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Fig 1 The nucleotide sequence of the coding region in Phaeaceros laevis rbel. gene and its deduced amino acid sequence
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&1 HAE rthel AR FDTA X
Tah 1 Codon usage of the Phaeoceros laevis rbel. gene

TTT Phe 13 |[ICT Ser 8 [[lAT Tyr 14 |[[GT Cys 6 |CIT Leu 6 |CCT Pwo 15|CAT His 13|CGT Arg 14

TTC Phe 4 [ICC Ser 5 |[[AC Tyr 3 [IGC Cys 3 |[CTC Leu 2 |[CCC Po 0 |CAC His 2 |[(GC Arg 1

TTA Leu 18 [ICA Ser 6 |[[AA End O [IGA End O |CTA leu 4 |[CCA Po 7 |CAA Gln 10|CGA Arg 6

TTG Leu 3 [ICG Ser O |[AG End O [IGG Trp 9 |CTG leu 2 |[CCG Po 0 |CAG Gln 1 |CGG Arg O

ATT lle 15[ACT Thr 13 [AAT Asn 13 [AGT Ser 3 |GTT Va 13 |[GCT Ala 27 |GAT Asp 20(GGT Gly 23

ATC Ile 3 |ACC Thr 9 |[AAC Asn 2 [AGC Ser 1 |GTC Va 2 |GCC Ala 3 [GAC Asp 7 |GGC Gly 2

ATA Tle 1 |ACA Thr 6 [AAA Iys 18 |AGA Arg 8 |GTA Va 10 |GCA Ala 14 GAA Glu 21|GGA Gly 16

ATG Met 11 [ACG Thr 3 |[AAG Lys 4 |AGG Arg 1 |GTG Va 4 |GGG Ala 1 GAG Glu 11|GGG Gly 6
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Tab. 2 Homologies of the hcl. gene coding region between Phaeoceos laevis and other plants

( ) /%
1 2 3
P. mariesii 39 20 164 223 84.0 91.0
S. olemcea 39 30 189 258 81.5 89.9
Z. mays 43 35 202 280 79.3 88.5

C. reinhardii 57 34 240 331 76.3 89.3
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Sequence Analysis of the Coding Region in Chloroplast
rbcL. Gene from Phaeoceros laevis

*

WANG Ting ‘ s SUYinguan, ZHU Jianming, ZHOU Qin

Abstract. 1 398 nucmeotides of the coding region have been sequenced in the chloroplast rhel. gene
from Phaeceros laevis (L. ) Prosk, and the corresponding amino acid sequence has also been de-
duced . The second and the third positions of the codons in the gene have a bias towards using adenine
and thymine bases, the proportions of A and T in the two positions are 53.6% , 77. 5% respectively.
The nucleotide sequence homologies of P. laevis thel. gene coding region with Pseudotsuga menziesii,
Spinacia oleracea, Zea mays and Chlamydomonas reinhardii are 84.0 %, 81.5%, 79.3% and 76.
3%, respectively, while the deduced amino acid sequence homologies are 91. 0%, 89. 9%, 88.5%
and 89. 3 %0, respectively. This paper offers DNA sequence data for the study of hornwort phylogeny.
Keywords: Phacoceros laevis (1. ) Posk, thel. gene, the coding region, sequence analysis
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