
CLUSTAL O(1.2.4) multiple sequence alignment
sp|O95166|GBRAP_HUMAN --------MKFVYKEEHPFEKRRSEGEKIRKKYPDRVPVIVEKAPKA-RIGDLDKKKYLV 51
sp|Q9BXW4|MLP3C_HUMAN MPPPQKIPSVRPFKQRKSLAIRQEEVAGIRAKFPNKIPVVVERYPRETFLPPLDKTKFLV 60
sp|Q9GZQ8|MLP3B_HUMAN ------MPSEKTFKQRRTFEQRVEDVRLIREQHPTKIPVIIERYKGEKQLPVLDKTKFLV 54
sp|Q9H492|MLP3A_HUMAN ------MPSDRPFKQRRSFADRCKEVQQIRDQHPSKIPVIIERYKGEKQLPVLDKTKFLV 54
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sp|O95166|GBRAP_HUMAN PSDLTVGQFYFLIRKRIHLRAEDALFFFVNNV-IPPTSATMGQLYQEHHEEDFFLYIAYS 110
sp|Q9BXW4|MLP3C_HUMAN PQELTMTQFLSIIRSRMVLRATEAFYLLVNNKSLVSMSATMAEIYRDYKDEDGFVYMTYA 120
sp|Q9GZQ8|MLP3B_HUMAN PDHVNMSELIKIIRRRLQLNANQAFFLLVNGHSMVSVSTPISEVYESEKDEDGFLYMVYA 114
sp|Q9H492|MLP3A_HUMAN PDHVNMSELVKIIRRRLQLNPTQAFFLLVNQHSMVSVSTPIADIYEQEKDEDGFLYMVYA 114
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sp|O95166|GBRAP_HUMAN DESVYGL-------------------- 117
sp|Q9BXW4|MLP3C_HUMAN SQETFGCLESAAPRDGSSLEDRPCNPL 147
sp|Q9GZQ8|MLP3B_HUMAN SQETFGMKLSV---------------- 125
sp|Q9H492|MLP3A_HUMAN SQETFGF-------------------- 121
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