoderm cells (activation of vegfr expression) 

and epidermal cells (activation of vegf expression). 
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1-1.3 Materials and Methods 

Fertilization and Embryo Rearing 

I used adult starfish (Patiria pectinifera) specimens collected from 

Tateyama (Chiba Prefecture), Asamushi (Aomori Prefecture), and Hiraiso 

(Ibaraki Prefecture). Mature egg of starfish embryo were obtained by 

treating 1 x 10-6 1-methyladenine containing ASW (Artificial Sea Water). 

After fertilization, embryos were reared at 22°C in ASW. Larvae were reared 

by feeding with Chaetoceros calcitrans (Marine tech) 

Adult of brittle stars (Amphipholis kochii) were collected from Abuta 

(Hokkaido Prefecture) and Himi (Toyama Prefecture). The mature eggs were  

obtained by cold shock (4°C) and subsequent heat shock (23°C). The 

embryos were reared in ASW at 23°C. 

Gene Isolation 

cDNAs were obtained by reverse transcription from embryonic RNA 

using ReverTra Ace (Toyobo). The primers that were used for amplification 
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are shown in Table. 1-1. The amplified DNA fragments were cloned into 

pGEM-T Easy vectors (Promega) and sequenced. 

Phylogenetic analysis 

Alignments of the sequences were performed by MAFFT (Katoh and Toh 

2008). Best-fitting amino acid substitution model and Maximum Likelihood 

tree were inferred using RAxML 7.2.7 (Stamatakis et al. 2008). The 

bootstrap values were calculated from 300 replicates.  

In situ hybridization 

The digoxigenin (DIG) labeled antisense RNA was prepared using RNA 

polymerase (T7, Takara or SP6, Promega) with DIG RNA labeling mix 

(Roche). Fixation of embryo was done by treating 4% PFA 

(Paraformaldehyde) in MOPS Buffer. After several washing with 

PBST(Phosphate Buffered Saline with Tween 20), the solution was replaced 

by hybridization buffer (5 x SSC, 50% formamide, 5 x Denhalt’s, 100µg/ml 

yeast RNA) and incubated one hour at 55°C. After prehybridization, solution 

was replaced the hybridization buffer with antisense RNA at 55°C for a week. 
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The probes were washed by several series of SSC buffers (4 x SSC, 2 x SSC or 

1 x SSC with 50% formamide ). After several wash of PBST, the embryo was 

incubated with Alkaline Phosphatase conjugated anti DIG antibody in RT 

(Room Tempature) for one hour. AP activity was visualized by NBT/BCIP 

solution (Roche). For brachiolaria larvae of starfish, samples were treated 

with BABB (1:2 benzyl alcohol/benzyl benzoate) after staining.  

Quantitative Real-Time PCR  

RNA from each stage was extracted using RNeasy with Rnase-Free 

DNase Kit (Qiagen KK). Reverse transcription was performed using 

PrimeScript (Takara). Quantitative real-time PCR (qPCR) was carried out 

with a Power SYBR Green Cells-to-Ct Kit (Applied Biosystems) and an ABI 

PRISM 7900 HT (Applied Biosystems). I examined the expression levels of 

Ppvegf, Ppvegfr, PpCA1 and Ppkroxβ using the primers indicated in Table 

1-1. Expression levels were normalized to Ppmbf-1 using the primer 

indicated in Table 1-1. 
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1-1.4 Results 

Gene Isolation and Molecular Phylogenetic Analysis 

I isolated the DNA flagments of PpVEGF, PpVEGFR, AkVEGF and 

AkVEGFR from their cDNA. I performed phylogenetic analysis of VEGF and 

VEGFR genes using PDGF/VEGF domain or RTK domain, and confirmed its 

orthology to genes of sea urchin that have skeletogenic function (Fig. 1-2).   

VEGF signaling in Starfish (P. pectinifera) 

To examine the role of VEGF signaling in starfish, which do not possess 

a larval skeleton, I observed the expression patterns of vegf and vegfr in P. 

pectinifera. Before the gastrula stage, starfish larvae showed differentiation 

in their mesoderm cells, with some homologs of sea urchin skeletogenic 

genes being expressed, including Ets Tbr, and FoxN2/3 (Shoguchi et al. 2000; 

Hinman and Davidson 2007; Hinman et al. 2009; Koga et al. 2010; McCauley 

et al. 2010). However, Ppvegf or Ppvegfr expression was not detected before 

the bipinnaria larval stage by in situ hybridization (Fig. 1-3 A–H).  
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Histologically, the first sign of adult skeletogenesis was observed during 

the early brachiolaria stage. Spicules were observed within aggregations of 

mesenchymal cells between the coelom and the epidermis on both the left 

and right sides (Hamanaka et al. 2011). At this stage, five spicules were 

observed on the left side, which corresponded to the oral side of the juvenile, 

while only a few spicules were observed on the right aboral side. 

Subsequently, at late brachiolaria stage, in addition to five spicules 

developed on the right side, single spicule appears in the central position of 

juvenile anlage (Hamanaka et al. 2011). Carbonic anhydrase (CA), which is 

involved in calcification in various organic tissues (Silverton 1991; Hentunen 

et al., 2000), is a good marker of skeletogenesis in sea urchins (Love et al. 

2007). In starfish, we detected PpCA1 expression in mesenchyme cells 

between the coelom and the epidermis in the early brachiolaria stage (Fig. 

1-4E and G). The expression on the left side was in pentaradial manner (Fig. 

1-4E), while a few clusters of cells were positive for PpCA1 on the right side 
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(Fig. 1-4G, white arrowheads). This expression pattern well matched with 

the distribution of spicules (Fig. 1-4G and H).  

The expression of Ppvegfr in the early brachiolaria stage was detected in 

mesenchymes located between the epidermis and the coelom around the 

stomach and intestine (Fig. 1-4A-D) Expression was detected on both the left 

and right sides (Fig. 1-4B, black arrows and white arrowheads). Five clusters 

of Ppvegfr-positive cells were clearly observed on the left side (Fig. 5D, black 

arrows). Expression on the right side was observed as a few clusters of 

mesenchyme cells (Fig. 1-4C, white arrowheads). This expression pattern 

was quite similar to that of PpCA1, although the Ppvegfr positive region was 

a bit broader than that of PpCA1. Therefore, I judged that Ppvegfr 

expression overlapped with the skeleton in the early brachiolaria stage. In 

the late brachiolaria, new expressions was came out in the aboral side of the 

juvenile anlage, and now Ppvegfr expression was observed in 11 clusters: 

five clusters on the outer and oral side (Fig. 1-4I and J, black arrows), five 

clusters on the inner and aboral side (Fig. 1-4I and K, white arrowheads), 
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and a central cluster (Fig. 1-4I and K, black arrowhead). This pattern 

matches the distribution of the adult skeleton (Hamanaka et al. 2011).  

The earliest expression of Ppvegf was detected during the early 

brachiolaria stage in the epidermis around the stomach and intestine (Fig. 

1-4F). These Ppvegf-positive cells were adjacent to Ppvegfr-positive cells. 

This epidermal expression was maintained in most of late brachioraria 

larvae (Fig. 1-4L), but some larvae showed Ppvegf expression only in 

mesenchyme cells (Fig. 1-4M). This variation was probably due to variation 

in the progress of development, although I could not distinguish 

developmental progress morphologically. In summary, expression of Ppvegfr 

was detected in skeletogenic cells and Ppvegf was expressed in cells that 

were adjacent to Ppvegfr-positive cells. 

To examine quantitative expression levels of Ppvegf and Ppvegfr, we 

performed qPCR for Ppvegf and Ppvegfr (Fig. 1-5A). The relative expression 

levels of Ppvegf and Ppvegfr in embryos and during the bipinnaria larval 

stage were notably lower compared with levels after the early brachiolaria 
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stage. These temporal expression profiles were consistent with in situ 

hybridization data, although both Ppvegf and Ppvegfr expression levels 

began to increase during the bipinnaria stage based on qPCR, I did not 

detect these levels of expression by in situ hybridization. When these 

expression profiles are compared with that of Ppkroxβ that was shown to be 

upregulated and function after gastrulation (Hinman and Davidson 2003), 

expression levels of Ppvegf or Ppvegfr in early stages was comparable with 

that of Ppkroxβ before activation (Fig. 1-5B). Therefore, I interpreted that 

the expression levels of Ppvegf or Ppvegfr in early embryogenesis are below 

the level of biologically significant expression. Importantly, the timing of the 

upregulation of Ppvegf and Ppvegfr was highly coincident with adult 

skeletogenesis, and with the upregulation of skeletogenic effector gene: 

PpCA1 (Fig. 1-5B). 

Considering these patterns, the echinoderm ancestor likely possessed a 

skeleton only in the adult stage; the expression patterns of vegf and vegfr in 

starfish likely represent the ancestral condition, and supports the idea that 
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heterochronic activation of adult skeletogenic program led the evolution of 

larval skeleton (Gao and Davidson 2008; Ettensohn 2009). In other words, 

one may reasonably assume that VEGF signaling was involved in adult 

skeletogenesis in echinoderm ancestors, and that heterochronic activation of 

VEGF signaling in larval stages was one of the essential evolutionary events 

that led to the acquisition of a larval skeleton in sea urchins. One important 

fact is that neither vegf nor vegfr expression was observed during starfish 

embryogenesis. This suggests that heterochronic activation is required for 

the upregulation of both vegf in the epidermis and vegfr in mesenchyme 

cells.  

VEGF signaling in Brittle Star (A. kochii) 

Well-developed larval skeletons are also observed in brittle stars 

(Hyman 1955). Thus, I asked whether heterochronic activation of a 

skeletogenic developmental program via VEGF signaling was achieved in a 

similar manner in brittle stars and examined the expression patterns of vegf 

and vegfr. Skeletogenesis in brittle star larvae proceeded in a similar 
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manner to the process in sea urchins. Primary mesenchymal cells (PMCs) 

emigrate from the vegetal pole to the blastcoel before gastrulation at the 

blastula stage (Yamashita 1985; Gliznutsa and Dautov 2005). Subsequently, 

PMCs aggregate bilaterally by the posterior end of the archenteron in the 

gastrula stage, where the first larval spicules develop (Yamashita 1985; 

Gliznutsa and Dautov 2005).  

In the brittle star A. kochii, the earliest expression of Akvegfr was 

detected during the blastula stage in one end of the blastula wall (Fig. 1-6A). 

Judging from later expression, I thought this expression marked the vegetal 

side of the embryo, although I was not completely certain because no 

morphological landmark exists with which to orient the embryo at this stage. 

After the emigration of the PMCs, Akvegfr expression was detected in PMCs 

(Fig. 1-6B). After gastrulation, Akvegfr signals were restricted to the PMC 

clusters (Fig. 1-6C), where first spicule formation occurs (Yamashita 1985; 

Gliznutsa and Dautov 2005). In subsequent stages, expression was observed 

in skeletogenic cells of the larval arms (Fig. 1-6D).  
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The earliest expression of Akvegf was also detected during the blastula 

stage in cells of the subequatorial region (Fig. 1-6E). During this stage, 

expression was not restricted along the dorsoventral axis but was observed 

as a circle in either the vegetal or animal view (Fig. 1-6E, inset). However, 

after emigration of the PMCs, epidermal expression was restricted in 

bilateral cell populations (Fig. 1-6F). Later on, bilateral epidermal 

expression was inherited in epidermal cells at the tips of the larval arms 

(Figs. 1-6G and H). 

These expression patterns for vegfr in skeletogenic cells and vegf in 

adjacent epidermal cells suggest that VEGF signaling is also involved in 

skeletogenesis in brittle stars. 
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1-1.6 Discussion 

Conserved Expression Patterns of vegf  and vegfr in Skeletogenic 

Sites among Echinoderms 

I examined the temporal and spatial expression patterns of vegf and 

vegfr in starfish and brittle stars. In sea urchins, vegfr is reportedly 

expressed in larval skeletogenic mesenchyme cells as well as in adult 

skeletogenic cells (Duloquin et al. 2007; Gao and Davidson 2008). vegf is 

expressed in epidermal cells that are adjacent to vegfr-positive cells during 

larval skeletogenesis (Duloquin et al. 2007; Adomako-Ankomah and 

Ettensohn, 2013). My analysis showed that vegfr was expressed in both of 

the skeletogenic cells examined, i.e., adult skeletogenic cells of starfish and 

larval skeletogenic cells of brittle stars. In addition, vegf expression was 

detected in adjacent epidermal cells. These observations suggest the idea 

that VEGF signaling has a conserved role in skeletogenesis in echinoderms, 

at least in eleutherozoans. This in turn raises an interesting question about 

the role of VEGF signaling in the sister group hemichordates, which possess 
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mineralized skeletons within epidermis of adult body (Cameron and Bishop,  

2012). An analysis of VEGF signaling in acorn worms may shed new light on 

the evolutionary origins of the echinoderm skeleton.  

Heterochrony of VEGF Signaling for Pluteus Evolution 

The better understanding larval skeletogenesis in sea urchins prompted 

us to examine the molecular evolutionary background of the acquisition of a 

larval skeleton. However, several transcription factors that were 

characterized as essential for sea urchin larval skeletogenesis are also 

expressed in mesoderm cells in starfish embryos, including Ets, Tbr and 

FoxN2/3 (Shoguchi et al. 2000; Hinman and Davidson 2007; Hinman et al. 

2009; Koga et al. 2010; McCauley et al. 2010). VEGF signaling is the first 

that appears to be essential for sea urchin skeletogenesis, and expression 

was not detected by in situ hybridization during embryogenesis in starfish. I 

have provided evidences from qPCR that quantitative upregulation of vegf 

and vegfr occurred only during the adult skeletogenic stage. Therefore, I 

propose that heterochronic activation of VEGF signaling is one of the 
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essential evolutionary events that led to the acquisition of a larval skeleton 

in sea urchins.  

One interesting aspect of the heterochronic activation of VEGF signaling 

is that both vegfr expression in mesoderm cells and vegf expression in the 

epidermis are required for activation. These heterochronic activations 

cannot be a consequence of a single molecular evolutionary event. Therefore, 

during the evolution of a larval skeleton, I may have to assume that a 

condition existed in which vegf was expressed in the epidermis, but that no 

cells could respond because none of the surrounding cells expressed vegfr. 

Alternatively, mesoderm cells expressed vegfr, but no receptors were 

activated due to the absence of vegf ligand expression around them. Either 

condition seems to be less advantageous than the ancestral condition in 

which neither gene is expressed, when considering the costs of transcription 

and translation. One of the central questions of evolutionary biology is how 

organisms overcome valleys in the adaptive landscape during evolution 

(Futuyma, 2013). The evolution of VEGF signaling in echinoderms provides 
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a unique experimental system with which to explore this issue. 

A more interesting observation is that activation of VEGF signaling in 

larval stage has also observed in brittle stars. This indicates that distinct 

heterochronic activation occurred both in the epidermis for vegf and the 

mesoderm for vegfr. If the process for heterochrony is simple, it is not 

unlikely to have occurred through two independent lineages. However, I 

proposed that the evolution of the larval skeleton is not simple genetic 

change; it must have involved two distinct evolutionary steps, namely the 

activation of vegfr in mesoderm cells and the activation of vegf in the 

epidermis. Furthermore, whether the activation of VEGF signaling is 

sufficient for the evolution of a larval skeleton is not certain. Although VEGF 

signaling is essential for larval skeletogenesis in sea urchins, inhibition of 

VEGF signaling by means of morpholino injections against vegf or vegfr do 

not suppress the expressions of all of the skeletogenic markers. For example, 

one of the skeletogenic effector genes, msp130, was not suppressed (Duloquin 

et al. 2007). This may be explained by assuming that heterochronic 
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activation occurred for an upstream regulator of vegfr, which is also involved 

in msp130 expression. Thus, complicated evolutionary steps may have 

occurred.  

It is not likely that multiple and similar evolutionary steps occur in two 

distinct lineages. Therefore, I should carefully consider another possibility for 

larval origin. In next section, I discuss the possibility of single origin of pluteus 

larvae. 

 

 

 

 

 

 

 

 

 



 79 

Acknowledgements 

I would like to express my cordial gratitude to Dr. Hiroshi Wada for his 

kind support and critical discussion. I am deeply appreciated to Dr. 

Shunsuke Yaguchi for his advice and encouragement throughout this study. 

I thanks again to Dr. Shunsuke Yaguchi for reviewing this article. I greatly 

thanks to Dr. Masa-aki Yoshida and Dr. Ogura Atsushi for kind advice of 

bioinformatics data. I greatly thanks to Dr. Kazunori Tachibana for 

providing unpublished starfish genome data. I am indebted to reviewers, Dr. 

Masanao Honda and Dr. Katsuo Furukubo-Tokunaga.  

   I thank Dr. Masaaki Yamaguchi, Dr. Masato Kiyomoto and  Dr. 

Masanori Okanishi for their cooperations for collection of Echinoderm. I also 

thank Dr. Kiyohito Nagai for providing adult pearl oyster. And I deeply 

thanks to present and previous lab members, especially to Dr. Norio 

Miyamoto and Dr. Hiroyuki Koga for discussions and continuous 

encouragements.  

Research grant from JSPS (DC1) funded a part of this research.  



 80 

References 

Adomako-Ankomah, A. and Ettensohn, C. A. 2013. Growth factor-mediated 
mesodermal cell guidance and skeletogenesis during sea urchin 
gastrulation. Development 140 (20):4214-4225. 

Adomako-Ankomah, A. and Ettensohn, C. A. 2014. Growth factors and early 
mesoderm morphogenesis: Insights from the sea urchin embryo. 
genesis 52 (3):158-172. 

Armstrong, N., Hardin, J., and McClay, D. R. 1993. Cell-cell interactions 
regulate skeleton formation in the sea urchin embryo. Development 
119 (3):833-840. 

Boyle, M. and Seaver, E. 2010. Expression of FoxA and GATA transcription 
factors correlates with regionalized gut development in two 
lophotrochozoan marine worms: Chaetopterus (Annelida) and 
Themiste lageniformis (Sipuncula). EvoDevo 1 (1):2. 

Cameron C. B and Bishop C. D. 2012. Biomineral ultrastructure, elemental 
constitution and genomic analysis of biomineralization-related 
proteins in hemichordates. Proc Biol Sci Apr 279 (1740) ;3041–3048. 

Carroll, S. B. 2008. Evo-Devo and an Expanding Evolutionary Synthesis: A 
Genetic Theory of Morphological Evolution. Cell 134 (1):25-36. 

Carroll S. B, Grenier J. K. Weatherbee S. D. 2010. From DNA to diversity : 
Molecular genetics and the evolution of animal design. Malden 
Blackwell 

Cavalieri, V., Guarcello, R., and Spinelli, G. 2011. Specific expression of a 
TRIM-containing factor in ectoderm cells affects the skeletal 
morphogenetic program of the sea urchin embryo. Development 138 
(19):4279-4290. 

Cavalieri, V., Spinelli, G., and Di Bernardo, M. 2003. Impairing Otp 
homeodomain function in oral ectoderm cells affects skeletogenesis in 
sea urchin embryos. Dev Biol 262 (1):107-18. 

Chan, X. Y. and Lambert, J. D. 2011. Patterning a spiralian embryo: A 
segregated RNA for a Tis11 ortholog is required in the 3a and 3b cells 
of the Ilyanassa embryo. Dev Biol 349 (1):102-112. 



 81 

Davidson, E. H. 2006. Gene regulatory networks and the evolution of animal 
body plans. Science 311 (5762):796-800. 

de Rosa, R., Grenier, J. K., Andreeva, T., Cook, C. E., Adoutte, A., Akam, M., 
Carroll, S. B., and Balavoine, G. 1999. Hox genes in brachiopods and 
priapulids and protostome evolution. Nature 399 (6738):772-776. 

Di Bernardo, M., Castagnetti, S., Bellomonte, D., Oliveri, P., Melfi, R., Palla, 
F., and Spinelli, G. 1999. Spatially restricted expression of PlOtp, a 
Paracentrotus lividus orthopedia-related homeobox gene, is correlated 
with oral ectodermal patterning and skeletal morphogenesis in 
late-cleavage sea urchin embryos. Development 126 (10):2171-2179. 

Duloquin, L., Lhomond, G., and Gache, C. 2007. Localized VEGF signaling 
from ectoderm to mesenchyme cells controls morphogenesis of the sea 
urchin embryo skeleton. Development 134 (12):2293-2302. 

Dunn, C. W., Hejnol, A., Matus, D. Q., Pang, K., Browne, W. E., Smith, S. A., 
Seaver, E., Rouse, G. W., Obst, M., Edgecombe, G. D., Sorensen, M. V., 
Haddock, S. H. D., Schmidt-Rhaesa, A., Okusu, A., Kristensen, R. M., 
Wheeler, W. C., Martindale, M. Q., and Giribet, G. 2008. Broad 
phylogenomic sampling improves resolution of the animal tree of life. 
Nature 452 (7188):745-749. 

Ekblom, R. and Galindo, J. 2011. Applications of next generation sequencing 
in molecular ecology of non-model organisms. Heredity 107 (1):1-15. 

Erwin, D. H. and Davidson, E. H. 2002. The last common bilaterian ancestor. 
Development 129 (13):3021-3032. 

Ettensohn, C. A. 2009. Lessons from a gene regulatory network: echinoderm 
skeletogenesis provides insights into evolution, plasticity and 
morphogenesis. Development 136 (1):11-21. 

Ettensohn, C. A. and McClay, D. R. 1986. The regulation of primary 
mesenchyme cell migration in the sea urchin embryo: 
transplantations of cells and latex beads. Dev Biol 117 (2):380-91. 

Flot, J.F., Hespeels, B., Li, X., Noel, B., Arkhipova, I., Danchin, E. G. J., 
Hejnol, A., Henrissat, B., Koszul, R., Aury, J.-M., Barbe, V., 
Barthelemy, R.-M., Bast, J., Bazykin, G. A., Chabrol, O., Couloux, A., 
Da Rocha, M., Da Silva, C., Gladyshev, E., Gouret, P., Hallatschek, O., 



 82 

Hecox-Lea, B., Labadie, K., Lejeune, B., Piskurek, O., Poulain, J., 
Rodriguez, F., Ryan, J. F., Vakhrusheva, O. A., Wajnberg, E., Wirth, 
B., Yushenova, I., Kellis, M., Kondrashov, A. S., Mark Welch, D. B., 
Pontarotti, P., Weissenbach, J., Wincker, P., Jaillon, O., and Van 
Doninck, K. 2013. Genomic evidence for ameiotic evolution in the 
bdelloid rotifer Adineta vaga. Nature 500 (7463):453-457. 

Fröbius, A. C., Matus, D. Q., and Seaver, E. C. 2008. Genomic Organization 
and Expression Demonstrate Spatial and Temporal Hox Gene 
Colinearity in the Lophotrochozoan Capitella sp. I. PLoS ONE 3 
(12):e4004. 

Freeman, G. and Lundelius, J. W. 1992. Evolutionary implications of the 
mode of D quadrant specification in coelomates with spiral cleavage. J 
Evol Biol 5 (2):205-247. 

Futuyma, D. J. 2013. Evolutionary Biology. Third Edition. Sinauer, 
Sunderland. 

Gao, F. and Davidson, E. H. 2008. Transfer of a large gene regulatory 
apparatus to a new developmental address in echinoid evolution. Proc 
Natl Acad Sci 105 (16):6091-6096. 

Gilbert, S. F. (2010). Developmental biology. 9th Edition Sinauer, 
Sunderland. 

Gliznutsa, L. A. and Dautov, S. S. 2005. Ultrastructural Peculiarities of the 
Embryogenesis of the Brittle Star Amphipholis kochii (Lutken, 1972) 
Russ J of Mar Biol Volume 31(3):168-175. 

Gu, X., Zhang, Z., and Huang, W. 2005. Rapid evolution of expression and 
regulatory divergences after yeast gene duplication. Proc Natl Acad 
Sci 102 (3):707-712. 

Guss, K. A. and Ettensohn, C. A. 1997. Skeletal morphogenesis in the sea 
urchin embryo: regulation of primary mesenchyme gene expression 
and skeletal rod growth by ectoderm-derived cues. Development 124 
(10):1899-1908. 

Hamanaka, G., Hosaka, E., Kuraishi, R., Hosoya, N., Matsumoto, M., and 
Kaneko, H. 2011. Uneven distribution pattern and increasing 
numbers of mesenchyme cells during development in the starfish, 



 83 

Asterina pectinifera. Dev Growth Differ 53 (3):440-449. 
Hart, M. W. 1996. Variation in suspension feeding rates among larvae of 

some temperate, eastern Pacific echinoderms. Invertbr Biol 115 
(1) :30-45. 

Hart, M. W. 2002. Life history evolution and comparative developmental 
biology of echinoderms. Evol Dev 4 (1):62-71. 

Hashimoto, N., Kurita, Y., and Wada, H. 2012. Developmental role of dpp in 
the gastropod shell plate and co-option of the dpp signaling pathway 
in the evolution of the operculum. Dev Biol 366 (2):367-373. 

Hejnol, A. 2010. A Twist in Time: The Evolution of Spiral Cleavage in the 
Light of Animal Phylogeny. Integr Comp Biol 50 (5):695-706. 

Henry, J. and Martindale, M. 1999. Conservation and innovation in spiralian 
development. Hydrobiologia 402:255 - 265. 

Hinman, V. F. and Davidson, E. H. 2007. Evolutionary plasticity of 
developmental gene regulatory network architecture. Proc Natl Acad 
Sci 104 (49):19404-19409. 

Hinman, V. F., Yankura, K. A., and McCauley, B. S. 2009. Evolution of gene 
regulatory network architectures: Examples of subcircuit conservation 
and plasticity between classes of echinoderms. Biochem Biophy Acta  
1789 (4):326-332. 

Holland, L. Z., Albalat, R., Azumi, K., Benito-Gutierrez, Blow, M. J., 
Bronner-Fraser, M., Brunet, F., Butts, T., Candiani, S., Dishaw, L. J., 
Ferrier, D. E. K., Garcia-Fernandez, J., Gibson-Brown, J. J., Gissi, C., 
Godzik, A., Hallbook, F., Hirose, D., Hosomichi, K., Ikuta, T., Inoko, 
H., Kasahara, M., Kasamatsu, J., Kawashima, T., Kimura, A., 
Kobayashi, M., Kozmik, Z., Kubokawa, K., Laudet, V., Litman, G. W., 
McHardy, A. C., Meulemans, D., Nonaka, M., Olinski, R. P., Pancer, Z., 
Pennacchio, L. A., Pestarino, M., Rast, J. P., Rigoutsos, I., 
Robinson-Rechavi, M., Roch, G., Saiga, H., Sasakura, Y., Satake, M., 
Satou, Y., Schubert, M., Sherwood, N., Shiina, T., Takatori, N., Tello, 
J., Vopalensky, P., Wada, S., Xu, A., Ye, Y., Yoshida, K., Yoshizaki, F., 
Yu, J.-K., Zhang, Q., Zmasek, C. M., de Jong, P. J., Osoegawa, K., 
Putnam, N. H., Rokhsar, D. S., Satoh, N., and Holland, P. W. H. 2008. 



 84 

The amphioxus genome illuminates vertebrate origins and 
cephalochordate biology. Genome Res 18 (7):1100-1111.  

Hyman, L. H. 1955. The invertebrates: Echinodermata, the coelomate 
Bilateria. McGraw-Hill vol IV. 

Hyman, L. H. 1959. The Invertebrates: Smaller coelomate groups, 
Chaetognatha, Hemichordata, Pogonophora, Phoronida, Ectoprocta, 
Brachiopoda, Sipunculida, the coelomate Bilateria McGraw-Hill vol V. 

Iijima, M., Akiba, N., Sarashina, I., Kuratani, S., and Endo, K. 2006. 
Evolution of Hox genes in molluscs: a comparison among seven 
morphologically diverse classes. J Mollus Stud 72 (3):259-266. 

Ishikawa, M. and Numamiya, T. 1988. Experiments on Development of 
Marine Invertebrates. Baiffuukan, Tokyo 

Ito, A., Aoki, M., Yahata, K., and Wada, H. 2011. Complicated evolution of 
the caprellid (Crustacea: Malacostraca: Peracarida: Amphipoda) body 
plan, reacquisition or multiple losses of the thoracic limbs and pleons. 
Dev Genes Evol 221 (3):133-140. 

Janies, D. 2001. Phylogenetic relationships of extant echinoderm classes. 
Can J Zool 79 (7):1232-1250. 

Janies, D. A., Voight, J. R., and Daly, M. 2011. Echinoderm Phylogeny 
Including Xyloplax, a Progenetic Asteroid. Syst Biol 60 (4):420-438. 

Jenner, R. A. and Wills, M. A. 2007. The choice of model organisms in 
evo-devo. Nat Rev Genet 8 (4):311-314. 

Katoh, K. and Toh, H. 2008. Recent developments in the MAFFT multiple 
sequence alignment program. Brief bioinform 9 (4):286-298. 

Kin, K., Kakoi, S., and Wada, H. 2009. A novel role for dpp in the shaping of 
bivalve shells revealed in a conserved molluscan developmental 
program. Dev Biol 329 (1):152-166. 

Kingsley, E. P., Chan, X. Y., Duan, Y., and Lambert, J. D. 2007. Widespread 
RNA segregation in a spiralian embryo. Evol Dev 9 (6):527-539. 

Koga, H., Matsubara, M., Fujitani, H., Miyamoto, N., Komatsu, M., 
Kiyomoto, M., Akasaka, K., and Wada, H. 2010. Functional evolution 
of Ets in echinoderms with focus on the evolution of echinoderm larval 
skeletons. Dev Genes Evol 220 (3-4):107-115. 



 85 

Kulakova, M., Bakalenko, N., Novikova, E., Cook, C., Eliseeva, E., Steinmetz, 
P. H., Kostyuchenko, R., Dondua, A., Arendt, D., Akam, M., and 
Andreeva, T. 2007. Hox gene expression in larval development of the 
polychaetes Nereis virens and Platynereis dumerilii (Annelida, 
Lophotrochozoa). Dev Genes Evol 217 (1):39-54. 

Kurita, Y., Deguchi, R., and Wada, H. 2009. Early Development and 
Cleavage Pattern of the Japanese Purple Mussel, Septifer virgatus. 
Zool Sci 26 (12):814-820. 

Lambert, J. D. 2010. Developmental Patterns in Spiralian Embryos. Curr 
Biol 20 (2):R72-R77. 

Lambert, J. D. and Nagy, L. M. 2002. Asymmetric inheritance of 
centrosomally localized mRNAs during embryonic cleavages. Nature 
420 (6916):682-686. 

Lemaire, P., Garrett, N., and Gurdon, J. B. 1995. Expression cloning of 
Siamois, a xenopus homeobox gene expressed in dorsal-vegetal cells of 
blastulae and able to induce a complete secondary axis. Cell 81 
(1):85-94. 

Lemaire, P., Smith, W. C., and Nishida, H. 2008. Ascidians and the Plasticity 
of the Chordate Developmental Program. Curr Biol 18 
(14):R620-R631. 

Littlewood, D. T. J., Smith, A. B., Clough, K. A., and Emson, R. H. 1997. The 
interrelationships of the echinoderm classes: morphological and 
molecular evidence. Biol J Linn Soc 61 (3):409-438. 

Love, A. 2009. Marine invertebrates, model organisms, and the modern 
synthesis: epistemic values, evo-devo, and exclusion. Theory Biosci 
128 (1):19-42. 

Love, A. C., Andrews, M. E., and Raff, R. A. 2007. Gene expression patterns 
in a novel animal appendage: the sea urchin pluteus arm. Evol Dev 9 
(1):51-68. 

McCauley, B. S., Weideman, E. P., and Hinman, V. F. 2010. A conserved 
gene regulatory network subcircuit drives different developmental 
fates in the vegetal pole of highly divergent echinoderm embryos. Dev 
Biol 340 (2):200-208. 



 86 

McCauley, B. S., Wright, E. P., Exner, C., Kitazawa, C., and Hinman, V. F. 
2012. Development of an embryonic skeletogenic mesenchyme lineage 
in a sea cucumber reveals the trajectory of change for the evolution of 
novel structures in echinoderms. EvoDevo 3 (1):17. 

McIntyre, D. C., Lyons, D. C., Martik, M., and McClay, D. R. 2014. 
Branching out: Origins of the sea urchin larval skeleton in 
development and evolution. genesis 52 (3):173-185. 

McIntyre, D. C., Seay, N. W., Croce, J. C., and McClay, D. R. 2013. 
Short-range Wnt5 signaling initiates specification of sea urchin 
posterior ectoderm. Development 140 (24):4881-4889. 

Mukherjee, K. and Bürglin, T. R. 2007. Comprehensive Analysis of Animal 
TALE Homeobox Genes: New Conserved Motifs and Cases of 
Accelerated Evolution. J Mol Evol 65 (2):137-153. 

Muller, G. B. 2007. Evo-devo: extending the evolutionary synthesis. Nat Rev 
Genet 8 (12):943-949. 

Nakano, H., Hibino, T., Oji, T., Hara, Y., and Amemiya, S. 2003. Larval 
stages of a living sea lily (stalked crinoid echinoderm). Nature 
421:158-160. 

Nakano, T. and Ozawa, T. 2004. Phylogeny and historical biogeography of 
limpets of the order Patellogastropoda based on mitochondrial DNA 
sequences. J Mollus Stud 70 (1):31-41. 

Nederbragt, A., Welscher, P., van den Driesche, S., van Loon, A., and Dictus, 
W. 2002. Novel and conserved roles for orthodenticle / otx and 
orthopedia/otp orthologs in the gastropod mollusc Patella vulgata. Dev 
Genes Evol 212 (7):330-337. 

Nederbragt, A. J., Lespinet, O., Van Wageningen, S., Van Loon, A. E., 
Adoutte, A., and Dictus, W. J. A. G. 2002. A lophotrochozoan twist 
gene is expressed in the ectomesoderm of the gastropod mollusk 
Patella vulgata. Evol Dev 4 (5):334-343. 

Okazaki, K. and Dan, K. 1954. The metamorphosis of partial larvae of 
Peronella japonica Mortensen, a sand dollar. Biol Bul 106:83-99. 

Paul, C. and Smith, A. 1984. The early radiation and phylogeny of 
echinoderms. Biol Rev 59 (4):443-481. 



 87 

Plazzi, F. and Passamonti, M. 2010. Towards a molecular phylogeny of 
Mollusks: Bivalves’ early evolution as revealed by mitochondrial genes. 
Mol Phylogenet Evo 57 (2):641-657. 

Rabinowitz, J. S. and Lambert, J. D. 2010. Spiralian quartet developmental 
potential is regulated by specific localization elements that mediate 
asymmetric RNA segregation. Development 137 (23):4039-4049. 

Raff, R. A. 1987. Constraint, flexibility, and phylogenetic history in the 
evolution of direct development in sea urchins. Dev Biol 119 (1):6-19. 

Raff, R. A. 1996. The Shape of Life: Genes, Development, and the Evolution 
of Animal Form: University of Chicago Press. 

Rambaut A 2009. FigTree v1. 3.1: Tree Figure Drawing Tool. Available : 
http://tree.bio.ed.ac.uk/software/figtree/. 

Robb, S. M. C., Ross, E., and Alvarado, A. S. 2007. SmedGD: the Schmidtea 
mediterranea genome database. Nucl Acids Res 36:D599-D606. 

Röttinger, E., Saudemont, A., Duboc, V., Besnardeau, L., McClay, D., and 
Lepage, T. 2008. FGF signals guide migration of mesenchymal cells, 
control skeletal morphogenesis and regulate gastrulation during sea 
urchin development. Development 135 (2):353-365. 

Ryan, J., Burton, P., Mazza, M., Kwong, G., Mullikin, J., and Finnerty, J.  
2006. The cnidarian-bilaterian ancestor possessed at least 56 
homeoboxes: evidence from the starlet sea anemone, Nematostella 
vectensis. Genome Biol 7 (7):R64. 

Shoguchi, E., Satoh, N., and Maruyama, Y. K. 2000. A starfish homolog of 
mouse T-brain-1 is expressed in the archenteron of Asterina 
pectinifera embryos: Possible involvement of two T-box genes in 
starfish gastrulation. Dev Growth Differ 42 (1):61-68. 

Simakov, O., Marletaz, F., Cho, S.-J., Edsinger-Gonzales, E., Havlak, P., 
Hellsten, U., Kuo, D.-H., Larsson, T., Lv, J., Arendt, D., Savage, R., 
Osoegawa, K., de Jong, P., Grimwood, J., Chapman, J. A., Shapiro, H., 
Aerts, A., Otillar, R. P., Terry, A. Y., Boore, J. L., Grigoriev, I. V., 
Lindberg, D. R., Seaver, E. C., Weisblat, D. A., Putnam, N. H., and 
Rokhsar, D. S. 2013. Insights into bilaterian evolution from three 
spiralian genomes. Nature 493 (7433):526-531. 



 88 

Stamatakis, A., Hoover, P., and Rougemont, J. 2008. A rapid bootstrap 
algorithm for the RAxML web servers. Syst Biol 57 (5):758-771. 

Strathmann, R. and Eernisse, D. 1994. What molecular phylogenies tell us 
about the evolution of larval forms. Am Zool 34 (4):502-512. 

Struck, T. H., Wey-Fabrizius, A. R., Golombek, A., Hering, L., Weigert, A., 
Bleidorn, C., Klebow, S., Iakovenko, N., Hausdorf, B., Petersen, M., 
Köck, P., Herlyn, H., and Hankeln, T. 2014. Platyzoan Paraphyly 
Based on Phylogenomic Data Supports a Noncoelomate Ancestry of 
Spiralia. Mol Biol Evol 31 (7):1833-1849. 

Takatori, N., Butts, T., Candiani, S., Pestarino, M., Ferrier, D. K., Saiga, H., 
and Holland, P. H. 2008. Comprehensive survey and classification of 
homeobox genes in the genome of amphioxus, Branchiostoma floridae. 
Dev Genes Evol 218 (11-12):579-590. 

Takeuchi, T., Kawashima, T., Koyanagi, R., Gyoja, F., Tanaka, M., Ikuta, T., 
Shoguchi, E., Fujiwara, M., Shinzato, C., Hisata, K., Fujie, M., Usami, 
T., Nagai, K., Maeyama, K., Okamoto, K., Aoki, H., Ishikawa, T., 
Masaoka, T., Fujiwara, A., Endo, K., Endo, H., Nagasawa, H., 
Kinoshita, S., Asakawa, S., Watabe, S., and Satoh, N. 2012. Draft 
genome of the pearl oyster Pinctada fucata: A platform for 
understanding bivalve biology. DNA Res 19 (2):117-130. 

Telford, M. J., & Littlewood, D. T. J. 2009. Animal evolution: Genomes, 
fossils, and trees. Oxford University Press, Oxford. 

Telford, M. J., Lowe, C. J., Cameron, C. B., Ortega-Martinez, O., Aronowicz, 
J., Oliveri, P., and Copley, R. R. 2014. Phylogenomic analysis of 
echinoderm class relationships supports Asterozoa. Proc R Soc B 281 
(1786):20140479-20140479. 

Torgerson, D. G. and Singh, R. S. 2004. Rapid evolution through gene 
duplication and subfunctionalization of the testes-specific α4 
proteasome subunits in Drosophila. Genetics 168 (3):1421-1432. 

van den Biggelaar, J. A. M., Dictus, W. J. A. G., and van Loon, A. E. 1997. 
Cleavage patterns, cell-lineages and cell specification are clues to 
phyletic lineages in Spiralia. Semin Cell Dev Biol 8 (4):367-378. 

Wada, H. and Satoh, N. 1994. Details of the evolutionary history from 



 89 

invertebrates to vertebrates, as deduced from the sequences of 18S 
rDNA. Proc Natl Acad Sci 91 (5):1801-1804. 

Whiting, M. F., Bradler, S., and Maxwell, T. 2003. Loss and recovery of 
wings in stick insects. Nature 421 (6920):264-267. 

Yamashita, M. 1985. Embryonic development of the brittle star Amphipholis 
kochii in laboratory culture. Biol Bull 169 (1):131-142. 

Zhang, G., Fang, X., Guo, X., Li, L., Luo, R., Xu, F., Yang, P., Zhang, L., 
Wang, X., Qi, H., Xiong, Z., Que, H., Xie, Y., Holland, P. W. H., Paps, J., 
Zhu, Y., Wu, F., Chen, Y., Wang, J., Peng, C., Meng, J., Yang, L., Liu, 
J., Wen, B., Zhang, N., Huang, Z., Zhu, Q., Feng, Y., Mount, A., 
Hedgecock, D., Xu, Z., Liu, Y., Domazet-Loso, T., Du, Y., Sun, X., 
Zhang, S., Liu, B., Cheng, P., Jiang, X., Li, J., Fan, D., Wang, W., Fu, 
W., Wang, T., Wang, B., Zhang, J., Peng, Z., Li, Y., Li, N., Wang, J., 
Chen, M., He, Y., Tan, F., Song, X., Zheng, Q., Huang, R., Yang, H., Du, 
X., Chen, L., Yang, M., Gaffney, P. M., Wang, S., Luo, L., She, Z., Ming, 
Y., Huang, W., Zhang, S., Huang, B., Zhang, Y., Qu, T., Ni, P., Miao, 
G., Wang, J., Wang, Q., Steinberg, C. E. W., Wang, H., Li, N., Qian, L., 
Zhang, G., Li, Y., Yang, H., Liu, X., Wang, J., Yin, Y., and Wang, J. 
2012. The oyster genome reveals stress adaptation and complexity of 
shell formation. Nature 490 (7418):49-54. 

Zheng, H., Zhang, W., Zhang, L., Zhang, Z., Li, J., Lu, G., Zhu, Y., Wang, Y., 
Huang, Y., Liu, J., Kang, H., Chen, J., Wang, L., Chen, A., Yu, S., Gao, 
Z., Jin, L., Gu, W., Wang, Z., Zhao, L., Shi, B., Wen, H., Lin, R., Jones, 
M. K., Brejova, B., Vinar, T., Zhao, G., McManus, D. P., Chen, Z., Zhou, 
Y., and Wang, S. 2013. The genome of the hydatid tapeworm 
Echinococcus granulosus. Nat Genet 45 (10):1168-1175. 

 

 

 

 



 90 

 
 
 
 
 
 
 
 
 
 
 
 

 Tables  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 91 

 
 
 
 
 
 
       Table 1-1. Primers for Gene isolation and qPCR.  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Accsession Number

Gene Name Primer Sequence

F:TCAAATCACAAGTCCGATGGAACGAAA

R:TAAAGAAGGTTATATGAGGGGATTGGACA

F:TCAGGAGGAAGAAGCAGAAGTA

R:TCAGAAGTGAACAGTGACCACT

F:TGYAARAAYGGNGGNTGYTG

R:GGRCARAANDHNGGYCC

F:TGYGARCAYYTNCCNTAYGAY

R:ATNWSYTCNGGNGCCATCCAYTT

Gene Name Primer Sequence �������������

F:GTGACTGCCTGACCAACAAC

R:CCGCACATTCCTCTCCTTAT

F:GAACACCGAGGCTAAGGAAA

R:GGCCCTTCTCAATGTACTGG

F:GGAGAGCAGATGGTCATGGT

R:CAGTGTTTCCGTCATTTTGC

F:CATGGACGGTGTTCAAAATG

R:AATCGGGATGTCAGGAGATG

F:GTGTCTGCGTCTGCGTCTAT

R:TCACAGCCCATCTTGGTACA

Primers for Gene Isolataion

PpVEGF

PpVEGFR

AkVEGF

AkVEGFR

AB705445

AB705446

AB705448

AB705449

PpCA1

Primers for qPCR

�

���

�
��
�

�
��	�

�
����

PpKroxb

PpVEGF

PpVEGFR

PpMBF-1

�
��
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Figure 1-1. Phylogeny and the morphology of the echinoderm larvae. 

The phylogenetic tree was based on several molecular phylogenetic and palaeontological 

studies (Paul and Smith 1984; Wada and Satoh 1994; Littlewood et al. 1997; Janies 2001; 

Janies et al. 2011; Telford et al. 2014). Pluteus type of larva is observed in sea urchins and 

brittle stars although they are not closely related each other. Because the acorn worm and 

the basal echinoderms, sea lily produce auricularia larvae, this type is regarded as 

ancestral.  
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Figure 1-2. Molecular phylogenetic trees for gene ontology of VEGF (A) and 

VEGFR(B) 

The selected amino acid substitution models were DCMut+F (A), rtREV+F (B). 

The numbers on the nodes show the percentage of successful bootstrap replicate (n = 300) for 

each node (percentage higher than 50 are shown). 

Mm: Mus musculus. Sp: Strongylocentrotus purpuratus. Pl: Paracentrotus lividus. Hl: 

Holothuria leucospilota.  Ak: Amphipholis kochii. Pp: Patiria pectinifera. Pm: Patiria 

miniata. 
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Figure 1-3. Expression Patterns of vegf  and vegfr  in  Starfish (P. pectinifera)  

(A)-(D) No expression of Ppvegfr was detected in blastula (13.5h, A), gastrula (20h, B) and 

bipinnaria larva stage (2dpf and 5dpf. C, D). (E)-(H) Expression of Ppvegf was not detected 

in blastula (E), gastrula (F) and bipinnaria larva stage (G, H) 
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Figure 1-4. Expression Patterns of vegf ,  vegfr  and CA1 during adult skeletogenesis of 

Starfish (P. pectinifera).    

(A)-(D) Expression of Ppvegfr in early brachiolaria. (A) View from the left side. Expression was detected in 

mesenchymes between coelom and epidermis. (B) View from the dorsal side with higher magnification. Expression 

was observed on both the left (black arrows) and right side (white arrowheads). (C) View from the right side. 

Ppvegfr expression on right side was observed in a few clusters of cells (white arrowheads). (D) Higher 

magnification of Fig. 1-4A. Expression of Ppvegfr on the left side was in pentaradial manner (black arrows). (E) 

Expression of PpCA1 in early brachiolaria stage. View from the left side. Expression of PpCA1 was also in 

pentaradial manner. (F) Expression of Ppvegf in early brachiolaria stage. View from the left side. Expression of 

Ppvegf was observed in epidermis around stomach and intestine. (G) Dorsal view of PpCA1 expression in early 

brachiolaria stage. Expression was detected in mesenchymes between epidermis and coelom on the left side (black 

arrows) and right side (white arrowheads). The each position of mesenchymes on both left and right side were 

seemed to correspond to the position of spicules indicated (H). (H) Spiculogenesis in brachilaria stage. View from 

dorsal side. Spicules were observed within the mesenchyme clusters on both the left (black arrows) and right side 

(white arrowheads). (I)-(K) Expression of Ppvegf in late brachiolaria (aboral view). Expression was observed in 

mesenchyme cells within the adult rudiment. Black arrows indicate five clusters on the outer and oral side (I, J), 

white arrowheads point out five clusters on the inner and aboral side (I, K) and a black arrowhead indicates a 

central cluster (I, K). (J, K) show the same specimens shown in (I) with higher maginifacation, and different foci. (L, 

M) Ppvegf expression in late brachiolaria stage. (L) Expression was detected in epidermis of adult rudiment in most 

of late brachiolaria larvae. (M) In some larvae, Ppvegf expression was observed only in mesenchyme cells within 

adult rudiment.  
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Figure 1-5. Temporal expression profile of Ppvegf  and Ppvegfr ,  PpCA1  and 

Ppkroxβ  by qPCR.  

(A) Temporal expression profile of Ppvegf and Ppvegfr by qPCR. 

Values are normalized by Ppmbf-1 expression level, and represented as percentage of signal 

intensity of late brachiolaria stage. 

(B) Temporal expression profile of Ppvegf and Ppvegfr, PpCA1 and Ppkroxβ. 

Values are normalized by Ppmbf-1 expression level. 
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Figure 1-6. Expression patterns of vegf and vegfr  in brittle star (A.kochii)  

(A)-(D) Expression of Akvegfr. (A) Expression was detected in part of blastula wall at 

hatching blastula. (B) Expression was observed in whole PMC in mesenchyme blastula. (C) 

In gastrula stage, expression was observed in PMC clusters. (D) Expression was maintained 

in PMC cluster in early pluteus stage. (E)-(H) Expression of Akvegf. (E) Expression was 

detected in cells subequatorial region of ectoderm cells in hatching blastula. (Inset) 

Expression viewed from either the vegetal or animal view. (F) Expression was observed in 

bilateral cell populations in ectoderm of mesenchyme blastula. (Inset) Expression viewed 

from either the vegetal or animal view. (G) Expression was seen bilaterally in ectoderm of 

gastrula. These Akvegf positive cells lie adjacent to PMC clusters. (H) In early pluteus stage, 

expression was maintained in epidermal cells at the tips of larval arms. 

 

 

 

 

 

 




