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Abstract: RT-PCR and RACE (Rapid Amplification of ¢cDNA Ends)methods were used for the isolation of the full-
length ¢cDNA of NDK-I gene (GenBank accession number: FJ591154) fiom rainbow trout. Sequence analysis revealed a
953 bp ¢DNA containing the 45 bp 5'-UTR, 284 bp 3'-UTR and 624 bp ORF encoding 207 amino acids. Sequence align-
ment of NDPK amino acid between rainbow trout and salmon, zebrafish, western fiog, africa frog, human and fugu exhibited
95%, 72 %, 68 %, 68%, 65% and 64% identity rate, respectively. The result indicated the NDK-I gene was highly con-
servative in the pogress of evolution.
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TTGAAGAATATCACAAGTCGATTATAACTTTGGTTTGTIGAAATA 45
@}UATATH'CAAAGGTGTGCWTGAAAMCCTTATCCTGCCCAGWTT}C TGTCGGGGTTGGGGAGTT 117
MVIFQRCALI KNLTILPSPYCRGYVY¥GYV 24
CTACCAGCGAGTAAAAGTTATATCACTGAGTTCGCATTTTTTCTOCTCCTTGGGCATCGATGCACTGGATAC 189
LPASKSYITETFAFFLLLGHRTCTGTY 48
AGTACCATATCAGGGATCCCTGGTGTGAGAGAACGTACTCTTATTGCAGTGAAACCAGATGGGGTOCAGOGC 261
STISGIPGYVYRERTLTIAYVEKPDGYVYAQR 72
CGOCTTGTGGGACAGATAATGCAACGCTTTGAGCAGAGAGCCTTCAAACTGGTGGGCATGAAGATCCTGCAG 333
RLYVYVGQI MQRFEAQRGFIE KLVGNKIEKMLQ 96
GCATCAGAGGAGCTGCTCTCTCAGCACTACCAGGAGTTAAGGAGGAAGCCCTTTTACCCCAGTCTOCTGTAC 405
ASEELLSQHYQELIRRIKPFTYPS SLLY 120
TACATGACCTCTGGTCCCATAGTTGTTATGGTGTGGGAGGGTCATAATGTGGTCCGGACATCCCGGATCATG 477
YHTSGPIVY XY WEGHSNTYVRTSRIENK 144
GTAGGAGACAOCAACCCATCTGAGGCCCAAGCAGGCACTGTCCGGGGGGATTTCAGCATTCACATCAGCAGA 549
VGDTNPSEAQAGTVRGDTFS SIHTISTR 168
AATGTGGTCCATGCCAGTGATTC AGTAGAGGGGGCTCAGAGGGAGATCCAGCTGTGGTTTCATCGAAAGGAA 621
NV VHASD SVEGAQRETILIAGQLUWFUHRIKE 192
CTGATGGATTOGGACTGCTATGACCAC AATAGCACCTACCAGC TTTGAGAACGAGATOGAAGGCAGAGATTG 693
LMDV¥DCYDHNSTTYQL* 207
AAMGAGACTCTOAACAAGTTCCTGTTTTC TGGACCATTC TGCC TOCCCAGACOCGGAGCCTRCCCACTCTEC 765
TCTACCTTGTOCCACCACAC TAGATTATTGACCTCTGCCTOCCC TCAGACTACATGOCGTICTGTACCTTIT - 837
GAATTCTCATCTGGATTACTGACCTCTGTCTACCCTTGACCTGTCATTTTGCCTGCOCTCTCTTCTAGAMT 909
AALTTTTGTCACTTCGAAMAAAMAAAAAAAAAAAARARARAAA 953

YRR HTD T 3 i Poly(A B SAATAAA DI IHL A 7 R %
“. Represents stop codon; The italic and bold letters (AATAAA) indi cate the
polyadenylation signal.
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Fig. 1 The ¢cDNA and deduced amino acid

sequences of the rainbow trout NDK-/ gene
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N (AAK61230); B £ (AAH49030); 35 B[ (CAG12673).

Oncorhynchus mykiss (FJ607868); Onwrhyndiusmasou formosanus(A BY55263); Xenopus tropicalis (AAIS8418);
Xenous laevis (AAH68680); Homo sapiens (AAK61230); Danio reio (AAH49030); Tetraodon nigrouiridis (GAG12673).
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Fig. 2 Alignment of rainbow trout NDPK protein sequence with the other species
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Fig. 3 The tertiary structure of the
NDPK protein of rainbow trout
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