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Abstract : By analysis of fifty-three 18S rRNA sequences of 9 Orders in Malacostraca, we realized
the variable level of 18S rRNA sequence. And phylogenetic relationship of Malacostraca was also
discussed by a Neighbour-Joining (N]J) phylogenetic tree. The study will provide a certain theoretic
base for clarifying the phylogenetic relationship of Arthropoda.
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Table 1 Sequences of 18S rRNA in study
BRS
r:g/ritx?/ outgroup gth;ies Accelion
number
+/2 B Decapoda Austre potamobius torrentium AF235960
Pacifastacus leniusculus AF235961
Cambarellus shufeldtii AF235962
Cambaroides japonicus AF235963
Cambarus maculatus AF235964
Orconectes virilis AF235965
Astacus astacus AF235959
Panulirus argus AY743955
Jasus edwardsii AF235972
Virilastacus araucanius AF235970
Parastacus pugnax AF235969
Geocharax gracilis AF235968
Euastacus bis pinosus AF235967
Emerita tal poida AY743949
Libinia emarginata AY743953
Gaetice depressus AY859577
Ocypode quadrata AY743942
Homarus americanus AY743945
Homarus americanus AF235971
Cherax quadricarinatus AF235966
Stenopus his pidus AY743957
BEUF H Mysidacea Heteromysis sp. JM-2004 AY859580
Heteromysis sp. CCB-2004 AY743946
L1 %F H Anaspidacea Anas pides tasmaniae 1.81948
1 J2 B Stomatopoda  Gonodactylus sp. 181947
Squilla empusa 181946
Gonodact ylus viridus AY743947
e H H Leptostraca Paranebalia belizensis AY743952
Nebalia sp. L.81945
%i /2 H Amphipoda Bactrurus brachycaudus AF202979
Bactrurus mucronatus AF202978
Bactrurus pseudomucronatus AF202985
Bactrurus brachycaudus AF202984
Niphargus fontanus AF202981
Crangonyx forbesi AF202980
Gammarus troglophilus AF202983
Gammarus pulex AF202982
Caprella equilibra AY743950
Hyalella azteca AY743944
Ji /& H Tanaidacea Leptochelia sp. WW-2002 AF496660
%4 J& H Isopoda Cymodoce tattersalli AF255695
Aega antarctica AF255689
Excorallana quadricornis AF255688
Natatolana albinota AF255691
T yphlocirolana moraguesi AF255692
Oniscus asellus AF255699
Asellus aquaticus AF255701
Colubotelson thomsoni AF255703
Erichsonella attenuata AY743948
Stenasellus racovitzai AF496 663
Lirceus fontinalis AF255702 ©
Proasellus slavus AF496662
TR ARH Tethysbaena scabra AF496664
Thermosbaenacea
8 /2 44 Branchiopoda  Simocephalus serrulatus AF144216
Stre ptoce phalus texanus AF144217
Thamnoce phalus platyurus AF144218
Triops longicaudatus AF144219
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Table 2 Pairwise genetic distance (below diagonal) and standard error (above diagonal ) among orders

15 PE B /AR fE 1R 22 Genetic distance/Standard error

P/ SN B
Ingroup/Outgroup ] 9 3 4 5 6 7 3 9 10
1 % & H Isopoda 0.011 0. 011 . 010 0.012 0.015 0. 021 0.018 0.021 0.016
2  BEUF H Mysidacea 0. 091 0. 009 . 010 0.012 0. 016 0.022 0. 021 0.024 0.016
3 M/ H Stomatopoda 0. 096 0. 046 . 008 0.010 0.015 0. 022 0.020 0.023 0.016
4 |1 ¥F H Anaspidacea 0.090 0. 055 0. 043 0.011 0.016 0.023 0.020 0.024 0.016
5 12 H Decapoda 0.119 0.082 0. 070 . 077 0.013 0.022 0.017 0. 021 0.014
6 PeH H Leptostraca 0.161 0.135 0.132 . 135 0.120 0. 021 0.019 0.023 0. 015
7  %i /2 B Amphipoda 0. 271 0.262 0. 260 . 268 0. 260 0. 270 0.025 0.026 0. 022
8 R R UFH Thermosbaenacea 0.185 0.197 0.190 .188 0. 164 0. 201 0.312 0.026 0. 021
9 J7JE B Tanaidacea 0.234 0.234 0.228 . 241 0. 216 0. 254 0..323 0.273 0. 024
10 4h#¥ Outgroup 0.159 0.135 0.132 . 136 0.124 0.141 0. 273 0.212 0. 258
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Fig. 5 (a)Variability of chlorophyll a (Chl a),and (b)

the relationship of Chl a and the tide height at the sampling site
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