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Fig.1. Nucleotide sequence alignment of 3 DM domains in Pinctada

martensii
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Fig.2. Amino acid alignment of DM domains in Pinctada martensis,
Danio rerio, Oryzias latipes, Xenopus Laevis, Eremias brenchleyi,
Gallus gallus, Mus musculus and Strongylocentrotus with Clustal X
(1.8) program

Those amino acids showing identity are are lowest in white,more higher in gray

and completely in black,respectively.

Guo Y, Cheng H, Huang X, et al.Gene structure multiple alternative
splicing, and expression in gonads of zebrafish Dmrtl [J], Biochemi-
cal and Biophysical Research Communications, 2005,330:950~957

Kondo M, Froschauer A and Kitano A. Molecular cloning and character-
ization of DMRT genes from the medaka Oryzias latipes and the
platyfish Xiphophorus maculatus(J).Gene, 2002,295:213~222

Randy L, Wang K and Wang Y. Targeted disruption of the DM domain

Randyet al. (2006)

( Smith et al., 2003) ,

a0 | Danio rero-Omn2
Mus muscuius-Dmit2

1 Galius gallus-terra
94
— . Pinctada manenssi-Omnd
1 —— Strongylocentrotus-Omt2

Pinctads marenssi-Drmrtd

Xenopus laevis-Dmetd

B L Onyzigs latipes-Dmnd
b _lfrem.-as brenchieyi-Dimitd

701 Mus musculus-Omand

Pinclads martenssi-Omi3

y Danio rerio-Omd

| Gailus gafius-Omnd

99 | Eremias brenchiey-Omrt3

Mus muscuius-Omrtd

012 a0 0.8 ate e otz 0.00
3. DM
Fig.3. Phylogenetic tree of Pinctada martenssi DM martensii and other

homologues

The figure is made by Clustal X (1.8) and Mega(3.0) programs.
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