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This study mainly shows the DNA sequence and expression analysis of vitellogenin in Actias selene
(Ash-Vg). Specific primers were designed to amplify Ash-Vg gene by polymerase chain reaction (PCR)
and the obtained DNA sequence was 7329 bp long, including 6 exons and 5 introns with an open reading
frame encoding a 1774 amino acids peptide. A Bm DSX binding site and some conserved signatures
such as CdxA and GATA-X were found in the 5'-flanking region of Ash-Vg gene. Meanwhile, the cDNA
encoding the small subunit of Ash-Vg protein was obtained by PCR and ligated to pET-28a vector for
protein expression. A 45 KD recombinant protein was successfully expressed in Escherichia coli cells
which were confirmed by sodium dodesyl sulfate- polyacrylamide gel electrophoresis (SDS-PAGE) and
western blot analysis. The semi-quantitative PCR was also carried out to explore the specific expression
of Ash-Vg and the results showed that the Ash-Vg gene expressed differently in various developmental

stages and tissues.
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INTRODUCTION

Vitellogenin (Vg), the precursor of major yolk protein in
insects (Wahli et al., 1981; Kunkel and Nordin, 1985;
Sappington et al., 2002), is synthesized as one or more
large precursors (Della-Cioppa and Engelmann, 1987) in
fat body and secreted into the hemolymph. It will then be
up taken by vitellogenin receptors (VgRs) through
receptor-mediated endocytosis (Raikhel and Dhadialla,
1992; Sappington and Raikhel, 1998; Snigirevskaya and
Raikhel, 2005). Vgs played important roles in promoting
growth and differentiation of oocytes and transporting
metallic ions, lipid, thyroxine, vitamin A, carotenoid and
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Abbreviations: Vg, Vitellogenin; Ash-Vg, vitellogenin from
Actias selene Hubner; VgR, vitellogenin receptor; Aa, amino
acid; bp, base pairs; LB, Luria-Bertani; IPTG,
isopropylthiogalactoside; X-gal, 5-bromo-4-chloro-3-indolyl 3-D-
galactopyranoside; PCR, polymerase chain reaction; SDS-
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riboflavin into oocyte. So far, Vgs have been sequenced
from 25 insect species. Alignment of the Vgs’ sequences
revealed that some conserved features such as cysteine
residues, the GL/ICG and DGXR motifs, were found
(Tufail and Takeda, 2008) at the carboxy terminal.

Among the Lepidoptera insects, the Vgs have been
identified from Bombyx mori (Yano et al.,1994a; Yano et
al.,1994b), Bombyx mandarina (Meng et al., 2006),
Antheraea pernyi (Yokoyama et al.,1993; Liu et al., 2001,
Zhu et al., 2010), Antheraea yamamai ( Liu et al., 2000;
Meng and Liu, 2006a), Saturnia japonica (Meng et al.,
2008), Samia cynthia ricini (Kajiura et al., 2008),
Lymantria dispar (Hiremath and Lehtoma, 1997) and
Philosamia cynthia ricini (Liu et al., 2003). Researches on
insect Vgs provide great theoretical and practical
significances for utilization of beneficial insects and
prevention of harmful insects (Brownes, 1986). The pri-
mary structures of many insect Vgs (Tufail and Takeda,
2008) and some advanced structure are known (Sharrock
et al., 1992).

Actias selene Hubner (Lepidoptera, Saturniidae) is an
important wild silk-spinning insect mainly located in
China, Japan, India and Southeast Asian countries. Vg of
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Table 1.The primers used for polymerase chain reaction (PCR).

F5(2061-2080)
R5(2674-2693)
F6(2594-2611)
R6(3366-3385)
F7(3259-3280)
R7(3604-3623)
F8(3487-3506)
R8(4252-4271)
FO(4143-4162)
R9(4674-4693)
F10(4540-4557)
R10(5351-5370)

Primer Primer sequences

F1 5'- TGTAATAACAGTCGATCTATCCATGTAG -3'
R1(6-26) 5'- ACCACCGCTAGAACCAACAAC -3
F2(1-22) 5'- ATGAAGTTGTTGGTTCTAGCGG -3’
R2(1040-1059) 5'- ACGACGTGATCTCTGCTTCG -3
F3(446-466) 5'- ATCGTAACATCCATGGCTCTC -3
R3(1462-1481) 5'- TCGCGATACACCATCCACAT -3
F4(1288-1307) 5'- CTGCAAGATATTGCTCAGCA -3'
R4(2182-2202) 5- TGCTGATTTAAGAGCTGAGC -3’

5'- TACCGCAGAACCCTATGAAG -3’
5'- TCACTGATATCGTTAGGCAG -3'
5'- ATCCTCTTGAAGCCTCCT -3'
5'- GATACCTGAGGTTAAAGTGC -3'
5'- GGATATTCGTATTCAACAGATT -3
5'- AGTACGTAATCAGCCTTATG -3'
5'- GCAGACTTTAGTCCGAACAG -3'
5- TGTGGCTGGAACGGCTGATA -3'
5'- GGCTTCATACTTCGACCAGA -3'
5- CTTCGATGTTCAGCATCAGG -3'
5'- CCTGAAGGCAGCAAACAA -3’
5-TTTTCCGTTTTCAATGCCTA -8’

A. selene Hubner (Ash-Vg) has two subunits (175 and
45KD) as observed through sodium dodesyl sulfate-
polyacrylamide gel electrophoresis (SDS-PAGE) and
western blotting performed by Dong et al. (2003). How-
ever, the exact biological functions of Vgs in A. selene
Hubner remain unknown. In this study, we reported the
DNA sequence of Ash-Vg and the prokaryotic expression
of Ash-Vg, and the Ash-Vg specific expression in different
developmental stages. Tissues were also detected by
semi-quantitative polymerase chain reaction (PCR).

MATERIALS AND METHODS
Materials

The experimental insect A. selene Hubner was collected from the
willows in Dangtu, Anhui Province.

Extraction of genomic DNA and total RNA

Fat body was collected from female pupa, washed with distilled
water and then grounded quickly with liquid nitrogen. Phenol-
chloroform method was used (Mahendran et al., 2006) for the
extraction of genomic DNA. Total RNA was extracted using TRIzol™
Reagent (Invitrogen) according to the instructions. The extracted
DNA and RNA were stored at -70°C.

Cloning of Ash-Vg

Oligonucleotide primers (Table 1) were designed to amplify the
genomic DNA sequence of Ash-Vg according to its cDNA sequence

(Yin et al., 2007). PCR was performed according to the procedure
as follows: 5 min at 94°C; followed by 34 cycles of 94°C for 30 s,
50°C for 30 s, 72°C for 1 min and a final step of 72°C for 5 min. The
PCR products were analyzed on 1% agarose gels, then purified
with DNA gel extraction kit (AxyGen) and ligated with pMD19-T
easy cloning vector (Takara), then transformed into Escherichia coli
(DH50). The positive clone was selected by PCR and sequenced at
Invitrogen, Shanghai.

Construction of recombinant expression plasmid and protein
expression

Total RNA from fat body was reverse transcribed into cDNA by a
First-Strand System Kit (Promega) according to its manufacturer’s
protocol. The primers EpF1: 5-CGCGGATCCATGAAGTTGTT
GGTTCTAGCGG-3' and EpR1: 5-CCCAAGCTTCTAACGACGTGA
TCTCTGCTTCG-3' (restriction enzyme sites BamHI and Hindlll
were underlined) were designed to amplify the cDNA encoding
small subunit (1-353 aa) of Ash-Vg protein and PCR products
vector were ligated with pET-28a after digesting with restriction
enzymes (BamHI and Hindlll). The recombinant plasmids pET-28a-
Ash-Vg was transformed into E. coli BL21 (DE3) for protein
expression induced by 1 mM IPTG.

Western blotting

The recombinant fusion protein after SDS-PAGE was transferred
onto a polyvinylidene difluoride membrane by an electrophoretic
transfer system. Membranes were blocked with phosphate-buffered
saline containing 0.1% Tween20 and subsequently incubated with
anti-His tag antibodies for 2 h at room temperature, washed by
Phosphate Buffered Saline Tween-20 (PBST) and incubated with
horseradish peroxidase-conjugated sheep anti-rabbit 1gG antibody
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Figure 1. PCR amplification results of Ash-Vg DNA. Lanes 1 - 10, PCR products
using primer pairs from F1R; to FioR1o, the products sizes are about 1000, 1000,
900, 800, 800, 1000, 800, 1600, 800 and 250 bp, respectively; M, marker.

(Sigma) for 1 h at room temperature according to the method of Zhu
and Wu (2008). The final detection was performed with a HRP-DAB
Detection Kit (Tiangen).

Expression of Ash-Vg in different developmental stages and
tissues

Semi-quantitative PCR was carried out with specific primers AshF1:
GGATATTCGTATTCAACAGATT and AshR1: AGTACGTAATCA
GCCTTATG to determine the expression level of Ash-Vg and 18s
rRNA gene was used as an internal reference (with primers 18sF:
CGATCCGCCGACGTTACTACA and 18sR: GTCCGGGCCTGGT
GAGATTT). The amplification program for semi-quantitative PCR
was the same as described above except for 22 cycles of
amplification.

RESULTS
Sequence of Ash-Vg gene

Primers were designed according to the reported seg-
uence of Vgs from A. selene Hubner, A. pernyi and A.
yamamai (Li et al., 2008; Meng and Liu, 2006a) to identify
the sequence of Ash-Vg gene by using genomic DNA as
templates and ten DNA fragments were obtained through
PCR amplification (Figure 1). Ash-Vg gene is 7329 bp
long (GenBank No. GU361974), including a 206bp 5
flanking region, some conserved signatures such as
CdxA, GATA-X, Bm DSX and TATA box, and five introns
and six exons were found in this sequence (Figures 2a
and b).

Protein expression and western blotting

With a pair of primers, EpF1 /EpR1, we amplified the
small subunit of Ash-Vg gene from the genome. Through
prokaryotic expression of this obtained small subunit, a
recombinant protein with a molecular weight of about 45
kDa was shown by SDS-PAGE (Figure 3). Western blot
analysis of recombinant protein showed that a desired

protein band can be detected in recombinant plasmids
PET-Ash-Vg induced by isopropylthiogalactoside (IPTG),
while none in the control group (Figure 4). All this indica-
tes the successful expression of small subunit of Ash-Vg
in E. coli cells.

Expression of Ash-Vg in various developmental
stages and tissues

Semi-quantitative PCR was carried out to detect the
specific expression of Ash-Vg in different developmental
stages and tissues with specific primers. Results showed
that the expression of Ash-Vg was not detected in the
whole larva stages, and its expression reached the maxi-
mum in prepupa stage but decreased with development
(Figure 5a). In addition, Ash-Vg was mainly expressed in
blood, fat body and ovary tissues (Figure 5b).

DISCUSSION

Comparing the obtained DNA sequence of Ash-Vg gene
with those of A. pernyi, A. yamamai, B. mori, L. dispar
and Abies grandis showed similarity in their structures
while they were obviously different from Aedes aegypti
and Anopheles gambiae for these two species had three
exons and two introns (Meng et al., 2006b). However, the
first big intron (31 bp followed ATG) existed in insects B.
mori, A. yamamai and L. dispar but was absent in the
Ash-Vg gene. Except for this intron, size and location of
other exons were similar while introns changed greatly,
which further demonstrated the diversity of vitellogenin
gene in insects. Increasing evidence shows that introns
were involved in gene expression regulation, especially
the first intron which contains DNA replication and
transcription regulatory elements (Xie and Wu, 2001).
Interestingly, the first big intron is just missing in A. selene
Hubner; whether this intron is related with the function of
Ash-Vg and the relationship between these introns are
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1 TCTCGCCCTARGGATTGGTTGATARAGGTACATARATTTTGCCAACATTGTCICTATCAG

GATA-X CdxA Bm dsx GATA-X

61 CIGARGTGCTCGGGTAATCTAGGGTCGTAGITTGACCTAGGCTTGACACGTGTACGCGEE
121 TATATAACCCTGCGCTGCTIGTAAGGACCATCAGRAGTCATCTICTCCGAGTGAACAGRRR

TATA Box

181 ACGGCAGCGCTCCIGTAGCATCCGAC (3'-flanking region)

207 ATGRAGTTGTTGGTTCTAGCGGIGGTTATAGCCGCCGTGTCATCGTATCATGGTGACART
i1 M E L. L.V L. AN N I A& A N 5.5 Y H G DN
267 RAATCCGGAGTCGRAACCCATCACCGTGGCARGTAGGARAGGCATATCGCTACAATGTARRA
21l ¥ P E 5 N P S P W QV GG EKZRZYZRYDNVEK
327 TCCCATACCTTAGCTCGTCTCGAAGARGGACCGAACAGTGGTACTGCTTTCACGGCTAAT
41 S H T L B R L EEG P N S GG TZARTFTZARHN
387 TTCATAATCCGTGTCAAGTCACATGGTCGICTCCAAGCGAGACTGGAGAACCCACAACAT

1 F I I E ¥V K 5 H 6 R L ¢ A R L E N P Q H
447 GUICARATARACGAGCAACTICCCTACGAGAGGGATICTACCTIGAGAACCTTARGTACCAR
81f A 0 I W E 0 L P ¥Y E R D L P E N L E Y 0O
507 CCGATTICAGAACCTIGACARLCCITITIGAAATTITCCTITICGAAGGAGGTCGARTTACTAGC
01 P I Q© W L D K P F E I 5 F E G G R I T 5
567 CIARATTTGCCATCARCARTCTCCTIGCAACACGAARATTTACTTARRGGTCTCATARGT
121 L. ¥ L P 5 T I 5 L 0 H E N L L K G L I 5
827 ACGTITGCAGGTAGACCTCTICCACATACCOTARCATCCATGGCTCTCAAGACARTTACGALC
121 L. ¥ L P 5 T I 5 L 0 H E N L L K G L I 5

687 CRAGAGCAACAGCAAGGCCTTTITCAGGAAGATGGARACTGACGTCACTGLTGACTGTIGAR
1l Q E Q¢ 0 Q 6 L F R E M E T D V T G D C E
747 ATTCTTTACACCGIGICGCCAGTCGCATCTGAGTGGCGCAGAGAACTCCCGARATTTGCT
181 I L ¥ T v 5 P VvV A 5 E W E R E L P EKE F &
807 TCCGAAGAGGACCCGATTGAGATTACTAARRAGCARRRRTTACGGGCATTIGTCATCACCET
201 5 E E b P I E I T K 5 K N Y 6 H C H H R
887 GITGCTTACCATTITCGGTATTCCTGAGGGTGCTGAATGGACTGGCACAGCTCACAACCCT
221 VvV A Y H F 6 I P E G AR E W T G T A H N P
827 GRAGAARGACCARARTTTATAAGGCGTGCTACCGTATCTCGGATATTAGCTGGCARACTAGET
241 E E D Q¢ F I E E A T VvV 5 R I L A G E L G
937 CCAATCTATARRGCAGRAACARCCAGCACTGTITCAAGTGCACCCTCATTTGTACGETARR
26l P I ¥ K A E T T 5 T V Q@ VvV H P H L Y G K
1047 CRRRALGCTGRAAGTGCACAGTCACGTICACATCGARTTGGAATCTGT GGAACRRGRCAGT
281 @ K A E V H 5 H ¥ H I E L E 5 V E Q D 5
1107 GRRGCTGAATGGGAGRRRCCAGAAGETAGCCGCACCGTICARAGRATCTTITTIGTATGCTATG
Figure 2a. Nucleotide sequence and amino acid sequence of Ash-Vg. Signal peptides is indicated by wave lines, N-linked

glycosylation sites are underlined, broken lines represent ployserine region, protein restriction enzyme cutting site are boxed,
sequence with a consensus DGQR and GICG are shaded, introns are indicated by black and italics.
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EAEWEI KU PEU G S ERETVEHNTLTLTYH®AHN
TCAACRARR A CAGATCOCTACACATGATAGCTCGICCTCATCGICTTCGRAGTCACRATGAR
5 T K I ATUHUDJ S5 5 5 5 5 5 E 5 HE

CATGCAATCAATGAGGAACCGAAGCAGAGATCACGTCGTTCTATGAGAGCATCTARAGTC
HAINTETETPTEKG QRERSRESMBRASTEKS?YV
GGTGCTATACAGAATTACATGAGTCAACAAAAGAAGCACAGAGATGATAGTTCGAGTTCA
GAIQSNTYMSOQQEKTEKEHRDTDS.JS S S
TCTTCTTCTAGTTCTAGCTCAGACTCATCATCTGCCTACATTAACGACGAGATGCCCEEE
S 55 5555DSS5SS5SAYTINDTEMTEG
CTTAATGACCCTGTCTACGCTGCACTGTATATGAGTCCTCARACTCATACTGATAAGARR
L NDPVYZAZALTYMST POQTUHTTDREK
CAAAATTCAGTTAACGCTCARAAGCTTCTGCAAGATATTGCTCAGCAATTACAGAACCCE
QN SV NZAZQEKTLTLO QDTIARQGO QLG QTN P
AACAATATGCCARAATCAGATTTTCTTTCTARATTTAACATCCTTGTACGTTTAATCGCT
N HNMPKSDFTLSEKTFNTITLTYERTLTIRA
AGCATGTCAACTGAACAATTAAGCCAGACTAGCCGTACTATCGARGCTGGETAAGTCCTCT
S M STEGO QLSO QT SRTTIETB BTG GTES S
AACAACAACATCAARRAAGATATGTGGATGETGTATCGCGATGCTETAACCCARGCTGET
N N NI KEKDMUW¥MYVTYRDAZATYVTO QR LG
ACTTTACCTGCTTTCCAACAAATTARAAGCTGGATTAATTCCARGAAGATCCARGATGAR
T L PAFQOQTIZKSTWTIDNSTE KT KTIGQ QTDE
GAAGCAGCCCAAGTCETAGCCAGTTTGTCITCTACTCTGCGCTATCCTACGARAGAAGTT
FAAQV VASTLSSTTLRTYTPTTETE?/YV
ATGATACAATTCTTCARACTTGCGAGAAGCCCTGAAGTGAAAGATCARTTATACCTTAAC
M I QFFEKTLARSTST EETYETDO QTILYTL N
ACCACAGCTCTTATTGCTGCAACCAGGTTCATTAATATGGETCAAGTGAATAATTACACA
T T AL IAATRTETINMG QT VNUNJYT
GCCCATAACTTCTACCCARCCCATATGTACGGACGACTTGCGCGCARACACGACAACTTT
A HNPF?YPTEHMYGRTLARTETEHETDTENTF
GTTCTTGAACAGATTTTACCTCCTCTTTCTGAGGACCTGARAAATGCTATCCAGCARCAR
VL.LEQTITLTPPTLSETDTLTEXTNS ATIGO GO QO
GACAGCGTCAAAGCGCAAGTTTATGTARAGGCTATTGGTAATTTGGGACATCCTGARATA
DSV KAZOQYV YV EKAZTILIGNTLTGEHTEEI
CTAAAAGTTTTCGCTCCTTATTTAGAAGGTCAAATTARAGTATCGACTTACCTCCGRECE
L EV FAPTYTLETG GO QTIZE KTYVSTTYTLRA
CAAATGGTTTCTAATCTTATTGTTTTGTCCARTCARAGAAATAAGCARGCTCGCOGCAGTT
Q MV S NTLTIVLSNGO QRNIETG A ZAREY
CTTTATAGTATTTTGAGGAATACCGCAGAACCCTATGAGETCAGAGTTGCCGCTATTCAT

Figure 2a. Continued.
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L Y5 ITLZERWNTOAEZPYEVIZERVYV A ATH
A AT CTTTAT CT CACAT CCTACT GRAGCGAT GAT GCAGGCAAT GGCTGARAT GACCCAT
N I F I S5HUPTGOSAZMMOQOSZEZMAEMTH
GACGATCCGAGTGTTCATGITCGCI CAGCTICTTARATCAGCAATCGAGT GTGCTGCTAAT
o b P 5 VHVVEJSOAZAL KJSa2A2IIET CH&AZ®ZN
I GAGAGGT CCT CACAGTIGGGARCT GTAAGTAATATTTTAATGTATATTTGTTTAAATA
L RGP HS5 W E L
ATATGAATGETCCTATTAACTAT TTGAAAAATAATTATTCTCAATATATGCTAAATCTTT
TTTTGTAATTTAGATCCCGGTICIGCTCARACTGCCCAGTIGGATGTITA

5 R 5 A QT a2 QW M L
GRAAAGARCARTTTTGGCTACCARTACTCCTTTAAGCTGTITTARTGATGLTTACGACATG
E KN N F GY QY 5 F KULV FUNTDGTYTUDMHM
GRA A A TGACCT CGARATATTTAGTGCACTTTCTCACATCGGTAGT GATGACAGTICTGATA
E NDULETIVF S5 ATL 5 HTIG S DUDS LI
CCARRATTCTTGARATACTCTGTTAARAGCARARATACCGRAT GGAACAAGGTGAAAACA
P K F L EY 5V KTZ S EDNTGWUHN K
GAAGT T TATAATTAT TAAAAAATTGTATTACAAAAGTACAAAAAATAACGTAATTTTTTA
CTATTACAATTCCAGARTTCRAGCA

I 0 &
TCAGTTTCAAGTTATARRCATTTTGCTGAGATCCTARRARGRARRGTATGTTCTATCARCAR
5 V5 5 Y KHF AETITULIEKEIT S SMT FYOQDO
AR TCARR R L GOGATCACAGATATTCATCTAGTARGATCTCTGRACTGCTTARCATCRARAG
K 5 K5 DHUERYOS5 5 5 KI5 ETULTULWDNTIK
CGCGATCARAGCGATCCTCTTGAAGCCTICCTTICTACGTICGATCTGGTCAATCAACAGAGS
R D Q 5D PVLEA ATZSFY VDLV NOQZ®GQHE
TATTTTACATTCAGTGAAGRAGATCTGCGGCARCTGCCTAACGATATCAGT GAATACTTC
Yy F T Fr 5 EEDULU ROQLUPUNDTIZGSETZXTEF
AAGAAGCTCGAGRAAGGAGTTGAACARCATTACACTARGATCTTGAATCAAGCTCAGGETIG
K KL EEKEGV EOQHRYTUE EKTITL LU NZ®GH® AOUQYVW
TCAGTTATGITCCCTGTAGCTATGGGTATGCCGTITATTTACARATACRARAGRACCCACA
s VM F PV A2 KM GGMPFIUYZEKTYUEKETZ PTI
CTITATACACATTCAGGGTARAGCARAGGGAGAATTTACGCGACCARCCARAGAGCARCCA
L I HI QG EKAI KUGEV FTUZERUPTUEEWU QTE
CAATATTCAGCTCARATGGCTARAGALGTACARTTTACTTACGCAAGGAACATTGATGGLT
Q ¥ 5 A Q0 M A KEVQFTUYAZRIUNTITLDSEG
GATGTTGGTTTCATGGACACAATTAGTAACCAGCATGTCAGCGTIGGTIGTIGLTGTICCARA
D v FMDTTIOSUNOQMHBHWVS VGV V 5 K
TTGCAGCTGAATGTCCCTGITARACTCGATATACAGGTGAARCCTARACARTTCARRATC

. Continued.
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1001 L ¢ L N V P V K L D I Q V KUP EQ F EKE I
3458 AGGGCAGAGCCICIGCATCCAGARCAGGATAGTACCATCGTIGCATTATAGTIGTTITGGCCS
1021 R A E P L H P E QDS TTIVHY S5 V W P
3518 TACAGIGCIGTICARRAGRAGGATTCTATTGTACCAATTTCACTGGACCCCACATCTARS
1041 ¥ 5 A Vv @ K K D 5 I v P I 5 L D P T 5 K
3578 GIGGITGAACGCCAGAGGAAGATTCTGICGGITGATACTAAGTTCGGACAAGCTACGAGE
10l V V E R 0 R K I L 5 VvV D T K F G Q@ & T 5
3638 ACCGICTTCCAATTCCAAGGATATTCGTATTCAACAGATTTCAAGAACTTTGGAACCGIC
1081 T v F ¢ F ¢ 6 ¥ 5 ¥ 5 T D F K N F G T V¥V
3698 TTCAACTCGCCAGACTTTATTACARRTATTGCTTCTATATTCTCACAGCAAGACATCGCC
1101 F N 5 P D F I T N I & 5 I F 5 @ @ D I &
3758 ATGACGCACTTTAACCTCAGGTATCTGGCCARACAGTCTCAGAATAAGGCTGTTACTTTA
1121 M T H F N L R ¥ L A K Q@ 5 ¢ N K & V T L
3813 AGAGCIGIGIACGGIAAGITATTCCAATGTITTTCTTTTATATTTAAATACCCCACATATA
1141 R & V Y D
3878 TTGGAAGATAACGAAAAACTATAATTGAAATTTGACATCTACTAGGGTAGCTCCATCTTG
3938 ACTTTCGAGAAA T TATTCGCAATTGGTATAT CTAAAAAAAACCTATATATTTITTCTTGTA
3998 GGCAATGTIGGCCTAGAT T TAAA TAAGCTTTITCTITTCATTCTTGTTCTACCTAAGTA
4058 GrATCAACACGACATAGT T TCT T TCATTATATTCTAAATTAAGATTAATCGCCGTACCAT
4118 TCAAACTACCATCGGI TAT CATAAATTTCTTGACATCTCATTGCCTATTTAAATATCTTC
4178 GICTGTTACATAAATATACCGTCACTTTAAAGTGCAACTAAAAATAAAATACTAGTAGTT
4238 AAAATAAAC TACATGT AT T T TAA TGO T TATAAATTTTTACGATTAAGGGTTTTATACTG
4298 CAAATT T I TGCTACCT TGC TAC T T TGGTACCTACTGTCTTTAAATTGTGTTAGAAT
4358 ATATAATTAT G TATATTACAT T T T TGCAACACATTCATTCAAATAAGCCATTATCTTTC
4418 ATATCAT AT AT TN T TAT CTACGCACATCAT T TTCAGAT GATTACTATALATCARRARG
DY Y N Q K
4473 ARRAGCGGTGAACTGGGTICCGGCCGCT
E 5 G EL G P & A
4504 GATCAGGCAGACTTTAGICCGAACAGTGAAGCCCGICGTCAGGCAATCGCARRACGTIGIT
111 D ¢ A D F 5 P N 5 E & R R Q A I A K R VW
4564 TCTGCAGGGATCAATACCGCCARAGCTCAAGTAGTCGACTTCAGCGCTACCTTTGAAGGA
11815 A 6 I N T A K A Q V V D F 5 2 T F E G
46824 AGCCATAAGGCTGATTACGTACTTACAGCCGCCATALGCGARAGCCCAGTTGACCCTAAG
1201 5 H K & D ¥ VvV L T & a I 5 E 5 P V D P K
4634 GIGCARTACGCTICICITCGCTGGTARRRAACTCAGCTCAACACGGCAAGAGCCAATTCAAT
1221 v ¢ Y A L F A G K N 5 A Q H G EKE S Q F N
4744 GCCGTAGGAACAGTAALATTACCAAGGAGTAATGCCCTGAATTTICTTGCAAGTCCTTGAC
12414 V 6 T VvV K L P R 5 N & L N F L @ V L D
4804 AACGATTTGRAAGACGACTTTCGAAGCGGATATARLGTTCARTCACARACGCTRAACGTCCAT

Figure 2a. Continued.
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N DL KTTVFE®& &AUDTIUE KT FUNUHWNA AUNV H
TTGCAAGCTGAGGCT GAACGCAGTARAGAGATACACTGAGGAACT CCAGRATCATCCCCTT
L ¢ A E A EERGS KZRYTEETULUGQQHNMB HBRZEPL
GCCARACARTGCGCGCALGATATTGCACGTAACAACCAATATACGCATACTTGCCACAGG
4 Ko CAOQDTIAZERIDNDNGGYTHTTCHR
ATGCTCGICCTIGCTCACGCCCCTGACTACATGAAGCTATCAGTTAACTATAAGGATATC
M L v L.L A H aAPDVYMET LSV HNYUEKTDTI
AGTAATGCATATARALACTATACTTACCATGCGTACATGTTTGCARAGCATCTCGRITIC
5 N A Y K N ¥ T Y HA Y M F A KHULGF
IGGTACGCTGACGTGRACCCAATAAAGACCTCGCCCORAGGTARAGTTGAAGTTGAGTITG
W Y A DVNUPTIIZ KTS3FPEUGIEKUYVETVEL
GAGGCTTCATACTICGACCAGACTCTTAACGCTITCGAT GCTGTCARAGTATGGATATGIG
E &4 5 Y FDOQTULUHNA S MIUL S5 KUY G Y V
CGTATGGARRACCTGCCGATACCGAGGGCGGCACCGGLCAGCGTTGGCCATCTATCAGCCG
E M ENL P I PR ASAUPOAAZZLATIYQTFE
TTCCAGCCACAGGAGCGGETAGCCAACTTTTACACGAGCCATCAATACCAGCGTGAGTAA
F o P QEERV ANF Y TS5 HOQY Q
TATAGTGAATA T T T TGAAGC TG T T TTAATATCATTAGCATAGGACTTTAAATTTCGAA
ATTACATCAGAGAACTCTTAATAATCGAATGGRAAATGTTATTGTAAATATTATTAAAGA
AT AT T TAAAA T GAT T TAA T T TATAT TGGCAATACAAGTTGATGGTACTTTGATTTAA
ATTATAT G AT GTAT G T TCCAAT TTATGATGATTATGACCTATATACCTAATACTTCGAT
GIGATAT TCCAAAAGAAAAACAA TG T TTATGGATAAATAATATCTACAGCCTTAGTTCTT
TG GACCAAACAA TA TG CAAAA T T TTATATACCT TGCCGAGT TGTTCGTCCATTGT
AATTTCAAAAACCAT T TAACCGAT T TCAATGGAATCATGTAAAATATGTACATTGCTTTA
A TATAGCTA T T TGO CAACAAA T T TTCAACT TRAGGATTATTAGCCTGTTGGGCAC
CAAAAAAAGCTCTACCACCATGCTATGGT T TCCTCACGATATTTTCCTTTATCGAAAACT
CACTCACTGCAGGTGGAT TCGAACAAATGCCCATTGATGCGGOGTTCGTACACACTACCA
ATTGAGCCAT AT CAC T T T AT CAT TAGTATTTTCTATACGATACTCAAAATTATTTGA
TGACAGATATACCATTATATGTTACACCATTTTTACAGCATATTGC

F Y C
TCCGTTGATGGTAGCAAGATACGGACCTTCAGCARCCGCACCTACGATTACACTCTGAC
5 v b 65 KI RTUVF S5 NRTTYDYTTULT
AGCTCCTGGCATGTCGICATGCAGGACGAACCACARGARACACGGCATCGLTIGCIGRAAGTG
5 5 W HV VM OQDEU POQEU HRUGTIUGH AEV
GTAGTCCICGCARGARRLCCTARRGCCAACCARCAGGAGGTICTACATTTCCTACAAGTGA
v v L. ARKZP EKLAZLNDOQZOQEWVWVVYIYTISS YK
GrATAA T TATAAATCCATCAT TAGACTTCTAATAGCCGATCTTGATAAAATTTTAATTCT
T AT T TAAGACAC T T T TACGGTAAAA T T TGCCATGATTAGTTGGTAACTGTTA
AACTATACCATCAAGCGRATATAAATCOCAAATTATTTAAGGATTCAGCTTATGCAAAAC

Continued.
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6410 MATTGGETAT GG T T TA T T TTATATAATTGCGT I TTGTITTGCAGRTCG

3
6460 GRRACTGGCRARGACCTTGALATTGAALTTCAACCAGCACCTGRAAGGCAGCARACARCCT
1301 E T 6 K D L E I E I @ P A P E G 5 K Q P
6520 CGAGITARCGTITAAGACTRATGCARAGRAGGTGICTGARGETGAATTGACGATTTACTIGS
1321 R V N Vv KE T W & K K VvV 5 E 6 E L T I ¥ W
6580 RARCGRCGTTGARCAGRARGCCGCTITCIGGARTACTATTATCARACAAGATSGTGCCCIGRATG
1341 W Db VvV E Q@ K P L L E Y Y ¥ Q@ @ D G & L M
6640 CTGARCATCGARGAGTACRAGTTTAGGRACAGTCTACGATGGACAGRAGGTIIGGTITGIATIG
1361 . ¥ I E E Y K F E T Vv ¥ D 6 @ R L V ¥ L
6700 GCCAGCGRARRACCGTCAGAGTGCTCGCGGTATCIGCGGCAGTATGAGCGGTGRACCTCGET
1381 5 E W E ¢ 5 & ER 6 I €C 6 5 M 5 G E P E
6760 GATGATTATCTGACTCCTIGAGGGITIGGICGATAALACCCGAACATTACGCCGCTTCGTALC
lg0l d D ¥ L T P E G L ¥V D K P E H ¥ A & 5 X
68320 GCCCICARCGATGAGRARCAGTGACCCGAGRARCCCAGGARCTGALGECTALAGCTRAALCAR
121 L W D E W 5 D P E T Q E L E &2 K 4 K Q
6380 GRAARGCTTACCARCCTARGRACARATATACTACTGTCCTCCGTICTGATCCGCARATGGCAG
le41 E A ¥ © P E W E ¥ T T v L. R 5 D P Q W Q
65940 CRARCALATGTCGGCTTCCICATCATCGGARGRRAGATTGEGGAT CCGARACCGTTTACAGR
legl O & M 5 &2 5 5 5 5 E E D W G §8 E T WV ¥ R
T000 TCGAGGAGCTATGACAAGCAGAGGGGGCCCTIGIGCGGT GARACARCARGTTCAGTACTAT
lg81 5 R 5 ¥ D K €@ R G P C & VWV K Q@ ¢ V @ Y ¥
T060 GAGRACCATGGTIGARATCTGTATCACCACCGAACAGCTGCCAGCTTIGCCAGTCGCATTGE
17901 E N H 6 E I € I T T E @ L P A C Q@ 5 H C
T120 CATGGIGATGAGTACAGGATTCAAGCTGCTCAAGTATCCTGCCGACCCAAGCTTGACCAT
1721 H 6 b E ¥ B I Q@ 2 & ¢ VvV 5 C R P K L D H
T180 CRAGTACCGIGCGTACAGGGATCARATCAAGCAGGGTCAGRACCCTACGETITACTGEGETIG
1741 ¥ R A Y BE D Q@ I K @ G Q@ BH_P T ¥V T G W
7240 CCOCRAGGTARRACARTTCAAGGTACCARCAGCTTIGCAAGGCATARATARAGTAGATARAT
1761 P KE ¥V K ¢ F E ¥V P T & C E A
T300 GAGRATTAACTAGGCATTGARRACGGADRR

£

Figure 2a. Continued.
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Figure 2b. Structure diagram of the whole Ash-Vg gene. Exons are indicated by black, the white
gaps between them mean introns. UTRs and RSRR motifs are indicated by an arrow.
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Figure 3. Analysis of recombinant Ash-Vg protein on 12% SDS-PAGE gels.
The gels were revealed by Coomassie blue R-250 staining. Lane 1, After

induction by 1.0 mM IPTG. Lane 2, without induction; M, protein marker.
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Figure 4. Western blot analysis of recombinant proteins with anti
His-tag antibody. A protein band with a molecular mass of about
45 kDa was detected by western blotting. No immunoreactive
band was found in the control group. Lane 1, No IPTG induction.
Lane 2, after IPTG induction; M, protein marker.
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still unknown.

The conserved regulatory elements CdxA and GATA-X
in many insect genes were found in 5’ - flanking region of
Ash-Vg gene as well as the recognition site of Bmdsx
(ACATTGT) in the promoter region of the B. mori , A.
pernyi and A. yamamai Vg gene (Suzuki et al., 2003;
Meng and Liu, 2006a; Li et al., 2008). According to
reports, DSX was involved in sex determination cascade
and regulated the expression of yolk protein genes and

some other sex-specific differentiation genes (Burtis et
al., 1991; Jursnich and Burtis, 1993; An and Wensink
19953, b). At present, little is known about 5'- regulatory
region sequence for many insects, so whether DSX gene
exist in all other insects still needs further research.

In this study, the expression of Ash-Vg reached a high
level in prepupa stage and declined in the forth day of
pupation which showed the stage-specific characteristics.
This may be related to redistribution of protein during
organizational reform in metamorphosis period. This is
supported by the fact that fat body RNA contents of A.
pernyi, A. yamamai and Philosamia cynthia ricini are in a
downward trend on the first day of pupation (Liu et al.,
2002), and maybe, partial Ash-Vg in fat body was
secreted into the hemolymph and transported to the
developing oocytes (Ye et al., 1997). Oocyte uptake Vg
by vitellogenin receptor through receptor-mediated endo-
cytosis. This is the universal mechanism for zooblast to
selectively absorb large molecular substances (Lin et al.,
2005). In this experiment, small subunit of Ash-Vg we
successfully expressed which was confirmed by SDS-
PAGE and western blotting. This will contribute to the
investigation of the relationship between structures and
functions of Vgs.

In conclusion, these results provide some useful infor-
mation for further researches on insect Vgs and its roles
in biological procedures and biosynthesis mechanism of
Vgs in A. selene Hubner.
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Figure 5. Expression analysis of Ash-Vg by semi-quantitative PCR. (a) Specific expression of
Ash-Vg in different developmental stages. Lanes 1-4, Expression of Ash-Vg at the first, fourth,
seventh and eleventh day of larva stages, respectively; Lanes 5-10, expression of Ash-Vg at
the first, forth, seventh and eleventh day of pupae and diapause stages, respectively. (b)
Expression of Ash-Vg in different developmental tissues. Lanes 1 - 6, Expression of Ash-Vg in
mid-intestine, head, malpighian tube, blood, fat body and ovary during the fourth day in female

pupae, respectively.
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