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Abstract. The paper presents data reflecting the process of certification of 

peas as a promising plant raw material for food production. The elements 

of the crop structure and determination of the protein content in pea seeds 

were analyzed. Sources for selection have been identified that are 

characterized by high protein content in seeds, early ripening, high 

productivity, and resistance to biotic and abiotic factors. It is noted that 

typing using microsatellite markers makes it possible to create databases 

for identifying varieties and lines. This leads to the planning of effective 

hybridizations. identifying the most significant genetic polymorphism. 

According to phenological observations, accounting of elements of the 

crop structure and analysis of protein content in seeds for 2022-2023. 22 

sources of selection-valuable traits were identified. 

1 Introduction 
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2 Materials and methods 

000 μl of 
phosphate buffer (0.05 M, pH=7.0) was added, mixed and left at +5°C for 12 hours. The 
samples were centrifuged at +5°C in a Centrifuge centrifuge 5430 R (
Germany) for 20 min. 5 μl of supernatant was taken, 150 μl of Bradford reagent 

250) and 95 μl of distilled water were added. Protein concentrations 

homogenized in 200 μl of TE buffer using a commercial Genomic DNA Purification Kit 
Thermo Fisher Scientific, USA). Add 400 μl of lysis buffer (Lysis solution) and incubate 

Technology, Russia) at 65°C for 5 min. Immediately, 600 μl 

MiniSpin centrifuge (Eppendorf, Russia). The supernatant was collected and 800 µl of 
– 80 µl, sterile ampoule H –

µl). Shake and centrifuge at 14 thousand rpm. within 15 min. The supernat
removed, and the sediment was dissolved in 100 μl of NaCl solution. 300 μl of chilled ethyl 

70°C for 30 min. and DNA was precipitated by 

hours and dissolved in 50 μl of sterile ampoule water [6
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[8] for 11 SSR loci from the Agrogene® genomic microsatellite library (Moissy 

SSR 

marker 
Primer sequence 5' to 3' 

Number 

of alleles 
PIC 

Amplicon size, bp 

(Loridon et al., 2005) 

AD174 
GGAGGGATGATTCTAACAAGGT 

AACTCCCACTCCTCGAACTATT 
6 0.81 96 

AD61 
CTCATTCAATGATGATAATCCTA 

ATGAGGTACTTGTGTGAGATAAA 
7 0.84 138 

АА355 
AGAAAAATTCTAGCATGATACTG         

GGAAATATAACCTCAATAACACA 
7 0.84 180 

D21 
TATTCTCCTCCAAAATTTCCTT 

GTCAAAATTAGCCAAATTCCTC 
6 0.81 200 

AA200 
ACCGAAGAGCATTTTTCCTAAG 

TCCATCAGTTCCCTAATTCATC 
4 0.67 220 

AA285 
TCGCCTAATCTAGATGAGAATA 

CTTAACATTTTAGGTCTTGGAG 
5 0.69 248 

AD270 
CTCATCTGATGCGTTGGATTAG 

AGGTTGGATTTGTTGTTTGTTG 
6 0.81 290 

AD147 
AGCCCAAGTTTCTTCTGAATCC 

AAATTCGCAGAGCGTTTGTTAC 
7 0.84 330 

AA67 
CCCATGTGAAATTCTCTTGAAGA 

GCATTTCACTTGATGAAATTTCG 
5 0.75 370 

AD146 
TGCTCAAGTCAATATATGAAGA 

CAAGCAAATAGTTGTTTTGTTA 
7 0.84 390 

AB29 
GCTTTTTACCTTGCAGCCCA 

GAACAAGTCAATTCCTGATTTATTTCC 
4 0.69 415 

using the StatSoft® STATISTICA 13.3 program.

3 Equations and mathematics 
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the largest (23.5±0.4 26.1±0.5%) and the smallest (18 .0±0.3 19.7±0.3%). ) The protein 

No./name of 

variety 

sample 

No. in the 

VIR 

collection 

Name of variety Origin 

Protein 

content of 

seeds 

high-protein varieties 

6-20 К-9774 Stepnyak Russia, Samara region 23.5±0.4% 

10-20 К-10224 Ass 339 Syria 23.5±0.4% 

2-30 К-1768 Shtambovyy Mal'tseva Russia, Voronezh region 23.7±0.3% 

12-30 К-9407 Avans Russia, Altai region 23.7±0.4% 

13-30 К-9432 Effektnyy Ukraine 26.1±0.5% 

14-30 К-9457 3698/04 Russia, Tyumen region. 24.1±0.4% 

15-30 К-9524 – France 25.0±0.3% 

17-30 К-8788 Orel-326 Russia, Oryol region 23.7±0.4% 

19-30 К-8793 Orel -332 Russia, Oryol region 23.7±0.3% 

21-30 К-9383 Severyanin Russia, Kirov region 23.8±0.4% 

Batrak – Batrak Russia, Oryol region 23.5±0.3% 

Cobri – Cobri Netherlands 25.5±0.5% 

low-protein varieties 

1-20 К-8613 Wav 27101 Great Britain 18.0±0.3% 

5-20 К-8972 SH 91-6-5-1-1-5 Bulgaria 19.0±0.2% 

9-20 К-9950 Chlorotica Sweden 18.0±0.3% 

Fregat К-9772 Fregat Russia, Tatarstan 19.5±0.3% 

5-30 К-3196 – Türkiye 19.7±0.3% 

8-30 К-7503 76-16-16 USA 19.4±0.2% 

10-30 К-8902 Ascona Netherlands 18.7±0.4% 

23-30 К-9392 L-29201282 Australia 18.6±0.3% 

24-30 К-9393 L-29201428 Australia 18.6±0.2% 

29-30 К-9479 Peragis Beisaaterbse Germany 19.7±0.3% 

4 Conclusion 
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