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NTDB id 85751 STYK RS06850 WP 261804759.1 LVTKVVPGSGAGGWVGDKTSEN.SYKYLKIQDKIVTTKEMDEFRKKFADEKAKSNADYQKNLDRHIQD 660
NTDB id 475 HSISS4 RS07005 WP 021143809.1 VISRLTPFTGASMQVGDKNS.SDYFKYVKPQEKVVTKKEYEQSREKWLKEKKASNEKAQKDLEKHVK. 656
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NTDB id 324 STU RS16140 WP 011226306.1 AISRLTPFTGASLQVGDKNSSNDYIKYVKPQEKVVTKKEYEQSREKWLKEKKESNEKAQKDLEKHVK. 657
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