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Ribosomal Protein Genes Highly Expressed in Swamp Eel Gonads

SHANG Xuan, HE Yan, ZHANG Lei, HE Chun-Jiang, XIA Lai-Xin, GAO Shang,GUO Yi-Qing,

CHENG Han-Hua, ZHOU Rong-Jia
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Abstract:8 cDNA clones were isolated from a cDNA library prepared from swamp eel testies by macroarray. DNA se-
quence analysis and database search showed that they encode 8 proteins which are highly homologous to 40S riboso-
mal proteins S$4,39,S16,S17,S20 and 60S riobosomal proteins L7, L18a,L29. Phylogenetic trees (ML) based on ri-
bosomal protein genes from swamp eel and other organisms were reconstructed, which showed that ribosomal protein
genes were highly conserved during evolution. These results suggested that ribosomal protein genes as house keeping
genes may play roles in developmental regulation such as sexual differentiation and could also be used as markers for
the study of molecular evolution.
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Fig.1 Deduced protein sequences of swamp eel RP gene
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Table 1 Structural characteristics of the cDNAs

encoding ribosomal proteins of swamp eel

coding region 5 VTR 3".UTR PolyA
Gene (gp)g 5'_UTR(bp) 3'-UTR(bp) Poly(A)* signal
s16 441 34 35 AATAAA
$20 360 81 24 AATAAA
L29 195 48 59 AATAA

, channel catfish RP
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Table 2 Comparison of ribosomal protein similarity among swamp eel and other organisms
Number of amino acids Similarity to (%)
Gene
Swamp eel Channel catfish Mouse Human Channel catfish Mouse Human
S16 146 146 145 146 99.3 95.9 99.3
S20 119 119 119 119 98.3 98.3 98.3
L29 64 64 160 159 87.5 34.4 34.6
2.4 RP 19 RP
RP , (
. RP RP ) ) Treepuz-
S zle . ML (Maximum Likelihood.,
RP GenBank . ) « 2,
L29 Catfish
L29 Mouse
—f
L29 Rat
99
L29 Human
e
L29 Pig
529 Swamp Eel
S16 Catifish
100 S16 Swamp Eel
63 S16 Pig
65— S16 Human
ﬁ o = 516 Mouse
L——— S16 Rat
520 X.laevies
—
S20 Pig

2 RP

100

55

Fig.2 The phylognetic tree of RP
Sequences from GenBank: L29Catfish (AAK95156) , L29Mouse (P47915), L29Rat (P25886), L29Human (P47914), L29Pig (Q95281),
S16Catfish (AAK95199), S16Mouse (P14131), S16Rat (P17008), S16Human (P17008), S16Pig (Q29201) ,S20Catfish (AAK95203) ,
S20Mouse (NP 080423), S20Rat (AAK95156), S20Human (P17075) , S20Pig (AAS55928) ., S20X. laevies (P23403).

All Swamp Eel sequences were cloned by our lab.
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