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NTDB id 55605 LDP65 RS15220 WP 101110823.1 .....................MSTEKVNLLDFDRKGLRKYFADELGEKAFRADQVMKWIYHFGVDDFENMTNLNKKLREKLMRVS 64
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NTDB id 55605 LDP65 RS15220 WP 101110823.1 MPINDRWDIEDFLNSVRRYIASSNANRGKVTIEYVLLDHVNDDMEHARQLAELLKDTPSKINLIPFNPYPGSPYRKPSNSRIDRF 319
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