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Cloning and Bioinformatics Analysis of GmNup96 in Soybean
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Abstract: The ¢cDNA of GmNup96 gene in Tianlong 1 was cloned, and its bioinformatics character was analyzed. The results
showed that the gene encoded a 116. 199 7 kDa protein with 1 022 amino acids ,which was a hydrophilic protein without signal
peptide, and the GmNup96 protein contained a conserved autoproteolytic peptidase domain in the N terminus. Through the
secondary structure prediction, GmNup96 protein contained alpha-helix (46.87% ), beta turn ( 9.78% ), extended strand
(17.03% ) and random coil (26.32% ). Phylogenetic analysis of GmNup96 and its homologs with different plant species were
conducted by the software MEGA 5. 1. The results showed that GmNup96 from Glycine max were near with. Glycine soja, Pha-
seus vulgaris, Vigna radiata var. radinta and Vigna angularis in genetic relationship.
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Fig.2 Prediction of hydrophobicity /hydrophilic for GmNup96 protein
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Fig. 3 The conserved domains of amino acid sequence in coded by GmNup96



53 LPHPHE KRG RALEH GmNup96 FE K 7o K AE YR B2 i 739

2.2.3  GmNup96 3 R % 74 7% & 09 = 2B 45 M) TR

FIF SOPMA iR 55 #5%F GmNup96 F R 4w 525 (1 A —
REEH AT 734, TEULIE 4, 25 3R W] % H
B A5 E R o - SREAL AN (46. 87 % ) , Ik
ST R A i (26.32% ), RS2 SE R EE X
(17.03% ) F1 B - 55 41 (9. 78% ) , I To HoAth — R &5
Mo 25 B e IR P 2 o SR BESS 14y HE Al

P AR A2 25 IR 2

2.2.4  GmNup96 & I % 74 %% & 4 = 28 25 #y TR
FIH Phyre 7526 8 E %t GmNup96 J PR = 9% 45 Hig 4
RUGEAT T A3, VEVLIEL 50 BT o SREFIB 3T
B FRLRANT R, TR U] E RO s it . X R X
BRI RRAS 4T B BURR S 12 (] 254 o

0 200 400 600 800
f
\‘1
M i 1"‘ ‘\1 — j
i i :
0 200 400 600 800

4 GmNup96 EERBEBEEMN _REN

Fig. 4 Prediction of secondary structure for protein incoded by GmNup96
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Fig. 5 The predicted 3-D structure of protein
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Fig. 6 Phylogenetic tree of protein incoded by GmNup96
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