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ABSTRACT. Ecdysteroids, known as molting hormones, play central roles in the onset of molting, metamorphosis, and reproduction in
arthropods. The ecdysteroids stored in eggs also play an important role in embryogenesis. In insects, ecdysteroids are stored as phos-
phate esters, which are converted to an active form by ecdysteroid-phosphate phosphatase (EPPase). Although EPPase is believed to
be widely conserved in the Ecdysozoa, little is known about its expression in clades other than Insecta. In this study, we cloned a puta-
tive EPPase gene from a small fresh water crustacean known as a water flea, Daphnia magna Straus (Cladocera: Daphniidae), and
examined its expression during embryogenesis. The amino acid sequence of the putative crustacean EPPase cDNA showed high similar-
ity to insect EPPase and human suppressor of T-cell receptor signaling-1. We also found that the D. magna EPPase was highly expressed
during early embryogenesis; its expression rapidly decreased 6 h after oviposition. This timing corresponds to the onset of organogene-
sis in D. magna. The expression of EPPase could not be detected in diapaused eggs. This is the first report of an EPPase from crusta-
ceans, and the results suggest that the function of EPPase is conserved between insects and crustaceans.
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Ecdysteroids are known as molting hormones in insects. These steroid
hormones play pivotal roles not only in molting, but also in metamor-
phosis, development, and reproduction. In insect larvae, the prothoracic
gland produces ecdysteroids (Iga and Kataoka 2012), and during the
adult insect stage, the ecdysteroids are produced in the gonads, particu-
larly the ovaries (Galikova et al. 2011). The ecdysteroids produced in
the ovaries are transferred to the eggs where they are inactive as ecdys-
teroids, but are stored in conjugated forms such as glucosides (Warren
and Gilbert 1986), fatty acyl esters, and phosphate esters (Tsoupras
et al. 1982). Among these inactive ecdysteroids, the major products in
insects are phosphate esters (Sonobe and Ito 2009). It was first observed
that inactive ecdysteroids were converted to their active form by ecdys-
teroid-phosphate phosphatase (EPPase) during embryogenesis in the
silkworm Bombyx mori (Yamada and Sonobe 2003). The cellular func-
tions and metabolism in B. mori have been well studied (Sonobe and
Yamada 2004), and the ecdysteroid-phosphate was found localized in
yolk granules as a form of vitellin-bound complex that is later released
from the yolk granules and processed in the cytosol (Yamada et al.
2005). Active ecdysteroids converted from phosphate esters by
EPPase, together with de novo synthesized ecdysteroids, are indispens-
able for embryonic development. The importance of active ecdyste-
roids in the developing embryo was also shown in the fruit fly
Drosophila melanogaster, in which morphological disruptions were
observed when the metabolic pathway for 20-hydroxyecdysone biosyn-
thesis was deleted. In addition, active ecdysteroids are converted from
ovary-derived ecdysteroid phosphates in other insects such as the desert
locust Schistocerca gregaria (Scalia et al. 1987), the oriental migratory
locust Locusta migratoria (Lagueux et al. 1977), the cockroach
Blaberus craniifer (Bulliére et al. 1979), and the tobacco hornworm
Manduca sexta (Warren et al. 1986), suggesting that they play an im-
portant role in controlling early embryonic development. Thus, the im-
portance of free ecdysteroids in the eggs and their conversion by
EPPase is becoming widely recognized in insects.

Although the function of ecdysteroids has been extensively studied
in insects, little is known about ecdysteroids in other Ecdysozoa phyla.
In particular, information on the role and function of ecdysteroids dur-
ing embryonic stages in other Ecdysozoan species is still limited.

In order to clarify the function of ecdysteroids in other Ecdysozoan
species, the water flea Daphnia magna Straus (Cladocera: Daphniidae),
a small crustacean that commonly inhabits fresh water ponds, was cho-
sen as a model. Because daphniids inhabit a diverse array of aquatic en-
vironments, they have been used as models for adaptation to
environmental changes, evolution, ecology, toxicology (Watanabe
et al. 2008), and environmental science for decades (Watanabe et al.
2007). In addition, the advent of whole genome sequencing (Colbourne
et al. 2011) and the development of gene manipulation techniques
(Kato et al. 2010) have made D. magna a suitable organism for molecu-
lar investigations in crustaceans. In this study, the presence and expres-
sion of EPPase in daphniids were examined. The putative crustacean
EPPase identified had a structure similar to that of the insect EPPase. Its
expression was detected from the onset of embryogenesis, suggesting
that ecdysteroids are required at early stages of embryogenesis in
crustaceans.

Materials and Methods

D. magna Strain and Culture Conditions. The D. magna strain
(NIES clone) was obtained from the National Institute for
Environmental Studies (NIES; Tsukuba, Japan) and maintained as pre-
viously described (Kato et al. 2010), except that ADaM (Kliittgen et al.
1994) was used as the culture medium.

cDNA Synthesis from D. magna. Embryos at the appropriate devel-
opmental stage were dissected from the brood chamber and homogen-
ized in the presence of Sepasol-RNAI reagent (Nacalai Tesque, Kyoto,
Japan, http://www.nacalai.co.jp/). Total RNA was purified per the
manufacturer instructions. The first-strand ¢cDNA was synthesized
with SuperScript III Reverse Transcriptase (Invitrogen, Carlsbad, CA,
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http://www.lifetechnologies.com/) utilizing oligo
(Toyobo, Osaka, Japan, http://www.toyobo.co.jp/).
Cloning of a Putative EPPase Gene. The nucleic acid sequence of
the EPPase gene (AB609071) from B. mori was obtained from the
NCBI database (http://www.ncbi.nlm.nih.gov/). A BLAST search for
related sequences was conducted on the D. magna Expression
Sequence Tag (EST) database (Watanabe et al. 2005). An EST sequence
with high similarity to the B. mori EPPase was obtained from the data-
base. Based on the sequence, Polymerase Chain Reaction (PCR) pri-
mers were designed and the first strand of cDNA was amplified by PCR
using TaKaRa ExTaq (Takara, Ohtsu, Shiga, Japan, http://www.takara-
bio.co.jp/). The primer sequences for the amplification of the EPPase
gene fragment were as follows: forward, 5-GAACTACCAC
CCAGGAAGA-3'; and reverse, 5'-GCGCATTGGGTGACGTAAT-3'.
The amplified PCR product was subcloned into a pCRII vector
(Invitrogen) and sequenced. The Gene Racer Kit (Invitrogen) and the
SMART RACE cDNA Amplification Kit (Clontech, Palo Alto, CA,
http://www.clontech.com/) were used for 5’ and 3’ rapid amplification

(dT) primers
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of the cDNA ends (RACE), respectively, with the following primers:
5'-RACE primer, 5'-CTGGCCCAAAATTCCTGCAGCTGACT-3;
and 3’-RACE primer, 5'-CGTGAGTCAGCCGAGCAGTACTAT-3'.

Sequence Alignment and Phylogenetic Analysis of the Putative

EPPase. A multiple sequence alignment was constructed using
Clustal-W (Thompson et al. 1994) with the following settings for the
pairwise alignment parameters: gap opening penalty, 17.00; gap exten-
sion penalty, 0.1; and the identity protein weight matrix. The multiple
alignment parameters were as follows: gap opening penalty, 17.00; gap
extension penalty, 0.2; delay divergent cutoff, 30%; and gap separation
distance, 4. The phylogenetic reconstruction was performed using the p-
distance algorithm and the neighbor-joining method implemented in
MEGA software version 5.05 (Tamura et al. 2007). The known orthologs
of EPPase and the sequences that showed high similarity were used to
construct a phylogenetic tree. A BLAST search was conducted on the D.
pulex EST-genome database for sequences related to EPPase in the D.
pulex (Colbourne et al. 2011). The amino acid sequence corresponding to
the EPPase histidine phosphatase domain was used for the analysis.

AGATATAACCTAAAGCGCAGTGAGGTAATTTGGCAAC CECGAATGAAGAGT TAGAAAAAAAATAACAGTATGAAGGAAMGATAATGTCATATECTTTTTC 180
AAGAGCT CAAGAAAATTCTTTACET CTACAGAGCCATGT TATCETCAACGC TACT CBACTT CATT TAGGAGGAATAATCAGGAAMATTGTTGTACCETEE 280
ACTTTAAATTCTTATTTGTGATTCATATGCGTT TCCATACAAGCCGCAAGTGTTT GTCETGAGAGACATGGCT GAACTACCACCCAGGAAGAATGCAACT 38

M A ELPPRIKNAT 11

CCTACAAAGCTGACCARATTGTTGATCTCCCCTCTGAAGGT TCTACTGCAGATGGGTTT TCCGAAGCACAGAGCTGAGAAAGCCCTTGCTGCAACTGGET 480
P TKLTXKLLISPIITENMILTEQUNGIETPIEH RIATENK AL TATATTIGNY 45

ATAGAAATGTTCAACTAGCATCGGATTGGTTGC TGGCCCACGTAAATGACC CAACTTTAGATGACCTACAACCAAGAGAATATCTTCTTTACCTATGCCC 580
RNV QL ASDMWKNLLAHVYNDPTLDDLQPRETYITLTLYLTCEP 78

GTCTGGTTTAC TGCAAAGT CAGC TGCAGGAATT TTGGGC CAGATCGGCAGAAGAA TGTGGTAGAAATGGCGCC CATGAGTTCCTACCCCATGTCACTCTA 600
S 6 LLQ@SQLQETFWARSAEECGRNGAHEFLODMIMENN 11

GTTCCCCCCTT TAAGGTACCTGATAGTGC TGTTCCCAGTATTGTGAGCC TTCTGGAAAGGATTGC TGAGCATGAAAATCAACCCATTCCTGAATTGAGGE 700

VPPFKVPDS AV PSIVSLLERTIAEUHENGGQPTIZPTEILR LESEY

TAGAAACTTATATTTCCCAAAAT TT TATGGGTT TCTTCCTCAATCAAGATT CCGE TGAAGTCATTAAAGTCGT GGCGTCCCGGT TTGCCAGAGAATTAGE 629
ET Y 15 QNFMGEFTFLENG QDSAEVTIEKVVASERTFARE.L AN

TCAAATAAACATTGCAGCAGAGGCCCACACGCAAGCTTTGCACTTGACATTGGCT TACAATTTTCCTTCTGGT CAATACAGTACGCTAGAATATCTAGTA 988

Q I NI A A E A HTQ@ALHLT LAY N SIS S S . 211

AGAAACATAAACCCCAACACCGACGCTTCCCACTGGCAACTGCGTCTATATTCCAGAGATATCCGCCTGTCCGGGAAGAAGGTG TACAAGGTCATCTTCC 1ee8
RNINPNMNTDASHMWMQLRLYSRDIRLSGE KK KO LKLV ITFFP 285

CGCACGT TCCACGAGAAACTGACGAGTTGGAAC TGCTTCTAGGTGATTTCGTTTATGTCGATCCGGAAGCATG TAATAATTCCATAGACGGATGGATAGA 1108
IHVPIEYDELELLLGDFVYVD?‘!ENNSIDGHIEIZTH

AGGCATCTCTTGGCTTACTGGTTGT TCGGGTTTCTTACCAAAAAACT ACGT TGAAAAAACGGCCGAATCAGACGCTTGGACCCTACACAAGAGCGTAGAA 1208
T A E S DAMNWNTLMHIEKSVE 311
CTGAATCTATCCGCTGATGAACTGGACGAAATAGACGGCGTGTCAGCAT CGAGTGATCAAGCCCTCAGACTGT TGAATCAAATGTCACCGGAATTGGGCT 1308

LNLSADETLDTETIDGVSASSDQALRLILNQMSU®PETLTSGC 38

GCAACAATGACACAAAT TCGCACAGGGATCAGC CAAC TAGCACAAGAGTAGTTGC TGTTCGGCCAACGGAGCT TTCCAAATGTACAGAAAACTATGCCAA 1408
N NDTWMNSHRDQPTSTRVYVAVRPTETLSTZ KT ECTTENYA AN 378

TTTCAATTTGGATATGGCTGGATTGTCTC CAGT GGTGGAACGACCTCTAGE CTTCAAACAAGGACCTCGGCGATTGTTTATAGTGCGCCATEGCGARAGG 1500
FNLDM®MAGLSPVVYERPLAFI KOQGPRERILFI VRHGER 411

ATCGACTTCACATTTGGTACATGGATACCCTAC TGCTTCGATGAAACGGGARAGT ACGT TCGAMGGAT TTAAATATGCCGTTGAGCGTTCCCAAGCGAC 1688
IDFTFGTWIPYCFEDETGKY VREDLNRWPL SV P KRQ 445

AAGGATCACCCGAATCGTTCTACAAGGAT TGCCCACTAACCATATTGGGGGAAAC GCAAGCCGGACTTT TAGGCCAAGCTTTGLGTGCGGTTGGLGGATC 1788
G S P E S Fo¥Y KD €oP LoT Il G B TiQiA G L b GQ A LR AV 66 S 478

CAACAGGATTCAGCACGTCTACTGL TCGLCGTCTCTTCGCTCCTTACAGAL TTGT CAAAATAT TCTGAAAGGC CTCGAGATTGAGCACTCTGTACCCATT  18@@
R S G T RS A ol T W N Al ARR S SRl v I A S Y S R W - S R - R T 511

TGTTTGGAACCGGGATTATTCGAATGGTTGGTT TGGTACCAAGATTCCATGCCTCAGTTTATGACTCCATCAGAGATGCTCGATGCCGGTTTCCGTCTGE 1908
Cob e PG L rESE MR WD SR P g R TR S B oL oA G R R LR 545

GTGAGAATCATCAGTACTTTATTGACTTTAGCGAGCTTTCCGATCGGCGTGAGTCAGCCGAGCAGTACTATATGCGT TCACATTACGTCACCCAATGCGE 2808
E-NH QY F I DF 5 E L S DRRESAEQY Y MR SHYVTQCA 578

TCTTCGCTGCACCGAGCATATCGGTGGAGACGTCCTTCTCATTGGACATGL CTCAACGC TGGATGCATGTTCGCGACAAC TGGTGGGGGGATTACCGCGA 2100
ECRVEE TR H ST GG N R T A S T R T O R R T QUL M G T PR 611

TCCGCOCAAGAGCTATCCCGAATCGTCCATCGGATCCCTTACTGCAGTT TGGCTGCCGTCCAACAGTGTCTTCCAGAAGAGTCTTCGCTCGATRGATTCAC 2200
SHRTQEESESSIRETICHSR S EN R SETSIETAIASN' ¢ @ € L P E ES S 1L DD S P 685

CCGACGAGACGGGCAGTAATAAMAT CAMATGGAAGTTGATTGAACCGCCTGTCCCTCCTATGACTTATTCCGCCAATTTGCGTT TTGATTGECAAACTTT 2380
DETGSMNIKTIEKUBMWMEKTLTIEPPVPPMKMTYSAN RFDHWQTL 678
ACTTCCTTAGCGGTGUGCCACCATT BCAACCTATATATT TAACAGAACAAT CAGAAC TCAACGGGAACAGAAGATTTGCAGTTTATTGCGAGGTAGTATG 2488
LP?® -]
CAAACATTCTTTCTTTAATCGAGTT CARAAGTGTATTTTTTTT TTTCAAAC AAAACCCAACGAAATACTCTCCTTTTAACATACCAAATAGTACGCGAAT 2588
CAAATAGTACGCGAATCTTTET TAT TCAAAGTCGCGT TT TCAAGTTT TT TATTGAAGAAAGAAACCCTTTTCTTTTTTTAATGGETTTGTTTTITTTGET 2668
GCCTTTCTTET TTGATCTTGT TEETACAGCARA TETCGACCTETACGAAACATAGAAGTETATGACACGGARATETTGAATCACCCETCCTCTTTTTTAA 2768

GCTTTAATTTACTCCTAAGTGCAAGGAATGGAATAATACATATTGTAGATTGC 2753

Fig. 1. Nucleotide and predicted amino acid sequences of the putative EPPase in D. magna. The nucleotide sequence is shown from 266 bp
before the start codon to 444 bp after the stop codon. The predicted amino acid sequence is indicated below the nucleotide sequence of the
EPPase cDNA. The ubiquitin-associated domain is shaded in gray; the LigT-like phosphoesterase domain is shaded in black; the Src homology
domain 3 is indicated by a box; and the histidine phosphatase domain is underlined.
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Quantitative Real Time-PCR. Embryos were collected at 0, 6, 9, 12,
15, 18, and 24h after oviposition, and cDNA was synthesized as
described above. Quantitative PCR was performed using an Mx3005P
real time (RT)-PCR system (Agilent Technologies, Santa Clara, CA,
http://www.chem-agilent.com/) with SYBR GreenER qPCR SuperMix
Universal (Invitrogen). The following EPPase primers were used: for-
ward, 5-GCCGTCTCTTCGCTCCTTAC-3’; and reverse, 5'-GAATA
ATCCCGGTTCCAAACAA-3'. The PCR amplifications were per-
formed in triplicate using the following conditions: 2 min at 50°C and
10 min at 95°C, followed by 40 two-temperature cycles of 15 s at 95°C
and 1 min at 60°C. Gel electrophoresis and melting curve analyses were
performed to confirm the correct amplicon size and the absence of non-
specific bands. The embryonic expression levels were normalized to
the expression level of ribosomal protein L32.

RNAi Knockdown of EPPase. In order to downregulate EPPase
expression, an siRNA (5-CAUGGCGAAAGGAUCGACUUCACA
UTT-3') corresponding to the EPPase gene was synthesized and
injected as described previously (Kato et al. 2011). As a control siRNA,
a random sequence (5-GGUUUAAGCCGCCUCACAUTT-3') was
selected and used. The random sequence was confirmed not to have
similar sequence in D. magna EST database (Watanabe et al. 2005) and
others.

Results and Discussion

Molecular Cloning of the Putative Daphniid EPPase Gene. A gene
encoding a putative EPPase in crustaceans was found by conducting a
BLAST search of the D. magna EST database (Watanabe et al. 2005)
with the sequence for EPPase from B. mori. Based on the sequence,
PCR primers were designed, and a partial DNA fragment of the putative

ASADA ET AL.: EARLY EMBRYONIC EXPRESSION OF A PUTATIVE EPPase

3290 bp (2043 bp)

EPPase gene was recovered from cDNA obtained from embryonic
D. magna. To determine the sequences at both ends of the gene, 5" and
3’ RACE PCR was performed. The sequences were assembled into a
transcript encoding a protein of 680 amino acids (Fig. 1). Mapping the
putative EPPase transcript to the genomic sequence indicated that the
gene had nine exons spread over 3,290 bp of genomic DNA (Fig. 2).
The sequence of the putative D. magna EPPase showed high similarity
with that of the insect EPPases and the human suppressor of T-cell
receptor signaling 1 (Sts-/) gene, each of which has a ubiquitin-
associated domain, a LigT-like phosphoesterase domain (Mazumder
et al. 2002) (Fig. 3), an Src homology 3 domain, and a histidine phos-
phatase domain (Rigden 2008). These motifs are highly conserved
between the insect EPPase and the human Szs-/ gene (Davies et al.
2007). The histidine phosphatase domain is found in a large, function-
ally diverse group of proteins, but they share a conserved catalytic core
in which histidine is phosphorylated during the reaction. Because these
histidine residues are conserved in the Daphnia EPPase (Fig. 4), the
gene cloned in this study may function in the same way as the other
conserved EPPases. Hereafter, we designate this gene D. magna
EPPase, or simply EPPase.

Phylogenetic Analysis of EPPase. A phylogenetic tree was con-
structed from the amino acid sequences of known EPPase proteins
(Fig. 5). The topology of the phylogenetic relationship between the
EPPase orthologs was in good agreement with the taxonomic relation-
ships of insects, and it indicated that the crustacean EPPase is closely
related to the insect EPPase. The recent progress in phylogenetic analy-
sis and other approaches suggest that insects originated from freshwater
branchiopod crustaceans. The phylogenetic tree for EPPase is consis-
tent with this hypothesis.

I
98 249 243

189

311 69 359

Fig. 2. Schematic diagram of the EPPase gene structure. Each exon is

500 bp
represented by a box, with the length of each exon indicated above.

Filled boxes indicate coding regions and open boxes indicate untranslated regions. The numbers below the boxes indicate the lengths of

introns.
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Fig. 3. Domain structures of the EPPase gene in D. magna and insect and human orthologs. The characteristic conserved domains of the
EPPase gene are presented schematically for D. magna and the orthologs in D. melanogaster (fruit fly), B. mori (silkworm), and Homo sapiens

(human). The percentage of amino acid identity in each conserved

domain between the D. magna EPPase and that in the ortholog is

indicated. UBA: ubiquitin-associated domain. LigT: LigT-like phosphoesterase domain. SH3: Src homology domain 3. HP: histidine phosphatase

domain.
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H. sapiens Sts-1 TPIEKQV- -VSESYDTYI SUSFQUTKET ISECKSKGNY ILIvAglls
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Fig. 4. Amino acid sequence alignment of the histidine phosphatase domain of EPPase in D. magna and insect and human orthologs. The
amino acid sequences for the EPPase histidine phosphatase domain are shown for D. magna and orthologs in D. melanogaster (fruit fly), B.
mori (silkworm), and H. sapiens (human). The amino acids shaded in black are conserved.
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Fig. 5. Phylogenetic tree of the amino acid sequences for the EPPase histidine phosphatase domains in D. magna and other species.
Bootstrap values for 1,000 replicate analyses are shown at the branching points. The bar indicates branch length and corresponds to the
mean number of differences (P < 0.05) per residue along each branch.
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Fig. 6. Temporal expression profile of the putative EPPase in D.
magna during the embryonic stage. Embryos were obtained at each
time point, and the expression of EPPase and ribosomal protein 32
(L32) was evaluated by quantitative PCR. The expression of the
EPPase was normalized to the expression of L32. Oviposition was
designated as O h.
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Fig. 7. Expression of the putative EPPase in the ovaries of D. magna.
Ovaries were isolated 24 h before or just prior to oviposition, and the
total RNA was isolated. After reverse transcribing the RNA to cDNA,
the EPPase was quantified by RT-PCR and normalized to the
expression level of the ribosomal protein L32.

Expression Analysis of EPPase. In insects, EPPase converts inactive
ecdysteroid-phosphate stored in the eggs to active ecdysteroid. Thus,
an analysis of the temporal changes in EPPase expression is important
for understanding the function of ecdysteroids during the embryonic
stages of crustaceans. Using quantitative PCR, EPPase expression was
observed at early stages of embryonic development. Polyadenylated
EPPase mRNA was detected just after oviposition (0 h), and higher lev-
els of EPPase expression were sustained for ~6 h. The expression level
rapidly decreased after 6h, which corresponds to the period before
organogenesis (Fig. 6).

The expression level of EPPase in B. mori is very low at oviposition
and increases gradually to its maximum level at 3—4 d after oviposition,
corresponding to the late gastrulation phase before organogenesis
(Yamada and Sonobe 2003). The EPPase mRNA level in B. mori corre-
lates well with EPPase activity and the presence of active ecdysteroids,
suggesting that ecdysone stored in an inactive form is converted to its

Fig. 8. Expression of the putative EPPase in nondiapaused eggs.
Diapaused eggs and nondiapaused eggs were collected, and total
RNA was isolated. The RNA was isolated from nondiapaused eggs at
the late blastula stage, which is when cell division stops. After
reverse transcription of the RNA to cDNA, the EPPase was quantified
by RT-PCR and normalized to the expression level of the ribosomal
protein L32.

active form at the beginning of organogenesis. Because the embryonic
development of D. magna is much faster than that of B. mori, it may be
necessary to rapidly convert ecdysteroids from their inactive to active
forms. The higher expression level of the EPPase gene in Daphnia
may reflect a need for more rapid conversion of the ecdysteroid
phosphates.

The detection of EPPase mRNA just after oviposition suggested
that EPPase mRNA was synthesized during oogenesis. We, therefore,
investigated the expression level of EPPase prior to oviposition.
Although a direct comparison of mMRNA expression levels between the
ovary and eggs was not possible due to the inclusion of other nonovar-
ian cells with the ovaries, EPPase mRNA was detected 24 h before ovi-
position in addition to just prior to oviposition (Fig. 7). These results
are consistent with the accumulation of EPPase mRNA that we
observed shortly after oviposition. Given that the polyadenylation of
mRNA is a critical function during embryogenesis, an analysis of post-
transcriptional modifications and a direct estimation of protein expres-
sion may be necessary for the evaluation of actual EPPase activity.
EPPase was not detected in diapaused eggs from B. mori. We, there-
fore, examined daphniid diapaused eggs for EPPase expression as a
comparison, and we were unable to detect EPPase mRNA in the dia-
paused eggs (Fig. 8). This result was consistent with that of B. mori,
indicating that specific expression of EPPase only in nondiapaused
eggs is conserved, irrespective of the evolutionary differences between
D. magna and B. mori.

EPPase is Essential for Embryonic Development in Daphnia. In
order to examine if EPPase plays a critical role in the embryonic devel-
opment of D. magna, we used a recently developed RNAi technique for
Daphnia (Kato et al. 2011) to downregulate EPPase expression in a
transgenic Daphnia carrying the GFP protein fused to the histone H2B
gene, which facilitated visualization of the developmental stages.
When the EPPase siRNA was injected into the eggs, embryonic devel-
opment stopped by 9 h after oviposition, while the developmental status
6 h after the injection was similar to that of mock-injected eggs (Fig. 9).
This result suggested that EPPase was essential for early development.
As EPPase expression rapidly declined between 6 and 9 h (Fig. 6), the
ecdysone supplied by 6 h from EPPase conversion of the inactive form
may be essential for the early development of Daphnia.
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Fig. 9. RNAi knockdown of EPPase in Daphnia. An EPPase siRNA was injected into a transgenic Daphnia constitutively expressing GFP just
after oviposition, and an unrelated siRNA was injected as a control. The images were obtained with a fluorescent stereomicroscope at 3, 6,
and 9 h after oviposition. Ctl: control. Note that GFP signals are diffused and number of spots is limited at 9 h.

EPPase is known to specifically catalyze the conversion of ecdyste-
roid-phosphates to free ecdysteroids, which are required for embryonic
development. However, EPPase also has an ubiquitin-associated
domain, a LigT-like phosphoesterase domain (Mazumder et al. 2002),
an Src homology domain 3, and a histidine phosphatase domain
(Rigden 2008), which are conserved in the human Sts-1 gene. Thus, it
is possible that additional unknown functions of EPPase activity are
important during early embryogenesis.

EPPase has been well studied in B. mori, and our study has shown the
similarities and differences between the insect and daphniid EPPases. To
the best of our knowledge, this is the first study of EPPase in crustaceans,
which will contribute to understanding the functions of EPPase.
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