+ 3396+ ¢ %% Chinese Traditional and Herbal Drugs 35 46 % 2522 8§ 20154 11 A

HHEERBASHEMAT NG EFEE BI-1 B xEMNRIEDT

NEE, R A, Aok, ML
HpE e 2Rl AR AL st R B 22 B 2 A E ST T, dEst 100193

# E:BE wWEAHEWEEE Polyporus umbellatus 81T K 1L K BI-1 AT AU(E B FEMEAEX 0 A% F)

F 5°-RACE PCR Jj V23R UEE Rl cDNA 4+ R AEYME BASHAFT0 a E  BAL M BT, M RN I 2 M 55 o e ks R

H Bioeditor LA 5 MEGA 6.0 73 AT 2 2R 2 )7 41 LU FIRE S R AT SR 98658 £ PCR AT IR R A, S55R %

20 I T-AMEIA T BI-1 (Genebank % 35% 5 JQ693683) (1) cDNA 4K 4 1091 bp, HAFZ4RfIX & 1005 bp, 4ifis 334 4N

T, AR 7 R 36 170, LIRS0 10.51, 44 PuBI-1. BEAZIEEER 5 AMBKIX, RIABHKYE, L6

KPR . RGN 25 R 78 PuBL-1 JRfe sy SRS T TR, SZEMEBIEMR 1R, PuBIL-1 JERESARTEN LR A4

KIRIA B RZ AR T B S T RIEBRAZ 2, 200 R (SD 24 3.8 fif. RE MW (SD) K 7.497

%, BAR AR L 1 PuBI-1 SR ERIARILTFLER . 48 VT INEINFEER BI-1 (195 FHRAE R IEBh
— UL 5 VAT 22 T BB A R 4 T B B SRl

KR R FHERE; AMIHTINEIR s SRR TOREs Rk ordTs SRSt & PCR

PESES: R282.12 XERFRERS: A XEHS: 0253 -2670(2015)22 - 3396 - 05

DOI: 10.7501/j.iss1.0253-2670.2015.22.019

Cloning and expression analysis of Bax inhibitor-1 gene from medicinal fungus
Polyporus umbellatus
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Abstract: Objective To clone the Bax inhibitor-1 (BI-1) gene from Polyporus umbellatus and perform the bioinformatics and expression
mode analysis. Methods To clone the full-length cDNA of BI-1 using RACE technology. The characteristics of physiochemical properties,
conserved domains, and transmembrane domain of the predicted BI-1 protein were determined using bioinformatic tools. Results The
full-length cDNA of BI-1 gene was 1 091 bp in length and encoded a 334-aa protein with a molecular weight of 36 170 and an isoelectric point
(pI) of 10.51. The polypeptide chain was a hydrophobin with five hydrophobic regions. The PuBI-1 belonged to basidiomycete group
according to the phylogenetic analysis. Real time quantitative PCR (RT-qPCR) analysis revealed that the transcription level of PuBI-1 gene
was significantly higher in the beginning and developing stages of sclerotial formation with 3.8 and 7.497 fold over those in the mycelium, but
the transcripts decreased sharply with the sclerotial development. Conclusion Molecular characterization and expression patten of PuBI-1
gene will be useful for the further functional determination of the gene during the development of P. umbellatus sclerotium.
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Fig. 1 Clone of full length ¢cDNA of PuBI-1 gene in P.
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Fig. 2 Analyses of conserved domains of PuBI-1 by InterproScan software
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Fig. 3 Analyses on transmembrane domain of PuBI-1
protein sequence in P. umbellatus by SOSUI
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Fig. 5 Differential expression analysis of PuBI-1 gene during sclerotial growth SI(A), SD(B), and SM(C)
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