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[Tpunoxxenue 4. AMUHOKHCIIOTHOE BhIpaBHUBaHue OenkoB F3°5°H o6pasiios
Phaseolus vulgaris pa3ubix nentpos npoucxoxacHus. [Tonoxenus o-crnupaneit (H)
u B-nmuctoB (S), onpeaenenubie nporpammoir MODELER, orMeuensl Haj
BBIpaBHMBAHUEM. YUacTKH pacno3HaBaHus cyocrpara (SRC) mocnenoBaTenbHOCTH,
BBIJICIICHBI KpacHBIM 11BeTOM B MOTHBBI CYP450, obmue nis 6enxkoB CYP450,



BBIICJIICHHBIC CHHUM IBCTOM, OTMCUCHEI 110/ BBIDABHUBAHUCM. CJ'IGI[YIOIJ_[I/IG O6J'IaCTI/I
P450 6pun naeaTHGUIMPOBAHBI HA OCHOBE MPEABLAYIIETO T0MEHA U MAaTPUYHON
CTPYKTYpHI ceMeiicTBa pactutenbHbiXx OciikoB CYP75 (Falginella et al., 2010 uur. mo
McClean et al., 2022): SRS1, SRS2, SRS3, SRS4, I-cniupains (a nogkommnoneHT SRS
4), K-cnimpainb, SRS 5, ERR-Tpuany, rem-cBszeiBarommii jomex (McClean et al.,
2022)

Supplementary 4. Amino acid alignment of F3'5'H proteins of Phaseolus vulgaris
samples from different centers of origin. The positions of a-helices (H) and p-sheets
(S) determined by the MODELER program are marked above the alignment.
Substrate recognition regions (SRC) of the sequence, highlighted in red and CYP450
motifs common to CYP450 proteins, highlighted in blue, are marked below the
alignment. The following P450 regions were identified based on the previous domain
and matrix structure of the plant CYP75 protein family (Falginella et al., 2010 cited
in McClean et al., 2022): SRS1, SRS2, SRS3, SRS4, I-helix (a subcomponent of SRS
4), K-helix, SRS 5, ERR-triad, heme-binding domain (McClean et al., 2022)



