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Cadherin repeat 5 mutation 
associated with Bt resistance 
in a field‑derived strain of pink 
bollworm
Ling Wang1,2, Yuemin Ma3, Wei Wei3, Peng Wan1, Kaiyu Liu3, Min Xu1, Shengbo Cong1, 
Jintao Wang1, Dong Xu1, Yutao Xiao4, Xianchun Li5, Bruce E. Tabashnik5 & Kongming Wu2*

Evolution of resistance by pests reduces the benefits of transgenic crops that produce insecticidal 
proteins from Bacillus thuringiensis (Bt). Here we analyzed resistance to Bt toxin Cry1Ac in a field-
derived strain of pink bollworm (Pectinophora gossypiella), a global pest of cotton. We discovered that 
the r14 allele of the pink bollworm cadherin gene (PgCad1) has a 234-bp insertion in exon 12 encoding 
a mutant PgCad1 protein that lacks 36 amino acids in cadherin repeat 5 (CR5). A strain homozygous for 
this allele had 237-fold resistance to Cry1Ac, 1.8-fold cross-resistance to Cry2Ab, and developed from 
neonate to adult on Bt cotton producing Cry1Ac. Inheritance of resistance to Cry1Ac was recessive and 
tightly linked with r14. PgCad1 transcript abundance in midgut tissues did not differ between resistant 
and susceptible larvae. Toxicity of Cry1Ac to transformed insect cells was lower for cells expressing r14 
than for cells expressing wild-type PgCad1. Wild-type PgCad1 was transported to the cell membrane, 
whereas PgCad1 produced by r14 was not. In larval midgut tissue, PgCad1 protein occurred primarily 
on the brush border membrane only in susceptible larvae. The results imply r14 mediates pink 
bollworm resistance to Cry1Ac by reduced translation, increased degradation, and/or mislocalization 
of cadherin.

Transgenic crops producing insecticidal proteins from Bacillus thuringiensis (Bt) are useful for controlling some 
of the world’s most destructive pests1–4. First commercialized in 1996, Bt crops have been planted on a cumulative 
total of more than 1 billion hectares worldwide during the past 25 years4. Bt crops kill some major target pests, 
yet are harmless to most non-target organisms, yielding considerable economic and environmental benefits1–9. 
However, evolution of pest resistance to Bt crops has reduced these benefits10–13.

Advances in understanding the mechanisms of pest resistance are needed to better monitor, manage, and 
counter pest resistance to Bt crops. To kill insects, Bt toxins must bind to receptor proteins in the larval midgut14. 
Reduced toxin binding is one of the most efficient and common mechanisms of insect resistance to Bt toxins15–18. 
Reduced toxin binding can be caused by mutations that alter the amino acid sequence of receptor proteins or 
reduce the concentration of these proteins, such as cadherins, ATP-binding cassette (ABC) transporter proteins, 
aminopeptidases N, and alkaline phosphatases15–18. Resistance to Bt toxins in the Cry1A subfamily is often asso-
ciated with changes in the sequence or transcription of midgut cadherins in at least five species of lepidopteran 
pests15,16,18.

Here we focus on resistance to Bt toxin Cry1Ac associated with a novel allele (r14) of the cadherin gene 
PgCad1 in the pink bollworm, Pectinophora gossypiella, a global cotton pest19,20. Pink bollworm is one of nine 
major pests that have evolved practical resistance to Bt crops, which is defined as field-evolved resistance that has 
practical implications for pest management11–13. In India, the pink bollworm rapidly evolved practical resistance 
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to Cry1Ac and Cry2Ab produced by transgenic cotton13. By contrast, sustained susceptibility to Bt cotton pro-
ducing these toxins was essential for the recent declaration of eradication of pink bollworm from the continental 
United States13. Also, populations in China remain susceptible to the Cry1Ac-producing cotton grown there13,21,22. 
These different outcomes are consistent with the idea that refuges of non-Bt cotton delayed resistance in China 
and the United States, but were scarce or absent in India13.

Previous work has identified pink bollworm resistance to Bt toxin Cry1Ac associated with 17 mutant alleles 
of PgCad1 that disrupt the amino acid sequence of the encoded protein (r1–r16) or reduce its transcription 
(r17)22–29. We previously reported isolation of PgCad1 allele r14 from a field-collected individual from Anqing in 
the Yangtze River Valley of China26, but the mutation site and resistance mechanism of r14 were not known. In 
this study, we discovered that r14 has a 234-bp insertion in exon 12 predicted to cause the absence of 36 amino 
acids in the cadherin repeat 5 (CR5) of PgCad1 protein. We also found that this mutation is tightly linked with 
recessive, 237-fold resistance to Cry1Ac, but not with reduced transcription of PgCad1. The results imply r14 
mediates pink bollworm resistance to Cry1Ac by reduced translation, increased degradation, and/or mislocali-
zation of cadherin.

Results
Sequencing of PgCad1 allele r14 and allele‑specific PCR.  Sequencing of PgCad1 cDNA revealed the 
r14 allele from Cry1Ac-resistant strain AQ189 has a deletion of 108 bases (1783 to 1890) (Fig. 1), encoding a 
PgCad1 protein that lacks 36 amino acids in CR5, which corresponds with the amino acids encoded by exon 12 
(Figs. 1 and S1). Genomic DNA sequencing showed that this deletion is associated with a 234-bp insertion in 
exon 12 (Fig. S2).

Based on the 234 bp insertion in r14 gDNA, we designed a pair of allele-specific primers to identify r14. These 
primers produce a single band of 852 bp in individuals homozygous or heterozygous for r14 (r14r14 or r14s), 
but no band in individuals lacking r14 (ss) (Fig. S3a, n = 30 individuals per genotype). We also designed another 
pair of primers to distinguish between r14r14 and r14s. These primers produce no band for r14r14, but a single 
band of 853 bp for r14s (Fig. S3b, n = 30 individuals per genotype).

Inheritance of resistance to Cry1Ac and cross‑resistance to Cry2Ab.  Based on LC50 values, AQ189 
had 237-fold resistance to Cry1Ac relative to APHIS-S (Table 1). No significant difference occurred in the LC50 
of Cry1Ac between the F1 progeny from the two reciprocal crosses of AQ189 and APHIS-S (Table 1), implying 
autosomal inheritance. At 10 μg Cry1Ac per mL diet, larval survival was 89% for AQ189 and 0% for APHIS-S 

Figure 1.   Schematic representation of the predicted PgCad1 protein in pink bollworm. The amino-terminal 
membrane signal sequence (S), cadherin repeats (1–12), membrane proximal region (MPR), transmembrane 
region (T), and cytoplasmic domain (C) are shown for the wild type (s, at top). Red numbers indicate deletions 
in the cDNA (108 bp) and 36 amino acids missing from the protein potentially encoded by the mutant allele r14 
(bottom).

Table 1.   Toxicity of Cry1Ac to pink bollworm larvae from resistant strain AQ189, susceptible strain APHIS-S, 
and their hybrid F1 progeny. a Slope of the concentration-mortality line with its standard error in parentheses. 
b Concentration killing 50% with 95% fiducial limits in parentheses, in μg Cry1Ac per mL diet. c Resistance 
ratio, the LC50 for AQ189, AQ189♀ × APHIS-S♂ or AQ189♂ × APHIS-S♀ divided by the LC50 for APHIS-S.

Strain Slope (SE)a LC50 (95% FL)b RRc

APHIS-S 2.9 (0.3) 0.104 (0.089–0.12)

AQ189 3.0 (0.6) 24.6 (20–30) 237

AQ189♀ × APHIS-S♂ 2.0 (0.2) 0.446 (0.22–0.80) 4.3

AQ189♂ × APHIS-S♀ 2.5 (0.3) 0.632 (0.42–0.94) 6.1
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and the F1 progeny from crosses between APHIS-S and AQ189 (n = 72 larvae per treatment). This yields a value 
of 0 for the dominance parameter h and indicates resistance was inherited recessively at this concentration.

The LC50 of Cry2Ab (in μg Cry2Ab per mL diet) was 0.286 (95% FL: 0.23 – 0.34) for AQ189 versus 0.157 
(95% FL: 0.12 – 0.19) for APHIS-S (Table S1). The 1.8-fold resistance to Cry2Ab in AQ189 relative to APHIS-S 
is statistically significant based on the lack of overlap between the 95% FL of the LC50 values.

Genetic linkage analysis.  To determine if resistance to Cry1Ac in AQ189 is linked with r14, we conducted 
a genetic linkage analysis. We established five backcross families by pairing a single female from AQ189 with a 
single male F1 (from AQ189 × APHIS-S) for each of five pairs. On control diet, 75 survivors were r14s and 79 
were 14r14, which does not differ significantly from the expected ratio of 1:1 (one-sample t-test, t = -0.52, df = 4, 
P = 0.63, Table S2). On diet with 10 μg Cry1Ac per mL diet, all survivors were r14r14 (n = 100, 20 from each back-
cross family, Table S2). On diet treated with Cry1Ac, the proportion of survivors with the r14r14 genotype was 
significantly higher than on untreated diet (Fisher’s exact test, P < 0.00001). These results demonstrate resistance 
to Cry1Ac in AQ189 was tightly linked with r14.

Life History Traits of AQ189 and APHIS‑S on Cotton Bolls.  On bolls of Bt cotton, larvae survival 
was significantly higher for AQ189 (13.9%) than APHIS-S (0.0%) (t-test, t = 7.9, df = 4, P = 0.0014, Table S3). On 
bolls of non-Bt cotton, larval survival did not differ significantly between AQ189 (28.5%) and APHIS-S (31.1%) 
(t-test, t = 1.5, df = 4, P = 0.20, Table S3). Also, on non-Bt cotton bolls, pupal weight did not differ significantly 
between these two strains (Table 2). However, the time to pupation on non-Bt cotton was significantly longer for 
AQ189 (16.3 days) than APHIS-S (15.0 days) (Table 2). The slower development on non-Bt cotton for AQ189 
relative to APHIS-S implies a fitness cost associated with resistance affected this trait in AQ189.

For AQ189, survival from neonate to adult and the proportion of adults that were female were lower on bolls 
of Bt cotton than non-Bt cotton (Fisher’s exact test, P < 0.00001 for each trait). In addition, AQ189 development 
was significantly slower on Bt cotton than non-Bt cotton (Table 2). Also, the number of eggs laid per female was 
lower for females that developed on bolls of Bt cotton than non-Bt cotton (t = 5.0, df = 4, P = 0.007). However, the 
percentage of eggs hatching did not differ significantly for females from bolls of Bt cotton versus non-Bt cotton 
(t = 0.19, df = 6.8, P = 0.82) (Table 3). The net reproductive rate for AQ189 was 4.3 times higher on non-Bt cotton 
(12.9) than Bt cotton (3.0) (Table 3), implying incomplete resistance of AQ189 to Bt cotton.

Localization and Transcript Abundance of PgCad1 in Larval Midgut Tissues of AQ189 and 
APHIS‑S.  Based on analysis of midgut tissue sections of fourth instar larvae using immunofluorescence, 
PgCad1 protein occurred mainly on the brush border of the epithelial cells from APHIS-S, but not AQ189 
(Fig. 4). We also determined the relative transcript abundance of PgCad1 in midgut tissues of fourth instar lar-
vae using fluorescence quantitative real-time PCR. The mean (± SE) relative PgCad1 transcript abundance did 
not differ significantly between AQ189 (0.89 ± 0.11) and APHIS-S (1.00 ± 0.031) (Fig. S4, t-test, df = 6, t =  − 0.92, 
P = 0.39).

Table 2.   Time to pupation and pupal weight for pink bollworm reared on Bt and non-Bt cotton bolls. Values 
are means ± SE. Different lower case letters within columns indicate significant differences between treatments 
based on ANOVA followed by Tukey’s HSD.

Strain Cotton type Number of pupae Time to pupation (days) Pupal wt. (mg)

APHIS-S Non-Bt 70 15.0 ± 0.2 a 13.7 ± 0.4 a

AQ189 Non-Bt 30 16.3 ± 0.4 b 13.3 ± 0.6 a

AQ189 Bt 16 21.1 ± 0.8 c 11.3 ± 0.7 b

Table 3.   Life history traits of resistant pink bollworm strain AQ189 reared on Bt and non-Bt cotton bollsa. 
a Sample sizes are shown in parentheses. b Proportion of neonates that became adults = the number of adults 
divided by the number of entry holes, which reflects the number of neonates that entered cotton bolls (112 
for Bt and 129 for non-Bt). c Proportion of eggs that hatch = the number of eggs that hatch divided by the total 
number of eggs, values are means plus or minus standard errors. d Neonate to adult survival × proportion of 
females × eggs per female × hatch rate.

Trait Bt Non-Bt Bt/non-Bt

Neonate to adult survivalb 0.14 (112) 0.29 (129) 0.48

Proportion of females 0.33 (15) 0.43 (28) 0.77

Eggs per female 80 ± 3 (5) 126 ± 9 (12) 0.63

Hatch ratec 0.80 ± 0.03 (169) 0.82 ± 0.04 (707) 0.98

Net reproductive rated 3.0 12.9 0.23
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PgCad1 Localization and Susceptibility to Cry1Ac in Transfected Cells.  We transfected the recom-
binant plasmids containing the open reading frame of either the s or r14 allele into Hi5 cells to generate the 
PgCad1-GFP fusion proteins sPgCad1-GFP or r14PgCad1-GFP, respectively (Fig.  2). Transfection efficiency 
(mean % ± SE) did not differ significantly between sPgCad1-GFP (69 ± 9%) and r14PgCad1-GFP (60 ± 7%) 
(t-test, t = 0.75, df = 4, P = 0.50). Western blotting demonstrated the molecular weight of fusion protein sPg-
Cad1-GFP (253 kDa) and r14PgCad1-GFP (248 kDa) expressed by transfected Hi5 cells was consistent with the 
expected weight (Fig. S5). However, the band representing recombinant r14PgCad1-GFP was much weaker than 
the band for recombinant sPgCad1-GFP (Fig. S5).

The pIE2-DsRed2-ER plasmid that generated an endoplasmic reticulum (ER) tag protein with red fluores-
cence was simultaneously transfected into Hi5 cells expressing PgCad1-GFP fusion protein (Fig. 2). The fusion 
protein sPgCad1-GFP occurred primarily with the cell membrane (Fig. 2d), whereas r14PgCad1-GFP occurred 
together with the ER (Fig. 2h). These results show that r14 was associated with mislocalization of cadherin in 
transfected cells.

After treatment with Cry1Ac, Hi5 cells producing sPgCad1-GFP were swollen and lysed (Fig. 3a–d), while 
the cells producing r14PgCad1-GFP (Fig. 3e–h) showed normal morphology. For the cells producing sPgCad1-
GFP, the concentration of Cry1Ac causing half of the cells to swell was 7.3 μg per mL (95% FL: 6.2 to 8.4). By 

Figure 2.   Cellular localization of PgCad1 protein within Hi5 cells. Hi5 cells transfected with pIE2-sPgCad1-
GFP (a–d) and pIE2-r14PgCad1-GFP (e–h). Nuclei stained with Hoechst 3342 are shown in blue, DsRED-
labeled endoplasmic reticulum in red, and GFP-labeled PgCad1 fusion proteins in green. Superimposed images 
from (a–c) are shown in (d) and from (e–g) in (h). The arrow in (c) and (d) indicates the cell membrane.

Figure 3.   Toxic effects of Cry1Ac on transformed Hi5 cells producing PgCad1 fusion proteins. Hi5 cells were 
transfected with pIE2-sPgCad1-GFP (a–d) or pIE2-r14PgCad1-GFP (e–h). Cells in (d) and (h) were treated 
with 10 or 40 μg Cry1Ac per mL, respectively, and observed for swelling using fluorescence microscopy. Arrows 
in (d) point to representative swollen cells. Cells in (a–c) and (e–g) are untreated controls, all shown at the 
same magnification. For these controls, GFP-labeled PgCad1 fusion proteins are green and nuclei stained with 
Hoechst 3342 are blue. Superimposed images from (a–b) are shown in (c), and from (e–f) in (g).
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contrast, no swelling occurred in the cells producing r14PgCad1-GFP at 40 μg Cry1Ac per mL, the highest 
concentration tested.

Discussion
Here we analyzed a mutant cadherin allele, PgCad1 allele r14, which is associated with pink bollworm resistance 
to Cry1Ac and survival on transgenic Bt cotton producing Cry1Ac. The r14 allele has a 234-bp insertion in exon 
12 and producing a transcript with a 108-bp deletion causing the loss of 36 amino acids in the CR5 domain of 
PgCad1 protein. Because the deletion corresponds exactly with the amino acids encoded by exon 12, we infer 
the insertion probably causes mis-splicing of exon 12. This mutation differs from those reported previously in 
16 other PgCad1 alleles associated with resistance to Bt toxin Cry1Ac23–28.

The binding sites for Cry1A toxins in lepidopteran cadherin are mainly in the CRs adjacent to the membrane 
proximal region (MPR)30–34. However, CR5 (amino acids 595–630), which is disrupted by the mutation in r14, is 
upstream of the reported binding sites for Cry1Ac in PgCad1, including CR9-CR12 and the MPR33. Nonetheless, 
the mutation in r14 encoding the partial deletion of CR5 was tightly linked with resistance. Like the deletions 
in r14, the deletions in PgCad1 encoded by the r1 and r13 alleles are upstream of the toxin-binding regions23,33. 
Although we did not measure binding in this study, we suspect that r14 reduces binding of Cry1Ac to PgCad1, 
as observed with other mutations disrupting PgCad135.

In experiments with transfected insect cells, the mislocalization of cadherin associated with r14 (Fig. 2) is 
similar to previous results for alleles r13, r15B and r16 of pink bollworm and the mHaCad allele of H. armig-
era26–28,36. Whereas the r14 mutation disrupts CR5, the mutations in r13, r15B and r16 of pink bollworm affect the 
transmembrane region of PgCad126–28 and mHaCad alters the N-terminal region of HaCad36. Collectively, these 
results suggest that correct expression and localization of PgCad1 may rely on several domains of this protein.

In larval midgut tissues, transcript abundance of PgCad1 did not differ between AQ189 harboring r14 and 
the susceptible strain APHIS-S. This is similar to results with the mHaCad allele36, but differs from the signifi-
cantly reduced abundance of PgCad1 transcript associated with the r17 and r2 alleles of pink bollworm29. For the 
three other alleles associated with mislocalization of cadherin in pink bollworm (r13, r15B and r16), the relative 
transcript abundance of PgCad1 remains to be evaluated.

The transcript abundance of PgCad1 was not significantly lower in AQ189 than APHIS-S, but the amount of 
PgCad1 protein appears to be reduced in AQ189 relative to APHIS-S based on the decreased immunofluorescence 
in larval midgut cells (Fig. 4) and the fainter band in the Western blot of recombinant cadherin proteins within 
Hi5 cells (Fig. S5). These results imply that factors contributing to the resistance in AQ189 relative to APHIS-S 
could include reduced translation of PgCad1 transcripts, increased degradation of PgCad1 protein, or both.

Although the mutation site and mechanism of r14 are novel, the resistance phenotype in AQ189 is similar 
to that of other Cry1Ac-resistant strains of pink bollworm from the U.S. and China harboring mutant PgCad1 
alleles23,24,26–28,37,38. Like AQ189, the other strains have > 100-fold resistance to Cry1Ac that is recessively inherited, 
whereas their cross-resistance to Cry2Ab is weak or nil. Unlike susceptible strains, the resistant strains completed 
their life cycle on Cry1Ac-producing cotton. However, their performance on Cry1Ac cotton was not as good as 
on non-Bt cotton, indicating incomplete resistance. On Bt cotton relative to non-Bt cotton, the net reproductive 
rate was 0.23 for AQ189, which is similar to resistant strains from China harboring r13 (0.16) and r15 (0.25) and 
to U.S. resistant strains carrying alleles r1, r2 and r3 (0.35)26,28,37.

Including the new results reported here, pink bollworm resistance to Cry1Ac is associated with mutations 
that affect the amino sequence or quantity of PgCad1 in all lab-selected strains and field-selected populations 
that have been evaluated23–29. Thus, this study and previous results indicate PgCad1 plays a key role in the mode 
of action of Cry1Ac. Disruption or reduced abundance of this protein can confer high levels of pink bollworm 
resistance to Cry1Ac.

In DNA screening of field populations of pink bollworm that had sustained susceptibility to Cry1Ac, alleles 
r1, r2 and r3 were not detected in over 9,000 individuals sampled in the southwestern U.S. from 2000 to 2011, and 
the combined frequency of seven resistance alleles (r1-r3 and r13-r16) was 0.005 in 19,748 individuals sampled 
in China’s Yangtze River Valley from 2012 to 201522,39,40. The frequency of r14 was 0.000222. In field-selected, 
Cry1Ac-resistant populations from India, alleles r1–r4 identified from lab-selected strains in the U.S. were not 
detected in 436 individuals screened by PCR, but sequencing of DNA from eight individuals revealed eight novel, 
severely disrupted PgCad1 alleles (r5–r12) and 19 transcript isoforms generated by mis-splicing25. Whereas the 
low frequency of mutant PgCad1 alleles in the U.S. and China was associated with sustained susceptibility to 
Cry1Ac, the high frequency of such alleles in India was associated with practical resistance to Cry1Ac observed 
there22,25,39,40. These results suggest that tracking the frequency of mutant PgCad1 alleles may be useful for moni-
toring resistance to Cry1Ac in field populations of pink bollworm. However, given the diversity of resistance 
alleles and transcript isoforms detected already for PgCad1, and the likelihood that even more diversity occurs in 
field-selected populations, comprehensive monitoring will require detection of mutations throughout this gene.

Materials and methods
Insect strains.  We used three strains of pink bollworm: a susceptible strain named APHIS-S and two resist-
ant strains named AZP-R and AQ189. The APHIS-S strain, which originated from Arizona, USA, has been 
reared in the laboratory for over 30 years without exposure to Bt proteins or other insecticides41. The AZP-R 
strain originated from Cry1Ac-resistant individuals collected in 1997 from ten field populations in Arizona and 
was repeatedly selected with Cry1Ac in the laboratory23,24,42. The AQ189 strain, which is composed of homozy-
gous r14r14 individuals, was isolated from the F1 progeny of a single-pair cross between a field-collected male 
(#47) from Anqing and a female (PgCad1 genotype r1r1) from AZP-R26. We generated AQ189 by screening with 
Cry1Ac, additional single-pair crosses, and DNA screening of PgCad1 (Fig. S6).
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For all three strains, larvae were reared on an artificial diet43 and adults supplied with 8% honey solution 
at 29 ± 1 °C, photoperiod (16L: 8D), relative humidity 50 ± 10% for larvae and 70 ± 10% for adults. Larvae of 
AQ189 and AZP-R were reared every fifth generation on a diet containing 10 μg Cry1Ac protoxin per mL of 
diet to maintain resistance.

Bt toxins.  For exposure of larvae to Bt proteins in diet, we used the protoxin form of Cry1Ac from Bt strain 
HD73 and Cry2Ab from Bt strain B-Pr-88 from Zhongbao Biotechnology Company, Beijing, China. For assays 
with transformed cells, we used activated Cry1Ac toxin from Marianne Pusztai-Carey (Case Western Reserve 
University, Cleveland, OH)26,44. For activated Cry1Ac, the protoxin inclusion bodies were obtained from E. coli 
cells transformed with the cry1Ac gene from the HD1 strain of Bt subsp. kurstaki, then solubilized, activated by 
trypsin, purified, and lyophilized.

Cloning and sequencing of PgCad1 from AQ189.  Fourth instar larvae of AQ189 strain that survived 
on diet containing 10 μg Cry1Ac per mL diet were used to clone and sequence the complete cDNA and partial 
gDNA of PgCad1 (GenBank accession nos. KY814706 and KY814707.1, respectively). The TaKaRa MiniBEST 
Universal RNA Extraction Kit (TaKaRa) was used to extract total RNA and gDNA simultaneously from fourth 
instar larvae (n = 8). We used M-MLV Reverse Transcriptase (Promega) to synthesize the first cDNA strand, and 
attained the full-length cDNA sequence of PgCad1 based on PCR amplification using two pairs of specific prim-
ers (F1/R1, F2/R2, Table S4). To determine the gDNA flanking sequences of the mutation site from the r14 allele, 
PCR amplification was performed using the primers gF189 + gR189 (Table S4) and Ex-Taq DNA polymerase 
(TaKaRa). The PCR steps were as follows: 98 °C for 1 min, then 33 cycles including 98 °C for 10 s, 58 °C for 30 s 
and 72 °C for 2 min, and finally 72 °C for 10 min. Subsequently, the PCR products were purified, cloned and 
sequenced, and the gDNA and cDNA sequences of r14 were analyzed as reported previously26.

Figure 4.   Localization of PgCad1 protein in middle midgut tissue sections of fourth instar larvae of APHIS-S 
(susceptible) and AQ189 (resistant). PgCad1 protein was revealed by immunofluorescence using rabbit anti-
PgCad1 antibody. BBM: brush border membrane. PM: peritrophic membrane.
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Bioassays.  We performed diet bioassays to analyze larval susceptibility of AQ189 to Cry1Ac and Cry2Ab 
protoxins, compared to the susceptible APHIS-S strain. The concentration of Cry1Ac varied from 0 µg/mL diet 
(control group) to 10 µg/mL diet for the susceptible strain and the F1 progeny from the two reciprocal crosses 
between APHIS-S and AQ189, and to 40 µg/mL diet for AQ189. The concentration of Cry2Ab varied from 0 µg/
mL diet to 1.92 µg/mL diet for APHIS-S and 2.16 µg/mL diet for AQ189. For each concentration, three replicates 
of 24 neonates each (n = 72) were performed.

Inheritance of resistance.  We established two reciprocal mass crosses by pairing 30 female APHIS-S with 
30 male AQ189, and 30 female AQ189 with 30 male APHIS-S in two different 2 L containers to obtain F1 off-
spring. We performed diet bioassays using newly hatched larvae from the two F1 sets of progeny as described 
above. We calculated the dominance parameter h ranging from 0 for complete recessive to 1 for complete domi-
nance based on adjusted survival at 10 μg Cry1Ac per mL diet45.

Genetic linkage analysis.  We carried out genetic linkage analysis to determine if Cry1Ac resistance in 
AQ189 is genetically linked with the r14 allele. We established five backcross families by pairing an F1 male 
(AQ189  APHIS-S) with a female from AQ189 for each family. Crossing over in Lepidoptera occurs only in 
males46. So, to determine if resistance was tightly linked with r14, we chose F1 males to set up backcross families. 
For each backcross family, the number of neonates used for bioassays was 90–100, including roughly 40 neonates 
on control diet and 50–60 neonates on diet treated diet with 10 μg Cry1Ac per mL diet. We performed DNA-
based PCR detection using specific primers as mentioned above to genotype all the survivors on the untreated 
diet or treated diet from each backcross family. We identified genotypes for a total of 254 individuals, with 154 
individuals from untreated diet (n = 30, 31, 31, 30, and 32 larvae per backcross family) and 100 individuals from 
treated diet (n = 20 individuals for each family).

Life history traits.  We determined the life history traits for larvae from AQ189 and APHIS-S on bolls 
collected from Bt cotton generating Cry1Ac (GK19) and bolls from non-Bt cotton (Simian-3). Both GK19 and 
Simian-3 were provided by Institute of Cotton Research of CAAS, China. We conducted three replicates with 
7–12 bolls from Bt cotton and 6–15 bolls from non-Bt cotton for each strain and replicate. We used 1170 newly 
hatched larvae including 210 larvae from AQ189 and 350 larvae from APHIS-S on Bt bolls, and 180 larvae from 
AQ189 and 430 larvae from APHIS-S on non-Bt bolls. The life history characteristics including the number of 
entry holes, exit holes, pupae, male and female adults, eggs laid by each female, time to pupation, pupal weight, 
and percentage of eggs hatching were recorded and analyzed as before26–28.

Construction and expression of fusion proteins and Hi5 cell transfection.  We amplified the 
PgCad1 genes from larval midguts of APHIS-S and AQ189 using a pair of primers (PgCADF and PgCADR) 
including EcoRI and SacII restriction sites (Table S4). The complete open reading frames of s and r14 allele were 
individually obtained and cloned into the pIE2-EGFP-N1 plasmid, which contains the green fluorescent protein 
(GFP) gene as a marker47. The pIE2-EGFP-N1 plasmid was kindly provided by Dr. Kaiyu Liu, Central China 
Normal University, China. Recombinant vectors were identified by double enzyme digestion and DNA sequenc-
ing and then applied to transfect Hi5 cells (the Trichoplusia ni cell line, BTI-Tn-5B1-4 cells48) to express the 
fusion proteins sPgCad1-GFP and r14PgCad1-GFP. We used the pDsRed2-ER vector to label the endoplasmic 
reticulum (ER) of Hi5 cells, carried out cell transfection, and calculated the transfection efficiency as described 
previously26,36.

To transfect Hi5 cells, we applied 2 μg of the recombinant vector pIE2-sPgCad1-GFP or pIE2-r14PgCad1-
GFP. The transformed cells were cultured, lysed, and subsequently analyzed based on immunoblotting. For 
lysed cells from each sample, the total protein contents were measured by applying Pierce BCA protein assay 
kit (Thermo). Cell lysates with the same amount (30 µg) of total protein from each sample were separated on 
a 12% SDS-PAGE gel for 60 min at 70 V and 120 min at 120 V, then transferred to the polyvinylidene fluoride 
(PVDF) membrane (5 h at 135 mA) and subsequently subjected to immunodetection with anti-GFP (1:4000) 
and anti-actin (1:4000) monoclonal antibodies and Daylight 800 labeled goat anti-mouse antibody (1:8000) in 
sequential order as shown previously26.

Cry1Ac toxicity to Hi5 cells.  After transfection for 24 h, we tested Cry1Ac toxicity to Hi5 cells trans-
fected with recombinant vectors pIE2-sPgCad1-GFP or pIE2-r14PgCad1-GFP. We detected the transformed 
cells using a fluorescence microscope after treatment with activated Cry1Ac (six groups ranging from 0 to 40 μg 
per mL PBS) for one hour. We evaluated cell toxicity using the ratio of swollen cells as described previously47. 
We performed three repeats for each group and applied the ratio of swollen cells for six observed visual fields per 
repeat per group to determine cells toxicity.

PgCad1 detection in midgut tissue sections using immunofluorescence.  We dissected fourth 
instar larvae from AQ189 and APHIS-S to obtain their midgut tissue and immediately applied 4% paraformal-
dehyde for fixing the tissues. The dehydrated midgut tissue was wrapped in paraffin and sliced into sections via 
a microtome as previously described49. Next, we fixed midgut tissue sections on salinized glass slides to dewax 
and rehydrate, and applied 10 mM citrate buffer (pH 6.0) for ten minutes at 98 °C to reveal to antigen, and sub-
sequently used 5% goat serum for blocking. We applied the primary anti-PgCad1 antibody (final concentration: 
4.4 µg/mL) and the secondary goat anti-rabbit fluorescence antibody conjugated with TRITC (final concentra-
tion: 2.5 µg/mL) in sequential order to incubate the tissue sections as shown previously27. Then, we washed the 
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tissue sections three times using PBS, and performed the fluorescence analysis. The anti-PgCad1 polyclonal anti-
body was produced by ABclonal Biotechnology Co., Ltd (Wuhan, China) using the purified recombinant protein 
containing amino acids 22 to 311 (Fig. S1) based on the consensus sequence of the wild and mutant PgCad1 as 
antigen to immunize rabbit. Two midguts were analyzed for each strain, and three images were viewed for each 
midgut. We chose the best quality images for each strain for Fig. 4.

Transcript abundance of PgCad1 in midgut tissue.  We compared transcript abundance of PgCad1 
between APHIS-S and AQ189 using fluorescence quantitative real-time PCR (qPCR). We extracted total RNA 
from midgut tissue of fourth instar larvae using Trizol (Invitrogen) reagent and detected their quality and quan-
tity using gel electrophoresis and spectrophotometry (Nano-200, Hangzhou Allsheng Instrument Co. Ltd., 
China). The total RNA (1 µg) from each sample was used to produce first-strand cDNA based on the PrimeScript 
RT reagent Kit with gDNA Eraser (TAKARA). Two pairs of primers (PgCad1qF/PgCad1qR, ACF/ACR) were 
designed for qPCR according to the cDNAs of PgCad1 (GenBank no. AY198374) and β-actin from pink boll-
worm (GenBank no. MH423440.1). The qPCR for PgCad1 and β-actin genes were conducted on a thermocycler 
(Eppendorf realplex4) using TB Green Premix Ex Taq II (Tli RNaseH Plus) (TAKARA) as follows: 95 °C for 30 s, 
and then 40 cycles at 95 °C for 5 s, and 60 °C for 40 s, and followed by a melting curve temperature from 60 °C to 
95 °C with 0.5 °C intervals. For each sample of larval midgut tissue used for RNA extraction, we pooled midgut 
tissues from 10 fourth instar larvae. For each strain (APHIS-S and AQ189), we used four samples (total of 40 
larvae per strain) and tested each sample three times. For all qPCR assays, we applied a template without cDNA 
but only sterile water for negative control and quantified the PgCad1 gene using the β-actin reference gene as an 
endogenous control. We determined the relative expression level of PgCad1 based on the mathematical models 
Ct (2−∆∆Ct) method as described previously50.

Statistical analysis.  We performed probit analyses using SPSS51. From the bioassay data, we calculated the 
LC50 (concentration killing 50% of larvae) and its 95% fiducial limits. We also carried out probit analyses of cell 
toxicity data to determine the EC50 (effective concentration causing swelling in 50% of cells) and its 95% fiducial 
limits. In the genetic linkage analysis, we applied a one-sample t-test to determine if the proportion of r14r14 
individuals surviving on control diet differed significantly from the expected value of 0.50 based on random 
segregation. To determine if the proportion of survivors that were r14r14 differed significantly between Cry1Ac-
treated diet and control diet, we performed Fisher’s exact test. We carried out one-way ANOVA and Tukey’s 
HSD test to determine if statistically significant differences occurred in development time or weight of pupae for 
AQ189 on Bt cotton, AQ189 on non-Bt cotton, and APHIS-S on non-Bt cotton. For AQ189, we applied Fisher’s 
exact test to evaluate the null hypotheses that survival from neonate to adult and adult sex ratio were similar 
between Bt cotton and non-Bt cotton.

Received: 23 June 2020; Accepted: 23 September 2020

References
	 1.	 Sanahuja, G., Banakar, R., Twyman, R. M., Capell, T. & Christou, P. Bacillus thuringiensis: a century of research, development and 

commercial applications. Plant Biotech. J. 9, 283–300. https​://doi.org/10.1111/j.1467-7652.2011.00595​.x (2011).
	 2.	 Pardo-Lopez, L., Soberón, M. & Bravo, A. Bacillus thuringiensis insecticidal three-domain Cry toxins: mode of action, insect 

resistance and consequences for crop protection. FEMS Microbiol. Rev. 37, 3–22. https​://doi.org/10.1111/j.1574-6976.2012.00341​
.x (2013).

	 3.	 National Academies of Sciences, Engineering and Medicine. Genetically Engineered Crops: Experiences and Prospects (The National 
Academies Press, Washington, DC, 2016).

	 4.	 ISAAA. Global status of commercialized biotech/GM crops in 2018: biotech crops continue to help meet the challenges of increased 
population and climate change. ISAAA Brief No. 54 (ISAAA: Ithaca, NY) (2018).

	 5.	 Romeis, J., Naranjo, S. E., Meissle, M. & Shelton, A. M. Genetically engineered crops help support conservation biological control. 
Biol. Control 130, 136–154. https​://doi.org/10.1016/j.bioco​ntrol​.2018.10.001 (2019).

	 6.	 Comas, C., Lumbierres, B., Pons, X. & Albajes, R. No effects of Bacillus thuringiensis maize on nontarget organisms in the field in 
southern Europe: a meta-analysis of 26 arthropod taxa. Transgenic Res. 23, 135–143. https​://doi.org/10.1007/s1124​8-013-9737-0 
(2014).

	 7.	 Nicolia, A., Manzo, A., Veronesi, F. & Rosellini, D. An overview of the last 10 years of genetically engineered crop safety research. 
Crit. Rev. Biotechnol. 34, 77–88. https​://doi.org/10.3109/07388​551.2013.82359​5 (2014).

	 8.	 Dively, G. P. et al. Regional pest suppression associated with widespread Bt maize adoption benefits vegetable growers. Proc. Natl. 
Acad. Sci. USA 115, 3320–3325. https​://doi.org/10.1073/pnas.17206​92115​ (2018).

	 9.	 Zhang, W. et al. Multidecadal, county-level analysis of the effects of land use, Bt cotton, and weather on cotton pests in China. 
Proc. Natl. Acad. Sci. USA 115, E7700–E7709. https​://doi.org/10.1073/pnas.17214​36115​ (2018).

	10.	 Tabashnik, B. E. & Carrière, Y. Surge in insect resistance to transgenic crops and prospects for sustainability. Nat. Biotechnol. 35, 
926–935. https​://doi.org/10.1038/nbt.3974 (2017).

	11.	 Calles-Torrez, V. et al. Field-evolved resistance of northern and western corn rootworm (Coleoptera: Chrysomelidae) populations 
to corn hybrids expressing single and pyramided Cry3Bb1 and Cry34/35Ab1 Bt proteins in North Dakota. J. Econ. Entomol. 112, 
1875–1886. https​://doi.org/10.1093/jee/toz11​1 (2019).

	12.	 Smith, J. L., Farhan, Y. & Schaafsma, A. W. Practical resistance of Ostrinia nubilalis (Lepidoptera: Crambidae) to Cry1F Bacillus 
thuringiensis maize discovered in Nova Scotia, Canada. Sci. Rep. 9, 18247. https​://doi.org/10.1038/s4159​8-019-54263​-2 (2019).

	13.	 Tabashnik, B. E. & Carrière, Y. Global patterns of resistance to Bt crops highlighting pink bollworm in the United States, China, 
and India. J. Econ. Entomol. 112, 2513–2523. https​://doi.org/10.1093/jee/toz17​3 (2019).

	14.	 Heckel, D. G. How do toxins from Bacillus thuringiensis kill insects? An evolutionary perspective. Arch. Insect. Biochem. Physiol. 
104, e21673. https​://doi.org/10.1002/arch.21673​ (2020).

https://doi.org/10.1111/j.1467-7652.2011.00595.x
https://doi.org/10.1111/j.1574-6976.2012.00341.x
https://doi.org/10.1111/j.1574-6976.2012.00341.x
https://doi.org/10.1016/j.biocontrol.2018.10.001
https://doi.org/10.1007/s11248-013-9737-0
https://doi.org/10.3109/07388551.2013.823595
https://doi.org/10.1073/pnas.1720692115
https://doi.org/10.1073/pnas.1721436115
https://doi.org/10.1038/nbt.3974
https://doi.org/10.1093/jee/toz111
https://doi.org/10.1038/s41598-019-54263-2
https://doi.org/10.1093/jee/toz173
https://doi.org/10.1002/arch.21673


9

Vol.:(0123456789)

Scientific Reports |        (2020) 10:16840  | https://doi.org/10.1038/s41598-020-74102-z

www.nature.com/scientificreports/

	15.	 Wu, Y. D. Detection and mechanisms of resistance evolved in insects to Cry toxins from Bacillus thuringiensis. Adv. Insect. Physiol. 
47, 297–342. https​://doi.org/10.1016/B978-0-12-80019​7-4.00006​-3 (2014).

	16.	 Peterson, B., Bezuidenhout, C. C. & Van den Berg, J. An overview of mechanisms of Cry toxin resistance in lepidopteran insects. 
J. Econ. Entomol. 110, 362–377. https​://doi.org/10.1093/jee/tow31​0 (2017).

	17.	 de Bortoli, C. P. & Jurat-Fuentes, J. L. Mechanisms of resistance to commercially relevant entomopathogenic bacteria. Curr. Opin. 
Insect. Sci. 33, 56–62. https​://doi.org/10.1016/j.cois.2019.03.007 (2019).

	18.	 Huang, J. et al. Evaluation of five candidate receptors for three Bt toxins in the beet armyworm using CRISPR-mediated gene 
knockouts. Insect. Biochem. Mol. Biol. 121, 103361. https​://doi.org/10.1016/j.ibmb.2020.10336​1 (2020).

	19.	 Henneberry, T. J. & Naranjo, S. E. Integrated management approaches for pink bollworm in the Southwestern United States. Integr. 
Pest. Manage. Rev. 3, 31–52. https​://doi.org/10.1023/A:10096​73622​862 (1998).

	20.	 Centre for Agriculture and Bioscience International.Invasive Species Compendium. Pectinophora gossypiella (pink bollworm) (Access 
on 23 April 2020). https​://www.cabi.org/isc/datas​heet/39417​.

	21.	 Wan, P. et al. Hybridizing transgenic Bt cotton with non-Bt cotton counters resistance in pink bollworm. Proc. Natl. Acad. Sci. 
USA 114, 5413–5418. https​://doi.org/10.1073/pnas.17003​96114​ (2017).

	22.	 Wang, J. et al. Bt resistance alleles in field populations of pink bollworm from China: similarities with the United States and 
decreased frequency from 2012 to 2015. Pest. Manag. Sci. 76, 527–533. https​://doi.org/10.1002/ps.5541 (2020).

	23.	 Morin, S. et al. Three cadherin alleles associated with resistance to Bacillus thuringiensis in pink bollworm. Proc. Natl. Acad. Sci. 
USA 100, 5004–5009. https​://doi.org/10.1073/pnas.08310​36100​ (2003).

	24.	 Fabrick, J. A. & Tabashnik, B. E. Similar genetic basis of resistance to Bt toxin Cry1Ac in boll-selected and diet-selected strains of 
pink bollworm. PLoS ONE 7, e35658. https​://doi.org/10.1371/journ​al.pone.00356​58 (2012).

	25.	 Fabrick, J. A. et al. Alternative splicing and highly variable cadherin transcripts associated with field-evolved resistance of pink 
bollworm to bt cotton in India. PLoS ONE 9, e97900. https​://doi.org/10.1371/journ​al.pone.00979​00 (2014).

	26.	 Wang, L. et al. Resistance to Bacillus thuringiensis linked with a cadherin transmembrane mutation affecting cellular trafficking 
in pink bollworm from China. Insect. Biochem. Mol. Biol. 94, 28–35. https​://doi.org/10.1016/j.ibmb.2018.01.004 (2018).

	27.	 Wang, L. et al. Pink bollworm resistance to Bt toxin Cry1Ac associated with an insertion in cadherin exon 20. Toxins 11, E186. 
https​://doi.org/10.3390/toxin​s1104​0186 (2019).

	28.	 Wang, L. et al. Transposon insertion causes cadherin mis-splicing and confers resistance to Bt cotton in pink bollworm from China. 
Sci. Rep. 9, 7479. https​://doi.org/10.1038/s4159​8-019-43889​-x (2019).

	29.	 Fabrick, J. A. et al. Reduced cadherin expression associated with resistance to Bt toxin Cry1Ac in pink bollworm. Pest Manag. Sci. 
76, 67–74. https​://doi.org/10.1002/ps.5496 (2020).

	30.	 Gomez, I., Dean, D. H., Bravo, A. & Soberón, M. Molecular basis for Bacillus thuringiensis Cry1Ab toxin specificity: two structural 
determinants in the Manduca sexta Bt-R1 receptor interact with loops alpha-8 and 2 in domain II of Cy1Ab toxin. Biochemistry 
42, 10482–10489. https​://doi.org/10.1021/bi034​440p (2003).

	31.	 Hua, G., Jurat-Fuentes, J. L. & Adang, M. J. Bt-R1a extracellular cadherin repeat 12 mediates Bacillus thuringiensis Cry1Ab binding 
and cytotoxicity. J. Biol. Chem. 279, 28051–28056. https​://doi.org/10.1074/JBC.M8059​05200​ (2004).

	32.	 Xie, R. et al. Single amino acid mutations in the cadherin receptor from Heliothis virescens affect its toxin binding ability to Cry1A 
toxins. J. Biol. Chem. 280, 8416–8425. https​://doi.org/10.1074/JBC.M4084​03200​ (2005).

	33.	 Fabrick, J. A. & Tabashnik, B. E. Binding of Bacillus thuringiensis toxin Cry1Ac to multiple sites of cadherin in pink bollworm. 
Insect. Biochem. Mol. Biol. 37, 97–106. https​://doi.org/10.1016/j.ibmb.2006.10.010 (2007).

	34.	 Wang, L. et al. A cadherin-like protein influences Bacillus thuringiensis Cry1Ab toxicity in the oriental armyworm Mythimna 
separata. Environ. Microbiol. Rep. 5, 438–443. https​://doi.org/10.1111/1758-2229.12036​ (2013).

	35.	 González-Cabrera, J., Escriche, B., Tabashnik, B. E. & Ferré, J. Binding of Bacillus thuringiensis toxins in resistant and suscepti-
ble strains of pink bollworm (Pectinophora gossypiella). Insect. Biochem. Mol. Biol. 33, 929–935. https​://doi.org/10.1016/S0965​
-1748(03)00099​-7 (2003).

	36.	 Xiao, Y. et al. A single point mutation resulting in cadherin mislocalization underpins resistance against Bacillus thuringiensis 
toxin in cotton bollworm. J. Biol. Chem. 292, 2933–2943. https​://doi.org/10.1074/jbc.M116.76867​1 (2017).

	37.	 Tabashnik, B. E. et al. Association between resistance to Bt cotton and cadherin genotype in pink bollworm. J. Econ. Entomol. 98, 
635–644. https​://doi.org/10.1603/0022-0493-98.3.635 (2005).

	38.	 Fabrick, J. A. et al. Multi-toxin resistance enables pink bollworm survival on pyramided Bt cotton. Sci. Rep. 5, 16554. https​://doi.
org/10.1038/srep1​6554 (2015).

	39.	 Tabashnik, B. E. et al. DNA screening reveals pink bollworm resistance to Bt cotton remains rare after a decade of exposure. J. 
Econ. Entomol. 99, 1525–1530. https​://doi.org/10.1093/jee/99.5.1525 (2006).

	40.	 Tabashnik, B. E. et al. Sustained susceptibility of pink bollworm to Bt cotton in the United States. GM Crops Food 3, 194–200. https​
://doi.org/10.4161/gmcr.20329​ (2012).

	41.	 Liu, Y. B., Tabashnik, B. E., Meyer, S. K., Carrière, Y. & Bartlett, A. C. Genetics of pink bollworm resistance to Bacillus thuringiensis 
toxin Cry1Ac. J. Econ. Entomol. 94, 248–252. https​://doi.org/10.1603/0022-0493-94.1.248 (2001).

	42.	 Tabashnik, B. E. et al. Frequency of resistance to Bacillus thuringiensis in field populations of pink bollworm. Proc. Natl. Acad. Sci. 
USA 97, 12980–12984. https​://doi.org/10.1073/pnas.97.24.12980​ (2000).

	43.	 Bartlett, A. C. & Wolf, W. W. Pectinophora gossypiella. In Handbook of Insect Rearing (eds Moore, R. F. & Singh, P.) 415–430 (Elsevier 
Scientific Publishing, Amsterdam, 1985).

	44.	 Carey, P. R., Lessard, T., Pusztai, M. & Yaguchi, M. Isolation, quantitation, and purification of insecticidal proteins from Bacillus 
thuringiensis. United States Patent 5356788 (1994).

	45.	 Liu, Y. & Tabashnik, B. E. Inheritance of resistance to the Bacillus thuringiensis toxin Cry1C in the diamondback moth. Appl. 
Environ. Microbiol. 63, 2218–2223 (1997).

	46.	 Heckel, D. G., Gahan, L. J., Liu, Y. B. & Tabashnik, B. E. Genetic mapping of resistance to Bacillus thuringiensis toxins in diamond-
back moth using biphasic linkage analysis. Proc. Natl. Acad. Sci. USA 96, 8373–8377. https​://doi.org/10.1073/pnas.96.15.8373 
(1999).

	47.	 Xu, P. et al. Expression of recombinant and mosaic Cry1Ac receptors from Helicoverpa armigera and their influences on the cytotox-
icity of activated Cry1Ac to Spodoptera litura Sl-HP cells. Cytotechnology 68, 481–496. https​://doi.org/10.1007/s1061​6-014-9801-5 
(2016).

	48.	 Wickham, T. J. & Nemerow, G. R Optimization of growth methods and recombinant protein production in BTI-Tn-5B1-4 insect 
cells using the baculovirus expression system. Biotechnol. Prog. 9, 25–30. https​://doi.org/10.1021/bp000​19a00​4 (1993).

	49.	 Rabiau, N. et al. Immunohistochemical staining of mucin 1 in prostate tissues. Vivo 23, 203–207 (2009).
	50.	 Wong, M. L. & Medrano, J. F. Real-time PCR for mRNA quantitation. Biotechniques 39, 75–85. https​://doi.org/10.2144/05391​RV01 

(2005).
	51.	 Allen, P., Bennett, K. & Heritage, B. SPSS statistics version 22: a practical guide. Cengage Learning Australia (2014). https​://hdl.

handl​e.net/20.500.11937​/42518​.

https://doi.org/10.1016/B978-0-12-800197-4.00006-3
https://doi.org/10.1093/jee/tow310
https://doi.org/10.1016/j.cois.2019.03.007
https://doi.org/10.1016/j.ibmb.2020.103361
https://doi.org/10.1023/A:1009673622862
https://www.cabi.org/isc/datasheet/39417
https://doi.org/10.1073/pnas.1700396114
https://doi.org/10.1002/ps.5541
https://doi.org/10.1073/pnas.0831036100
https://doi.org/10.1371/journal.pone.0035658
https://doi.org/10.1371/journal.pone.0097900
https://doi.org/10.1016/j.ibmb.2018.01.004
https://doi.org/10.3390/toxins11040186
https://doi.org/10.1038/s41598-019-43889-x
https://doi.org/10.1002/ps.5496
https://doi.org/10.1021/bi034440p
https://doi.org/10.1074/JBC.M805905200
https://doi.org/10.1074/JBC.M408403200
https://doi.org/10.1016/j.ibmb.2006.10.010
https://doi.org/10.1111/1758-2229.12036
https://doi.org/10.1016/S0965-1748(03)00099-7
https://doi.org/10.1016/S0965-1748(03)00099-7
https://doi.org/10.1074/jbc.M116.768671
https://doi.org/10.1603/0022-0493-98.3.635
https://doi.org/10.1038/srep16554
https://doi.org/10.1038/srep16554
https://doi.org/10.1093/jee/99.5.1525
https://doi.org/10.4161/gmcr.20329
https://doi.org/10.4161/gmcr.20329
https://doi.org/10.1603/0022-0493-94.1.248
https://doi.org/10.1073/pnas.97.24.12980
https://doi.org/10.1073/pnas.96.15.8373
https://doi.org/10.1007/s10616-014-9801-5
https://doi.org/10.1021/bp00019a004
https://doi.org/10.2144/05391RV01
http://hdl.handle.net/20.500.11937/42518
http://hdl.handle.net/20.500.11937/42518


10

Vol:.(1234567890)

Scientific Reports |        (2020) 10:16840  | https://doi.org/10.1038/s41598-020-74102-z

www.nature.com/scientificreports/

Acknowledgments
China’s Key Project for Breeding Genetically Modified Organisms (Grant 2016ZX08012-004) and the United 
States Department of Agriculture, Agriculture and Food Research Initiative (Grant 2018-67013-27821) sup-
ported this work.

Author contributions
K.W. designed this study. L.W., Y.M, W.W., M.X., S.C., J.W. and D.X. performed the experiments. L.W., P.W., K.L., 
Y.X., X.L. and B.E.T. analyzed and interpreted the data. L.W. wrote the original draft. K.L., X.L., B.E.T. and K.W. 
edited the manuscript. All authors read and approved the final manuscript.

Competing interests 
Syngenta, Gowan, DuPont Pioneer, Dow AgroSciences, Monsanto, and Bayer CropScience have funded other 
research by X. L., B.E.T., or both; but these companies did not provide funding for the study reported here. B.E.T. 
is a co-author of patents (WO2008150150A2, WO2008150150A3 et al.) on “Suppression of Resistance in Insects 
to Bacillus thuringiensis Cry Toxins, Using Toxins that do not Require the Cadherin Receptor.” All other authors 
have no competing interests.

Additional information
Supplementary information  is available for this paper at https​://doi.org/10.1038/s4159​8-020-74102​-z.

Correspondence and requests for materials should be addressed to K.W.

Reprints and permissions information is available at www.nature.com/reprints.

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

Open Access   This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the 
Creative Commons licence, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from 
the copyright holder. To view a copy of this licence, visit http://creat​iveco​mmons​.org/licen​ses/by/4.0/.

© The Author(s) 2020

https://doi.org/10.1038/s41598-020-74102-z
www.nature.com/reprints
http://creativecommons.org/licenses/by/4.0/

	Cadherin repeat 5 mutation associated with Bt resistance in a field-derived strain of pink bollworm
	Results
	Sequencing of PgCad1 allele r14 and allele-specific PCR. 
	Inheritance of resistance to Cry1Ac and cross-resistance to Cry2Ab. 
	Genetic linkage analysis. 
	Life History Traits of AQ189 and APHIS-S on Cotton Bolls. 
	Localization and Transcript Abundance of PgCad1 in Larval Midgut Tissues of AQ189 and APHIS-S. 
	PgCad1 Localization and Susceptibility to Cry1Ac in Transfected Cells. 

	Discussion
	Materials and methods
	Insect strains. 
	Bt toxins. 
	Cloning and sequencing of PgCad1 from AQ189. 
	Bioassays. 
	Inheritance of resistance. 
	Genetic linkage analysis. 
	Life history traits. 
	Construction and expression of fusion proteins and Hi5 cell transfection. 
	Cry1Ac toxicity to Hi5 cells. 
	PgCad1 detection in midgut tissue sections using immunofluorescence. 
	Transcript abundance of PgCad1 in midgut tissue. 
	Statistical analysis. 

	References
	Acknowledgments


