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Abstract : Eukaryotic dongation factor o ( EF-10) plays an inportant role in trandaion and its sequence is highly
oonservative as a housekeeping gene. The partid ¢cDNA encoding EF-10 in Oreochromis aureus was i ©laed using RT-
PCR. The cDNA encoding 141 amino acidswith a caculaed molecular weight of 15. 1 ku was 425 bp. The conpari on
o the deduced amim acid sequence d O. aureus EF-100 with that of O. nilcdticus, Oryzias latipes , Dicentrarchus
labrax , Danio rerio or Salmo trutta showed that the horology retes were 100 %,92 %,91 %,85 %, and 82 %,
regectively while the amino acids honology was 85 % when conparing O. aureus with Mus musculus , Homo sapiens ,
Gallus galus ,or Rattus norvegicus. The DNA sequence of O. aureus EF-100 condding of 506 bp was d< cloned.
Gorrparing the partial cDNA to its genomic sequence reveded that O. aureus EF-100 gene condded of an intron which
supplied usful irformetion in desgning the EF10 primer in red time RT-PCR and caculaing the EF-100 expresson
in dfferent tisues.
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2 EF-1a
Fig. 2 The DNA and deduced amino acid sequences o O. aureus EF-1a

Extron regons were shown in capitd case ,and intron regions were shown in lower case.
Their boundary regons were shown in bold face letter.
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Fig. 1 Theresits o PCRamplification (Oryzias | atipes ,NFO01098132) (NP571338)
M. DL2000 DNA ;1 cDNA ( Dicentrarchus labrax , CA128930)
;2. DNA (ABN54434) (Mus musculus , P10126)
M. DL2000 Marker ; 1. Product of anrplification as ( Homo sapiens ,NP _001393) ( Gallus gallus,
cDNA tenrplate; 2. Product of anrplification as DNA tenplate.
1 GTC GGT CGT GTT GAG ACT GGT ATC CTG AAG CCC GGT ACC GTC GTC ACC TTC GCC CCT GTIC 425
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N Hamo sapiens VGRVE T6 YLKPGMVVTFAPVNY TTEVES VENHHE AL SE AL PGDNVGFNVENVSVKDVERG 60
KB Rattus norvegicus VGRVE T6 VLEPGMVVTFAPVNV TTEVES VENHHE AL SE AL PGDNVG FNVENVSVKDVERG 60
N Mus musculus VGRVE T6 VLEPGMVVTFAFVNY TTEVES VENHHE AL SE AL PGDNVGFNVENVSVEDVERG 60
X Gallus gallus VGRVE T6 VLKPG MVVTFAPYNY TTEVES VENHHE AL SEALPG DNVG FNVKNV SVKDVERG 60
ikl Salmo trutta VGRVETG TLEAGMIVTFAPANY TTEVEKS VENHHE TLES AMPG DNV FNVENV SVKDIFRG 60
BEL €8 Danio rerio VGRVE 16 VLKPGMVVTFAPANY TTEVES VEMHHE SL TEATPGDNVG FNVENVSVKDIRRG 60
WA Dicentrarchus labrax ViGRVE 16 VLKPG MVVIFAPPCL TTEVES VEMHHE SLFE AAPG DIV FNIKNVSVKEIRRG 60
H Oryzias latipes VGRVE T6 VLKPG MVVTFAFP L TTEVES VEMHHE SLPE AVPG DNVG FN KNV SVKEIRRG 60
WRWF A Oreochromis aureus VGRVE TG ILKPG TVVTFAPYHL TTEVES VENHHE SLPE AVPG DNVGENVKNV SVKEIRRG 60
BBt Oreochromis niloticus VGRVE T6 ILKPG TVVTFAPVNL TTEVES VEMHEE SLPE AVPG DNVG FNVKNVSVKEIRRG 60

dokckkkkok ok, ok Dkokkokk AR kR RRORRORAOK D Kk L AokdoRRoRR ok § kokok ok ks 1 ook
N Hamo sapiens NVAGD SKNDPPMEALGFTAQVI ILNHPG QT SAGY AP VLDCHT SHIACKFAELKEK IDERS 120
KB Rattus norvegicus NVAGDSKNDPFPMEALGFTAQVI TLNHPG QT SAGY APVLICHT AHTACKFAELKEK IDRRS 120
N Mus musculus NVAGD SKNDPPMEALG FTAQ VI ILNHPGQI SAGY APVLDCHT SHIACKFAELKEK IDRRS 120
X Gallus gallus NVAGD SKNDPPMEALG FTAQVI ILNHPG QI SAGTAPVLICHT AHTACKFAELKEK IDRRS 120
ikl Salmo trutta NVAGD SKNDPPMEAGTFT AV ILMHFG QI SQGY APVLICHT AHIACKFSELKEK IDFRS 120
BEL 8 Danio rerio NVAGD SKNDPEMEAANFNAQ VI ILIHPG QT SAGY APVLDCHT AHIACKFAELKEK IDFRS 120
BRINA Dicentrarchus labrax TVAGD SKNDPPEGADNFNAQYT ILHHPG QT NAGY APYLDCHT AHTACKFSEL TEK IDERS 120
#H Oryzias latipes TVAGD SKNDPPK A4 ASFNAQYVT TLHHPG QT NQGY APVLDCHT AHTACKFNEL TEK IDRRS 120
BHE B Oreochromis aureus TVAGD SKNDPPKGAESFNAAYI ILNHFG QT AAGT APVLDCHT sHIACKFSELVEK IDRRS 120
JRB Bt Oreochromis niloticus TVAGD SKNDPPEGAESFNAQYT ILHHPG QT AAGY APYLDCHT AHTACKFSELVEK IDRRS 120
Rdokkckdokk ok ok ok, dokiokioRbokkookok sokksokek ok ok ok ok ok Rk okl ok
N Hamo sapiens GEKLEDGPEFLE SGDAATVDMY 142
KB Rarttus norvegicus GEKLEDGPKFLE SGDALTVDMYV 142
/N Mus musculus GKKLEDGPKFLK SeDAATVDIY 142
¥ Gallus gallus GKKLEDGPKFLE SGDAATVDMI 142
B4 Salmo trutta GKKLEDAPKFLK S3DAATVDNI 142
P54 Danio rerio GKKLEDNPKALK S3DAATVENY 142
BRI Dicentrarchus labrax GKKLEDA-—— ————— 197
4 Oryzias latipes GKKLEDNPEFVE SGDAATVELT 142
RREZ A Oreochromis aureus GKKLEDSPKFVE SeDAATVKL- 141
JeB B Oreochromis niloticus GEKELEDSPEFVE SGDAATVELT 142
KK KKK
3 EFI
Fig. 3 EFI alignment d O. aureus with other vertebrates
(ABO75952) 4 (NP001098132) (NP571338) (CAI28930) (ABN54434) (P10126)
(NP _001393)  (QU0835) (P62630) ;

Other vertebrates including O. nilaticus (AB075952) , O. latipes (NP001098132) , D. rerio (NP571338) , D. labrax (CAI28930) , S. trutta
(ABN54434) ,M. musculus (P10126) , H. sapiens (NP _001393) , G. gallus (Q90835) and R. nonvegicus (P62630) . Identical and silar
amo acids were merked by agerisks and dots reectivey.
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The numbers were the percentages of bootstrgp va ues supporting each node from 1 000 replicas.
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