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Figure S1. Inclusiveness of the qPCR probe assay. Eighteen sequences from different populations of B. 
dorsalis, geographically distant, were retrieved from GenBank through alignments based on the in-silico 
theoretical qPCR probe amplicon. 

 
  



Figure S2. Alignments resulting from the in silico theoretical Probe amplicon and sequences of the related 
organisms present in GenBank. More than 200 different Bactrocera specimens present and detected in different 
source areas were compared through the sequence alignments in the network. 

 
 



 

 

 

Table S1. Target and non-target list with indication of Cqs detected in single gene amplification reactions 
with the qPCR probe 

Species Sample code Concentration Cq  

Anastrepha fraterculus (Wiedemann, 1830) 
MR 000752 10 ng/µL n/a 
MR 000795 10 ng/µL n/a 

Anastrepha leptozona Hendel 1914 
MR 000817 10 ng/µL n/a 
MR 000823 10 ng/µL n/a 
MR 001658 10 ng/µL n/a 

Anastrepha ludens (Loew, 1873) 

MR 000753 10 ng/µL n/a 
MR 000820 10 ng/µL n/a 
MR 001659 10 ng/µL n/a 
MR 001710 10 ng/µL n/a 
MR 001721 10 ng/µL n/a 

Anastrepha obliqua (Macquart, 1835) 
MR 000821 10 ng/µL n/a 
MR 001715 10 ng/µL n/a 

Anastrepha serpentina (Wiedemann, 1830) 
MR 000283 10 ng/µL n/a 
MR 000822 10 ng/µL n/a 



MR 001701 10 ng/µL n/a 
MR 001689 10 ng/µL n/a 
MR 001722 10 ng/µL n/a 

Bactrocera dorsalis (Hendel, 1912) 

MR 001712 10 ng/µL 22.78 
MR 001720 10 ng/µL 21.36 
MR 001709 10 ng/µL 21.40 
MR 001718 10 ng/µL 21.26 
MR 001716 10 ng/µL 21.16 
MR 000814 10 ng/µL 21.12 
MR 001563 10 ng/µL 20.98 
MR 001713 10 ng/µL 21.10 
MR 001638 10 ng/µL 20.87 
MR 001714 10 ng/µL 21.45 
MR 001717 10 ng/µL 21.08 
MR 001711 10 ng/µL 17.56 
MR 001719 10 ng/µL 16.52 
MR 000801 10 ng/µL 17.24 
MR 001683 10 ng/µL 16.87 
MR 001684 10 ng/µL 17.45 
MR 000239 10 ng/µL 17.25 
MR 001697 10 ng/µL 16.98 
MR 001747 10 ng/µL 17.28 
MR 000764 10 ng/µL 17.19 

Bactrocera latifrons (Hendel, 1915) 
MR 000752 10 ng/µL n/a 
MR 000823 10 ng/µL n/a 

Bactrocera oleae (Rossi, 1790) MR 001658 10 ng/µL n/a 
Bactrocera zonata (Saunders, 1842) MR 000753 10 ng/µL n/a 

Ceratitis capitata (Wiedemann, 1824) 

MR 000820 10 ng/µL n/a 
MR 000821 10 ng/µL n/a 
MR 000283 10 ng/µL n/a 
MR 000822 10 ng/µL n/a 

Cydia pomonella (Linnaeus, 1758) 
MR 000259 10 ng/µL n/a 
MR 000790 10 ng/µL n/a 

Grapholita molesta (Busck, 1916) MR 001617 10 ng/µL n/a 
Rhagoletis cerasi(Linnaeus, 1758) MR 001618 10 ng/µL n/a 

Rhagoletis completa(Cresson, 1929) 
MR 001648 10 ng/µL n/a 
MR 001619 10 ng/µL n/a 

Thaumatotibia leucotreta(Meyrick, 1913) 
MR 001678 10 ng/µL n/a 
MR 001620 10 ng/µL n/a 
MR 001621 10 ng/µL n/a 

 


