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Abstract Ubiquitin-conjugating enzyme (E2) is one of three key enzymes in the ubiquitin-proteasome pathway (UPP). It is very
important in the protein degradation pathways depend on ubiquitin or N-end rule, including identify the target protein, interaction
with ubiquitin-protein ligating enzymes (E3), and so on. A full length cDNA sequence of E2 was cloned by Solexa sequencing
technology and named UBE2S. This cDNA codes 270 amino acids, and had significant amino acid sequence identity and similarity
with E2S from other organisms. The UBE2S protein had an ubiquitin-conjugating enzyme E2 catalytic (UBCc) domain from 13" to
145" amino acid residue. There are 21 residues to compose Ubiquitin thioester intermediate interaction residues, 5 residues to
compose E3 interaction residues and the 94" residue was the active site cysteine on conserved domain UBCc. UBE2S was a class 11
member of E2 family of Camellia oleifera according to bioinformatics analysis.

Keywords Camellia oleifera; Ubiquitin-conjugating; enzyme (E2); Solexa sequencing; Bioinformatics
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Figure 1 CLUSTAL multiple alignment of UBE2S amino acid sequences in three species
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Figure 2 Analysis of conserved domain and active site cysteine in Camellia oleifera UBE2S
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Figure 3 Analysis of ubiquitin-conjugating enzyme E2, catalytic(UBCc) domain in Camellia oleifera UBE2S
Note: A: Query sequence; B: Active site cysteine; C: Ub thioester intermediate interaction residues; D: E3 interaction residues; E:
Specific hits; F: Superfamilies
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Figure 4 Active site cysteine on conserved domain UBCc R, AR T 2 AL R BB A R
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Figure 5 Ub thioester intermediate interaction residues on
conserved domain UBCc F (R A AR R4, 2000; Plafker et al., 2004; Ma-
tuschewski et al., 1966; Jentsch, 1992): 128E2, H
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Figure 6 E3 interaction residues on conserved domain UBCc VMR R, 5 146 £7~270 fi7 AA SN C—Aufi 4E
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