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Abstract; A pair of primers were designed according to the known conserved sequence of ribosomal
protein 121 (RPL21) gene, and the positive clone was selected from full length cDNA library of Lycoris
radiata (L'Hér.) Herb. leaf by PCR technology. By means of sequencing and analyzing, a full length
c¢DNA sequence of L. radiata RP121 gene was obtained, which was named LrRPI21 and its GenBank
accession number was FJ972626. The full length of LrRPI21 is 709 bp, which encodes a polypeptide
being composed of 164 amino acid residues. Physicochemical property and amino acid sequence homology
of L. radiata RPL21 were analyzed and compared by some analysis programs. The results show that the
putative molecular weight and theoretical isoelectric point of L. radiata RPL21 are 18 628 and 10. 36,
respectively, the molecular formula is Cg;H 55 N,s,S,, and the grand average index of hydrophobicity is
-0. 668, which is a hydrophilic protein. Homologous percentage of amino acid sequence of RPL21
between L. radiata and other eight species is higher with a percentage of 85% —-95% . And according to
phylogenetic tree, it can be conjectured that the evolutionary relationship of RPL21 between L. radiata
and Elaeis guineensis Jacq. is the nearest.
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Fig. 1 The cDNA sequence of LrRPL21 gene and amino acid sequence of ribosomal protein L21 of
Lycoris radiata (L'Hér.) Herb.
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Table 1 Homology comparison of amino acid sequence of ribosomal
protein L.21 between Lycoris radiata (L'Hér.) Herb. and other eight
species
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No. of species

IS

D Gene accession number

R U V432 %

Homologous percentage

1 F1972626

2 EU284979 95
3 FP099981 94
4 AF093630 93
5 XM_002468489 93
6 EU976390 93
7 AK252012 90
8 BT051422 87
9 NM_100831 85

V1. f#% Lycoris radiata (L'Hér.) Herb.; 2. ili#%# Elaeis guineensis
Jacq.; 3. BAT Phyllostachys heterocycla ¢ Pubescens’ 5 4. /K& Oryza
sativa L.; 5. 55 Sorghum bicolor (1.) Moench; 6. K Zea mays
L. 7. K 3% Hordeum vulgare L.; 8. PERE T fE Medicago truncatula
Gaertn.; 9. fUFGIF Arabidopsis thaliana (L.) Heynh.
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1. fa#s Lycoris radiata (L'Hér.) Herb.; 2. 45 Elaeis guineensis Jacq.;
3. BT Phyllostachys heterocycla ‘ Pubescens’ ; 4. K A5 Oryza sativa L.
5. F3% Sorghum bicolor (L.) Moench; 6. Tk Zea mays L.; 7. K%
Hordeum vulgare L.; 8. PRI TE Medicago truncatula Gaertn.; 9. I
Arabidopsis thaliana (1..) Heynh.
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Fig. 2 Phylogenetic tree of Lycoris radiata (L'Hér.) Herb. and other
eight species based on amino acid sequence of ribosomal protein L.21
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