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Worldwide, Pigeonpea (Cajanus cajan L.) is a protein
source. SBP-box transcription factors are crucial for plant
development and regulation of stress resistance. The SBP
genes in Pigeonpea were examined utilizing genomic infor-
mation. Using databases, PlantTFDB and NCBI, SBP-box
family genes of Pigeonpea were identified and then charac-
terized in silico using bioinformatics tools. In this study, 5
major chromosomes out of 11 and an unplaced scaffold of
the Pigeonpea were found to have 24 SBP genes. Significant
differences in CcaSBPs protein length, molecular weight,
GRAVY value (grand average of hydropathicity), and theo-
retical isoelectric point were observed. It was shown by Gene
Structure Display Server (GSDS) that all CcaSBP genes
contain one or more introns. CcaSBP proteins and SBP
proteins from other species (A. thaliana and O. sativa) were
analyzed phylogenetically and grouped into seven major
groups (I, 11, 111, 1V, V, VI, VII). Through this, an effort
has been made to present unique information on CcaSBP
genes to study Pigeonpea growth and stress mechanisms.

Key words: Cajanus cajan, Development, Gene structure,
Phylogenetic analysis, SBP-box gene family.

MOBHOTEHOMHUM AHAJI3
POJAVHU TEHIB SBP TOJIYBMHOTO TOPOXY
(CAJANUS CAJAN L.)

Y Bcromy cBitTi ronyouHmit Topox (Cajanus cajan L.)
BBaXXAETHCS JKepeaoM Oinky. TpaHCcKpUILiliHi dhakTo-
pu ponuHu SBP € Ham3BUYailHO Ba>KJIMBUMM IJIST PO3-
BUTKY POCJIMH i PEryJssiilili CTpecoCcTiiKocTi. BuBUeHHS
reHiB SBP roayouHoOro ropoxy mpoxoausao 3a BUKOpPUC-
TaHHS TeHOMHOI iH(bopMallii. BusHaueHHs reHiB poau-
Hu SBP ronybuHoro ropoxy NpoOBOIMIM 3a JOMOMO-
roto 6a3 ganux, PlantTFDB ta NCBI, nmorim xapak-
TepusyBaJIM iX in silico, BUKOPUCTOBYIOUU iHCTPYMEHTH
bioiH(popMaTUKU. Y IIbOMY AOCTIIKEHHI OyJI0 BUSIBIIE-
HO, 110 5 OCHOBHHMX XpOMOCOM i3 11 Ta HeBcTaHOBJE-
HUI Kapkac roixyowHoro ropoxy mamu 24 SBP renwm.
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CriocTepirasim 3Ha4yHi BiIMIHHOCTI B JOBXWHi OiJIKiB
CcaSBP, ixHiii MoOJeKyJgpHiii Basi, ITOKa3HWKax
GRAVY (3aranbHe cepemHe 3HAUYCHHS TiIpOTaTUIHOC-
Ti) i TEOPETUYHIN i30€JeKTPUYHIN TOulli. 3a JOTIOMO-
roto Gene Structure Display Server (GSDS) 6yno mo-
KazaHo, 110 Bci reHn CcaSBP mictsarh onuH abo aexinb-
Kka intpoHiB. binku CcaSBP ta 6inku SBP iHumx Buais
pociuH (A. thaliana Ta O. sativa) OyJio TIpoaHai30BaHO
3 (bIJIOTeHETUYHOI TOYKM 30py Ta 3rpyrnoBaHO B CiM
ocHoBumux rpyn (I, II, III, IV, V, VI, VII). Takum
YUHOM, Oy/0 3p00JieHO cIpoOy IMpeACcTaBUTU YHiKaldb-
Hy iHdopmarito npo renn CcaSBP misg BuBUeHHST poc-
Ty TOJYOMHOTO TOpOXy Ta MEXaHi3MiB CTpecy.

Karouogi caosa: Cajanus cajan, po3BUTOK, CTPYKTypa Ie-
Hy, (biTOTeHEeTUYHUI aHai3, poauHa reHiB SBP.
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