
  

 
                                                                    
    Nucleotide Binding Site 

                             ↓↓↓↓↓  

38 TIEDIYEVQLDTERGVKEKIRIFDTASVDGSNGELPKHY 76  Acropora digitifera 6635 

38 ....................................... 76  Acropora hyacinthus 8735 

38 .............................A......... 76  Acropora millepora 27679 

38 ............D................A......... 76  Acropora palmata  

38 .............................A.K....... 76  Acropora cervicornis  

38 ............D..............L.VN....S.QH 76  Porites lobata 24313 

 6 ............D.............GL.VN..D.S.QH 44  Porites australiensis 15524 

38 ............D.............GL.VN..D.S.Q. 76  Porites astreoides 8644 

38 ............D.............G..L.....S... 76  Astreopora sp. 1296 

38 ............D......V......G..A.....S... 76  Pseudodiploria strigosa 10749 

16 ............D.............GL.S.....S... 54  Platygyra carnosus 4127 

18 ............D.............G.ES.T...S... 56  Orbicella faveolata XP_020621995.1* 

49 ............D.....R.......G..S.....S... 87  Montastraea cavernosa 106720 

 7 .M.............G..RV......G..S.....S... 45  Seriatopora sp. 7800 

 1 -----..........G..RV......G..S.....S... 34  Seriatopora hystrix 57823 

60 ...............GR.RV.........S.....S... 98  Stylophora pistillata 17315  

38 .M..V.MASVE.D.....QLHLY..RGLQ-EGV...... 76 Homo sapiens NP_065078.1* 

 

 

 

Figure S5. Alignment of NF-kappa-B inhibitor-interacting Ras-like protein 1 from 

Acropora_digitifera_6635 to sequences from other corals and the human orthologue 

(GenBank: NP_065078.1). We have annotated the locations of a fixed E  D 

substitution in A. palmata, which may have been the ancestral form, and a fixed N  K 

substitution that is unique to A. cervicornis. The nucleotide binding motif is shown by the 

arrows. A dot ‘.’ indicates identity to the A. digitifera residue. Samples with an asterisk 

(*) are from NCBI and all others are from Reef Genomics database. 

 
 

 
 

 

 

  


