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S$21 Fig. Alignment of non-acidic, conserved sequences of coral SAARPs,

CARPs, and other metazoan proteins. Sequence positions are indicated in

1 DGNDV GSTE GHSVESFK--DRPESLSSVDRNSN
1 DGNDV GSTE GHSVESFE--DRPESLSSVDRNSN
1 DGDEV DD KRSVDSFD--DVEEQLSHVRTASR
1 DGDEV DD KRSVDSED--DVEEQLSHVRTASR
1 SGKPV—————————————— KASESSEIQHSVSSVK-—SLSETVSALQNSTT
1 SGKPV————————————— KASKSSEIQHSVSSVG——SLARTVSALQNSTT
1 DGNDV—————————————— DTMQ-——-RHSVDSFD--DVDETFTKVDTQAK
1 DADDN EVDD——--KHSVDSFD—--DVKETFGKVNKKST
1 NGNVV—————————— GLTSQK——KHSWLSSENPNQKETFSPLNNFTT
1 NGSGVILDFDSVAEYNAAGQLVDGG——RRNFQNFE-—KLDEKFYGDRD-AT
1 NGBNPV—————————————— GQAGSV--KBANFNNFA--QLDEQLSDVVQ-DK
1 RGKVLDIKIYSVEEVDSLGNKIEEK-—-GHFIRNFS——NQFENISQVSNALK
1DETEI-—————————————— GKSGQQ—-THTFNTFA--NLDESFSQIID-DR
1-GNTV—————— GTSGSD—-KHSFNNFA-—-QLSEEISSLQD-TM
1 SGNPY——-—————————— GASGAM—-KRSFNTFA--SLDRETFSALED-TS
1 NGNNV—————————————— GTSGRF——KHIFNNFA--GQKEDISELTD-DT
1DGAVI————————————— GKGGRV--KHSFNTFA--SQSEMFSNITD-DQ

1 DDDERRITLEYESIQEFDQSGTGINLRDEYLRNFA-—GRDESFGTTRE-QL
32 ALGVAAINVNLSTKLEDS-NADVDIMLYL
32 ALGVAAINVNLSTKLEDS-NADVDIMLYL
30 FKGLAVISVNLSTHLQNL-KANVGIMVYL
30 FKGLAVISVNLSTHLQNN-KANVGIMVYL
36 YQNLTAKTVTLQAQLPNM——
36 YQNLSAKTVTLQAQLPNM——
32 YDGLPVTNVNLSATLPSS—-SSLEIMVYL
32 LDGIHVTTVNLSTYLDDQKELEIIVYL

REDGTVSF-GNETFDVQAGTV

REDGTISF-GNETFDVQAGTV

LEPGSVTF-GNETFNVKAGTV

LEPGSVTF-GNETFNVKAGTV

LEDGTIKF-GNETFKMLSGTM

LEDGTIKF-GNETFKMLSGTM
E

RRAGKVTF-GNETF s

36 FQRLPVKRINLSVSLAGP-QANLEIQVLL
47 FQNISCRTFSMEAKIPST-NATFRVQLFI
33 FQDISVYTFKMTANITSV-KATFMSQVY I

11— MTSYISSV-KANFMSQVYI
48 Y-GLFATVFNFTLFFG-———NASISMEFII
33 YMNLTSKRVDFSAKFPST-GGRLVVQVFV
32 YENLTTKRINFTASIADV—SIV:LQVQTYI

LKS@KIEF-GNETFNVMRSGTF
KENGTYEW-GDEAIDMTRGAL
ESGSYVW-GDEETEMKKGSV
ENGSYVW-GDEETEMRKGSY
SSENILVESGETYHIVPGIM
QABEISV-DGERTAMTAGTV
EABNITV-GGEITI
NGBVISI-DSEKS

E

33 FAGITAKRLNFTANIESV-NATLTVPVYI T
REEGSVSQ-GDEESRVSKGTL

S

R

33 YQNLAVKRLDCTAYLDTV-GARLAVQIYL
33 YQNLSAKRLDFVANLTSV-GATLTAQMYL
49 FQNLTTRSFDFQGRIQDTFNAQLVSNVYI

EEEGNITQ-DDEVSQ
RDSBNVTN-GNETFP;

VNIKFKS-KDTPR
VNIKFKS-KDTPR
LTMKIKS-KDSP
LTMKIKS-KDSP
LALTVKSEAEDP
LALTVKSEAEDP

79 KENIEVNNWDEEQG—-SSPABSSR-———- G
79 KENTEVNNWDEEEG--SSPABSSR-———— G
84 DG-—-ATVS@LSDSNQPAAVEDN
84 DG-—-ATVS@LSDSNQPAAVEDN

80 DEG————- EFLBLKLKIKS-KDSP
69 —————ISNWNFEDGDESSGE@SES————- EFLBLSLKIKS-KGSP
85 QFLBIGMSIGSVAEEP
96 EYLEVVICIKG-RKSP
82 KENIRVEGWKEEGE——PGFTENDG—————— SYLBSKICIASKKGSG
40 KENIKVEGWKEEGD——QGYTEKEG—————- SYLBSKICIASKKGSG
95 KENIVIRDWIEEGT——QKAAGKTG————- SYLBLQLEMKG-LLCV
82 TKGNVE-—-QQGEAIBFTISVKG-KGDQ
81 INKGGSG——EVBAFVBLTISIKG-KGTP

82 KQGSKD--EIGDAIEFVITIKG-KGTQ
82 RKGKKS--EFGEFIFFALSIKG-SKPP
82 KQGPKT--SVBEYIEFVIAIKG—KKSG

99 RMGNRQ--YEGAGIBLTLRIRG-PRVP

parentheses. Conserved amino acid positions are highlighted with blue.

120
120
118
118
129
129
119
105
130
138
121

134
124
121
124
124
124
142



