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Mucleotides:

660 bp

: . . . CTOCGGAAGGATCATTGTCGTGACCCTEAACALAACAGACCGTGCATGCGTCATCCAATC
o CETCGGECGATGGCACCGTCCATCGCCCGGLCAATGCCTCGACCACCTCCCCTCCTCGGAG
1 CGG6TGEEGECTCGEGETAMAGAACCCACGECGTCGAAGGCGTCAAGGAATACTGTGCE
S TAACCCGGGGECATGGCTAGCTTGCTAGLCGTCCCTCGTGTTGCAAAGCTATTTAATCCA

CACGACTCTCGGCAACGGATATCTCGGCTCTCGCATCAATGAAGAACGTAGCGAAATGLG
ATACCTGGTGTGAAT TGCAGAATCCCACGAACAATCGAGTCT TTGAACGCAAGT TGCGEC
COAGGCCACTCGGCCGAGGECACGCCTGCCTORGLGTCACGCCAAAACACGCTCCCAACT
ACCCTCAATGGGAATCGGGATGCGGCATCTGATCCCTCATCTCGCAAGGGGCGGTGGACC
GAAGATCAGGCTGCCGGCGTACTGLGCCGGACACAGCGCATGGTGGGCGTCCTCGCTTTA
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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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| 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.




i filename/chromosome |~ | direct prime ~ positio ~ |inverse prim ~ | positiol ~ |Amplicon leng ~ |contig numk-T

 fasta/GCA_021605145.1_bicornis AGCCTCACTC 633743886)GTGGTGAGCA 693743953
fasta/GCA_021605145.1_bicornis AAAACGCCAA | 777767307 TTTTGGCGTT 777767373
 fasta/GCA_021605145.1_bicornis AAGGGACAAA | 803170261)GTGGAGAGCT 80317037
: :fastafGCA_021505145.1_bicorni5_AGCTCTCCAC S15364239TTTGTCCCTT 515364349
| :fastafGCA_021505145.1_bicorni5_TGCTCACCAC 216101900§GAGTGAGGCT 21610203
' :fastafGCA_021505145.1_biC0rni5_TGCTCACCAC B832607397)GAGTGAGGCT 832607536 139
fasta/GCA_021605145.1_bicarnis AGCCTCACTC 693743886)GTGGTGAGCA 693744028 142
J fasta/GCA_021605145.1_bicornis AGCCTCACTC 654393975)GAGTGAGGCT 654394120 145
| fasta/GCA_021605145.1_bicarnis AGCTCCACTC 5907 590788999
| fasta/GCA_021605145.1_bicarnis AGCTCTCCAC 340763058 180

[ fasta/GCA_021605145.1_bicornis TGCTCACCAC 832607536
fasta/GCA_D21605145.1_hicornis AGCCTCACTC 693744099 213
| fasta/GCA_021605145.1_bicornis AACCGAACAA | 457974279|GAGTGGAGCT 45797450 222
_ :‘FastafGCA_021605145.1_bic0rni5_AGCCTCACTC 722915989 GTGGAGAGCT ?22‘31621;' 224
B fasta/GCA_021605145.1_bicornis AACCGAACAA | 7545712624 TTTTGGCGTT 734571516
.fastafGCA_021605145.1_bicorni5_TGCTCACCAC 832607255|GAGTGAGGCT 832607536 281
fasta/GCA_021605145.1_bicornis AGCCTCACTC 633743886)GTGGTGAGCA 693744170

: :fastafGCA_021505145.1_bic0rni5_AACGCCAAAA 357683896)GAGTGAGGECT
| fasta/GCA_021605145.1 bicornis AGCTCCACTC 590738854 GAGTGAGGCT
§ fasta/GCA_021605145.1_bicornis TGCCACACAC 6536239 GTGTGTGGCA

Amplicon size

‘nucleotide sequence
- of the genome

| fasta/GCA_021605145.1 bicornis TGCTCACCAC | 614791519f TTGTTCGGTT e -

Primers set

1. Search for primer
annealing sites,
determination of amplicon
sizes

Amplicon sizes

Binary sequence

2. Converting amplicon
sizes to barcode format

Comparative analysis of

Primer annealing positions data from item 1.

Genome
similarity/difference
data

Comparison of genomes Organism 1 and Organism 2, chromosome 2
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Species / genome

A Triticum aestivum / BAD REE
| Genome size approx. 15Gb B

= Triticum turgidum / BA P
| Genome size approx. 10 Gb B
| Triticum dicoccoides / BA

| Genome size approx. 10 Gb

| Aegilops tauschii /D R
)| Genome size approx. 4.2 Gb g
| Triticum urartu / A

| Genome size approx. 5Gb

Genetic Barcndes S







