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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, II, III, IV, 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.

ÏÎÂÍÎÃÅÍÎÌÍÈÉ ÀÍÀË²Ç
ÐÎÄÈÍÈ ÃÅÍ²Â SBP ÃÎËÓÁÈÍÎÃÎ ÃÎÐÎÕÓ 
(CAJANUS CAJAN L.)

Ó âñüîìó ñâ³ò³ ãîëóáèíèé ãîðîõ (Cajanus cajan L.) 
ââàæàºòüñÿ äæåðåëîì á³ëêó. Òðàíñêðèïö³éí³ ôàêòî-
ðè ðîäèíè SBP º íàäçâè÷àéíî âàæëèâèìè äëÿ ðîç-
âèòêó ðîñëèí ³ ðåãóëÿö³¿ ñòðåñîñò³éêîñò³. Âèâ÷åííÿ 
ãåí³â SBP ãîëóáèíîãî ãîðîõó ïðîõîäèëî çà âèêîðèñ-
òàííÿ ãåíîìíî¿ ³íôîðìàö³¿. Âèçíà÷åííÿ ãåí³â ðîäè-
íè SBP ãîëóáèíîãî ãîðîõó ïðîâîäèëè çà äîïîìî-
ãîþ áàç äàíèõ, PlantTFDB òà NCBI, ïîò³ì õàðàê-
òåðèçóâàëè ¿õ in silico, âèêîðèñòîâóþ÷è ³íñòðóìåíòè 
á³î³íôîðìàòèêè. Ó öüîìó äîñë³äæåíí³ áóëî âèÿâëå-
íî, ùî 5 îñíîâíèõ õðîìîñîì ³ç 11 òà íåâñòàíîâëå-
íèé êàðêàñ ãîëóáèíîãî ãîðîõó ìàëè 24 SBP ãåíè. 

Ñïîñòåð³ãàëè çíà÷í³ â³äì³ííîñò³ â äîâæèí³ á³ëê³â 
CcaSBP, ¿õí³é ìîëåêóëÿðí³é âàç³, ïîêàçíèêàõ 
GRAVY (çàãàëüíå ñåðåäíº çíà÷åííÿ ã³äðîïàòè÷íîñ-
ò³) ³ òåîðåòè÷í³é ³çîåëåêòðè÷í³é òî÷ö³. Çà äîïîìî-
ãîþ Gene Structure Display Server (GSDS) áóëî ïî-
êàçàíî, ùî âñ³ ãåíè CcaSBP ì³ñòÿòü îäèí àáî äåê³ëü-
êà ³íòðîí³â. Á³ëêè CcaSBP òà á³ëêè SBP ³íøèõ âèä³â 
ðîñëèí (A. thaliana òà O. sativa) áóëî ïðîàíàë³çîâàíî 
ç ô³ëîãåíåòè÷íî¿ òî÷êè çîðó òà çãðóïîâàíî â ñ³ì 
îñíîâíèõ ãðóï (I, II, III, IV, V, VI, VII). Òàêèì 
÷èíîì, áóëî çðîáëåíî ñïðîáó ïðåäñòàâèòè óí³êàëü-
íó ³íôîðìàö³þ ïðî ãåíè CcaSBP äëÿ âèâ÷åííÿ ðîñ-
òó ãîëóáèíîãî ãîðîõó òà ìåõàí³çì³â ñòðåñó.

Êëþ÷îâ³ ñëîâà: Cajanus cajan, ðîçâèòîê, ñòðóêòóðà ãå-
íó, ô³ëîãåíåòè÷íèé àíàë³ç, ðîäèíà ãåí³â SBP.
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