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Alignment of bNACHTO1 to eukaryotic NACHT domain-containing proteins

> > > ‘_ >

170
110
471

203
301
1169

240
173
543
491
276
395

NTPase (g

SNaCT
family 4

1246

296
229
598
565
348
468
1324

376
314
679
653
437
557
1412




