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Table 1

Secondary structure of tobacco ubiquitin activating enzyme E1

£ FR Name Y4k Secondary structure
[ 208 408 6608 800
| | [
NtUAE2
] 200 400 608 808
| |
NtUAE3
8 208 488 608 808
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The longitudinal lines are long to short, which are represented as a-helix,g-fold,-turn and random curl.

A: NtUAE1l; B: NtUAE2; C: NtUAE3.
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Fig. 1 Spatial structure of tobacco ubiquitin activating enzyme E1
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Fig. 2

Conserved motif of tobacco ubiquitin-activating enzyme E1
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Table 2 Conserved sequence of tobacco ubiquitin activating enzyme E1
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Bioinformatics Analysis of Tobacco Ubiquitin
Activating Enzyme E1
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Abstract: In order to study the tobacco ubiquitin-activating enzyme E1 from the perspective of biological infor-
mation, the secondary structure, spatial structure and conserved motif of the tobacco ubiquitin-activating en-
zyme E1 sequence were analyzed using the Somma, Swiss model and Meme tools. The results showed that a-
mong the members of the tobacco ubiquitin-activating enzyme E1,the a-helix content of NtUAE2 was the lar-
gest and the spatial structure was stable. The main structure of the tobacco ubiquitin-activating enzyme E1 spa-
tial structure had three branches.and the functional domains were located between them. NtUAE1 and NtU-
AE2 spatial structure template was 6dc6. 2. A; NtUAE3 template was 3cmm. 2. A; in the conserved motif of
tobacco ubiquitin activating enzyme E1,Motif 3 and Motif 4 are catalytic cytokines of ubiquitin activating en-
zyme Amino acid domain.
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