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Supplementary Figure 1: Level of free carbohydrates in larval hemolymph of fourth and 
fifth instars in larvae fed with mulberry leaves and artificial diet. Two tail t-test * P<0.05; 
*** P<0.001; error bars indicate standard deviation (SD); day 1/4th instar (early 4th); 
day 3-4/4th instar (late 4th); day 2-3/5th instar (early 5th); day 5/5th instar (late 5th).  



Supplementary Table 1:  Contingency tables comparing observed and expected results of a (A) 
monohybrid cross between heterozygous individuals BmAkhR1(Δ61)/+.  
 
 

Category Observed Expected Deg. freedom Chi square P 
Mut Δ61 8 13.25 2 8.321 0.016 
Heterozygote 23 26.5    
wt 22 13.25    
Total 53     
 

The calculated value of 8.321 exceeds the probability of 0.05, but does not reach the value of 9.21 
required for the probability of 0.01. At the 0.05 level the observed Δ61 genotypes deviate from the 
Mendelian ratio of 1: 2: 1.  

(B) outcomes of a testcross between heterozygous individuals BmAkhR1(Δ7)/+  
 

Category Observed Expected Deg. freedom Chi square P 
Mut Δ7 8 9.75 2 1.513 0.469 
Heterozygote 18 19.5    
wt 13 9.75    
Total 39     
  

The calculated value of 1.513 does not exceed the probability of 0.05; the observed Δ7 genotypes do 
not deviate from the Mendelian ratio of 1: 2: 1. 

 



Table S2. Primer list for qPCR 

Gene Primer (5'-3') 

AKH1_F GCCGAAGCCCAACTCACT 

AHK1_R AGGCATTTTGTCGGTGTTTCTGTT 

AKH2_F GCGCTTTGGTACTTGTGTTG 

AKH2_R ACCGGCACGCTAGAAACTT 

AKH3_F CCGACCGTATTTCAGTTCGT 

AKH3_R GTGGTCCGCTAGAGCAAATC 

AKHR_F AGGTTACAACCAATGCGTGTCTTAC  

AKHR_R GCTCTCCTGATGATCTCGAATAGC  

AKHR2A_F CACTATTGTCACTGTCTTCGCTTGTTG 

AKHR2A_R TCTAAGGTCCACGGTGTAGGAGCC 

AKHR2B_F AACCATTGTGTCAGTCTTCGCTTTG 

AKHR2B_R ATGTCCAGGGTGTAGGAGCCGTAG 

Actin-3_F CGGCTACTCGTTCACTACC 

Actin-3_R CCGTCGGGAAGTTCGTAAG  

α-tubulin_F CTCCCTCCTCCATACCCT 

α-tubulin_R ATCAACTACCAGCCACCC 
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