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The new method of genetic barcoding



Hebert DNA barcoding 2

- Barcoding within individual families 

does not exceed 50%

- Difficult selection of primers

Small reference DNA fragment ( 600-800 bp)

- not universal for all genomes

The sequence of nucleotides must be exclusive in 

individuals of one species  (less than 1% difference) and 

occur in individuals of different species.
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The aim
Development of the new genetic barcoding method on the base 

of DNA fragments of the whole genome via computer modelling 

of multiplex RAPD PCR for any organism classification
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The principle of constructing a genetic barcode 3

51, 55, 75, 118, 121, 128, 129, 156, 169, 174, 188, 189, 259, 259, 259, 
268, 290, 354, 398, 406, 456, 457, 465, 479, 479, 495 – amplicons sizes
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Important! Uniquely identifies the genome of the data set: primers + barcode.

Different primers correspond to different barcodes.



4Computer analysis



Results. Examples of barcodes 5
Primer set: TGCCACACAC, AGCCTCACTC, TGCTCACCAC, CGACTCTCAC, AGCTCTCCAC, AGCTCCACTC

AACCAGACAA, AAGGGACAAA, AACCGAACAA, AACGCACAAA, AAAACGCCAA, AACGCCAAAA



Conclusions 6

❖ A new approach to the certification of various groups of plants and other organisms based on the 

fragments (PCR amplicons) of the whole genome is proposed.

❖ Unique genetic barcodes have been proposed for plant varieties based on the detected DNA 

polymorphism.

❖ New software allows computer simulation of multiplex RAPD PCR, to convert PCR results into 

binary format and genetic barcode

❖ New software can be used as tool for planning experimental PCR.


