A

Subdomain 1 key motifs

[
50 NFLPNAEDYVLINCFGGKGEFGGEFSKV 76 Acropora digitifera 13579

50 ... Lot e e e et e e 76 Acropora millepora 8592

50 Lo Yoo i 76 Acropora palmata

50 e e 76 Acropora cervicornis

50 TC...PG..R.L.-.I.P.. L 76 Porites lobata 3624

110 --...PG..R.L.-.I.P.. L 136 Porites australiensis 11650
60 TC...PD..R.LK-.I.Q....L... 86 Astreopora sp. 19249

1 --...P...S.LS-.I.Q....L... 75 Platygyra carnosus 492

675 MC...P...S5.LS-.1.Q....L 701 Orbicella faveolata XM 020772668.1*
48 LC...P...S.LS-.1.0Q.. L 74 Montastrea cavernosa 84652
48 vC...P...T.LS-.IDQ....L... 74 Fungia scutaria 36545

49 VC...PQE.E.L.-.TI...... L... 75 Stylophora pistillata 3805
49 vC...P.E.T.L.-.I.Q....L... 75 Madracis auretenra 48474

3 SF..EGGC.E.LTV-I....EDLMT. 29 Homo sapiens NP 001003788.1*

B

Phosphorylation Site Thr329

J.
316 TSVVEGRDGGQPSS-TQENFSTSFQQVVDWCLQRDPALRPSISSL 360 Acropora digitifera 13579

T S 360 Acropora millepora 8592
316 ..., T T T e e e e e e e e e e S..o... 360 Acropora palmata

316 oo N 360 Acropora cervicornis

52 L., [T N IP..... [ F.... 95 Acropora tenuis 119548
313 ..PG...N....-T-P.GK..VA...... L.o.o.... R...TA.G. 356 Porites lobata 3624

323 LGl -AT.-..G..CLP.H....L...... L...TTTG. 366 Astreopora sp. 19249

316 ..0G...E.S.VT.--.GKY.LA.H....A...... S...TTTDM 360 Pseudodiplora strigosa
29383

75 ..LG...E.S.VT.--.GKY.V....... Ao S...TTTE. 118 Platygyra carnosus 10866
1536 ..LG...E.N.VT.--.GKYTLA...... Ao S...TTTE. 1579 Orbicella faveolata

XM 020772668.1%

315 ..LG...E.S.VT.--.GKY.LA...... AL, S...TTTD. 360 Montastrea cavernosa 84652
316 ..MG...EAS.-MT-..GK..LA.H....S..H...S...TAAG. 360 Fungia scutaria 36545

183 P.AG..KETS.VT.--.GM..LA...... S, TS...TAT.. 226 Seriatopora hystrix 14429
316 P.AG..KETS.MT.--.GM..LA...... S.o.... TS...TAI.. 360 Stylophora pistillata 3805
316 P.-A.ASQ.----T-S.GR..LA...... S..... SV...ATT.. 360 Madracis auretenra 48474
273 .TPRPSN.DS..HPYHRT..PH.HHF.EQ....N.DA...A.T. 316 Homo sapiens

NP_001003788.1%

Figure S6. STE20-related kinase adapter protein alpha isoform 4 (STRADa)
truncated alignment of A. digitifera protein Reef Genomics:
Acropora_digitifera_13579) with coral sequences and human NP_001003788.1 to
highlight fixed SNVs and indel in A. palmata. The first fixed substitutionisa N —»Y
(A) and second fixed substitution is P —S (B). The unique deletion in A. palmata is
indicated (B). Conserved residues in the glycine-rich loop and one of the two
phosphorylation sites for STRADa (Baas et al. 2003) are shown by the arrows in panel A
and B, respectively. A dot °.” indicates identity to the A. digitifera residue. Samples with
an asterisk (*) are from NCBI and all others are from Reef Genomics database.



