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Abstract DMRT] gene was analyzed by bioinfomatics methods on amino acid level and the stuctural
chamacteristics and function damains of its encoded protein were analyzed and predicted in O reochrom is aureus
Meantine the signal peptide hydrophilicity hydrphobicity transnembrane topological stucture winded
helical stucture motif functional domains and advanced stmcture of DMRTL were also discussed The
results showed that DMRTL had no helical segment and did not contain signal peptide It was a non-
transmembrane and hydrophilic protein DMRT] included two same functional damains which played the
wles of sex control dimerising and binding palindranic DNA, respectively DMRT! inclided several
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phosphorylation sites mplicating that they could play sane mles during cellular signal conduct and their
activities might be related to the regulation of many signals during signal ute DMRT! had advanced
stictures incliding wo @ -helix regions This conclusions are helpful for studying the functions of DMRTL
protein in O reochram is aureus and the relations between sex control and them-
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1 MSQDKQSKQV ~ PDCSGPMSPT ~ KAQKSPRMPK ~ CSRCRNHGYV ~ SPLKGHKRFC ~ NWRDCQCPKC

61 KLIAERQRVM  AAQVALRRQQ  AQEEELGICS PVSLSGSEMM  VKNEVGADCL  FSVEGRSPTP

121 TSHPTSAVTG  TRSASSPSPS  AAARAHTEGP  SDLLLETPYY  NFYQPSRYPT  YYGNLYNYSQ

181 YQMPHGDGRL  PSHSVSSQYR  MHSYYPAATY LTQGLGSTSC  VPPFFSLDDN  NNSCSETMAA

241 SFSPSSISA  GHDSTMVCRS ISSLWGDAK  AECEASSQAA  GFTWDAIEGG  ATK
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Fig 1 ammo acid sequence of DMRT] gene
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Alpha helix (Hh): 19.18%; Extended strand (Ee): 14.38% Beta turn (Tt) : 4. 11%; Random coil (Cc): 62.33%

& 7 DMRTLE [ —REEH TN

Fig 7 prediction on secondary stucture of DMRTI
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Fig 8 Tertiary stucture of DMRTL (CPHmodels—2 0 Server) Fig 9 Tertiary stucture of DMRTL ( SW ISSMODEL)
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