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NTDB id 374 SMU RS06885 WP 002262930.1 ......MKKILIVDDEKPISDIIKFNLAKEGYDTITAFDGREALSKYEEENPDLIILDLMLPELDGLEVAKEVRK...NSHVPII 76
NTDB id 32020 TMZ1T RS17880 WP 004327486.1 ..MDLAGLKVMVIDDSNTIRRSAEIFLAQAGCEVVLAEDGFDALAKIADHHPDVIFVDIMMPRLDGYQTCALIKKNPRLSPTPVI 83
NTDB id 1047 H0N27 RS03110 WP 000389061.1 MEDAFQNLKVMVIDDSKTIRRTAETLLQREGCEVITAVDGFEALSKIAEANPDIVFVDIMMPRLDGYQTCALIKNSQNYQNIPVI 85
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