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[ Abstract] Based on the results of differentially expressed genes analyzed by transcriptome sequencing,
bioinformatics method was used to analyze the sequence characteristics and function prediction of a B-glucosidase
geneinBletilla striata (Bsbg). The results showed that the length of Bsbg was 1933 bp, which contained a complete
open reading frame and encoded 521 amino acids.Hydrophobicity analysis revealed that it encoded a hydrophilic
protein with a theoretical isoelectric point (PI) of 8.79. The signal peptide and subcellular detection revealed that
the protein contained a signal peptide sequence, a transmembrane region and 47 potential sites of phosphorylation.
Amino acid sequence analysis revealed that the protein contained a conserved domain of Glyco hydro 1 family
with 26 motifs.Furthermore, database comparison and structure prediction were performed for the secondary
structure and 3D structure. The phylogenetic tree analysis showed that the protein sequences of BSBG and
B-glucosidase from Cinnamomum micranthum f. kanehiraewere clustered in the same branch.The results of this
analysis provided a basic data for the study of B. striata B-glucosidase, and also provided a theoretical basis for the
molecular study of B-glucosidase genes in plants.
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{1 BioEdit X DNA JFFIHEAT /007, 1%/7514
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&1 FASRER G SMEE B F

Hii& THARK P 1k AR A
DNA 74173 #r BioEdit7.2.5 BioEdit7.2.5
3 #T ORF F-HH 3¢ ORFfinder https://www.ncbi.nlm.nih.gov/orffinder/
B E R AT T Expasy https://web.expasy.org/protparam/
RS SOPMA https://npsa-prabi.ibep.fi/cgi-bin/npsa_automat.pl?page=npsa_sopma.html
=REERTR SWISS-MODEL https://swissmodel.expasy.org/interactive
AT MEME http://meme-suite.org.
{55 25 ¥ 3800 SMART http://smart.embl-heidelberg.de/
BB IR X A3 AT TMHMM 2.0 http://www.cbs.dtu.dk/services/ TMHMM/
TR AL e T NetPhos 3.1 http://www.cbs.dtu.dk/services/NetPhos/
AR Prot Scale http://web.expasy.org/protscale/
EREgireidl! Signalp 5.0 http://www.cbs.dtu.dk/services/SignalP/
V41 i 72 AL 43 Bt PSORTII https://psort.hgc.jp/form2.html
B MEGA10.2.4 MEGA10.2.4
RIS R Blast https://blast.ncbi.nlm.nih.gov/Blast.cgi

1 Bsbg ZEEHRBELNRFH L 347 Vp: Vanilla planifolia HE=; Dc: Dendrobium catenatum $kZA%}; Eg: Elaeis
guineensis JH#%E; Pe: Phalaenopsis equestris /N =U5HHE=; As: Apostasia shenzhenica JRYIIFL=; As: Apostasia shenzhenica

7% ; Pd: Phoenix dactylifera 8% ; Aa: Agapanthus africanus JEMH F3E; Ac: Ananas comosus &% ; Musa acuminata subsp.

Malaccensis: ZHEIM; Ps: Papaver somniferum 223Z; Ananas comosus var. bracteatus: ZIER L ; Tt: Thalictrum thalictroides

EREM4IRES; Pm: Panicum miliaceum %8 ; De: Digitaria exilis £%k; Panicum: Z; Rs: Rhododendron simsii #t88; Rw:

Rhododendron williamsianum [E|A+#t88; Cinnamomum micranthum f. kanehirae: LUET7K4&; A C:Aquilegia coerulea #57£; Oryza
meyeriana var. granulata: HERiFE.
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2.5 BSBG 35 Aotk ¢ 45 M 3R T 4 A7 i} SOPMA %f BSBG &5tk AT
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