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1 TTCTGCGGCGCCTCCATCTACAATGAGAACTGGGCCATCTGTGCTGGACACTGTGTCCAG 60

1 F C G A ST Y NE N WATIT C A G H C V Q 20
61 GGTGAAGACATGAATAACCCTGACTACCTCCGA GTAAGTTATCCAATTAAAGTATAATGG| 120
21 E D M N N P D Y L R 31

122 |TGATATAATTGCACTTCAAATTATGTAAGACGCCTGTTTAGCTTTCTACTTTTCAGGATG| 180
31 31
181 |GGCCAGCTAGTAATGAAATAATATTTTTTATTCCAG GTTGTTGCTGGTGAGCACAACTTA 240
32 v VvV A G E H N L 39
241 GATGTTGATGAGGGTAATGAACAGGCCATTGTTCTCTCAAGGATCATTCAACACGAGAAT 300
40D V D E G N E Q A I Vv L S R I I Q H E N 59
301 TACAATGGTTTCAGCATCAGCAACGACATCTCCCTTCTTCAGCTTTCTCAGCCATTGACT 360
60 Y N G F S I S N D I S L L Q L S Q P L T 79
361 TTCAACAACTTCGTTCAGCCGATTGCTCTTCCTGCATCTGGTCACTCTGCCACTGGTGAC 420
80 F N N F v.Q P I A L P A S G H S A T G D 99

421 TGTGTTGTCTCCGGATGGGGTACAACCAGTGAAGGAGGCTCTACCCCATCTTCCCTCATG 480
0 ¢ v v S G W T T S E G G S T P S S L M 119
481 GCTGTGACAGTACCCGTCGTCAGTGATGATGAATGTCGCGCTGCCTATGGTCAGACTGAG 540
20A V T VvV P V V. S D D E C R A A Y G Q T E 139
541 GTTGAAGACTCCATGATCTGCGCTGGTCTTCCTGAGGGAGGCAAGGACTCTTGCCAGGGA 600
4V E D s M1 €C A GG L P E G G K D S C Q G 15
601 GATTCTGGTGGCCCAATGGTCTGCTCTGATACTGGATCACCTTACCTGGCTGGCATCGTC 660
60 Db S GG G P MV C S D T G S P Y L A G I ¥V 179

661 TCCTGGGGCTA 671

180 S W G =
3
Fg. 3 The sequence of trypsin of Neocaridina denticulata sinensis
672 bp, PCR , 629 bp

94 216 J 122 bp; , 182

The sequence is 672 bp nucleotide Degenerate PCR primers are underlined. The sequence without these two primersis 629 bp. The s=-
quence in frame is the ste of intron(94 216) anditslengthis 122 bp; The two extronsliein both sidesof the intron and they encode a
peptide of Trypsin which includes 182 amino acids
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Abstract : Accordi ng to the conserved domain of some trypsin genes reported in the Genbank , a pair of
degenerate primers were designed and syntheszed. Usng genomic DNA of Neocaridina denticul ata sinensis as
a template polymerase chain reaction(PCR) was performed to clone a trypsin gene. Analysisof DNA sequence
showed that the sequence was highly homologous with the trypsin gene of Pacific White Shrimp (L itopenaeus
vannamei) and conssted of one intron and two incomplete extrons. The deduced protein of the sequence has
182 amino acid resdues and possesses all the key amino acids characteristics of the serine protease family. The
catalytic active steis composed of the canonical triadsof His, Asp and Ser and a specificity pocket occupied by
Asp and the resdues Ay, which define the trypsn specificity pocket. Phylogenetic analysis was processed
with the amino acid sequence and protein sequences of the other 11 species trypsin genes. The result is the
same as the present taxonomy according to the characteristic surface configuration.
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