HERLHE

2021 £ 53 KB A

EH HVUL1H08544 2 E A4S T &
BIEERTHIE

B4, £

(45 TR AT RN A5 T BT 55 08 % R R R R S0 3/ P 19 VA AR HORE S Be AP WP T, B FB% 850032)

W OB AT —FHERERHVULIHOSSA42 S F £ sh e , B RIS T T ALY F BRI EEE AL T, SRET,
HVUL1H08544.2 % [ 43 74 236 A~ &, 3L BR , A0 X 4 F & 4 58.26 kD, & — M HLH R =F £ 43, B T bHLH % 5% [ 7. F F [l JF & 41 89 OF % i
AT %5 AR pGBKTT-HVUL1HO8544.2 , 3 3 B B X 7% 22 2 43 7 16 F AR & 0 W15 3 19 cDNA SUE #2545 HVUL1H08544.2 &

EWEA, 2 ARFE SRR NS TR FabELFA NEGREAEL LR RHAFE XARFIEL. &

ERHELNNHAREAEESZNE,
KEBIFR:FR; AN HHVULIHO8544.2; EAEE B
FE 5% E:S512.3 XEAARERD: A

HRX S EH R

Characterization and Interacting Proteins Screening of
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Abstract: To further investigate the biological function of HVUL1H08544.2, the biological characteristics was analyzed and the proteins interacted

with HVUL1HO08544.2 were screened. The results showed that HVUL1H08544.2 encoded 236 amino acids with a relative molecular weight of 58.26

KD. It contains a conservative HLH domain, which means that HVUL1H08544.2 belongs to bHLH transcription factor. The bait vector pGBKT7-

HVUL1H08544.2 was constructed by homologous recombination and the ¢DNA library of Tibetan hulless barley under powdery mildew stress was

screened by the yeast two—hybrid system. Five proteins included ribulose bisphosphate carboxylase, chlorophyll a=b binding protein, chloroplast

stem=loop binding protein, prohibitin, jasmonate—induced protein showed interaction with HVUL1HO08544.2. This study have important reference val-

ue for the follow—up study on the molecular mechanisms in response to powdery mildew infection in Tibetan hulless barley.
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