
S1 
 

Bulletin of Insectology Supplemental Material 

Title:   Validation of reference genes for qRT-PCR analysis in Megoura 
viciae (Hemiptera Aphididae) 
Authors:   Giuseppe CRISTIANO, Gerarda GROSSI, Andrea SCALA, Paolo FANTI, Jing J. ZHOU, 
Sabino A. BUFO, Luciana PALAZZO, Patrizia FALABELLA 
Bulletin of Insectology, Volume 69 December 2016 pages 229-238 

 
 
 
 
 
 

Table S1. All the possible ΔCT combinations for all the samples and average standard deviation. 

 

 

Figure S1. Acyrthosiphon pisum - Megoura viciae nucleotidic sequences alignments. 

 

 

Figure S2. Google Scholar number of results from 2002 to 2014 using as searching words 

“Validation of reference genes”. 
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Table S1. All the possible ΔCT combinations for all the samples and average standard deviation. 
 

Sample Mean ΔCT Std dev Mean Std dev 

RPL32 VS NADH 4.879 0.494  

RPL32 VS SUCC 4.313 0.216  

RPL32 VS RPS9 0.139 0.268  

RPL32 VS TATA 5.920 0.434  

RPL32 VS ACT 0.440 0.843  

RPL32 VS TBU 6.001 0.959  

RPL32 VS UBIQ 3.366 0.274 0.499 

NADH VS RPL32 4.879 0.494  

NADH VS SUCC 0.566 0.462  

NADH VS RPS9 4.740 0.526  

NADH VS TATA 1.041 0.667  

NADH VS ACT 4.439 1.165  

NADH VS TBU 1.122 0.736  

NADH VS UBIQ 1.513 0.378 0.632 

SUCC VS RPL32 4.313 0.216  

SUCC VS NADH 0.566 0.462  

SUCC VS RPS9 4.174 0.363  

SUCC VS TATA 1.607 0.578  

SUCC VS ACT 3.873 0.798  

SUCC VS TBU 1.688 1.045  

SUCC VS UBIQ 0.948 0.301 0.538 

RPS9 VS RPL32 0.139 0.268  

RPS9 VS NADH 4.740 0.526  

RPS9 VS SUCC 4.174 0.363  

RPS9 VS TATA 5.780 0.393  

RPS9 VS ACT 0.301 0.835  

RPS9 VS TBU 5.862 0.897  

RPS9 VS UBIQ 3.226 0.330 0.516 

TATA VS RPL32 5.920 0.434  

TATA VS NADH 1.041 0.667  

TATA VS SUCC 1.607 0.578  

TATA VS RPS9 5.780 0.393  

TATA VS ACT 5.480 1.023  

TATA VS TBU 0.081 0.759  

TATA VS UBIQ 2.554 0.470 0.618 

ACT VS RPL32 0.440 0.843  

ACT VS NADH 4.439 1.165  

ACT VS SUCC 3.873 0.798  

ACT VS RPS9 0.301 0.835  

ACT VS TATA 5.480 1.023  

ACT VS TBU 5.561 1.660  

ACT VS UBIQ 2.926 1.006 1.047 

TBU VS RPL32 6.001 0.959  

TBU VS NADH 1.122 0.736  

TBU VS SUCC 1.688 1.045  

TBU VS RPS9 5.862 0.897  

TBU VS TATA 0.081 0.759  

TBU VS ACT 5.561 1.660  

TBU VS UBIQ 2.635 0.813 0.981 

UBIQ VS RPL32 3.366 0.274  

UBIQ VS NADH 1.513 0.378  

UBIQ VS SUCC 0.948 0.301  

UBIQ VS RPS9 3.226 0.330  

UBIQ VS TATA 2.554 0.470  

UBIQ VS ACT 2.926 1.006  

UBIQ VS TBU 2.635 0.813 0.510 
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Figure S1. Acyrthosiphon pisum - Megoura viciae nucleotidic sequences alignments. 

 

 

 

 

Ubiquitin-conjugating protein nucleotidic sequences alignments. 

 

 

 



S4 
 

 

Actin nucleotidic sequences alignments. 
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OBP4 nucleotidic sequences alignments. 
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NADH dehydrogenase (ubiquinone) flavoprotein 1 nucleotidic sequences alignments. 
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Ribosomal protein L32 nucleotidic sequences alignments. 
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Ribosomal protein S9 nucleotidic sequences alignments. 
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Succinate dehydrogenase complex subunit A nucleotidic sequences alignments. 
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TATA-box binding protein nucleotidic sequences alignments. 
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β –tubulin nucleotidic sequences alignments. 
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Figure S2. Google Scholar number of results from 2002 to 2014 using as searching words 

“Validation of reference genes”. 

 

 

 

 
 
 
 


