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Table S1. Primers used for cloning and genotyping of PgCad1 

 

 Namea Primer sequence (5´-3´) Template Strain Size (bp) 

 
F1 CATACTGGTGACGGTGCTTCT 

cDNA 
APHIS-S 2384 

R1 GGACTTGGTTGTAAAGTGGGC JL46 2384 

      

 
F2 GACCTTCAGTATTCGGGAGCG 

cDNA 
APHIS-S 2890 

R2 CATGCGCCTGTTAGTGAACTC JL46 2587/2697 

      

 
gF46 CAGGGAACTACTCACCGTTCGT 

gDNA 
APHIS-S 2223 

gR46 ACCGTCTCCACATCGTTCAGGA JL46 5601 

      

 
r15F GCAACTCATTCCGAAAACGC 

gDNA 
APHIS-S None 

r15allR1 GAGTCCACCGCCATAGAACC JL46 652 

      

 
notr15F GTCCAAGGTGTGTTGAACCA 

gDNA 
APHIS-S 152 

r15allR2 ATGCTGGCAGTAGGTTGTATCC JL46 None 

      

 

PgCADF 
CCGGAATTCGCCACCATGGCGGGTGA 

CGCCTGCAT 
cDNA APHIS-S 5205 

PgCADR1 
TCCCCGCGGACCGCCTCCGCCACCG 

CCTGGTCGCATGCGCCTGTTAGTG 
cDNA JL46 4902 

PgCADR2 
TCCCCGCGGACCGCCTCCGCCACCG 

CCCCTCTGCCGTATCTGTCTTCTC 
cDNA JL46 4182 

aF indicates forward and R reverse. 
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Table S2. The CENSOR search hits of RTE-5_PGo against the Repbase 

 

Name From To Name From To Class Dir Sim Pos/Mm:Ts Score 

RTE-5_PGo 130 633 RTE-4_PPo 431 935 NonLTR/RTE d 0.7628 1.9298 2197 

RTE-5_PGo 634 1616 RTE-5_DPl 1719 2719 NonLTR/RTE d 0.7652 1.7578 4520 

 

http://www.girinst.org/censor/help.html#MAP-NAME
http://www.girinst.org/censor/help.html#MAP-FROMTO
http://www.girinst.org/censor/help.html#MAP-FROMTO
http://www.girinst.org/censor/help.html#MAP-NAME
http://www.girinst.org/censor/help.html#MAP-FROMTO
http://www.girinst.org/censor/help.html#MAP-FROMTO
http://www.girinst.org/censor/help.html#MAP-CLASS
http://www.girinst.org/censor/help.html#MAP-DIR
http://www.girinst.org/censor/help.html#MAP-SIM
http://www.girinst.org/censor/help.html#MAP-POS
http://www.girinst.org/censor/help.html#MAP-MM:TS
http://www.girinst.org/censor/help.html#MAP-SCORE
http://www.girinst.org/protected/repbase_extract.php?access=RTE-4_PPo&format=EMBL
http://www.girinst.org/protected/repbase_extract.php?access=RTE-5_DPl&format=EMBL
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Table S3. Responses to Cry2Ab of pink bollworm larvae from a resistant strain (JL46) 

and a susceptible strain (APHIS-S) 

 

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

APHIS-S 2.7 (0.3) 0.157 (0.13-0.19)  

JL46 1.8 (0.2) 0.203 (0.16-0.25) 1.3 

aSlope of the concentration-mortality line with its standard error in parentheses.  
bConcentration killing 50% with 95% fiducial limits in parentheses, in μg Cry2Ab per 

ml diet. 
cResistance ratio, the LC50 for JL46 divided by the LC50 for APHIS-S. 
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Table S4. Genetic linkage between resistance to Cry1Ac and cadherin gene PgCad1  

 

          Larvae with r15r15 (%) 

Backcross family Control diet Cry1Ac diet  

1 47 100 

2 53 100 

3 43 100 

4 53 100 

5 48 100 

Mean 49 100 

PCR (Figure S4) was used to determine the genotype for a total of 258 larvae: 153 on 

control diet (30, 32, 30, 30 and 31 from backcross families 1-5, respectively) and 105 

on diet treated with the diagnostic concentration of Cry1Ac (20, 24, 20, 20 and 21 

from backcross families 1-5, respectively). 

 



 
 

6 

 

 

Table S5. Survival of JL46 and APHIS-S larvae on Bt cotton and non-Bt cotton  

 

Insect 

strain 

Cotton 

type 
Bolls 

Entry holes 

per boll 
Survivors/boll Survival(%) a 

Relative 

survival (%)b 

JL46 Bt 30 6.7 (0.1) 0.9 (0.0) 13.0 (0.5) 48.0 (2.0) 

APHIS-S Bt 35 5.6 (0.1) 0.0 (0.0)  0.0 (0.0)  0.0 (0.0) 

JL46 Non-Bt 39 6.3 (0.1) 1.7 (0.1) 27.1 (1.1)  

APHIS-S Non-Bt 43 5.5 (0.2) 1.7 (0.1) 31.1 (0.9)  

Values are means with their standard errors in parentheses.  
aLarvae surviving per boll divided by entry holes per boll multiplied by 100%. 
bSurvival on Bt cotton divided by survival on non-Bt cotton.  


