
Vol.:(0123456789)1 3

Journal of Pest Science 
https://doi.org/10.1007/s10340-023-01661-1

ORIGINAL PAPER

Cloning, characterization and evaluation of toxicity of newly identified 
Vip3Aa proteins from Bacillus thuringiensis recovered from diverse 
environments for biological control of Helicoverpa armigera

Mamta Gupta1,2 · Harish Kumar3 · Vinay K. Kalia4 · Satnam Singh3 · Alla Singh2 · Ashika Debbarma1 · Sarvjeet Kaur1 

Received: 3 October 2022 / Revised: 12 May 2023 / Accepted: 22 June 2023 
© The Author(s), under exclusive licence to Springer-Verlag GmbH Germany, part of Springer Nature 2023

Abstract
Ten full-length vip3-type genes amplified from the Bacillus thuringiensis (Bt) isolates recovered from various Indian agro-
climatic zones and two from known Bt strains were cloned, sequenced and confirmed as vip3Aa-type genes based on sequence 
homology. Comparison of deduced amino acid sequences of these genes compared with previously reported vip3Aa-type 
genes and other lepidopteran-specific vip3Aa genes revealed new amino acid substitutions, indicating the diversity of Indian 
Bt isolates. These genes have been grouped into six phylogenetic clusters and assigned names as vip3Aa67–vip3Aa78 by Bt 
nomenclature committee (www.​bpprc.​com). Interestingly, the substitution of lysine in the holotype Vip3Aa1 with glutamine 
at amino acid position 284 was uniformly found in all our Vip3Aa-type proteins, suggesting sequence conservation as well as 
diversity among these proteins. For evaluation of toxicity, vip3Aa67–vip3Aa72 genes were cloned in pET-29a(+) Escherichia 
coli expression vector. The immunostrip assays, SDS-PAGE and western blot analysis with Vip3A antibodies confirmed the 
presence of Vip3Aa67, Vip3Aa68, Vip3Aa69, Vip3Aa70, Vip3Aa71 and Vip3Aa72 proteins of ca. 89 kDa size. The toxic-
ity of these Vip3Aa proteins along with the Vip3Aa44 protein used as a positive control was evaluated against Helicoverpa 
armigera. LC50 ranged from 0.921 to 8.513 ppm indicating their insecticidal potential. The impact of Vip3A proteins on the 
life cycle characteristics of H. armigera was studied, and the results showed toxic and sublethal effects on the growth and 
fecundity of the insect population. Computational analysis of the three-dimensional structure of Vip3Aa proteins revealed 
the effect of amino acid substitutions on stability, highlighting the importance of flexibility in protein function. This study 
reveals the potential of the newly identified Vip3Aa proteins in the biological control of H. armigera.

Keywords  Bacillus thuringiensis · vip3A genes · Amino acids substitutions · Helicopverpa armigera · Indian agroclimatic 
zones · Lepidoptera

Key message

•	 Vip proteins are highly specific and effective against 
pests that are less susceptible to Cry proteins

•	 Vip3Aa67-78 proteins have new amino acid substitutions 
compared to known Vip proteins

•	 The newly identified genes vip3Aa67- vip3Aa72 have 
toxicity potential against H. armigera

•	 Our results showed the toxic and sublethal effects of 
these proteins on the growth and fecundity of the popu-
lation of H. armigera during its life cycle
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Introduction

Food security is a key global challenge due to the rapidly 
increasing human population throughout the world (Hunter 
et al. 2017). The human population is expected to reach 
8.6 billion by 2030, 9.8 billion by 2050 and 11.2 billion by 
2100. To keep pace with this growth, it has been projected 
that it will be necessary to enhance world food produc-
tion by 40% by 2030 and 70% by 2050 (FAO 2017). The 
threat posed to agricultural production by insect pests is 
among the key factors that threaten the world’s food secu-
rity. Ironically, a minimum of one-third of crop production 
is lost because of damage caused by insect pests. If insect 
pests keep spreading at existing rates, many of the world’s 
biggest crop-producing countries will be inundated by the 
middle of the century (Bebber et al. 2014). Insect pests 
attack almost every crop and they are adaptable to diverse 
places and environmental conditions (Imms 1964). The 
insects are called major pests if they cause damage above 
10% of the total crop production, whereas minor pests 
cause damage between 5 and 10% (Dhaliwal et al. 2010). 
Insect pests belonging to the order Lepidoptera are among 
the most detrimental pests. Helicoverpa armigera, a most 
harmful lepidopteran pest, causes severe economic losses 
to more than 180 types of crop plants (Pimentel 2009; 
Smith-Pardo 2014).

There are various ways of insect pest control. The 
two most important and widespread methods are chemi-
cal and biological (Oerke et al. 1994). Various chemical 
insecticides (carbamates, organophosphates, pyrethroids, 
organochlorine compounds, formamides, etc.) have been 
used over the last many decades for the control of insect 
pest populations. Although chemical insecticides are toxic 
to a wide spectrum of insect pests and generally provide 
a faster means of killing them, their excessive use has 
adversely affected wildlife, beneficial insects, predators 
and parasites (Yadav et al. 2015; Lacey et al. 2001; Aktar 
et al. 2009). As an alternative to the chemical method, 
biological methods, especially microbial insecticides, have 
gained popularity in the last few decades as an efficient 
insect pest management strategy because they are very 
specific against their target pests and harmless to other 
organisms. Thus, devastating insect populations can be 
controlled in an ecologically safe manner (Lacey et al. 
2001; Chattopadhyay et al. 2017). A few entomopatho-
genic bacteria have been explored for use in control-
ling insect pests commercially. These include various 
subspecies of Bacillus thuringiensis (Bt), Lysinibacillus 
(Bacillus) sphaericus, Paenibacillus spp., and Serratia 
entomophila. Among these, B. thuringiensis subspecies 
kurstaki is the most commonly utilized for lepidopteran 
pest control in crops and forests due to their safety towards 

non-target species and the environment. Therefore, Bt is 
considered as best insect-pathogenic bacteria (Lacey et al. 
2015; Deka et al. 2021; Kallaf et al. 2021; Tabashnik et al. 
2021; Meissle et al. 2022). The potential toxicity of the 
spore-crystal mixtures from different Bt strains has been 
reported against various pests, viz. BtK2 strain against 
Culex pipiens and Spodoptera exigua (Lee et al. 2001), 
Bt-BLB1 strain against Ephestia kuehniella (Saadaoui 
et al. 2009), Bt-BLB459 strain against S. littoralis and E. 
kuehniella (Boukedi et al. 2016) and Bt-14 isolate against 
E. kuehniella (Kallaf et al. 2021) demonstrating the util-
ity of Bt in the management of different pests. Recently, 
the HearNPV (Nucleopolyhedrovirus from H. armigera) 
has also been employed to manage its attack in tomatoes 
under temperate climatic conditions (Manzoor et al. 2023).

Bt, which secretes Cry toxins, has been successfully 
employed to develop insect pest-resistant transgenic crops 
since 1996. Despite increasing commercial cultivation of Bt 
transgenic crops in several countries, continuous expression 
of cry genes in transgenic crops has led to the emergence 
of a resistant field population of insects, which is a major 
challenge for agricultural scientists (Tabashnik and Car-
rière 2019), Furthermore, Cry proteins currently available 
in the global database are not effective to control a signifi-
cant number of insects (Noguera and Ibarra 2010). Besides 
these crystalline proteins, many researchers demonstrated 
that Bt strains secrete two more proteins during the vegeta-
tive growth phase, referred to as vegetative insecticidal pro-
teins (Vips) and secreted insecticidal protein (Sips) (Estruch 
et al. 1996; Donovan et al. 2006).

Vip proteins are gaining importance as second-generation 
insecticidal proteins in resistance management programs 
because they do not share homology and receptor binding 
sites with Cry proteins and are highly specific and effective 
against pests that are less susceptible to Cry proteins (Liu 
et al. 2011; Chakroun et al. 2016; Gupta et al. 2021). Unlike 
Cry proteins, Vips are secreted as soluble proteins rather 
than crystal inclusions (Hernández-Martínez et al. 2013). 
These secreted proteins display insecticidal activity against 
lepidopterans (Chen et al. 2017; Wang et al. 2018), coleop-
terans (Warren 1997) and some sap-sucking insect pests 
(Sattar and Maiti 2011), expanding the overall host range 
of Bt. The action mechanism of Vip3 proteins is not fully 
understood, but it is thought to involve the disruption of the 
insect gut epithelium and disintegration of cells, which leads 
to the loss of nutrient absorption and ultimately death. These 
proteins may also affect physiological processes in insects, 
such as the regulation of ion and water balance, disturbance 
in transmembrane potential, leakage and swelling of cells, 
etc. (Yu et al. 1997; Lee et al. 2003; Chakroun and Ferré, 
2014; Gupta et al. 2021). Two models have been proposed 
for Vip proteins: (a) pore formation (Lee et al. 2003; Chak-
roun et al. 2016) and (b) apoptosis (Hernández-Martínez 
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et al. 2013; Jiang et al. 2016; Nimsanor et al. 2020) with dif-
ferent receptor binding sites (Osman et al. 2019; Jiang et al. 
2018a, 2018b). The same binding sites have been shared 
in S. littoralis between different members of Vip3A class 
(Vip3Ad, Vip3Ae and Vip3Af) which implicates the utility 
of various categories of Vip3A proteins in insect pest control 
(Boukedi et al. 2018b). The hemolytic activity of Vip3 pro-
teins has also been demonstrated which may be responsible 
for the interaction between Vip3 and membrane lipids and 
ultimately pore formation (Boukedi et al. 2017b).

The proteins Vip3Aa11 and Vip3Aa19 were reported to 
have insecticidal properties against larvae of H. armigera, 
S. exigua, and P. xylostella (Liu et al. 2004, 2007). Another 
gene vip3Aa14 gene was isolated, and protein was expressed 
(both truncated and full length) from B. thuringiensis subsp. 
tolworthi which was reported to be toxic against S. litura 
and Plutella xylostella (Bhalla et al. 2005). In addition, 
vip3LB (Vip3Aa16), derived from a Bt-BUMP95 strain, was 
reported to be toxic to E. kuehniella (Mesrati et al. 2005). 
Boukedi and group discovered two new proteins Vip3 (459) 
from Bt-BLB459 strain, and expressed protein was found to 
be toxic against Agrotis segetum, S. littoralis, E. kuehniella 
(Boukedi et al. 2017a) and Ectomyelois ceratoniae (Bouk-
edi et al. 2018a). Another protein Vip3 (427) from the Bt-
BLB427 strain was reported to be toxic against S. littoralis 
(Boukedi et al. 2020). Similarly, the toxicity potential of 
Vip3Aa61 (Lone et al. 2018) and Vip3Aa65 (Şahin et al. 
2018) against H. armigera has been reported. Therefore, Vip 
proteins are promising candidates for deployment against 
agronomically important pests either alone or along with 
Cry toxins in gene pyramided mode (Kaur 2012; Chakroun 
et al. 2016; Chen et al. 2017; Gupta et al. 2021). Trans-
genic cotton cultivar VipCot™ stacked through Vip3Aa/
Cry1Ab proteins and corn Agrisure Viptera and Agrisure 
Viptera 3 expressing Vip3Aa20 alone and a combination 
of Vip3Aa20/Cry1Ab, respectively, have been commer-
cialized against major lepidopteran pests and have shown 
significant toxicity (Kurtz et al. 2007). The commercially 
important toxin genes have been identified by high through-
put sequence analysis of native Bt isolates recovered from 
diverse habitats of India (Panwar et al. 2018). The vip3Aa44 
gene (NCBI GenBank accession number HQ650163) from 
Bt BGSC strain 4A6 was earlier cloned in our laboratory and 
insecticidal efficacy of its synthetic, plant-preferred codon-
optimized version toward H. armigera (cotton bollworm) 
and S. litura (cotton leafworm) in transgenic tobacco has 
been reported (Anupama et al. 2019). Among all Vip pro-
teins, Vip3 protein family is extensively studied. But the 
full potential of Vip3 proteins is relatively lesser-known, 
although around 130 Vip3 proteins have been identified 
and cloned to date (https://​www.​bpprc.​org/​pesti​cidal-​prote​
ins; accessed on 15. 09. 2022). Therefore, identification of 
Vip proteins, which are highly toxic against H. armigera, 

is need of hour. The present study was initiated with the 
objective to evaluate the toxicity of Vip3Aa proteins newly 
identified in our laboratory and their impact on the life cycle 
of H. armigera. The sequences of these have been proteins 
submitted to NCBI and Bt toxin nomenclature committee 
(Crickmore et al. https://​www.​bpprc.​org/​pesti​cidal-​prote​
ins). In order to clone novel alleles of vip3A-type genes, 
155 Bt isolates recovered from diverse habitats of different 
agro-climatic zones in India and 10 reference Bt strains have 
been explored to determine the frequency distribution of 
vip3A-type genes (our unpublished data). In present study, 
PCR-amplified genes were cloned to assess genetic variabil-
ity among them and the newly identified genes were further 
investigated for protein expression and toxicity potential 
against H. armigera.

Materials and methods

Cloning of full‑length genes for sequence 
identification

Plasmid DNA isolation

Petri plates poured with autoclaved Luria Agar (LA, HiMe-
dia, India) media with penicillin (10 μg/ml) were streaked 
with Bt isolates and incubated overnight at 28 °C. Next day, 
5 ml of autoclaved Luria Bertani (LB) broth with penicillin 
was inoculated with a single colony and incubated at 28 °C 
for 3–4 h at 200 rpm (Kuhner, Basel, Switzerland). Thereaf-
ter, LB medium with penicillin was inoculated with 1 ml of 
starter culture and incubated at 28 °C, overnight at 200 rpm. 
The overnight culture was used for plasmid DNA extraction 
by modified alkaline lysis miniprep protocol (Birnboim and 
Doly 1979), including the lysozyme treatment step. Plas-
mid DNA purity and quality were checked by 0.8% agarose 
gel electrophoresis using a 1 kb ladder (MBI Fermentas, St. 
Leon-Rot, Germany) as a DNA marker.

PCR amplification, purification, cloning and transformation

A total of 10 full-length vip3-type genes amplified (unpub-
lished data) by primers designed as per Mesrati et al. (2005) 
from isolates SK-306, SK-671, SK-792, SK-851, SK-986, 
SK-1065, SK-1328, SK-1340, SK-1386, SK-1401, belong-
ing to 8 different agro-climatic zones (Table S1) and 2 ref-
erence Bt strains BGSC 4E3 (B. thuringiensis subsp. sotto) 
and BGSC 4K1 (B. thuringiensis subsp. morrisoni) were 
selected for cloning. The full-length amplified PCR products 
were purified from agarose gel with QIAquick Gel Extrac-
tion kit (Qiagen, GmbH, Hilden, Germany). The eluted prod-
ucts of 12 full-length 2.37 kb vip3-type genes having 3′-A 
overhangs were used for ligation with linear form of cloning 

https://www.bpprc.org/pesticidal-proteins
https://www.bpprc.org/pesticidal-proteins
https://www.bpprc.org/pesticidal-proteins
https://www.bpprc.org/pesticidal-proteins
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vector pGEM-T Easy having T overhangs (Promega, Madison, 
USA). The ligation mixture of 10 μl was prepared including 
2X Rapid ligation Buffer (5 μl); 1 μl pGEM-T Easy Vector 
(50 ng); eluted product of insert (100 ng/μl); and 1 μl T4 DNA 
Ligase (3 Weiss units/μl), and deionized water supplied with 
the kit was added, to make final volume. The ligation mixture 
was mixed and kept for overnight incubation at 4 °C. There-
after, NEB 5-alpha Competent E. coli (High Efficiency) cells 
(New England Biolabs, Ipswich, USA) were transformed with 
the ligation mixture, and 50 μl of cultured cells was spread 
on LA plates containing ampicillin/X-gal/IPTG and incubated 
overnight at 37 °C (Kuhner, Basel, Switzerland).

Selection, validation of clones and sequencing

The overnight incubated plates having selection ampicillin/
X-gal/IPTG developed blue and white-colored colonies. The 
white-colored colonies represented recombinant clones hav-
ing genes of interest. Recombinant clones of each gene were 
confirmed by colony PCR, restriction analysis and amplifi-
cation of plasmid DNA with gene-specific primers. Every 
single colony from the plate of each isolate was picked and 
resuspended in 34.5 μl nuclease-free water (VWR, Life Sci-
ences). A reaction of 50 μl with addition of 2.5 μl gene-spe-
cific primers (1 μM), 10X PCR buffer (5 μl), 2 mM dNTPs 
(5 μl), 0.2 of Taq DNA polymerase 1.0 U (MBI, Fermentas, 
Germany) was prepared. The reaction was performed in a 
thermal cycler (BioRad Laboratories, Inc. USA) with an 
amplification profile: initial denaturation at 94 °C for 1 min; 
30 cycles of steps including denaturation at 94 °C for 1 min, 
annealing at 46 °C, extension at 72 °C for 2 min and a final 
extension at 72 °C for 10 min. Plasmid DNA (~ 5 to 10 μg) 
isolated from each colony was digested with different restric-
tion enzymes (New England Biolabs, Ipswich, USA): Sal1 
(single digestion); a combination of Nco1 and Sal1 (dou-
ble digestion); and in some cases Pst1 (to confirm the right 
orientation of inserted gene in the vector). The restriction 
enzymes and buffer in each restriction reaction were used 
according to manufacturer’s instructions. Total 10 μl volume 
was made with nuclease-free sterile water. The reaction was 
kept for overnight incubation at 37 °C. The restricted DNA 
was analyzed on 0.8% agarose gel using a 1 kb DNA ladder 
(MBI Fermentas, St. Leon-Rot, Germany). The sequencing 
was performed by AgriGenome Labs, India, through primer 
walking.

Protein expression

Bacterial strains and constructs for protein expression

The competent cells of E. coli DH5-alpha strain (New 
England Biolabs, Ipswich, MA, USA) for initial clon-
ing and E. coli BL21(DE3) cells (New England Biolabs, 

Ipswich, MA, USA) for protein expression studies were 
used. E. coli strains were grown in LB broth or on LA 
plates at 37  °C with shaking at 180–220  rpm. Stock 
solutions of antibiotics, i.e., ampicillin (100  mg/ml) 
and kanamycin (50 mg/ml), were supplemented to their 
working concentrations whenever required. The six genes 
cloned in pGEMT-Easy vector, namely pGEMT-SK792, 
pGEMT-BGSC4K1, pGEMT-SK986, pGEMT-SK851, 
pGEMT-SK306 and pGEMT-BGSC4E3, were used for 
protein expression studies. The pET-29a(+) expression 
vector (5.371 kb) contained T7 IPTG inducible promoter 
and S-tag (Novagen) for expression of complete ORFs 
(2.37 kb). An expression vector pET29a (+) cloned with 
vip3Aa44 gene, previously cloned in our laboratory, was 
used as a positive control.

Plasmid DNA extraction and electrophoresis

The Qiagen Miniprep/Midiprep kit following instructions 
from the manufacturer was used for plasmid DNA extrac-
tion. The gel electrophoresis was carried out (Sambrook 
1989) using agarose gels (0.7–1.0%). The 1 kb DNA lad-
der (MBI, Fermentas, Germany) was used. Electrophoresis 
was performed in a horizontal electrophoresis tank (Genetix, 
India) filled with 1 × TAE buffer for 45–90 min at constant 
voltage (50 V). The DNA bands were visualized, and images 
were captured using the gel documentation system (Syn-
Gene, UK).

Cloning and transformation

The vector and plasmid DNA of pGEMT-Easy clones were 
digested with restriction enzymes Nco1 and Sal1. The 
restricted fragments were eluted (QIAquick® Gel Extrac-
tion Kit), and resultant eluted products were ligated with 
restriction enzyme-digested pET-29a(+) vector in insert/vec-
tor ratio of 2:1 using T4 DNA Ligase. The ligation mixture 
was kept overnight at 4 °C for incubation. Five microliters of 
ligation mix was added to 50 μl E. coli DH-alpha competent 
cells for transformation following basic steps. The trans-
formed cells were spread on LA plates containing 50 μg/ml 
kanamycin, 50 µg/ml X-gal and 1 mM IPTG and incubated 
overnight at 37 °C. The LA plates were screened for blue 
and white colonies for the selection of recombinant clones. 
Further, plasmid DNA isolated from pET29a(+)-DH5-alpha 
clones was used for the transformation of E.coli BL21(DE3) 
cells following the same procedure for protein expression. 
All the six clones were selected on LA plates containing 
kanamycin as a selection marker and incubated overnight 
at 37 °C.
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Validation of recombinant clones

The plasmid DNA (~ 5 to 10 μg) isolated from each col-
ony was digested with single restriction enzyme Sal1, 
double digestion with Nco1 and Sal1, and to confirm the 
orientation of gene in vector, Pst1 was used for some 
clones using appropriate buffers, following the manufac-
turer’s instructions. The restriction mixture was analyzed 
on 0.8% agarose gel.

Protein expression, extraction and estimation

A single colony of recombinant E. coli BL21(DE3)-
pET29a(+) having target gene and E. coli BL21(DE3) 
alone was pre-cultured by inoculation of the particular 
colony into 10 ml LB medium with kanamycin (50 μg/
ml) and incubated overnight at 37 °C, 200 rpm at incuba-
tor shaker. The next day, 100 ml LB media was inocu-
lated with 1% (100 μl) of freshly grown primary culture. 
The secondary culture was allowed to grow for 2 h (till 
OD value 0.6). Thereafter, 1 mM IPTG was added in 
this actively growing culture to induce the expression 
of the particular target protein. The samples were col-
lected after 2 and 4 h of induction at 3 °C, 200 rpm. The 
uninduced samples of respective clones were also allowed 
to grow for 2 and 4 h without IPTG induction and col-
lected for protein isolation. The protein from induced 
samples, uninduced samples and negative control E. coli 
BL21(DE3) was isolated. The collected cell cultures 
were centrifuged (BRK5424, Centurion, Scientific Lim-
ited, UK) at 7000 rpm, 4 °C for 15 min. The resultant 
pellet was resuspended in 50 ml lysis buffer containing 
lysozyme (2 mg/ml) and 100 μM of protease inhibitor 
PMSF (phenyl methyl sulfonyl fluoride). These samples 
were incubated at 37 °C, 150 rpm for 2 h. Each sample 
was sonicated on ice two times at a constant cycle at 60 
watts for 1 min with a break of 10 s for sample cooling 
using Sonicator (Fisher Scientific, Sonic Dismembrator 
500, UK). The sonicated samples were further centrifuged 
at 7000 rpm for 5 min, 4 °C to collect supernatant/lysate 
fraction of Vip3 proteins. The supernatant was filtered 
through 0.45 µm sterile filter followed by a filtration 
through a 0.2 µm sterile filter as described by de Escudero 
et al. (2014) and stored at − 20 °C. The protein concentra-
tion of the supernatant fraction was estimated following 
the Bradford method (Bradford 1976), and the readings 
were taken on ELISA Reader (SPECTRA max PLUS with 
SoftMax Pro 5 Software) at 595 nm. The standard curve 
was generated using BSA protein, and the protein con-
centration in the supernatant fraction was deduced with 
regression equation.

Validation of protein expression

The preliminary immunoassay was performed to confirm 
the presence of Vip3A-specific protein in the samples. This 
qualitative detection was performed using a Vip3A-specific 
rapid LFS kit (Amar Immunodiagnostics Hyderabad, India) 
according to manufacturer’s instructions. The harvested 
samples were resolved on a vertical gel electrophoresis 
unit (Atto Corporation, Japan, Model AE-6210) using the 
method modified from Laemmli (1970) for SDS-PAGE anal-
ysis. The size of expressed protein was determined using 
8% SDS-PAGE gel along with a pre-stained protein marker 
(Puregene, Genetix, India). The pictures of the gels were 
captured on a UV light convertor whiteboard in the Gel doc 
system (SynGene, UK). The samples resolved on 8% SDS-
PAGE gel were transferred to PVDF membrane (Amersham 
Hybond P 0.45 μm) using a Semi-Dry blotting system (Bio-
Rad, USA) at 25 V for 60 min to perform Western Blotting 
using Vip3A-specific antibodies (Amar Immunodiagnostics 
Hyderabad, India). The blotting procedure was followed 
according to the manufacturer’s instructions using Western 
Breeze® Chromogenic Kit (Invitrogen, USA).

Bioassays and statistical analyses of mortality data to study 
the responses of H. armigera

Neonate (first instar) larvae of H. armigera were reared at 
National Facility for Insect Rearing and Xenobiotic-cum-
Transgenic Bioassay, Division of Entomology, ICAR-IARI, 
New Delhi. The diet incorporation method (Dulmage et al. 
1971) was used to evaluate toxicity of expressed proteins. 
Preliminary, laboratory bioassays were conducted with 
neonate larvae treated with Vip3A proteins in 10 ppm con-
centration in semi-synthetic diet. The corrected mortality 
data of 10 ppm was analyzed using Analysis of variance 
(ANOVA) at a 5% significance level to compare the insec-
ticidal activities of different proteins. ANOVA analysis was 
performed using SAS (Statistical Analysis System) pack-
age. The dose–mortality response was calculated using pro-
bit analysis. Subsequently, bioassays were performed for 
determination of LC50 at five different concentrations, viz. 
0.1 ppm; 1 ppm; 5 ppm; 10 ppm; and 50 ppm. An appropri-
ate concentration of toxin was mixed thoroughly with 10 g of 
semi-synthetic diet and transferred to 3 Petri plates equally 
to maintain 3 replications for each concentration. Ten neo-
nate larvae were carefully placed in each plate containing 
treated diet. Mortality was assessed each day up to 4th, 7th 
and 10th day (d). The bioassay with diet treated with sterile 
double distilled water and Vip3Aa44 protein was considered 
as negative and positive control, respectively. The bioas-
says were conducted in controlled conditions, at temperature 
25 ± 2 °C, relative humidity 50 ± 10%, with a 14 h photo-
period. Percent mortality was considered as the criterion to 
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differentiate among toxins (Kaur and Singh 2000) as highly 
toxic (65–100%); moderately toxic (50–70%); low toxicity 
(20–50%); and negligible toxicity (< 20%). The mortality 
data were used to determine LC50 and 95% fiducial limits 
with PoloPlus Version 2.0 based on Probit analysis (Finney 
1971). The various stages of larvae were monitored, and the 
weight and length of 7 d old larvae were taken. The impact 
of toxicity of expressed proteins over the course of whole 
life cycle of H. armigera was also assessed.

Molecular docking of Vip3Aa protein model with H. 
armigera receptor and its analysis

The three-dimensional model of Vip3Aa was retrieved from 
Protein Data Bank (Code: 6TFK). This represents the active 
configuration of the Vip molecule after trypsin digestion 
(Núñez-Ramírez et al. 2020). H. armigera fibroblast growth 
factor receptor (FGFR) was modeled using SwissModel 
(Waterhouse et al. 2018). Molecular docking was performed 
via High Ambiguity-Driven protein–protein DOCKing, 
HADDOCK algorithm (Van Zundert et al. 2016). Flexibility 
of the protein was predicted through ‘Multiclass flexibility 
prediction from sequences of amino acids’ (MEDUSA) algo-
rithm (Vander Meersche et al. 2021), which calculates pro-
tein flexibility on the basis of amino acid sequence through 
deep learning. Multiple sequence alignment of amino acid 
sequences was done using EMBOSS. Analysis of the effect 
of amino acid mutations on protein stability was predicted 
through SAAFEC-SEQ algorithm (Li et al. 2021).

Results

Cloning of full‑length vip3‑type genes

Cloning and screening of recombinant clones

The amplified PCR products were purified from the gel (Fig. 
S1), and all ligation reactions having recombinant vectors 
were transformed in competent E. coli cells. The white col-
onies of recombinant clones were selected from selection 
plates. Every single clone was validated for the presence of 
the desired gene through colony PCR (Fig. S2); PCR ampli-
fication (Fig. S3) and restriction analysis. The pGEM-T Easy 
vector has unique sites for restriction enzymes Nco1 at 5’ 
end and Sal1 at 3’ end, which are not present within known 
vip3-type genes. Therefore, these enzymes may cut the vec-
tor once from both ends but not the inserted gene. Single 
digestion was performed with Sal1 enzyme, which showed 
band for linearized recombinant pGEM-T Easy clone of 
5.385 kb size. Double digestion of all recombinant vectors 
with Nco1 and Sal1 showed the expected bands of 2.37 kb 
and 3.01 kb for inserted gene and pGEM-T Easy vector, 

respectively. Since Pst1 has a single restriction site in the 
conserved region of known vip3-type genes at 605 bp posi-
tion, the plasmid DNA of pGEMT-SK671, pGEMT-SK1065, 
pGEMT-SK1328, pGEMT-SK1340, pGEMT-SK1386 and 
pGEMT-SK1401 clones was restricted with Pst1 enzyme 
to confirm the correct orientation from 5′ to 3′ end of insert 
in pGEMT-Easy vector, before sequencing. The correct ori-
entation was validated, as 1.77 kb and 3.62 kb bands were 
detected after Pst1 restriction analysis, as expected (Figs. 
S4; S5). These analyses confirmed that full-length vip3-type 
genes from 10 native Bt isolates and 2 Bt strains used as 
reference were successfully cloned in pGEM-T Easy vector 
for further sequence analysis. The respective clones were 
designated as pGEMT-SK306, pGEMT-SK671, pGEMT-
SK792, pGEMT-SK851, pGEMT-SK986, pGEMT-SK1034, 
pGEMT-SK1065, pGEMT-SK1328, pGEMT-SK1340, 
pGEMT-SK1386, pGEMT-SK1401, pGEMT-BGSC4E3 
and pGEMT-BGSC4K1.

Sequence determination and analysis

Primer walking approach was used to determine the 
sequences of genes cloned in pGEM-T Easy vector. The 
sequencing procedure was performed by service provider 
M/s ABA Biotech, India. Sequencing of resultant recombi-
nant pGEM-T Easy clones of each gene yielded full-length 
complete ORFs of 2.37 kb with an initiation codon ATG at 
5’ end and termination codon TAA at 3’ end, which encoded 
proteins of 789 amino acid residues. The deduced amino 
acid sequence of each gene was deduced from https://​web.​
expasy.​org/​trans​late/ and also confirmed with http://​insil​ico.​
ehu.​es/​trans​late/. The predicted protein molecular mass was 
89 kDa. The BLASTp analysis revealed that these proteins 
were Vip3Aa-type proteins and had identity with Vip3Aa1 
protein varying from 98.86 to 99.75% (Table 1). We desig-
nated these genes as Vip3A_792, Vip3A_986, Vip3A_851, 
Vip3A_306, Vip3A_4E3, Vip3A_4K1, Vip3A_671, 
Vip3A_1065, Vip3A_1340, Vip3A_1386, Vip3A_1401 and 
Vip3A_1328.

Comparison of deduced amino acids sequence 
of our vip3Aa‑type genes with the holotype vip3Aa1

The deduced amino acid sequences of all the genes cloned 
in this study, and the vip3Aa44 (NCBI accession number 
HQ650163) used as positive control, were compared with 
vip3Aa1 (NCBI accession number AAC37036). The multi-
ple sequence alignment of the deduced amino acid sequence 
of all vip3A_genes from 10 native Bt isolates, 2 reference 
Bt strains, one positive control Vip3Aa44 and holotype 
Vip3Aa1 was performed by BioEdit software using Clustal 
W alignment (Fig. S6). The divergent amino acids and 
their positions in the deduced amino acid sequence of all 

https://web.expasy.org/translate/
https://web.expasy.org/translate/
http://insilico.ehu.es/translate/
http://insilico.ehu.es/translate/
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Table 1   Amino acid 
substitutions identified in 12 
cloned Vip3A genes and their 
position in comparison to 
Vip3Aa1

S.
No.

Gene Name NCBI 
Accession 
number

Percent (%) 
Similarity with 
Vip3Aa1

Number of 
amino acid 
substitution
s

Amino
acid
position

Amino
acid in 
Vip3Aa1 

Amino acid in
cloned gene 

1 Vip3A_792

(Vip3Aa67)
MN120477 99.75 2 284 Q K

570 T A

2 Vip3A_4K1

(Vip3Aa68)
MN120478 98.86 9 284 Q K

358 I V

536 S K

633 N T

755 M I

760 F L

761 E G

776 Y N

782 H K

3 Vip3A_SK-

986

(Vip3Aa69)

MN120479 99.62 3 31 K R

110 I M

284 Q K

4 Vip3A_SK-

851

(Vip3Aa70)

MN120481 99.24 6 179 V F

183 F L

284 Q K

520 L S

605 P L

667 I T

5 Vip3A_SK-

306

(Vip3Aa71)

MN120482 99.75 2 270 N K

284 Q K

6 Vip3A_4E3

(Vip3Aa72)
MN120480 99.49 4 176 I T

284 Q K

615 G E

708 K E

7 Vip3A_671

(Vip3Aa73)
MT468480 99.37 4 270 N K

284 Q K

501 R G

675 S G

8 Vip3A_1065

(Vip3Aa74)
MT468481 99.37 5 160 V A

270 N K

284 Q K

465 R G

537 N D

9 Vip3A_1340 MT468482 99.11 7 224 V A

(Vip3Aa75) 270 N K

284 Q K

358 I V

548 N D

671 E K

747 S G

10 Vip3A_1386

(Vip3Aa76)
MT468483 99.62 3 45 D G

270 N K

284 Q K

11 Vip3A_1401

(Vip3Aa77)
MT468484 99.75 2 270 N K

284 Q K

12 Vip3A_1328

(Vip3Aa78)
MT681751 99.86 9 213 T S

280 A T

284 Q K

289 L V

309 E G

469 A T

526 K R

570 T A

629 Y N
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the genes with reference to Vip3Aa1 were identified with 
MEGA-X software using Muscle Alignment. The amino 
acids substitutions were maximum (9) for Vip3A_4K1 
and Vip3A_1386, followed by 7 for Vip3A_1340; 6 for 
Vip3A_851; 5 for Vip3A_1065; 4 for Vip3A_4E3 and 
Vip3A_671; 3 for Vip3A_986 and Vip3A_1386; and 2 for 
Vip3A_792, Vip3A_306 and Vip3A_1401. The deduced 
amino acid sequence of previously reported Vip3Aa65 
(Şahin et al. 2018) was also included in the study for com-
parison with that of Vip3A_4K1, which was found to be 
100% identical in terms of amino acid substitutions (Fig. 1, 
Table 1).

Detailed analysis revealed that there were differences in 
the deduced amino acid sequence of all the genes cloned in 
this study with that of the holotype Vip3Aa1 and were found 
to encompass region near to both N and C-terminus, starting 
from position 31 to 782. The deduced amino acid sequence 
of all the genes was found to be more than 95% similar, 
indicating that these vip3Aa-type genes differ from each 
other in the quaternary rank as per criteria of Bt Nomen-
clature Committee. Vip3Aa44 (NCBI accession number 
HQ650163) cloned in a previous study from our laboratory 
and used as a positive control is different in one amino acid 
at position 284 as compared with Vip3Aa1 protein, wherein 
Q (Glutamine) was substituted with K (Lysine). However, 
the vip3Aa-type genes cloned in our study showed diver-
gent amino acids at two or more positions in their deduced 

amino acids sequence, in addition to the substitution at posi-
tion 284, which was observed to be common in the deduced 
amino acid sequence of all genes except Vip3Aa1. The 
substitution of N (Asparagine) with K (Lysine) at position 
270 was common among six, viz. Vip3A_306, Vip3A_671, 
Vip3A_1065, Vip3A_1340, Vip3A_1386 and Vip3A_1401.

Furthermore, diversity in the deduced amino acids 
sequences of vip3A-type genes, in that, same amino acid 
substitution present in vip3A-type genes cloned from Bt 
isolates from different agro-climatic zones as well as dif-
ferent amino acid substitutions occurring in vip3 genes 
cloned from Bt isolates from same agro-climatic zone, has 
been observed. Although Vip3A_306 and Vip3A_1401 
were cloned from Bt isolates from different agro-climatic 
zones, similar substitutions were present at positions 270 
and 284 in the deduced amino acids sequence. Similarly, 
Vip3A_792 and Vip3A_1328 also had similarity at position 
570 with A (Alanine). Both Vip3A_1386 and Vip3A_1401 
were from Bt isolates recovered from Eastern Himalayan 
Region, but were different from each other at position 45 
wherein D (Aspartic Acid) was substituted by G (Glycine). 
This indicates diversity of Vip genes in Bt isolates within 
an agro-climatic zone. Differences in deduced amino acid 
sequences for each of the 12 genes cloned in this study, 
except Vip3A_306 and Vip3A_1401, were observed. Thus, 
diverse vip3Aa type of genes from different agro-climatic 

*Gene name in parenthesis assigned by Bt nomenclature committee (www.​bpprc.​org)
# Red color indicates similar amino acid substitution in all genes with reference to Vip3Aa1. Purple, green 
and brown colors indicate similar amino acid substitutions among cloned genes

Table 1   (continued)

Fig. 1   The picture depicts 
differences in the deduced 
amino acids sequence and their 
positions in 12 vip3Aa-type 
genes cloned in this study, and 
protein Vip3Aa44 was used as a 
positive control with reference 
to the amino acid sequence of 
representative Vip3Aa1. The 
vertical column represents the 
names of the respective proteins 
and the horizontal column at the 
top depicts amino acid positions 
31–782

http://www.bpprc.org
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zones have been discovered in this study, which indicates 
that Indian Bt isolates are a potential source of diverse range 
of vip3 genes (Table 1).

Comparative analysis of identified genes 
with other vip3Aa‑type genes reported to be toxic 
to Lepidopteran pests

Deduced amino acid sequences of 18 lepidopteran-specific 
Vip3 toxins including Vip3Aa1 listed by (Chakroun et al. 
2016), Vip3Aa61 specific to H. armigera (Lone et al. 2018) 
and Vip3Aa65 (Şahin et al. 2018) were used for comparative 
analysis with Vip3Aa44 previously cloned in our laboratory 
and 12 genes identified in this study. The lepidopteran-spe-
cific toxins listed by Chakroun et al. 2016 were: Vip3Aa7, 
Vip3Aa9, Vip3Aa10, Vip3Aa11, Vip3Aa13, Vip3Aa14, 
Vip3Aa16, Vip3Aa18, Vip3Aa19, Vip3Aa29, Vip3Aa43, 
Vip3Aa45, Vip3Aa50, Vip3Aa58, Vip3Aa59 and Vip3Aa64. 
Deduced amino acid sequences of these genes were down-
loaded from NCBI database.

The multiple sequence alignment of deduced amino acid 
sequences of these 32 genes was performed for identification 
of variations as compared with Vip3Aa1 using BioEdit (Fig. 
S7), and divergent amino acid substitutions were identified 
using MEGA-X software (Fig. 2). The amino acid substitu-
tions were found to be between positions 2 to 784. A consist-
ently similar substitution was found at position 284 (Q/K), 
which was same in all except Vip3Aa1. The substitutions 
present in Vip3A_4K1 and Vip3Aa65 were also found to be 
similar to Vip3Aa59 having one extra substitution at 784 and 

with Vip3Aa14 having 9 more substitutions. Vip3Aa19 and 
Vip3Aa65 also had similar substitutions at 358 (I/V) and 633 
(N/T). Vip3Aa61 gene had substitutions which are present in 
Vip3Aa19 except for one additional substitution at position 
35 (N/Q). Thus, except Vip3A_4K1, all genes discovered 
in our study had new kinds of substitutions in their deduced 
amino acids sequences as compared with the genes already 
reported in the NCBI database and may exhibit different 
toxicity and specificity against Lepidopteran pests.

A phylogenetic analysis was also performed for group-
ing of all these 32 Vip3Aa proteins based on amino acid 
sequence using MEGA 6.0 following MUSCLE alignment. 
This evolutionary analysis formed different combinations 
of these proteins based on amino acid variations, with 
Vip3Aa29 being shown as an out-group in the phylogenetic 
tree (Fig. 3). These six combinations were: 1) Vip3A_851 
and Vip3Aa18; 2) Vip3A_792 and Vip3A_1328; 3) 
Vip3A_1386, Vip3A_306, Vip3A_671, Vip3A_1401 and 
Vip3A_1065 were grouped together and Vip3A_1340 
was closely related with them; 4) Vip3A_4K1 grouped 
with Vip3Aa65, Vip3Aa59, Vip3Aa14; 5) Vip3Aa19 
and Vip3Aa61; and 6) Vip3A_986 and Vip3A_4E3 were 
grouped with rest of lepidopteran-specific proteins Vip3Aa1, 
Vip3Aa7, Vip3Aa9, Vip3Aa10, Vip3Aa11, Vip3Aa13, 
Vip3Aa16, Vip3Aa43, Vip3Aa44, Vip3Aa45, Vip3Aa50, 
Vip3Aa58, Vip3Aa64. Furthermore, the groups 4 and 5 were 
closely related to each other.

The nucleotide and deduced amino acid sequences of all 
the genes cloned in this study were submitted to NCBI Gen-
Bank database and Vip3 protein database. Their names were 

Fig. 2   Picture indicates divergent amino acids and their positions in 
amino acid sequences of 32 Vip3Aa-type toxins with reference to 
Vip3Aa1 protein. In the vertical column, Vip3A represents deduced 
proteins of vip3Aa-type genes discovered in this study and lepidop-

teran-specific Vip3Aa proteins available in the Vip3 protein database. 
The horizontal column at the top depicts amino acid positions 2 to 
784
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designated by Bt nomenclature committee and information 
regarding their nomenclature, and NCBI accession number is 
available at https://​camte​ch-​bpp.​ifas.​ufl.​edu/​categ​orize_​datab​
ase_​vip as Vip3Aa67 (Vip3A_792: MN120477), Vip3Aa68 
(Vip3A_4K1: MN120478), Vip3Aa69 (Vip3A_986: 
MN120479), Vip3Aa70 (Vip3A_851: MN120481), Vip3Aa71 
(Vip3A_306: MN120482), Vip3Aa72 (Vip3A_4E3: 
MN120480), Vip3Aa73 (Vip3A_671: MT468480), Vip3Aa74 
(Vip3A_1065: MT468481), Vip3Aa75 (Vip3A_1340: 
MT468482), Vip3Aa76 (Vip3A_1386: MT468483), 
Vip3Aa77 (Vip3A_1401: MT468484), Vip3Aa78 
(Vip3A_1328: MT681751) as entry numbers 113 and 116 to 
126. Thus, these genes became new members of Vip3A pro-
tein database (Table 1).

Protein expression

Construction of recombinant pET29a(+) vector, 
transformation and validation

The six newly identified genes, viz. vip3A_792, vip3A_4K1, 
vip3A_986, vip3A_851, vip3A_306 and vip3A_4E3, were 
cloned into expression vector pET-29a(+) individually for 
protein expression. The complete ORFs (2.37 kb) of six 
genes were amplified from the plasmid DNA of recombi-
nant clones pGEMT-SK792, pGEMT-BGSC4K1, pGEMT-
SK986, pGEMT-SK851, pGEMT-SK306 and pGEMT-
BGSC4E3 using gene-specific primers. The plasmid DNA 
of pET-29a (+) and amplified products from these genes 
were digested with restriction enzymes Nco1 and Sal1 (Fig. 
S8). The eluted bands were ligated to digested pET29a(+) 

Fig. 3   Phylogenetic tree 
based on deduced amino acids 
sequence of 32 vip3Aa genes. 
Vip3A represents proteins of 
vip3Aa-type genes discovered 
in this study and Vip3Aa repre-
sents all proteins of other genes 
available in the Vip3 protein 
database. The phylogenetic 
relationship was analyzed by 
MEGA 6.0 using the Maxi-
mum Likelihood method. The 
percentage of trees in which 
the associated taxa clustered 
together is shown next to the 
branches. The same group was 
represented by the same shape 
and color. There was a total of 
789 positions in the final dataset
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vector to create recombinant pET29a(+)–vip3A_792, 
pET29a(+)–vip3A_4K1, pET29a(+)–vip3A_986, 
pET29a(+)–vip3A_851, pET29a(+)–vip3A_306 and 
pET29a(+)–vip3A_4E3 clones. Thereafter, these con-
structs were successfully transformed into competent E. 
coli BL21(DE3) cells (New England Biolabs, USA) for 
their protein expression studies and toxicity analysis. All 
positive clones of E. coli BL21(DE3) having recombinant 
pET29a(+) construct were confirmed on LA plates having 
kanamycin (50 μg/ml) as a selection marker.

The pET29a(+) vector with a size of 5371 bp has unique 
sites for Nco1 at the 5’ end and Sal1 at the 3’ end, while 
the gene sequences lack these restriction sites. Therefore, 
restriction digestion of each recombinant construct sepa-
rated the insert from the pET-29a(+) vector and demon-
strated two bands of 2.37 kb and 5.371 kb for insert and 
pET-29a(+) vector, respectively. Sal1 treatment gave 
the linearized recombinant expression vector band of 
7.741 kb size. All recombinant pET29a(+)-DH5α clones, 
viz. pET29a (+)-SK792-DH5α, pET29a(+)–4K1-DH5α, 
pET29a(+)–SK986-DH5α, pET29a(+)–S,K851-DH5α, 
pET29a(+)–SK306-DH5α and pET29a(+)–4E3-DH5α, 
were analyzed through restriction analysis. The plasmid 
DNA of these clones was extracted (Fig. S9), and restric-
tion analysis was performed using Sal1 and Nco1 (Fig. 
S10). It was also confirmed from sequence determination 
that Pst1 restriction enzyme has only a single site in these 
genes at 605 bp from the 5′ end. Therefore, the orienta-
tion check of inserted genes was also performed with Pst1 
restriction before the expression of proteins from recom-
binant constructs to ensure that there would not be any 
problems in subsequent protein expression studies. Pst1 
treatment resulted in two digested fragments of 1.765 kb 
and 5.976 kb, as expected, for the correct orientation. Thus, 
the plasmid DNA extraction and restriction analysis of six 
recombinant constructs transformed in E. coli BL21(DE3), 
viz. pET29a(+)-SK792-BL21(DE3), pET29a(+)–4K1-
B L 2 1 ( D E 3 ) ,  p E T 2 9 a ( + ) – S K 9 8 6 - B L 2 1 ( D E 3 ) , 
pET29a(+)–SK851-BL21(DE3), pET29a(+)–SK306-
BL21(DE3) and pET29a(+)–4E3-BL21(DE3), validated the 
cloning into an expression vector and correct orientation of 
a particular gene (Figs. S11 and S12).

Protein expression and validation

E. coli BL21(DE3) having Vip3A_792, Vip3A_4K1, 
Vip3A_986, Vip3A_851, Vip3A_306, Vip3A_4E3 and 
positive control pET29a(+)-Vip3Aa44 were induced with 
the treatment of 1 mM IPTG at 37 °C for 4 h, and E. coli 
BL21(DE3) cells without recombinant construct were used 
as a negative control for protein extraction and expression 
for SDS-PAGE analysis and immunoassays.

LFS immunoassay

The samples of negative control (protein extract from wild-
type BL21(DE3), a protein expressed from Vip3Aa44 
(used as positive control) and other six recombinant cells 
after IPTG induction and protein extracted from uninduced 
recombinant cells were analyzed. All protein samples from 
induced recombinant cells were found to be positive as these 
showed both control and test lines on the immunoassay strip. 
But, both uninduced samples and negative control showed 
only a control line on the immunoassay strip. This strip 
immunoassay confirmed the presence of Vip3A-specific 
proteins in the expressed protein samples and the absence of 
leaky expression of genes in uninduced samples (Fig. S13).

SDS‑PAGE analysis of expressed Vip3A‑type protein

The SDS-PAGE analysis confirmed the presence of approxi-
mate 89 kDa size protein band in all IPTG-induced superna-
tant protein samples of Vip3Aa44, Vip3A_792, Vip3A_986, 
Vip3A_4E3 and Vip3A_4K1, and the same pattern was 
obtained for uninduced samples (Fig. S14). The band of ca. 
89 kDa was also observed in the uninduced sample, which 
may be a protein produced by wild-type BL21(DE3) cells. 
Further, the induced supernatant fraction of all six pro-
teins (Vip3Aa67 to Vip3Aa72) were analyzed with positive 
(Vip3Aa44) and negative (BL21(DE3) sample) control on 
SDS-PAGE gel (Fig. S15).

Western blot analysis of expressed Vip3A‑type proteins

The protein bands from SDS-PAGE (Fig. S16A) were trans-
ferred on the PVDF membrane, and a band of ca.89 kDa 
gave a positive signal with anti-Vip3A-polyclonal antibod-
ies during the western blotting experiment. However, there 
was some non-specific binding due to the polyclonal nature 
of Vip3A antibodies. Initially, the antibody titer 1: 50, 000 
was used and it was observed that there was non-specific 
binding in uninduced samples. Then, polyclonal Vip3A 
antibodies were adsorbed with a 2 ml overnight culture of 
an uninduced sample of Vip3A_792. In the second experi-
ment, adsorbed polyclonal antibodies were used with titer 1: 
100, 000 to reduce non-specific binding. In this western blot, 
non-specific binding was not observed in uninduced sam-
ples. However, some non-specific binding was still present 
in induced samples. Nevertheless, the intensity of 89 kDa 
was higher than any other band (Fig. S16B). Thus, west-
ern blot results confirmed that Vip3A_792, Vip3A_4K1, 
Vip3A_986, Vip3A_851, Vip3A_306, Vip3A_4E3 genes 
along with positive control Vip3Aa44 were expressed suc-
cessfully in E. coli after IPTG induction.
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Bioassays with H. armigera

Toxicity analysis of Vip3‑type proteins at 10 ppm 
concentration against H. armigera

Preliminary bioassay was performed using filtered super-
natant protein fraction (lysate) of four recombinant clones 
Vip3A_792, Vip3A_986, Vip3A_4E3 and Vip3A_4K1 at 
10 ppm concentration with positive control as Vip3Aa44 and 
negative control as sterile double distilled water. Mortality 
data of the 7th d showed that all four genes were more toxic 
than positive control at a single concentration of 10 ppm. 
The observed percent corrected mortality after 7th d was 
similar (65.39%) for Vip3A_4K1 and Vip3A_986, followed 
by 50.00% (Vip3A_4E3), 46.16% (Vip3A_792) and 38.46% 
(Vip3Aa44). However, there was a difference in percent 
mortality on the 4th and 7th days. The 4th d mortality of 
Vip3Aa44 treatment was similar to Vip3A_792. While 4th 
d mortality of Vip3A_986 was less than that of Vip3A_4K1, 
the 7th d mortality of Vip3A_986 and Vip3A_4K1 was 
found to be similar. The data also demonstrated that mor-
tality caused by Vip3A_792 was not significantly differ-
ent from that of Vip3Aa44 and Vip3A_4E3 (Table S2). 
In addition to this, the weight and length of larvae were 
observed to study the effect of proteins on the growth of 
larvae. Significant growth reduction was found after treat-
ment with proteins as compared with control. The observed 
average weight and length of larvae from negative control 
treatment were 85.13 ± 4.41 mg and 17.1 ± 1.02 mm, respec-
tively. The results demonstrated that the average weight and 
length of larvae treated with 10 ppm concentration of all 
toxins were significantly reduced as compared with nega-
tive control. The remarkable reduction in weight and length 
was shown by Vip3A_4K1 (2.7 ± 1.33 mg/4.44 ± 0.89 mm) 
and Vip3A_986 (3.58 ± 1.59  mg/4.88 ± 0.79  mm), but 
these values were not significantly different from each 
other (Table S3; Fig. S17). Similarly, there was no signifi-
cant difference observed in mortality between Vip3A_792 
and Vip3A_4E3. However, Vip3A_792 was significantly 
more effective in reduction of weight (6.4 ± 2.49) as com-
pared to Vip3A_4E3 (12.95 ± 2.77). This data revealed 

that Vip3A_986, Vip3A_4K1 and Vip3A_792 were com-
paratively more toxic and were affecting insect growth than 
Vip3A_4E3. Therefore, determination of LC50 of these four 
toxic proteins against H. armigera along with Vip3Aa44 
used as a positive control was carried out.

In addition to these four toxins, a bioassay was also per-
formed with a 10 ppm concentration of Vip3A_851 and 
Vip3A_306. Both these toxins showed similar mortality 
after the 4th d, and Vip3A_306 showed more percent mor-
tality than Vip3A_851 after the 7th d. Compared to previ-
ously tested toxins, Vip3A_306 showed higher mortality 
than Vip3A_4K1 and Vip3A_986 (data not shown) and was 
also taken for LC50 determination.

Determination of LC50 of Vip3A proteins

Five proteins, Vip3A_792, Vip3A_986, Vip3A_4K1, 
Vip3A_851 and Vip3A_306 from our study, along with 
Vip3Aa44 used as positive control and one negative con-
trol (double distilled sterile water) have been taken for 
LC50 determination. To determine LC50, bioassay was 
performed with 5 concentrations, viz. 0.1 ppm; 1 ppm; 
5 ppm; 10 ppm; and 50 ppm. The LC50 values (Table 2) 
ranged between 0.921 and 8.513 ppm for different Vip3A-
type proteins. Based on LC50 values, this data showed 
higher toxicity of Vip3A_986, followed by Vip3A_306, 
Vip3A_851, Vip3A_4K1, Vip3A_792 and Vip3Aa44. 
Further the toxicity of Vip3A_986 was significantly 
higher than the other proteins except Vip3A_306, which 
was at par. Least toxicity was observed in Vip3Aa44 and 
Vip3a_792 compared to other proteins. The overlapping 
95% fiducial limits clearly indicated that some of the pro-
teins were not significantly different in terms of their tox-
icity against H. armigera. The dose–mortality regression 
analysis showed significant relation with high value of 
coefficient of determination (R2 > 0.8) between the dose 
and the mortality in case of all the proteins (Fig. 4). The 
non-rejection of hypothesis of parallelism further con-
firmed the variable levels of susceptibility H. armigera to 
different Vip proteins as indicated by the bioassays. The 
bioassays with different Vip proteins indicated ninefold 

Table 2   Mean lethal 
concentration LC50 in ppm of 
Vip3A-type proteins along with 
Vip3Aa44 used as positive 
control against H. armigera 
evaluated after 7 days in 
laboratory bioassay under 
controlled conditions

The LC50 values with different letters are significantly different from each other. The difference has been 
considered at par when the 95% Fiducial limits overlapped

S.No Gene name Accession No LC50 ppm 95% Fiducial limits Slope ± SE Chi-square (χ2)

1 Vip3Aa44 HQ650163 8.513a 2.755–21.193 0.863 ± 0.230 1.486
2 Vip3A_792 MN120477 7.131a 0.814–44.029 0.504 ± 0.171 2.815
3 Vip3A_4K1 MN120478 2.362b 0.175–10.241 0.484 ± 0.153 1.072
4 Vip3A_986 MN120479 0.921c 0.011–4.847 0.393 ± 0.138 0.314
5 Vip3A_851 MN120481 2.106b 0.790–4.937 0.591 ± 0.123 2.545
6 Vip3A_306 MN120482 1.461c 0.508–3.317 0.601 ± 0.123 2.744
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and sevenfold higher toxicity of Vip3A_986 compared to 
Vip3a44 and Vip3A_792, respectively. The narrow slope 
values of the various Vip proteins (Table 2) and parallel 
regression lines further supported the rejection of hypoth-
esis of equality, indicating difference in toxicities of these 
proteins (Fig. 5).

Observations for cumulative mortality

The cumulative mortality including larval and pupal death 
was also recorded at each concentration for three proteins 
Vip3A_792, Vip3A_986 and Vip3A_4K1 along with posi-
tive control (Vip3Aa44). Larval mortality was found to be 
100% at 50 ppm with majority of larvae remaining in the 
1st or 2nd instar stage even after 7th or 10th d. Cumula-
tive mortality with 10 ppm concentration of each toxin was 
also observed to be 100%. There was a clear trend of higher 

Fig. 4   Dose to mortality regression analysis of different Vip proteins. 
The high value of the Coefficient of determination (R2 > 0.8) is indic-
ative of the strong relationship between the dose and the toxicity of 

the respective proteins. The comparatively flat lines of the Vip3Aa44 
and Vip3A_792 indicate their low sensitivity to the H. armigera 
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cumulative mortality with 50 ppm concentration of toxins, 
followed by 10 ppm, 5 ppm, 1 ppm and 0.1 ppm. This data 
represents that Vip3A_986, Vip3A_4K1 and Vip3A_792 
proteins showed more mortality than Vip3Aa44 at 0.1 ppm 
and 1 ppm. The cumulative mortality was significantly 
different than the negative control. However, there was 
no significant difference in cumulative mortality between 
treatments and positive control at 5  ppm, 10  ppm and 
50 ppm concentrations. Pupal mortality was seen at each 
concentration with maximum with Vip3A_4K1 followed by 
Vip3A_986, Vip3A792 and Vip3Aa44 (Table S4).

Effect of toxic proteins on the life cycle and different 
growth stages of H. armigera

Effect on larval growth and development

The weight and length of the larvae after 7th d were meas-
ured, and it was observed that there was a significant reduc-
tion in average weight and length of insect larvae with 

each concentration of proteins Vip3A_792, Vip3A_4K1, 
Vip3A_986 and positive control Vip3Aa44 as compared to 
the negative control (data not shown). The most significant 
reduction was observed in larvae that consumed the diet 
incorporated with 50 ppm concentration of each protein, 
followed by 10 ppm, 5 ppm, 1 ppm and 0.1 ppm. There was 
normal weight and height of larvae surviving on a negative 
control diet (Figs. 6, 7). The larval growth was affected by 
the treatment of each protein, with the maximum reduction 
in growth in larvae treated with Vip3A_4K1, followed by 
Vip3A_986, Vip3Aa44 and Vip3A_792 (Fig. S18).

Effect on pupal and adult development and their 
morphological characters

Further, the developmental behavior of the treated insects, 
which survived, was analyzed in comparison with the con-
trol. Changes were observed at pupal and adult stages, in 
terms of relative growth inhibition as compared with con-
trol. All treatments showed a reduction in percent pupa-
tion and adult emergence with delay in larval and pupal 
periods. Surviving larvae (86.67%) in the water control 
treatment showed pupation and adult emergence. In con-
trast, almost all insects were dead at 10 ppm and 50 ppm 
concentrations of toxin treatments and larvae did not pro-
ceed beyond the 2nd instar stage. They did not reach up 
to 3rd instar after 7 d of treatment. Only 6.67%, 3.33%, 
3.33% pupae were developed at 10 ppm concentration of 
Vip3Aa44; Vip3Aa_4K1; and Vip3A_986, respectively, 
and adults did not emerge from these pupae subsequently. 
Malformed larvae, pupae and adults were observed in 
all remaining treatments at 0.1 ppm, 1 ppm and 5 ppm. 
The miniature pupae having reduced weight and size as 
compared to control pupae were also detected during the 
life cycle. Their observed weights ranged between 11 and 
148 mg (148 mg, 106.9 mg, 82.6 mg, 144.5 mg, 18.6 mg 
and 11 mg)). These weights were significantly lower than 

Fig. 5   Test of the hypothesis of Parallelism and Equality. The parallel 
lines of the figure clearly indicate that all the toxin proteins have the 
same mode of action and thus not-rejecting the Hypothesis of Paral-
lelism. The Hypothesis of Equality stands rejected indicating differ-
ential toxicity levels of the toxin proteins

Fig. 6   Effect of 0.1 ppm, 1.0 ppm, 5 ppm, 10 ppm, and 50 ppm con-
centration of proteins on average larval weight (mg) in comparison to 
water control in laboratory bioassays under controlled conditions

Fig. 7   Effect of 0.1 ppm, 1.0 ppm, 5 ppm, 10 ppm, and 50 ppm con-
centration of Vip3A proteins on average larval length (mm) in com-
parison to water control in laboratory bioassays under controlled con-
ditions
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the average weight (284.5 mg) of control pupa. Although 
adult emergence was higher in Vip3Aa44 treatments, the 
percentage of malformed adults was also maximum in 
larvae treated with this protein. A significant reduction 
in percent pupation and adult emergence was observed in 
insects treated with Vip3A_986. Although Vip3A_4K1 
was more toxic than Vip3A_792, we found more pupation 
and adult emergence in insects treated with Vip3A_4K1 
treatments at 0.1 ppm (66.67% and 56.67%, respectively) 
and 1 ppm (63.33% and 53.33%, respectively) as compared 
to Vip3A_792 at 0.1 ppm (50% and 36.67%, respectively) 
and 1 ppm (36.67% and 23.33%, respectively) (Table S5). 
This data indicates that despite being less toxic than other 
Vip3A_proteins in terms of mortality, Vip3A_792 and 
Vip3Aa44 affected the development stages of insects. This 
kind of toxic behavior can be termed as sublethal effect 
of the toxin.

There was no adult emergence from pupa formed at 
10 ppm up to 48 d of life cycle, and the larval period 
was delayed from 31 ± 0 to 41 ± 0 d in treatments as com-
pared to the larval period (15 ± 0.40 d) and pupal period 
(10 ± 0.68 d) of control. There was also delay in larval 
period ranging from 16.5 ± 0.60 to 28.5 ± 1.43 d and pupal 
period ranging from 10.5 ± 0.76 to 14.5 ± 0.64 d in treat-
ments at 0.1 ppm, 1 ppm and 5 ppm. Furthermore, delay 
in the larval period was more as compared to the pupal 
period at these three concentrations. Also, there was an 
increase in delay in days to larval and pupal stages with 
increasing concentrations of Vip3A_proteins (Table S6). 
Therefore, it is inferred that these Vip3A_proteins have 
toxic effects and sublethal effects on the growth and fecun-
dity of the insect population.

The photographs of normal growth with water control 
(Fig. S19); non-viable pupal-adult intermediates (Fig. 
S20); and the effect of different concentrations of proteins 

on different stages of growth were taken (Figs. S21; S22; 
S23; S24).

Molecular docking of Vip3Aa protein with receptor 
and its analysis

The crystallography model of Vip3Aa16 (6TFJ) is avail-
able (Núñez-Ramírez et al. 2020). It was used for in silico 
docking with H. armigera FGFR (Accession number: 
XP_021186745.1) since the interaction between Vip3 pro-
teins and fibroblast growth factor receptor (FGFR) from 
Sf9 cells of S. frugiperda, which initiates apoptosis, has 
been confirmed (Jiang et al. 2018a, b). Figure 8A shows 
the interaction of Vip3Aa monomer with FGFR monomer. 
The activated model of Vip3Aa interacts with receptor at 
mainly N- and C-terminal. This was used to model the 
protein–protein interaction in the tetramer form (Fig. 8B). 
Analysis of protein sequence revealed that 36% of protein 
consists of flexible residues. Most of the mutations noted 
in the newly identified vegetative insecticidal proteins are 
located in the rigid portion (Fig. S25). All the mutations 
lead to destabilization of the protein, ranging from -0.6 
to -1.8 ddG (Table S7). Destabilization of the backbone 
may impart flexibility to the protein molecule, which is 
necessary for the functional dynamics that Vip proteins 
may require to get activated and interact with receptors to 
initiate further processing.

Fig. 8   Molecular docking of 
Vip3Aa protein three-dimen-
sional model with H. armigera 
FGFR A Interaction of Vip3Aa 
monomer with FGFR monomer. 
N- and C-terminal residues of 
Vip monomer are marked B 
Quaternary representation of 
Vip3Aa tetramer with FGFR 
receptor. Vip monomers are 
shown in pink, cyan, yellow 
and magenta, while the receptor 
is shown in white color. The 
flexibility of the protein was 
predicted through ‘Multiclass 
flexibility prediction from 
sequences of amino acids 
(MEDUSA) algorithm
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Discussion

Comparative analysis of deduced amino acids 
sequence of all vip3Aa‑type genes cloned in this 
study with that of previously cloned vip3Aa44 
and with holotype vip3Aa1

Comparative analysis of deduced amino acid sequence of 
12 vip3A-type genes cloned in this study with vip3Aa44 
(previously cloned in our laboratory and used as positive 
control in this study) and holotype vip3Aa1 genes revealed 
that amino acid substitutions were found throughout the 
genes at positions between amino acids 31 to 782 as shown 
in Table  1. Maximum (9) substitutions were found in 
Vip3A_4K1 (Vip3Aa68) and Vip3A_1328 (Vip3Aa78), 
followed by 7 in Vip3A_1340 (Vip3Aa75), 6 in Vip3A_ 
851 (Vip3Aa70), 5 in Vip3A_1065 (Vip3Aa74), 4 in 
Vip3A_4E3 (Vip3Aa72) and Vip3A_671 (Vip3Aa73); 3 
in Vip3A_986 (Vip3Aa69) and Vip3A_1386 (Vip3Aa76); 
2 in Vip3A_792 (Vip3Aa67), Vip3A_306 (Vip3Aa71) and 
Vip3A_1401 (Vip3Aa77). Vip3Aa44 protein, used as pos-
itive control, has only one substitution at amino acid posi-
tion 284, as compared with the holotype Vip3Aa1 protein 
(Q/K). This substitution at position 284 was common in 
all the genes.

The substitution of N (Asparagine) with K (Lysine) at 
amino acid position 270 was common in 6 proteins, namely 
Vip3A_306, Vip3A_671, Vip3A_1065, Vip3A_1340, 
Vip3A_1386 and Vip3A_1401. Although Vip3A_306 and 
Vip3A_1401 were cloned from Bt isolates recovered from 
different agro-climatic zones, we found the same kind of 
substitutions at the same positions, viz. 270 and 284. The 
genes Vip3A_1386 and Vip3A_1401 were from Bt isolates 
from Eastern Himalayan Region, but these two genes were 
different from each other in that; D (Aspartic Acid) was 
substituted by G (Glycine) at position 45 in the deduced 
amino acids sequence. The nucleotide sequence of all the 
12 genes was submitted to NCBI GenBank, and accession 
numbers were obtained (Table 1). It is already known for 
Cry proteins that slight variation in amino acid residues 
can significantly affect insecticidal action (Schnepf et al. 
1998). Previous studies support this fact in the case of 
Vip proteins also, as it has been reported that variations 
at one or more amino acid positions could influence their 
toxicity (Estruch et al. 1996; Doss et al. 2002; Liu et al. 
2007). Each Bt isolate may have the potential to encode 
Vip proteins with significant variation and toxicity (Güney 
et al. 2019). Thus, investigation of the presence of new 
Vip genes, variation at amino acids level and their toxic-
ity analysis against specific target insects are important to 
evaluate the potential of Bt isolates belonging to differ-
ent habitats and geographical locations. In our study, we 

have successfully cloned 12 vip3A-type genes with differ-
ent amino acids substitutions in their protein sequences, 
from Bt isolates recovered from diverse habitats and agro-
climatic zones.

Comparative analysis of genes identified in our 
study with other lepidopteran‑specific vip3Aa‑type 
genes available in the database

The analysis of the deduced amino acid sequence of 32 
vip3Aa genes was performed through MEGA-X. It revealed 
that all proteins have common amino acid residue lysine (K) 
at position 284 except Vip3Aa1. The amino acid substitu-
tions among proteins ranged between positions 2 to 784. The 
proteins in the present study had new variations at amino 
acid positions, as compared with those reported earlier by 
other workers, except for Vip3A_4K1, which had 9 amino 
acids substitutions, that were same as already reported in 
Vip3Aa65. The gene Vip3Aa59 is also similar to these two 
genes except at one position, viz. 784, and Vip3Aa14 con-
tains 18 amino acid substitutions including 9 substitutions 
which are the same as identified in this study. Two similar 
substitutions are also present in Vip3Aa19 at positions 358 
(I/V) and 633 (N/T). The substitutions of Vip3Aa61 are also 
present in Vip3Aa19, except for one position. Phylogenetic 
analysis also clustered these five genes, viz. Vip3A_4K1, 
Vip3Aa65, Vip3Aa59 and Vip3Aa14, in one group (Fig. 3). 
Vip3A_851 was grouped with Vip3Aa18. Vip3A_792 and 
Vip3A_1328 also had similarity at position 570 with A 
(Alanine) despite two and nine substitutions, respectively, 
and were clustered together. The third group was formed by 
Vip3A_1386, Vip3A_306, Vip3A_671, Vip3A_1401 and 
Vip3A_1065, because all these have one similar substitu-
tion at 270 (N/K). Vip3A_1340 was also found to be closely 
related to this combination. The reason may be that despite 
having variations at 7 sites, one site at position 270 was 
also common in Vip3A_1340. Vip3Aa29 was out grouped 
from the tree because this gene had variations only at N and 
C- terminus and at 284 position which was entirely different 
from other genes. Two genes, Vip3A_986 and Vip3A_4E3, 
had dissimilar substitutions with each other and the rest of 
the genes. All these genes: Vip3A_986 and Vip3A_4E3, 
along with Vip3Aa1, Vip3Aa7, Vip3Aa9, Vip3Aa10, 
Vip3Aa11, Vip3Aa13, Vip3Aa16, Vip3Aa43, Vip3Aa44, 
Vip3Aa45, Vip3Aa 50, Vip3Aa58, Vip3Aa64, were clus-
tered in one group.

Overall, new substitutions were found for each gene in our 
study except Vip_4K1, as compared with other lepidopteran-
specific vip3Aa genes. Banyuls et al. (2018) have reported 
19 critical amino acids positions, whose substitutions sig-
nificantly affect the insecticidal activity of Vip3Af proteins. 
These include positions near to N-terminus [167(T), 168 
(E), 171 (P), 209 (L), 229 (F), 238 (M), 242 (N), 244 (F), 
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246 (R), 255 (L), 272 (Y)]; positions 483 (E) and 552 (W) 
in the middle; and positions [(689(G), 699 (I), 711 (L), 719 
(Y), 727 (G), 741 (F)] near to C-terminus. These positions 
and amino acids residues are also similar in Vip3Aa1, except 
689 (G/S) and 699 (I/L). Therefore, these positions can also 
be considered critical for the activity of Vip3Aa-type pro-
teins. It is noteworthy that no substitutions were found in 
these sites in our genes, indicating that critical residues were 
retained. Nevertheless, the new substitutions in our genes 
may exhibit effective insecticidal toxicity against diverse 
kinds of lepidopteran pests.

Protein expression and immunoassays

In present study, six new Vip proteins were investigated 
for their potential in biological control of H. armigera. The 
extracellular fraction of culture of recombinant clones was 
used for protein expression, as reported in several other 
reports related to Vip3 proteins, wherein supernatant frac-
tion has been used for protein expression studies. In some 
other studies, it has been reported that although Vip3Aa 
protein expression was found in both insoluble fraction and 
pellet (Liu et al. 2007; Palma et al. 2013), but the expression 
was found to be more in the supernatant fraction (Liu et al. 
2007). This has the advantage of ease in protein produc-
tion, since extracellular medium does not require elaborate 
downstream handling for protein purification like the intra-
cellular fraction. The Vip3 proteins were stable as these were 
detected in culture supernatants even after 15 h of inocula-
tion to sporulation phase (Estruch et al. 1996; Mesrati et al. 
2005). Initially, the presence of Vip3A protein in induced 
samples was confirmed through LFS immunoassay, which 
confirmed that leaky expression of the protein of interest 
that is Vip3A protein, was absent in uninduced samples 
(Fig. S13). The protein expression was induced with 1 mM 
IPTG induction and protein concentration increased after 
4 h induction at 37 °C. An increase in the concentration of 
Vip3A protein over time has been reported by other work-
ers as well (Ben Hamadou-Charfi et al. 2015; Lone et al. 
2016). Further, the ca 89 kDa band with increased intensity 
with time was observed on SDS-PAGE gel (Fig. S14). The 
presence of particular proteins was confirmed by western 
blotting using anti-Vip3A-polyclonal antibodies. One of the 
methods to increase the specificity of the antibody is the pre-
adsorption test (Swaab et al. 1978; Burry 2000; 2011) which 
has also been used to enhance the specificity of Vip3A poly-
clonal antibody by reduction of cross-reactivity in the pre-
sent research study. The polyclonal serum was pre-adsorbed 
with supernatant of negative control which resulted in the 
removal of non-specific bindings from uninduced samples 
of recombinant clones and also reduced the cross-reactivity 
in induced samples (Fig. S16A and S16B). The non-specific 
binding with polyclonal Vip3A antiserum has been reported 

by other researchers as well, possibly due to the presence of 
proteins that resemble Vip3A (Li et al. 2007; Ben Hamadou-
Charfi et al. 2015). The protein which was expressed consti-
tutively in E. coli cells and which was recognized by antise-
rum of Vip3 along with specific 89 kDa band was considered 
as an internal control for sample loading as mentioned in 
previous study (Sellami et al. 2013). Similarly, there may be 
some constitutively expressed proteins in our sample, which 
may also have similar kinds of epitopes and thereby resem-
ble Vip3A proteins. Thus, owing to these characteristics, 
these proteins might be recognized by the Vip3-polyclonal 
antibodies. This may explain non-specific cross-reactions 
observed in the western blot in our study.

Effect of toxins in bioassays with H. armigera

The lepidopteran pest H. armigera, a polyphagous pest of 
several important crops, was selected for the determination 
of the toxicity potential of expressed proteins. This insect 
has become a serious pest as it causes severe economic 
loss, has developed resistance to chemical pesticides and 
has even exhibited resistance to some of the Bt crystalline 
proteins (Tabashnik and Gould 2012; Warren 2013; Yang 
et al. 2013). In this study, the data showed the difference in 
the toxicity of Vip3Aa proteins toward H. armigera at a 5% 
probability level. Nevertheless, all the tested proteins were 
toxic toward H. armigera, as indicated by their LC50 val-
ues. The toxicity results found in this study were similar to 
the toxicity data reported by other researchers. The toxicity 
results of Vip3A_4K1 (2.36 ppm) were also similar to tox-
icity results of affinity-purified Vip3Aa65 (1650 ng/cm2 or 
1.65 µg/cm2) against H. armigera (Şahin et al. 2018) which 
are 100% similar to each other in respect to amino acid sub-
stitutions. Thus, the almost similar toxicity results support 
our toxicity data and confirm that the supernatant fraction 
is similarly effective as the purified protein. Another protein 
Vip3Aa16 was also reported to be toxic against H. armigera 
with LC50 1330 ng/cm2 or 1.33 µg/cm2 (Şahin et al. 2018). 
A range of LC50 161.80 ng/cm2 to 178.60 ng/cm2 for 4 
vip3A genes isolated from Bt isolates along with 190.42 ng/
cm2 for Bt HD-1 reference strain has been reported (Shin-
gote et al. 2013). Another study reported the LC50 values 
for 700 bp long partial Vip3A toxin isolated from 7 Indian 
Bt isolates varied between 115.96 µg/ml and 246.60 µg/ml 
in comparison with LC50 value (105.75 µg/ml) for HD-1 
(Lone et al. 2016). The potentiality of crude protein extract 
has been discussed, and LC50 values ranging between 9.09 
and 42.02 µg/ml have been determined against H. armigera 
for full-length Vip3A toxins identified from 8 Bt isolates 
(Rangeshwaran et al. 2016), which also support our findings. 
Similarly mean lethal concentrations were reported against 
H. armigera as 325 ng/cm2 or 0.325 µg/cm2 for Vip3Aa10 
(Doss et al. 2002); 160 ng/ml or 0.16 µg/ml for Vip3Aa13 
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(Chen et al. 2003); 89.06 ng/ml (Sattar et al. 2008); 25.7 ng/
mg for Vip3Aa11, 24.1 ng/mg for Vip3Aa19 (Liu et al. 
2007); 22.6 µg/ml for Vip3Aa29 (Yu et al. 2012); 1660 ng/
cm2 for Vip3Aa1 (de Escudero et al. 2014); and 169.63 ng/
cm2 or 0.169 µg/g for Vip3Aa61 (Lone et al. 2018). These 
Vip3A proteins exhibited significant differences in toxicity 
against H. armigera despite having only a little variation at 
the amino acid level (Chakroun et al. 2016). The same situ-
ation has also been observed with our proteins as there was 
variation at 2 sites in Vip3A_306, 3 sites in Vip3A_986, 6 
sites in Vip3A_851 and 9 sites in Vip3A_4K1 but they also 
exhibited varying degree of toxicity against H. armigera. 
The Vip3A_986 and Vip3A_1386 proteins have three dif-
ferent amino acids compared to Vip3Aa16, which has previ-
ously been shown to have toxicity against S. littoralis and E. 
kuehniella according to Abdelkefi-Mesrati et al. (2011). As 
per the study of Zack et al. (2017), the majority of sequence 
diversity was found to be located at the C-terminal and fur-
ther, both N and C-terminal were found to be important for 
insecticidal activity and specificity. It is noteworthy that 
the sequence diversity was found to be at N-terminal in 
Vip3A_986, Vip3A_1386, Vip3A_306 and Vip3A_1401 
proteins and was observed to be at the C-terminal in other 
remaining Vip3Aa proteins identified in our study.

All studies have reported distinct variations in LC50 val-
ues of Vip3A proteins against H. armigera. While it may 
corroborate the view that changes of only a few amino acids 
may considerably impact toxicity, the observed differences 
could also be due to different experimental conditions. These 
conditions might be the use of different insect strains and 
stages, the sensitivity of geologically separated insect popu-
lations, diverse toxin properties, the difference in amino acid 
residues and processing of toxic protein, diet components, 
bioassay technique, protein estimation method, the tem-
perature of the bioassay chamber, etc. (Avilla et al. 2005; 
Bird and Akhurst 2007; de Escudero et al. 2014). Different 
populations of H. armigera in India have been reported to 
have different susceptibility towards Cry toxins (Jalali et al. 
2010).

The variation in insecticidal activities against different 
insects observed by various authors could also be due to 
difference in protoxin-hydrolysis rates in the insect’s midgut 
(Chakroun et al. 2012; Boukedi et al. 2015). According to 
an experiment where BBMV ligand blotting was performed 
with Vip3 (459) toxin, it was suggested that the differences 
in the number of potential receptors recognized by these 
toxins could be a contributing factor to the varying levels of 
effectiveness of the toxins against the same lepidopteran host 
(Boukedi et al. 2017a). Subsequently, it has been observed 
that Vip3Aa and Vip3Af demonstrated comparable toxicity 
despite binding to distinct putative receptors. While Vip3Aa 
was found to specifically bind to BBMV of susceptible 
insect S. littoralis, it was also reported to bind specifically 

to the non-susceptible insect O. nubilalis, indicating that 
insecticidal activity cannot be attributed solely to specific 
binding. This variability could be ascribed to irreversible 
binding effects and binding affinity, which have been rec-
ognized as significant factors in determining insecticidal 
specificity and activity (Boukedi et al. 2018b).

An exhaustive study related to Vip3Aa1 protein recovery 
at individual steps of the purification process provided use-
ful evidence about an average recovery of purified protein 
of only up to 50.4 ± 4.0%, which is much lower than the 
recovery of other kind of proteins after purification (Hernán-
dez-Martínez et al. 2013). There were also reports of co-
purification of other proteins with histidine-tagged proteins 
present in E. coli supernatant fractions. There may be vari-
ous reasons for this co-precipitation, such as the existence of 
histidine residues on particular proteins, some have natural 
metal kind of motifs, and some proteins also have an affin-
ity for agarose-based columns and histidine-tagged proteins 
(Bolanos-garcia and Davies 2006). Two different research 
groups have reported the loss of toxicity of Vip3A proteins 
due to purification through metal-chelate chromatography 
(Hernández-Martínez et al. 2013; Baranek et al. 2017). It 
was demonstrated that the toxicity of Vip3Ae protein against 
S. frugiperda and Agrotis ipsilon was significantly affected, 
approximately fivefold, due to purification through affinity 
chromatography (metal-chelate). These authors further con-
firmed that there was no significant difference in the activ-
ity of crude extracts as protoxin or activated toxins. Vip3A 
proteins that had partially lost their activity during purifica-
tion showed only the growth inhibition effect on larvae. This 
loss of activity was described through leakage and binding 
of Ni2+ ions of the column to the 6 histidine residues pre-
sent at the N-terminus of these proteins. This binding leads 
to permanent conformational changes in particular protein, 
which is not abolished even after removal of N-terminus 
after trypsin digestion (Hernández-Martínez et al. 2013). 
The Vip3A-protein aggregation was also observed during 
elution through imidazole (Palma et al. 2013).

Therefore, in our study, the supernatant fraction was used 
for toxicity analysis and filtered with a 0.45 µM and there-
after with 0.22 µM membrane filter. This fraction was not 
further purified because there are studies available in the lit-
erature, which do not support the purification of Vip3A-type 
proteins for the purpose of toxicity evaluation. In previously 
reported studies, crude protein extracts of Vip3-type proteins 
were consistently found toxic against lepidopteran pests S. 
exigua, S. litura, S. littoralis, A. epsilon, H. armigera (Sat-
tar et al. 2008; Hernández-Martínez et al. 2013; Rangesh-
waran et al. 2016). Some studies have also reported whole 
bacterial culture more potent (ninefold) than Vip3A protein 
fraction alone, against whiteflies Bemisia tabaci (El-Gaied 
et al. 2014). In a recent study, it has been demonstrated that a 
relatively higher LC50 value (389 ppm) with Vip3 expressed 
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protein, as compared to 89 ppm, has been observed after 
treatment of whiteflies with whole bacterial culture. This 
study suggested that expressed Vip3 proteins required 12 h 
more to kill 50% of insects after treatment as compared to 
bacterial culture (El-Gaied et al. 2020). This study favored 
the use of whole cell culture rather than expressed Vip3 
proteins fraction. Future experiments involving further pro-
cessing of lysate fraction by isoelectric precipitation and 
anion exchange chromatography or ammonium sulfate pre-
cipitation may yield further insight into the effect of these 
treatments on the observed toxicity. It will also be interesting 
to use S-tag monoclonal antibody to determine the level of 
expression of Vip3A-type protein in further experiments.

Effect of Vip3A_toxins on the growth and developmental 
stages of H. armigera

Among the 6 proteins, the effect of 3 proteins Vip3A_792, 
Vip3A_4K1, Vip3A_986 as compared to Vip3Aa44 used 
as a positive control was studied on growth and various 
stages during the life cycle of H. armigera. A significant 
reduction in surviving larval weight and length was found 
in this study after 7 d, as mean larval weight and length of 
individual larvae have been measured after treatment with 
10 ppm concentration of toxic proteins, as: Vip3A_4K1 
(2.7 mg; 4.44 mm); Vip3A_986 (3.58 mg; 4.88); Vip3A_792 
(6.4 mg; 6.1 mm); Vip3A_4E3 (12.95 mg; 8.0 mm); and 
Vip3Aa44 (7.95 mg; 5.8 mm) in comparison with water 
control (85.13 mg; 17.1 mm). Maximum number of larvae 
treated with 50 ppm concentration remained in only the first 
or second instar stages and did not progress to subsequent 
stages of the life cycle during bioassays with each toxin 
in comparison with the water control. These observations 
were in agreement with Rang et al. (2005), as these authors 
have observed total weight of all larvae of Ostrinia nubi-
lalis after being treated with Vip3Ba1 to be 0.0055 g, in 
comparison with the total weight of control larvae which 
was 0.1124 g. Their study also reported that larvae of O. 
nubilalis remained in the first instar stage and larvae of P. 
xylostella remained in the second instar stage. In addition to 
this, defective larval growth has been reported in their study.

The significant effect on percent pupation, adult emer-
gence and different kinds of malformed stages, viz. mal-
formed larvae, malformed pupa, miniature pupa, non-viable 
pupal-adult intermediates and malformed adult, has been 
observed in our study. There was a significant delay in the 
larval and pupal period, which resulted in the extended life 
cycle of H. armigera. Treatment with Vip3A_986 protein 
significantly reduced the percent pupation and adult emer-
gence. The extended life cycle due to delay in larval and 
pupal formation and development of malformed stages will 
also affect the fecundity and population dynamics of insects. 
Thus, later on, it will drastically reduce the frequency of 

production of the new insect population. These sublethal 
effects of Bt Cry toxins on physiological and behavioral 
traits of the target insect population have been studied by 
various researchers (Erb et al. 2001; Biondi et al. 2013). 
The maximum studies relied only on an acute lethal dose of 
insecticidal proteins, but this might be an incomplete analy-
sis of the harmful effect of the particular toxin on insect 
population, because not all insects of a target population 
in the field are likely be exposed to the same dose of a par-
ticular toxic protein. Hence, sublethal effects must be taken 
into consideration for a comprehensive analysis of the effi-
cacy of toxic protein against target insects (Desneux et al. 
2007; Esmaeily et al. 2014). The sublethal effects can be 
explained as the effect of toxins at the low dose, which does 
not cause mortality, but affects the behavioral and physi-
ological response of surviving larvae (Desneux et al. 2007; 
Tan et al. 2012). In corroboration with our observations, the 
significant sublethal effects of Vip3Aa19 on the develop-
ment stages (larval and pupal period, egg viability, fecun-
dity, adult life span) of P. xylostella and Heliothis virescens 
have already been reported (Gulzar and Wright 2015). The 
increase in larval development time was reported for various 
toxins like Cry1Ab on Helicoverpa zea (Horner et al. 2003); 
Cry3Bb1 on Diabrotica virgifera (Meissle et al. 2009). Also, 
the increase in larval molting was reported after treatment 
with Cry1Ab (Pérez-Hedo et al. 2011) and reduction in lar-
val weight of Crioceris duodecimpunctata L. after treatment 
with Cry3Aa (Gao et al. 2012); and Cry1Ac on H. armigera 
(Lomate and Hivrale 2013). The adverse effect of Cry1Ac 
on the F1 off-springs of lepidopteran pest Chlosyne lacinia 
(Sunflower patched) like higher mortality, longer develop-
mental period as compared to parental population, because 
of transfer of toxin to eggs has been reported (Paula et al. 
2014). Also, reduced food intake, larval growth and per-
cent pupation (Muñoz et al. 2014) have been reported. The 
higher larval mortality and reduced growth, development 
of smaller/miniature pupae, non-viable larval–pupal inter-
mediates and deformed adults have been demonstrated after 
hemocoelic treatment of Cry toxins to the third instar of 
Achaea janata (Castor semi-looper). The possible cause of 
reduced growth may be explained through the lysis of the fat 
bodies by lysozymes in the insect hemolymph, as this study 
found large cytoplasmic cavities in the tissues of fat bodies 
(Ningshen et al. 2017). The histopathological effects, viz. 
cytoplasmic vacuolization, swollen cells and mitochondria, 
disruption of midgut epithelial cells and brush border mem-
brane have been demonstrated through TEM images after 
treatment of Vip3Aa protein (AF500478) to S. litura larvae 
(Song et al. 2016).

It is an established fact that the larval stage of insects 
has fat bodies that metabolize primarily during the meta-
bolic process. Thus, injury to this organ could disrupt 
whole metabolic processing and extensively influence the 
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metamorphosis, larval growth and development of any insect 
in a negative manner (Price 1973; Haunerland and Shirk 
1995; Burmester and Scheller 1999). The disintegration 
of fat bodies could also affect the food accumulation and 
disturb the insect ingestion and digestion process of insect 
midgut, which in general upset the nutrient supply to larvae 
(Ningshen et al. 2017). Thus, sublethal toxicity even at the 
larval stage impacts the complete life cycle of target insects 
and can be useful from the perspective of insect pest control.

Molecular interactions with FGFR receptor of H. armigera

Since Vip3 proteins have been reported to exist as tetramer 
(Zack et al. 2017), we have analyzed the molecular inter-
actions of Vip3Aa16 with H. armigera FGFR in both the 
monomeric and the tetrameric forms (Fig. 8A, B) and have 
observed that both, the N- and C-terminal of the protein, 
are involved in interaction with FGFR receptor. The central 
region appears to be responsible in giving proper fold orien-
tation for maximal interaction with the receptor. A signifi-
cant portion (36%) of protein consists of flexible residues. 
The observation that most mutations in the newly identi-
fied Vip3A proteins were mapped in the rigid portion in the 
three-dimensional structures of the proteins and may be thus 
destabilizing in nature implicates the importance of flex-
ibility in the overall molecular function of protein. Overall 
protein flexibility is reduced upon increase in thermostability 
(Vihinen 1987). Destabilization of the rigid residues may 
impart higher flexibility, leading to ease in protein folding 
and receptor recognition. This may explain the higher toxici-
ties observed with these new Vip3A proteins. Furthermore, 
Vip_986 contains amino acid substitutions in the N-terminal 
region, which are in proximity to the receptor in the docked 
ligand–receptor complex. N-terminus of Vip3A proteins is 
involved in receptor recognition (Gupta et al. 2021). More 
flexibility in N-terminus may enhance interaction with the 
receptor which may result in higher activity of the protein. 
The substitution N270K in Vip_306 protein is located in the 
transmembrane region, and higher flexibility in this region 
may allow more dynamics to the protein than otherwise. 
Furthermore, the Vip3A protein was found to interact com-
putationally with S. frugiperda FGFR receptor, implicating 
its possible applicability to related receptor proteins in other 
pathogens as well.

Conclusion

This study identified 12 new vip3Aa genes and has given 
insight into the potential of Indian native Bt isolates for 
identification and characterization of new types of alleles 
of vip3-genes. The genes reported in the present study 
have new variations at amino acid positions than the genes 

already available in the database, except for Vip3A_4K, 
which had nine substitutions which were identical to those 
previously reported in Vip3Aa65. Therefore, these proteins 
may exhibit different toxicity and specificity against lepi-
dopteran pests. The observed sequence diversity indicates 
both evolutionary changes and conservation in vip3A-type 
genes from isolates from diverse zones. Further investiga-
tion of toxicity of these identified genes will enrich the vip3 
database. The insecticidal activity showed by Vip3Aa67, 
Vip3Aa68, Vip3Aa69, Vip3Aa70 and Vip3Aa71 against H. 
armigera, a polyphagous destructive pest, which has devel-
oped resistance against Cry proteins. The toxicity of these 
proteins evaluated in this study is a promising finding for 
further applications in crop protection. Thus, the toxicity 
potential of these genes would encourage their use individu-
ally or in combination with Cry proteins for better manage-
ment of lepidopteran pests.

Author contribution

SK and MG designed this study. MG performed the experi-
ments. SK guided and supervised the experiments. MG and 
HK compiled, analyzed the data, and performed the bioin-
formatics analysis. MG and HK wrote the manuscript. VK 
provided the insect bioassay facility and guided to conduct 
and supervised the bioassay experiments. SS analyzed the 
toxicity data using Polo V 2.0, its interpretation and pre-
pared the dose response curves. AS performed the molecular 
docking and in silico analysis. AD assisted in the experi-
ments. SK contributed to the interpretation of results and 
critically improved the manuscript. All authors read and 
approved the manuscript.

Supplementary Information  The online version contains supplemen-
tary material available at https://​doi.​org/​10.​1007/​s10340-​023-​01661-1.

Acknowledgements  The authors are thankful to ICAR-NIPB, New 
Delhi for providing research facilities. This work is part of Ph.D. thesis 
submitted to Post Graduate School, ICAR-Indian Agricultural Research 
Institute, New Delhi, by MG. Department of Science and Technology, 
Government of India, provided INSPIRE fellowship to MG for the 
initial part of her Ph.D. degree program.

Funding  Funding was provided to SK for her in-house project by 
ICAR-National Institute for Plant Biotechnology, New Delhi, India.

Data availability  Data and material can be made available upon request 
as per Indian Council of Agricultural Research guidelines.

Declarations 

Conflict of interest  MG declares that she has no conflict of interest. 
SK declares that she has no conflict of interest. HK declares that he has 
no conflict of interest. VK declares that she has no conflict of interest. 
SS declares that he has no conflict of interest. AS declares that she has 
no conflict of interest. AD declares that she has no conflict of interest.

https://doi.org/10.1007/s10340-023-01661-1


Journal of Pest Science	

1 3

Ethical approval  This article does not contain any studies with human 
participants or animals performed by any of the authors.

Consent to participate  Not applicable.

Consent for publication  Not applicable.

References

Abdelkefi-Mesrati L, Boukedi H, Dammak-Karray M, Sellami-Bouda-
wara T, Jaoua S, Tounsi S (2011) Study of the Bacillus thuring-
iensis Vip3Aa16 histopathological effects and determination of 
its putative binding proteins in the midgut of Spodoptera littora-
lis. J Invertebr Pathol 106(2):250–254. https://​doi.​org/​10.​1016/j.​
jip.​2010.​10.​002

Aktar W, Sengupta D, Chowdhury A (2009) Impact of pesticides use in 
agriculture: their benefits and hazards. Interdiscip Toxicol 2(1):1. 
https://​doi.​org/​10.​2478/​v10102-​009-​0001-7

Anupama KV, Kaur S (2019) of transgenic tobacco carrying synthetic 
plant-preferred codon-optimized novel vip3Aa44 gene towards 
Helicoverpa armigera (Cotton Bollworm) and Spodoptera litura 
(Cotton leafworm). Indian J Entomol 81:325–331. https://​doi.​
org/​10.​5958/​0974-​8172.​2019.​00054.3

Avilla C, Vargas-Osuna E, González-Cabrera J, Ferré J, González-
Zamora JE (2005) Toxicity of several δ-endotoxins of Bacillus 
thuringiensis against Helicoverpa armigera (Lepidoptera: Noc-
tuidae) from Spain. J Invertebr Pathol 90:51–54. https://​doi.​org/​
10.​1016/j.​jip.​2005.​04.​003

Banyuls N, Hernández-Rodríguez CS, Van Rie J, Ferré J (2018) Criti-
cal amino acids for the insecticidal activity of Vip3Af from 
Bacillus thuringiensis Inference on structural aspects. Sci Rep 
8:1–14. https://​doi.​org/​10.​1038/​s41598-​018-​25346-3

Baranek J, Konecka E, Kaznowski A (2017) Interaction between toxin 
crystals and vegetative insecticidal proteins of Bacillus thuring-
iensis in lepidopteran larvae. Biocontrol 62:649–658. https://​doi.​
org/​10.​1007/​s10526-​017-​9828-6

Bebber DP, Holmes T, Gurr SJ (2014) The global spread of crop pests 
and pathogens. Glob Ecol Biogeogr 23(12):1398–1407. https://​
doi.​org/​10.​1111/​geb.​12214

Bhalla R, Dalal M, Panguluri SK, Jagadish B, Mandaokar AD, Singh 
AK, Kumar PA (2005) Isolation, characterization and expression 
of a novel vegetative insecticidal protein gene Bacillus thuring-
iensis. FEMS Microbiol Lett 243(2):467–472. https://​doi.​org/​10.​
1016/j.​femsle.​2005.​01.​011

Biondi A, Zappalà L, Stark JD, Desneux N (2013) Do biopesticides 
affect the demographic traits of a parasitoid wasp and its bio-
control services through sublethal effects? PLoS ONE 8:e76548. 
https://​doi.​org/​10.​1371/​journ​al.​pone.​00765​48

Bird LJ, Akhurst RJ (2007) Variation in susceptibility of Helicoverpa 
armigera (Hübner) and Helicoverpa punctigera (Wallengren) 
(Lepidoptera: Noctuidae) in Australia to two Bacillus thuring-
iensis toxins. J Invertebr Pathol 94:84–94. https://​doi.​org/​10.​
1016/J.​JIP.​2006.​08.​005

Birnboim HC, Doly J (1979) A rapid alkaline extraction procedure 
for screening recombinant plasmid DNA. Nucleic Acids Res 
7:1513–1523. https://​doi.​org/​10.​1093/​nar/7.​6.​1513

Bolanos-garcia VM, Davies OR (2006) Structural analysis and clas-
sification of native proteins from E. coli commonly co-purified 
by immobilised metal affinity chromatography. Biochim Biophys 
Acta Gen Subj 1760(9):1304–1313. https://​doi.​org/​10.​1016/j.​
bbagen.​2006.​03.​027

Boukedi H, Khedher SB, Triki N, Kamoun F, Saadaoui I, Chakroun 
M, Tounsi S, Abdelkefi-Mesrati L (2015) Overproduction of 

the Bacillus thuringiensis Vip3Aa16 toxin and study of its 
insecticidal activity against the carob moth Ectomyelois cera-
toniae. J Invertebr Pathol 127:127–129. https://​doi.​org/​10.​
1016/j.​jip.​2015.​03.​013

Boukedi H, Sellami S, Ktari S, Hassan NB, Sellami-Boudawara T, 
Tounsi S, Abdelkefi-Mesrati L (2016) Isolation and characteri-
zation of a new Bacillus thuringiensis strain with a promising 
toxicity against Lepidopteran pests. Microbiol Res 186:9–15. 
https://​doi.​org/​10.​1016/j.​micres.​2016.​02.​004

Boukedi H, Khedher SB, Hadhri R, Jaoua S, Tounsi S, Abdelkefi-
Mesrati L (2017a) Vegetative insecticidal protein of Bacillus 
thuringiensis BLB459 and its efficiency against Lepidoptera. 
Toxicon 129:89–94. https://​doi.​org/​10.​1016/j.​toxic​on.​2017.​
02.​018

Boukedi H, Ben Khedher S, Ghribi D, Dammak M, Tounsi S, 
Abdelkefi-Mesrati L (2017b) Quantification of Bacillus thur-
ingiensis Vip3Aa16 entomopathogenic toxin using its hemo-
lytic activity. Curr Microbiol 74:584. https://​doi.​org/​10.​1007/​
s00284-​017-​1224-z

Boukedi H, Tounsi S, Abdelkefi-Mesrati L (2018a) Insecticidal activ-
ity, putative binding proteins and histopathological effects of 
Bacillus thuringiensis Vip3 (459) toxin on the lepidopteran pest 
Ectomyelois ceratoniae. Acta Trop 182:60–63. https://​doi.​org/​
10.​1016/j.​actat​ropica.​2018.​02.​006

Boukedi H, Khedher SB, Abdelkefi-Mesrati L, Van Rie J, Tounsi S 
(2018b) Comparative analysis of the susceptibility/tolerance of 
Spodoptera littoralis to Vip3Aa, Vip3Ae, Vip3Ad and Vip3Af 
toxins of Bacillus thuringiensis. J Invertebr Pathol 152:30–34. 
https://​doi.​org/​10.​1016/j.​jip.​2018.​01.​006

Boukedi H, Hman M, Khedher SB, Tounsi S, Abdelkefi-Mesrati L 
(2020) Promising active bioinsecticides produced by Bacillus 
thuringiensis strain BLB427. N a J Adv Res Rev (WJARR) 
8(1):026–035. https://​doi.​org/​10.​30574/​wjarr.​2020.8.​1.​0358

Bradford MM (1976) A rapid and sensitive method for the quantita-
tion of microgram quantities of protein utilizing the principle of 
protein-dye binding. Anal Biochem 72:248–254. https://​doi.​org/​
10.​1016/​0003-​2697(76)​90527-3

Burmester T, Scheller K (1999) Ligands and receptors: common theme 
in insect storage protein transport. Naturwissenschaften 86:468–
474. https://​doi.​org/​10.​1007/​s0011​40050​656

Burry RW (2000) Specificity controls for immunocytochemical meth-
ods. J Histochem Cytochem 48:163–165. https://​doi.​org/​10.​1177/​
00221​55400​04800​201

Burry RW (2011) Controls for immunocytochemistry: an update. J 
Histochem Cytochem 59:6–12. https://​doi.​org/​10.​1369/​jhc.​2010.​
956920

Chakroun M, Bel Y, Caccia S, Abdelkefi-Mesrati L, Escriche B, Ferré 
J (2012) Susceptibility of Spodoptera frugiperda and S. exigua 
to Bacillus thuringiensis Vip3Aa insecticidal protein. J Invertebr 
Pathol 110(3):334–339. https://​doi.​org/​10.​1016/j.​jip.​2012.​03.​021

Chakroun M, Banyuls N, Bel Y, Escriche B, Ferré J (2016) Bacterial 
vegetative insecticidal proteins (Vip) from entomopathogenic 
bacteria. Microbiol Mol Biol Rev 80:329–350. https://​doi.​org/​
10.​1128/​MMBR.​00060-​15

Chattopadhyay P, Banerjee G, Mukherjee S (2017) Recent trends of 
modern bacterial insecticides for pest control practice in inte-
grated crop management system. 3 Biotech. https://​doi.​org/​10.​
1007/​s13205-​017-​0717-6

Chen J, Yu J, Tang L, Tang M, Shi Y, Pang Y (2003) Comparison of 
the expression of Bacillus thuringiensis full-length and N-termi-
nally truncated vip3A gene in Escherichia coli. J Appl Microbiol 
95:310–316. https://​doi.​org/​10.​1046/j.​1365-​2672.​2003.​01977.x

Chen WB, Lu GQ, Cheng HM, Liu CX, Xiao YT, Xu C, Shen ZC 
(2017) Transgenic cotton coexpressing Vip3A and Cry1Ac has 
a broad insecticidal spectrum against lepidopteran pests. J Inver-
tebr Pathol 149:59–65. https://​doi.​org/​10.​1016/J.​JIP.​2017.​08.​001

https://doi.org/10.1016/j.jip.2010.10.002
https://doi.org/10.1016/j.jip.2010.10.002
https://doi.org/10.2478/v10102-009-0001-7
https://doi.org/10.5958/0974-8172.2019.00054.3
https://doi.org/10.5958/0974-8172.2019.00054.3
https://doi.org/10.1016/j.jip.2005.04.003
https://doi.org/10.1016/j.jip.2005.04.003
https://doi.org/10.1038/s41598-018-25346-3
https://doi.org/10.1007/s10526-017-9828-6
https://doi.org/10.1007/s10526-017-9828-6
https://doi.org/10.1111/geb.12214
https://doi.org/10.1111/geb.12214
https://doi.org/10.1016/j.femsle.2005.01.011
https://doi.org/10.1016/j.femsle.2005.01.011
https://doi.org/10.1371/journal.pone.0076548
https://doi.org/10.1016/J.JIP.2006.08.005
https://doi.org/10.1016/J.JIP.2006.08.005
https://doi.org/10.1093/nar/7.6.1513
https://doi.org/10.1016/j.bbagen.2006.03.027
https://doi.org/10.1016/j.bbagen.2006.03.027
https://doi.org/10.1016/j.jip.2015.03.013
https://doi.org/10.1016/j.jip.2015.03.013
https://doi.org/10.1016/j.micres.2016.02.004
https://doi.org/10.1016/j.toxicon.2017.02.018
https://doi.org/10.1016/j.toxicon.2017.02.018
https://doi.org/10.1007/s00284-017-1224-z
https://doi.org/10.1007/s00284-017-1224-z
https://doi.org/10.1016/j.actatropica.2018.02.006
https://doi.org/10.1016/j.actatropica.2018.02.006
https://doi.org/10.1016/j.jip.2018.01.006
https://doi.org/10.30574/wjarr.2020.8.1.0358
https://doi.org/10.1016/0003-2697(76)90527-3
https://doi.org/10.1016/0003-2697(76)90527-3
https://doi.org/10.1007/s001140050656
https://doi.org/10.1177/002215540004800201
https://doi.org/10.1177/002215540004800201
https://doi.org/10.1369/jhc.2010.956920
https://doi.org/10.1369/jhc.2010.956920
https://doi.org/10.1016/j.jip.2012.03.021
https://doi.org/10.1128/MMBR.00060-15
https://doi.org/10.1128/MMBR.00060-15
https://doi.org/10.1007/s13205-017-0717-6
https://doi.org/10.1007/s13205-017-0717-6
https://doi.org/10.1046/j.1365-2672.2003.01977.x
https://doi.org/10.1016/J.JIP.2017.08.001


	 Journal of Pest Science

1 3

Deka B, Baruah C, Babu A (2021) Entomopathogenic microorganisms: 
their role in insect pest management. Egypt J Biol Pest Control 
1:1–8. https://​doi.​org/​10.​1186/​s41938-​021-​00466-7

Desneux N, Decourtye A, Delpuech JM (2007) The sublethal effects of 
pesticides on beneficial arthropods. Annu Rev Entomol 52:81–
106. https://​doi.​org/​10.​1146/​annur​ev.​ento.​52.​110405.​091440

Dhaliwal GS, Jindal V, Dhawan AK (2010) Lossess due to insect pests 
insect pest problems and crop losses: changing trends. Indian J 
Ecol. https://​doi.​org/​10.​13140/​RG.2.​2.​25753.​47201

Donovan WP, Engleman JT, Donovan JC, Baum JA, Bunkers GJ, Chi 
DJ, Clinton WP, English L, Heck GR, Ilagan OM, Krasomil-
Osterfeld KC (2006) Discovery and characterization of Sip1A: 
a novel secreted protein from Bacillus thuringiensis with activity 
against coleopteran larvae. Appl Microbiol Biotechnol 72:713–
719. https://​doi.​org/​10.​1007/​s00253-​006-​0332-7

Doss VA, Anup Kumar K, Jayakumar R, Sekar V (2002) Cloning and 
expression of the vegetative insecticidal protein (vip3V) gene 
of Bacillus thuringiensis in Escherichia coli. Protein Expr Purif 
26:82–88. https://​doi.​org/​10.​1016/​S1046-​5928(02)​00515-6

Dulmage HT, Boening OP, Rehnborg CS, Hansen GD (1971) A pro-
posed standardized bioassay for formulations of Bacillus thuring-
iensis based on the international unit. J Invertebr Pathol 18:240–
245. https://​doi.​org/​10.​1016/​0022-​2011(71)​90151-0

El-Gaied L, El-Sheshtawy H, El-Menofy W (2014) Biological and 
molecular studies on the toxic effect of vegetative insecticidal 
protein (vips) of Bacillus thuringiensis egyptian isolates against 
whiteflies. Egypt J Genet Cytol 43:327–337. https://​doi.​org/​10.​
21608/​ejgc.​2014.​9924

El-Gaied L, Mahmoud A, Salem R, Elmenofy W, Saleh I, Abulreesh 
HH, Arif IA, Osman G (2020) Characterization, cloning, expres-
sion and bioassay of vip3 gene isolated from an Egyptian Bacil-
lus thuringiensis against whiteflies. Saudi J Biol Sci 27:1363–
1367. https://​doi.​org/​10.​1016/j.​sjbs.​2019.​12.​013

Erb SL, Bourchier RS, Van Frankenhuyzen K, Smith SM (2001) Sub-
lethal effects of Bacillus thuringiensis Berliner subsp. kurstaki on 
Lymantria dispar (Lepidoptera. Lymantriidae) and the tachinid 
parasitoid Compsilura concinnata (Diptera: Tachinidae). Envi-
ron Entomol 30:1174–1181. https://​doi.​org/​10.​1603/​0046-​225X-​
30.6.​1174

Esmaeily S, Samih MA, Zarabi M, Jafarbeigi F (2014) Sublethal effects 
of some synthetic and botanical insecticides on Bemisia tabaci 
(Hemiptera: Aleyrodidae). J Plant Prot Res 54:171–178. https://​
doi.​org/​10.​2478/​jppr-​2014-​0027

Estruch JJ, Warren GW, Mullins MA, Nye GJ, Craig JA, Koziel MG 
(1996) Vip3A, a novel Bacillus thuringiensis vegetative insecti-
cidal protein with a wide spectrum of activities against lepidop-
teran insects. Proc Natl Acad Sci U S A 93:5389–5394. https://​
doi.​org/​10.​1073/​pnas.​93.​11.​5389

FAO, IFAD, UNICEF, WFP W (2017) The state of food security and 
nutrition in the World. Building resilience for peace and food 
security. FAO, Rome. https://​apo.​org.​au/​sites/​defau​lt/​files/​resou​
rce-​files/​2017-​09/​apo-​nid24​9031.​pdf

Finney DJ (1971) Probit analysis. Cambridge University Press, 
Cambridge

Gao Y, Oppert B, Lord JC, Liu C, Lei Z (2012) Bacillus thuringien-
sis Cry3Aa toxin increases the susceptibility of Crioceris quat-
uordecimpunctata to Beauveria bassiana infection. J Invertebr 
Pathol 109:260–263. https://​doi.​org/​10.​1016/j.​jip.​2011.​12.​003

Gulzar A, Wright DJ (2015) Sub-lethal effects of Vip3A toxin on sur-
vival, development and fecundity of Heliothis virescens and Plu-
tella xylostella. Ecotoxicology 24:1815–1822. https://​doi.​org/​10.​
1007/​s10646-​015-​1517-6

Güney E, Adıgüzel A, Demirbağ Z, Sezen K (2019) Bacillus thuring-
iensis kurstaki strains produce vegetative insecticidal proteins 

(Vip3) with high potential. Egypt J Biol Pest Control. https://​doi.​
org/​10.​1186/​s41938-​019-​0180-2

Gupta M, Kumar H, Kaur S (2021) Vegetative insecticidal protein 
(Vip): a potential contender from Bacillus thuringiensis for effi-
cient management of various detrimental agricultural pests. Front 
Microbiol. https://​doi.​org/​10.​3389/​fmicb.​2021.​659736

Hamadou-Charfi DB, Sauer AJ, Abdelkafi-Mesrati L, Jaoua S, Stephan 
D (2015) Production of polyclonal and monoclonal antibodies 
against the Bacillus thuringiensis vegetative insecticidal protein 
Vip3Aa16. Appl Biochem Biotechnol 175:2357–2365. https://​
doi.​org/​10.​1007/​s12010-​014-​1426-9

Haunerland NH, Shirk PD (1995) Regional and functional differen-
tiation in the insect fact body. Annu Rev Entomol 40:121–145. 
https://​doi.​org/​10.​1146/​annur​ev.​en.​40.​010195.​001005

Hernández-Martínez P, Hernández-Rodríguez CS, Van Rie J, Escriche 
B, Ferré J (2013) Insecticidal activity of Vip3Aa, Vip3Ad, 
Vip3Ae, and Vip3Af from Bacillus thuringiensis against lepi-
dopteran corn pests. J Invertebr Pathol 113:78–81. https://​doi.​
org/​10.​1016/J.​JIP.​2013.​02.​001

Horner TA, Dively GP, Herbert DA (2003) Development, survival and 
fitness performance of Helicoverpa zea (Lepidoptera: Noctui-
dae) in MON810 Bt field corn. J Econ Entomol 96(3):914–924. 
https://​doi.​org/​10.​1093/​jee/​96.3.​914

Hunter MC, Smith RG, Schipanski ME, Atwood LW, Mortensen DA 
(2017) Agriculture in 2050: recalibrating targets for sustainable 
intensification. Bioscience 67:386–391. https://​doi.​org/​10.​1093/​
biosci/​bix010

Imms AD (1964) Outlines of Entomology. Methuen, London, UK
Jalali SK, Lalitha Y, Kamath SP, Mohan KS, Head GP (2010) Base-

line sensitivity of lepidopteran corn pests in India to Cry1Ab 
insecticidal protein of Bacillus thuringiensis. Pest Manag Sci 
66:809–815. https://​doi.​org/​10.​1002/​ps.​1963

Jiang K, Hou X, Han L, Tan T, Cao Z, Cai J (2018a) Fibroblast growth 
factor receptor, a novel receptor for vegetative insecticidal pro-
tein Vip3Aa. Toxins 10(12):546. https://​doi.​org/​10.​3390/​toxin​
s1012​0546

Jiang K, Hou XY, Tan TT, Cao ZL, Mei SQ, Yan B, Chang J, Han L, 
Zhao D, Cai J (2018b) Scavenger receptor-C acts as a receptor for 
Bacillus thuringiensis vegetative insecticidal protein Vip3Aa and 
mediates the internalization of Vip3Aa via endocytosis. PLoS 
Pathog 14(10):e1007347. https://​doi.​org/​10.​1371/​journ​al.​ppat.​
10073​47

Jiang K, Mei SQ, Wang TT, Pan JH, Chen YH, Cai J (2016) Vip3Aa 
induces apoptosis in cultured Spodoptera frugiperda (Sf9) cells. 
Toxicon 120:49–56

Kallaf FI, Boukedi H, Daâssi D, Abdelkefi-Mesrati L (2021) Isolation 
of Bacillus thuringiensis strains from Saudi Arabia soil and study 
of their potential efficiency against the lepidopteran pest Ephestia 
kuehniella. N a J Adv Res Rev (WJARR) 12(2):238–245. https://​
doi.​org/​10.​30574/​wjarr.​2021.​12.2.​0568

Kaur S (2012) Risk assessment of Bt transgenic crops. In: Sansine-
nea E (ed) Bacillus thuringiensis Biotechnology. Springer 
Publishers, Dordrecht, pp 41–85. https://​doi.​org/​10.​1007/​
978-​94-​007-​3021-2_3

Kaur S, Singh A (2000) Natural occurrence of Bacillus thuringiensis 
in leguminous phylloplanes in the New Delhi region of India. 
World J Microbiol Biotechnol 16:679–682. https://​doi.​org/​10.​
1023/A:​10089​88111​932

Kurtz RW, McCaffery A, O’Reilly D (2007) Insect resistance man-
agement for Syngenta’s VipCot™ transgenic cotton. J Invertebr 
Pathol 95:227–230. https://​doi.​org/​10.​1016/j.​jip.​2007.​03.​014

Lacey LA, Frutos R, Kaya HK, Vail P (2001) Insect pathogens as 
biological control agents: do they have a future? Biol Control 
21(3):230–248. https://​doi.​org/​10.​1006/​bcon.​2001.​0938

https://doi.org/10.1186/s41938-021-00466-7
https://doi.org/10.1146/annurev.ento.52.110405.091440
https://doi.org/10.13140/RG.2.2.25753.47201
https://doi.org/10.1007/s00253-006-0332-7
https://doi.org/10.1016/S1046-5928(02)00515-6
https://doi.org/10.1016/0022-2011(71)90151-0
https://doi.org/10.21608/ejgc.2014.9924
https://doi.org/10.21608/ejgc.2014.9924
https://doi.org/10.1016/j.sjbs.2019.12.013
https://doi.org/10.1603/0046-225X-30.6.1174
https://doi.org/10.1603/0046-225X-30.6.1174
https://doi.org/10.2478/jppr-2014-0027
https://doi.org/10.2478/jppr-2014-0027
https://doi.org/10.1073/pnas.93.11.5389
https://doi.org/10.1073/pnas.93.11.5389
https://apo.org.au/sites/default/files/resource-files/2017-09/apo-nid249031.pdf
https://apo.org.au/sites/default/files/resource-files/2017-09/apo-nid249031.pdf
https://doi.org/10.1016/j.jip.2011.12.003
https://doi.org/10.1007/s10646-015-1517-6
https://doi.org/10.1007/s10646-015-1517-6
https://doi.org/10.1186/s41938-019-0180-2
https://doi.org/10.1186/s41938-019-0180-2
https://doi.org/10.3389/fmicb.2021.659736
https://doi.org/10.1007/s12010-014-1426-9
https://doi.org/10.1007/s12010-014-1426-9
https://doi.org/10.1146/annurev.en.40.010195.001005
https://doi.org/10.1016/J.JIP.2013.02.001
https://doi.org/10.1016/J.JIP.2013.02.001
https://doi.org/10.1093/jee/96.3.914
https://doi.org/10.1093/biosci/bix010
https://doi.org/10.1093/biosci/bix010
https://doi.org/10.1002/ps.1963
https://doi.org/10.3390/toxins10120546
https://doi.org/10.3390/toxins10120546
https://doi.org/10.1371/journal.ppat.1007347
https://doi.org/10.1371/journal.ppat.1007347
https://doi.org/10.30574/wjarr.2021.12.2.0568
https://doi.org/10.30574/wjarr.2021.12.2.0568
https://doi.org/10.1007/978-94-007-3021-2_3
https://doi.org/10.1007/978-94-007-3021-2_3
https://doi.org/10.1023/A:1008988111932
https://doi.org/10.1023/A:1008988111932
https://doi.org/10.1016/j.jip.2007.03.014
https://doi.org/10.1006/bcon.2001.0938


Journal of Pest Science	

1 3

Lacey LA, Grzywacz D, Shapiro-Ilan DI, Frutos R, Brownbridge M, 
Goettel MS (2015) Insect pathogens as biological control agents: 
back to the future. J Invertebr Pathol 132:1–41. https://​doi.​org/​
10.​1016/j.​jip.​2015.​07.​009

Laemmli UK (1970) Cleavage of structural proteins during the assem-
bly of the head of bacteriophage T4. Nature 227:680–685. https://​
doi.​org/​10.​1038/​22768​0a0

Lee IH, Je YH, Chang JH, Roh JY, Oh HW, Lee SG, Shin SC, Boo KS 
(2001) Isolation and characterization of a Bacillus thuringiensis 
ssp. kurstaki strain toxic to Spodoptera exigua and Culex pipi-
ens. Curr Microbiol 43:284–287. https://​doi.​org/​10.​1007/​s0028​
40010​302

Lee MK, Walters FS, Hart H, Palekar N, Chen JS (2003) The mode of 
action of the Bacillus thuringiensis vegetative insecticidal protein 
Vip3A differs from that of Cry1Ab δ-endotoxin. Appl Environ 
Microbiol 69(8):4648–4657. https://​doi.​org/​10.​1128/​AEM.​69.8.​
4648-​4657.​2003

Li C, Xu N, Huang X, Wang W, Cheng J, Wu K, Shen Z (2007) Bacil-
lus thuringiensis Vip3 mutant proteins: Insecticidal activity and 
trypsin sensitivity. Biocontrol Sci Technol 17:699–708. https://​
doi.​org/​10.​1080/​09583​15070​15271​77

Li G, Kumar Panday S, Alexov E (2021) Molecular Sciences SAAFEC-
SEQ: a sequence-based method for predicting the effect of single 
point mutations on protein thermodynamic stability. Int J Mol Sci 
22(2):606. https://​doi.​org/​10.​3390/​ijms2​20206​06

Liu R, Zhang J, Gao J, Song F (2004) The research on vip3A genes 
from Bacillus thuringiensis strains. High Tech Lett 9:39–42. 
https://​doi.​org/​10.​1016/j.​jip.​2011.​07.​007

Liu J, Song F, Zhang J, Liu R, He K, Tan J, Huang D (2007) Identifica-
tion of vip3A-type genes from Bacillus thuringiensis strains and 
characterization of a novel vip3A-type gene. Lett Appl Microbiol 
45:432–438. https://​doi.​org/​10.​1111/j.​1472-​765X.​2007.​02217.x

Liu JG, Yang AZ, Shen XH, Hua BG, Shi GL (2011) Specific binding 
of activated Vip3Aa10 to Helicoverpa armigera brush border 
membrane vesicles results in pore formation. J Invertebr Pathol 
108(2):92–97. https://​doi.​org/​10.​1016/j.​jip.​2011.​07.​007

Lomate PR, Hivrale VK (2013) Effect of Bacillus thuringiensis (Bt) 
Cry1Ac toxin and protease inhibitor on growth and development 
of Helicoverpa armigera (Hübner). Pestic Biochem Physiol 
105:77–83. https://​doi.​org/​10.​1016/j.​pestbp.​2013.​01.​002

Lone SA, Yadav R, Malik A, Padaria JC (2016) Molecular and insec-
ticidal characterization of Vip3A protein producing Bacillus 
thuringiensis strains toxic against Helicoverpa armigera (Lepi-
doptera: Noctuidae). Can J Microbiol 62:179–190. https://​doi.​
org/​10.​1139/​cjm-​2015-​0328

Lone SA, Malik A, Padaria JC (2018) Molecular cloning and charac-
terization of a novel vip3-type gene from Bacillus thuringien-
sis and evaluation of its toxicity against Helicoverpa armigera. 
Microb Pathog 114:464–469. https://​doi.​org/​10.​1016/j.​micpa​th.​
2017.​12.​025

Manzoor S, Gani M, Hassan T, Shafi I, Wani FJ, Mumtaz S, Eroglu 
GB, Yaqoob M, Mantoo MA (2023) Comparative evaluation of 
temperate, subtropical, and tropical isolates of nucleopolyhedro-
virus against tomato fruit borer, Helicoverpa armigera (Hubner)
(Lepidoptera: Noctuidae). Egypt J Biol Pest Control 33(1):1–7. 
https://​doi.​org/​10.​1186/​s41938-​023-​00688-x

Meissle M, Pilz C, Romeis J (2009) Susceptibility of Diabrotica virgif-
era virgifera (Coleoptera: Chrysomelidae) to the entomopatho-
genic fungus Metarhizium anisopliae when feeding on Bacillus 
thuringiensis Cry3Bb1-expressing maize. Appl Environ Micro-
biol 75:3937–3943. https://​doi.​org/​10.​1128/​AEM.​00432-​09

Meissle M, Naranjo SE, Romeis J (2022) Does the growing of Bt 
maize change abundance or ecological function of non-target 
animals compared to the growing of non-GM maize? A sys-
tematic review. Environ Evid 11:21. https://​doi.​org/​10.​1186/​
s13750-​022-​00272-0

Mesrati LA, Tounsi S, Jaoua S (2005) Characterization of a novel vip3-
type gene from Bacillus thuringiensis and evidence of its pres-
ence on a large plasmid. FEMS Microbiol Lett 244:353–358. 
https://​doi.​org/​10.​1016/j.​femsle.​2005.​02.​007

Muñoz P, Ló Pez C, Moralejo M, Pérez-Hedo M, Eizaguirre M (2014) 
Response of last instar Helicoverpa armígera larvae to Bt toxin 
ingestion: Changes in the development and in the CYP6AE14, 
CYP6B2 and CYP9A12 gene expression. PLoS ONE 9:e99229. 
https://​doi.​org/​10.​1371/​journ​al.​pone.​00992​29

Nimsanor S, Srisaisup M, Jammor P, Promdonkoy B, Boonserm P 
(2020) Intracellular localization and cytotoxicity of Bacillus 
thuringiensis Vip3Aa against Spodoptera frugiperda (Sf9) cells. 
J Invertebr Pathol 171:107340. https://​doi.​org/​10.​1016/j.​jip.​2020.​
107340

Ningshen TJ, Chauhan VK, Dhania NK, Dutta-Gupta A (2017) Insecti-
cidal effects of hemocoelic delivery of Bacillus thuringiensis Cry 
toxins in Achaea janata Larvae. Front Physiol 8:1–10. https://​doi.​
org/​10.​3389/​fphys.​2017.​00289

Noguera PA, Ibarra JE (2010) Detection of new cry genes of Bacil-
lus thuringiensis by use of a novel PCR primer system. Appl 
Environ Microbiol 76(18):6150–6155. https://​doi.​org/​10.​1128/​
AEM.​00797-​10

Núñez-Ramírez R, Huesa J, Bel Y, Ferré J, Casino P, Arias-Palomo 
E (2020) Molecular architecture and activation of the insecti-
cidal protein Vip3Aa from Bacillus thuringiensis. Nat Commun 
11:1–9. https://​doi.​org/​10.​1038/​s41467-​020-​17758-5

Oerke EC, Dehne HW, Schönbeck F, Weber A (1994) Crop produc-
tion and crop protection estimated losses in major food and cash 
crops. Elsevier Sci BV. https://​doi.​org/​10.​1016/​C2009-0-​00683-7

Osman GH, Soltane R, Saleh I, Abulreesh HH, Gazi KS, Arif IA, 
Ramadan AM, Alameldin HF, Osman YA, Idriss M (2019) Isola-
tion, characterization, cloning and bioinformatics analysis of a 
novel receptor from black cut worm (Agrotis ipsilon) of Bacillus 
thuringiensis vip 3Aa toxins. Saudi J Biol Sci 26(5):1078–1083. 
https://​doi.​org/​10.​1016/j.​sjbs.​2018.​06.​002

Palma L, de Escudero IR, Maeztu M, Caballero P, Muñoz D (2013) 
Screening of vip genes from a Spanish Bacillus thuringiensis 
collection and characterization of two Vip3 proteins highly toxic 
to five lepidopteran crop pests. Biol Control 66:141–149. https://​
doi.​org/​10.​1016/j.​bioco​ntrol.​2013.​05.​003

Panwar BS, Ram C, Narula RK, Kaur S (2018) Pool deconvolution 
approach for high-throughput gene mining from Bacillus thur-
ingiensis. Appl Microbiol Biotechnol 102:1467–1482. https://​
doi.​org/​10.​1007/​s00253-​017-​8633-6

Paula DP, Andow DA, Timbó RV, Sujii ER, Pires CS, Fontes EM 
(2014) Uptake and transfer of a Bt toxin by a Lepidoptera to its 
eggs and effects on its offspring. PLoS ONE 9(4):e95422. https://​
doi.​org/​10.​1371/​journ​al.​pone.​00954​22

Pérez-Hedo M, Albajes R, Eizaguirre M (2011) Modification of hor-
monal balance in larvae of the corn borer Sesamia nonagrioides 
(Lepidoptera: Noctuidae) due to sublethal Bacillus thuringiensis 
protein ingestion. J Econ Entomol 104:853–861. https://​doi.​org/​
10.​1603/​EC104​49

Pimentel D (2009) Environmental and economic costs of the applica-
tion of pesticides primarily in the United States. In: Rajinder P, 
Dhawan A (eds) Integrated pest management innovation-devel-
opment process. Springer, Netherlands, pp 88–91. https://​doi.​org/​
10.​1007/​s10668-​005-​7314-2

Price GM (1973) Protein and nucleic acid metabolism in insect fat 
body. Biol Rev 48:333–372. https://​doi.​org/​10.​1111/j.​1469-​185x.​
1973.​tb010​06.x

Rang C, Gil P, Neisner N, Van Rie J, Frutos R (2005) Novel Vip3-
related protein from Bacillus thuringiensis. Appl Environ Micro-
biol 71(10):6276–81. https://​doi.​org/​10.​1128/​AEM.​71.​10.​6276-​
6281.​2005

https://doi.org/10.1016/j.jip.2015.07.009
https://doi.org/10.1016/j.jip.2015.07.009
https://doi.org/10.1038/227680a0
https://doi.org/10.1038/227680a0
https://doi.org/10.1007/s002840010302
https://doi.org/10.1007/s002840010302
https://doi.org/10.1128/AEM.69.8.4648-4657.2003
https://doi.org/10.1128/AEM.69.8.4648-4657.2003
https://doi.org/10.1080/09583150701527177
https://doi.org/10.1080/09583150701527177
https://doi.org/10.3390/ijms22020606
https://doi.org/10.1016/j.jip.2011.07.007
https://doi.org/10.1111/j.1472-765X.2007.02217.x
https://doi.org/10.1016/j.jip.2011.07.007
https://doi.org/10.1016/j.pestbp.2013.01.002
https://doi.org/10.1139/cjm-2015-0328
https://doi.org/10.1139/cjm-2015-0328
https://doi.org/10.1016/j.micpath.2017.12.025
https://doi.org/10.1016/j.micpath.2017.12.025
https://doi.org/10.1186/s41938-023-00688-x
https://doi.org/10.1128/AEM.00432-09
https://doi.org/10.1186/s13750-022-00272-0
https://doi.org/10.1186/s13750-022-00272-0
https://doi.org/10.1016/j.femsle.2005.02.007
https://doi.org/10.1371/journal.pone.0099229
https://doi.org/10.1016/j.jip.2020.107340
https://doi.org/10.1016/j.jip.2020.107340
https://doi.org/10.3389/fphys.2017.00289
https://doi.org/10.3389/fphys.2017.00289
https://doi.org/10.1128/AEM.00797-10
https://doi.org/10.1128/AEM.00797-10
https://doi.org/10.1038/s41467-020-17758-5
https://doi.org/10.1016/C2009-0-00683-7
https://doi.org/10.1016/j.sjbs.2018.06.002
https://doi.org/10.1016/j.biocontrol.2013.05.003
https://doi.org/10.1016/j.biocontrol.2013.05.003
https://doi.org/10.1007/s00253-017-8633-6
https://doi.org/10.1007/s00253-017-8633-6
https://doi.org/10.1371/journal.pone.0095422
https://doi.org/10.1371/journal.pone.0095422
https://doi.org/10.1603/EC10449
https://doi.org/10.1603/EC10449
https://doi.org/10.1007/s10668-005-7314-2
https://doi.org/10.1007/s10668-005-7314-2
https://doi.org/10.1111/j.1469-185x.1973.tb01006.x
https://doi.org/10.1111/j.1469-185x.1973.tb01006.x
https://doi.org/10.1128/AEM.71.10.6276-6281.2005
https://doi.org/10.1128/AEM.71.10.6276-6281.2005


	 Journal of Pest Science

1 3

Rangeshwaran R, Viswakethu V, Kumari S, Shylesha AN (2016) Clon-
ing, expression and bioassay of Vip3A protein from an indig-
enous Bacillus thuringiensis isolate cloning, expression and bio-
assay of Vip3A protein from an indigenous Bacillus thuringiensis 
isolate. J Pure Appl Microbiol 10:3–10

Ruiz de Escudero I, Banyuls N, Bel Y, Maeztu M, Escriche B, Muñoz 
D, Caballero P, Ferré J (2014) A screening of five Bacillus thur-
ingiensis Vip3A proteins for their activity against lepidopteran 
pests. J Invertebr Pathol 117:51–55. https://​doi.​org/​10.​1016/j.​jip.​
2014.​01.​006

Saadaoui I, Rouis S, Jaoua S (2009) A new Tunisian strain of Bacil-
lus thuringiensis kurstaki having high insecticidal activity and 
δ-endotoxin yield. Arch Microbiol 191:341–348. https://​doi.​org/​
10.​1007/​s00203-​009-​0458-y

Şahin B, Gomis-Cebolla J, Günes H, Ferré J (2018) Characterization of 
Bacillus thuringiensis isolates by their insecticidal activity and 
their production of Cry and Vip3 proteins. PLoS ONE 13:1–18. 
https://​doi.​org/​10.​1371/​journ​al.​pone.​02068​13

Sambrook J (1989) Gel electrophoresis of DNA. Molecular cloning a 
laboratory manual. (No. Ed. 2). Cold spring harbor laboratory 
press

Sattar S, Maiti MK (2011) Molecular characterization of a novel veg-
etative insecticidal protein from Bacillus thuringiensis effec-
tive against sap-sucking insect pest. J Microbiol Biotechnol 
21(9):937–946. https://​doi.​org/​10.​4014/​jmb.​1105.​05030

Sattar S, Biswas PK, Hossain MA et al (2008) Search for vegetative 
insecticidal proteins (VIPs) from local isolates of Bacillus thur-
ingiensis effective against lepidopteran and homopteran insect 
pests. J Biopestic 1:216–222

Schnepf E, Crickmore N, Van Rie J, Lereclus D, Baum J, Feitelson J, 
Zeigler DR, Dean D (1998) Bacillus thuringiensis and Its pes-
ticidal crystal proteins. Microbiol Mol Biol Rev 62:775–806. 
https://​doi.​org/​10.​1128/​MMBR.​62.3.​775-​806.​1998

Sellami S, Zghal T, Cherif M, Cherif M, Zalila-Kolsi I, Jaoua S, 
Jamoussi K (2013) Screening and identification of a Bacillus 
thuringiensis strain S1/4 with large and efficient insecticidal 
activities. J Basic Microbiol 53:539–548. https://​doi.​org/​10.​
1002/​jobm.​20110​0653

Shingote PR, Moharil MP, Dhumale DR, Deshmukh AG, Jadhav PV, 
Dudhare MS, Satpute NS (2013) Distribution of vip genes, pro-
tein profiling and determination of entomopathogenic potential 
of local isolates of Bacillus thuringiensis. Bt Res 4(3):14–20. 
https://​doi.​org/​10.​5376/​bt.​2013.​04.​0003

Smith-Pardo A (2014) The old world bollworm Helicoverpa armigera 
(Hübner)(Lepidoptera: noctuidae: Heliothinae) its biology, eco-
nomic importance and its recent introduction into the western 
hemisphere. Bol Mus Entomol Univ Valle 6(1):18–28

Song F, Chen C, Wu S, Shao E, Li M, Guan X, Huang Z (2016) Tran-
scriptional profiling analysis of Spodoptera litura larvae chal-
lenged with Vip3Aa toxin and possible involvement of trypsin 
in the toxin activation. Sci Rep 6:1–10. https://​doi.​org/​10.​1038/​
srep2​3861

Swaab DF, Pool CW, Van Leeuwen FW (1978) Letters to the editor. 
Nurs Manage 9:9. https://​doi.​org/​10.​2105/​ajph.​56.4.​564

Tabashnik BE, Carrière Y (2019) Global patterns of resistance to Bt 
crops highlighting pink bollworm in the United States, China, 
and India. J Econ Entomol 112(6):2513–2523. https://​doi.​org/​
10.​1093/​jee/​toz173

Tabashnik BE, Gould F (2012) Delaying corn rootworm resistance to 
Bt corn. J Econ Entomol 105:767–776. https://​doi.​org/​10.​1603/​
EC120​80

Tabashnik BE, Liesner LR, Ellsworth PC, Unnithan GC, Fabrick JA, 
Naranjo SE, Li X, Dennehy TJ, Antilla L, Staten RT, Carrière 
Y (2021) Transgenic cotton and sterile insect releases synergize 

eradication of pink bollworm a century after it invaded the 
United States. Proc Natl Acad Sci. https://​doi.​org/​10.​1073/​pnas.​
20191​15118

Tan Y, Biondi A, Desneux N, Gao XW (2012) Assessment of physi-
ological sublethal effects of imidacloprid on the mirid bug Apoly-
gus lucorum (Meyer-Dü r). Ecotoxicology 21:1989–1997. https://​
doi.​org/​10.​1007/​s10646-​012-​0933-0

Van Zundert GCP, Rodrigues JPGLM, Trellet M, Schmitz C, Kastritis 
PL, Karaca E, Melquiond AS, van Dijk M, De Vries SJ, Bon-
vin AM (2016) The HADDOCK2.2 web server: user-friendly 
integrative modeling of biomolecular complexes. J Mol Biol 
428:720–725. https://​doi.​org/​10.​1016/J.​JMB.​2015.​09.​014

Vander Meersche Y, Cretin G, de Brevern AG, Gelly JC, Galochkina 
T (2021) MEDUSA: prediction of protein flexibility from 
sequence. J Mol Biol 433:166882. https://​doi.​org/​10.​1016/J.​
JMB.​2021.​166882

Vihinen M (1987) Relationship of protein flexibility to thermostability. 
Protein Eng 1:477–480. https://​doi.​org/​10.​1093/​prote​in/1.​6.​477

Wang Z, Fang L, Zhou Z, Pacheco S, Gomez I, Song F, Soberon M, 
Zhang J, Bravo A (2018) Specific binding between Bacillus 
thuringiensis Cry9Aa and Vip3Aa toxins synergizes their toxic-
ity against Asiatic rice borer (Chilo suppressalis). J Biol Chem 
293:11447–11458. https://​doi.​org/​10.​1074/​jbc.​RA118.​003490

Warren GW (1997) Vegetative insecticidal proteins: novel proteins for 
control of corn pests. In: Carozzi N, Koziol M (eds) Advances 
in insect control: the role of transgenic plants. London: Taylor 
and Francis, pp 109–121

Warren A (2013) Mega-pest worms its way into Brazil. CSIRO Blog 
at World Press, p 2013

Waterhouse A, Bertoni M, Bienert S et al (2018) SWISS-MODEL: 
homology modelling of protein structures and complexes. Nucl 
Acids Res 46:W296-303

Yadav A, Keval R, Choudhary S (2015) Biopesticide: the need for pre-
sent and future agriculture. J Agroecol Nat Res Manag 2(1):57–
60. https://​doi.​org/​10.​3389/​fsufs.​2021.​619058

Yang Y, Li Y, Wu Y (2013) Current status of insecticide resistance 
in Helicoverpa armigera after 15 years of Bt cotton planting in 
China. J Econ Entomol 106:375–381. https://​doi.​org/​10.​1603/​
EC122​86

Yu CG, Mullins MA, Warren GW, Koziel MG, Estruch JJ (1997) The 
Bacillus thuringiensis vegetative insecticidal protein Vip3A 
lyses midgut epithelium cells of susceptible insects. Appl Envi-
ron Microbiol 63(2):532–536. https://​doi.​org/​10.​1128/​aem.​63.2.​
532-​536.​1997

Yu X, Liu T, Sun Z, Guan P, Zhu J, Wang S, Li S, Deng Q, Wang 
L, Zheng A (2012) Co-expression and Synergism Analysis of 
Vip3Aa29 and Cyt2Aa3 Insecticidal Proteins from Bacillus thur-
ingiensis. Curr Microbiol 64:326–331. https://​doi.​org/​10.​1007/​
s00284-​011-​0070-7

Zack MD, Sopko MS, Frey ML, Wang X, Tan SY, Arruda JM, Letherer 
TT, Narva KE (2017) Functional characterization of Vip3Ab1 
and Vip3Bc1: two novel insecticidal proteins with differential 
activity against lepidopteran pests. Sci Rep 7(1):11112. https://​
doi.​org/​10.​1038/​s41598-​017-​11702-2

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

Springer Nature or its licensor (e.g. a society or other partner) holds 
exclusive rights to this article under a publishing agreement with the 
author(s) or other rightsholder(s); author self-archiving of the accepted 
manuscript version of this article is solely governed by the terms of 
such publishing agreement and applicable law.

https://doi.org/10.1016/j.jip.2014.01.006
https://doi.org/10.1016/j.jip.2014.01.006
https://doi.org/10.1007/s00203-009-0458-y
https://doi.org/10.1007/s00203-009-0458-y
https://doi.org/10.1371/journal.pone.0206813
https://doi.org/10.4014/jmb.1105.05030
https://doi.org/10.1128/MMBR.62.3.775-806.1998
https://doi.org/10.1002/jobm.201100653
https://doi.org/10.1002/jobm.201100653
https://doi.org/10.5376/bt.2013.04.0003
https://doi.org/10.1038/srep23861
https://doi.org/10.1038/srep23861
https://doi.org/10.2105/ajph.56.4.564
https://doi.org/10.1093/jee/toz173
https://doi.org/10.1093/jee/toz173
https://doi.org/10.1603/EC12080
https://doi.org/10.1603/EC12080
https://doi.org/10.1073/pnas.2019115118
https://doi.org/10.1073/pnas.2019115118
https://doi.org/10.1007/s10646-012-0933-0
https://doi.org/10.1007/s10646-012-0933-0
https://doi.org/10.1016/J.JMB.2015.09.014
https://doi.org/10.1016/J.JMB.2021.166882
https://doi.org/10.1016/J.JMB.2021.166882
https://doi.org/10.1093/protein/1.6.477
https://doi.org/10.1074/jbc.RA118.003490
https://doi.org/10.3389/fsufs.2021.619058
https://doi.org/10.1603/EC12286
https://doi.org/10.1603/EC12286
https://doi.org/10.1128/aem.63.2.532-536.1997
https://doi.org/10.1128/aem.63.2.532-536.1997
https://doi.org/10.1007/s00284-011-0070-7
https://doi.org/10.1007/s00284-011-0070-7
https://doi.org/10.1038/s41598-017-11702-2
https://doi.org/10.1038/s41598-017-11702-2

	Cloning, characterization and evaluation of toxicity of newly identified Vip3Aa proteins from Bacillus thuringiensis recovered from diverse environments for biological control of Helicoverpa armigera
	Abstract
	Key message
	Introduction
	Materials and methods
	Cloning of full-length genes for sequence identification
	Plasmid DNA isolation
	PCR amplification, purification, cloning and transformation
	Selection, validation of clones and sequencing

	Protein expression
	Bacterial strains and constructs for protein expression
	Plasmid DNA extraction and electrophoresis
	Cloning and transformation
	Validation of recombinant clones
	Protein expression, extraction and estimation

	Validation of protein expression
	Bioassays and statistical analyses of mortality data to study the responses of H. armigera

	Molecular docking of Vip3Aa protein model with H. armigera receptor and its analysis

	Results
	Cloning of full-length vip3-type genes
	Cloning and screening of recombinant clones

	Sequence determination and analysis
	Comparison of deduced amino acids sequence of our vip3Aa-type genes with the holotype vip3Aa1
	Comparative analysis of identified genes with other vip3Aa-type genes reported to be toxic to Lepidopteran pests
	Protein expression
	Construction of recombinant pET29a(+) vector, transformation and validation
	Protein expression and validation
	LFS immunoassay
	SDS-PAGE analysis of expressed Vip3A-type protein
	Western blot analysis of expressed Vip3A-type proteins

	Bioassays with H. armigera
	Toxicity analysis of Vip3-type proteins at 10 ppm concentration against H. armigera
	Determination of LC50 of Vip3A proteins
	Observations for cumulative mortality

	Effect of toxic proteins on the life cycle and different growth stages of H. armigera
	Effect on larval growth and development

	Effect on pupal and adult development and their morphological characters
	Molecular docking of Vip3Aa protein with receptor and its analysis

	Discussion
	Comparative analysis of deduced amino acids sequence of all vip3Aa-type genes cloned in this study with that of previously cloned vip3Aa44 and with holotype vip3Aa1
	Comparative analysis of genes identified in our study with other lepidopteran-specific vip3Aa-type genes available in the database
	Protein expression and immunoassays
	Effect of toxins in bioassays with H. armigera
	Effect of Vip3A_toxins on the growth and developmental stages of H. armigera
	Molecular interactions with FGFR receptor of H. armigera


	Conclusion
	Author contribution
	Anchor 48
	Acknowledgements 
	References


