S. acutus (ACB06751): pl=3.95, no putative glycosylation site

MKLFAAVVLVTCALASVQOGRTLQQAAAAPTTVAQALAQTPSLSTLNAAVQAAGIDIPADAAWTIF
APKNEAFSDDDIREETGLTAQQLLOPENKQALTQLLQYHIVPSGALRAAQLODGQQLTTALAGAA
PLKVDIEDEKVEIEVPDAGNDDDGDDADVEQADMTVGNSVIHIVDEVLIPASLRGSRQPARSG

C. vacuolata (CvacAstaP1 MZ063685): pl=6.12, 10 putative glycosylation sites

MRTLALFVLACTIGAAYGRELLQAAPAASYNTLAQAVAAANASAPNLSILLAAVKAANVSGALGP
NTTWTILAPTNQAFTSRLNESLGITPOQLLOQPANKKTLVEVLSYHVIPSGAVYSSNLTNGQEVPT
ALAGADPLTVAINNRTVTFEGAENNATVTVANIRAGRSVIHVINDVLLPAGVGNSSNTTAEGEST
APGAAGSRDVAAGSAVGGGSTSAPAPAAAKGAAGAAQVPAVLLASMLLIGMLFEF

C. vacuolata (CvacAstaP2 MZ063686): pl=10.3, 2 putative glycosylation sites

MARNAIVFLAIVCLVAGATADKADPAKKKSAPSYPSLSDAVKAAATAPQLTTLLAAINAAGVASA
LKPDTAWTILAPTNKAFETRLAKLNVTADALLKNKDLLVKVLSYHVIPSGAVYSSQLKDKQTVAT
ALKNATLTVKIYGKNVAFKGPVNKAKVVVADIKAGKSVVHVIDDVLVPPGVVSPEVAQKWKAEYK
SKKDASMKKMDKP

Crl. variabilis (EFN56922): pl=4.15, 1 putative glycosylation site

MARHSAQSYDNIGELLDDTPKLSILKAALEAAGLDELASDDALEATLFAPTDKAFADAITALNLT
AEEVLGDKDLLTTVLSYHVIPGVAVEAAALEEGQILQTILEGAAGQLKYYTFKGLPRLRTTADQV
ARITETDISAGKAIVHLIDAVLIPGDEFFSAPAPGPSP

Cmy. reinhardtii (XP0O01700577): pl=6.33, 15 putative glycosylation sites

MARWTRPGASTILVASCLLLAVAGSSAQTILQAIQSANLTLLAAGLQVADLATTLNSTTGPNITLFE
APSDDALLAMTAALNTTPNALLTLGPKVAPVFTYHAITTPLLAADIPTGDTPYATLNTGLNLTVSK
AANGSVVVRALGSDANVIRTDITAGGAVVHVIDSVLLPFFLSVASAATRTPOQLSSLLSAVASNGLA
PALSNPNLNVIVFAPVNDAFNASSAYLTSVNASITDVLTYHVATSRVLNGSEVTASPITLTTLNSR
ANLTVARDGNNVVVTPVGATAATVLAANIPVGLDLTTGGPRTFVHLVNAVLLPFYTTVANAAERAG
LTTLVAAVAASDPAFLAAVTDPTFRGTILAPSNAAFAATLASLNVTAAQLLADKDNLRRILNAHTII
PNAAVESNQLSNNOQTVNTTGGALLTVSIGNGIVREFNAAKSSAKVVAADVSIGNGRAVVHVIDRVLL
PADLTLPTPYVTVAGAAQAANLSTLLAAVTASDASFLTTLTDPDENGTVLAPTPLSDCHVALLMPN
AAFTAALTALGVNATQLLADKDNLRRILNAHIITPGAVRSSQLVNNONITTLDGVLTVRINGTGVFE
FVAAKSTAKVVTPDVIAGNAVVHTIDFVLLPASVTLTTGGSGGGGSGGGCAAGMASPSVLTLLSSA
LAFLALFAFGRF

Figure S1. The deduced amino acid sequences of the AstaP orthologs. N-terminal signal
peptides are highlighted by yellow. H1 and H2 motifs of the fasciclin domains are shown in
boldface italics. Potential sites for N-linked glycosylation are shown in red fonts.



CvacAstaPl
CvacAstaP2

CvacAstaPl
CvacAstaP2

CvacAstaPl
CvacAstaP2

CvacAstaPl
CvacAstaP2

CvacAstaPl
CvacAstaP2

------------------------------- MRTLALFVLACTIG--AAYGRELLQAAPA
MGRPCLLTYTQTQSYLIDFVVTPTSQQSAMARNAIVFLAIVCLVAGATADKADPAKKKSA

ett..t.F o2, HEg : : o F
ASYNTLAQAVAAANASAPNLSILLAAVKAANVSGALGPNTTWTILAPTNQAFTSRLNESL
PSYPSLSDAVKAA-ATAPQLTTLLAAINAAGVASALKPDTAWTILAPTNKAFETRLAK-L

JKhk ke ekk *hk keokkoke Khkhkookkh ke kh Khekekkhkkkhkkhokk okk o *

GITPOQOLLOPANKKTLVEVLSYHVIPSGAVYSSNLTNGQEVPTALAGADPLTVAINNRTV
NVTADALLK--NKDLLVRKVLSYHVIPSGAVYSSQLKDKQTVATALKNAT-LTVKIYGKNV

sk, 3 Kkky  kk, kkskkkkkkkkkkkkkkkgk_ g Kk Kk _Kkkk _*k Kkkk * _g %

TFEGAENNATVTVANIRAGRSVIHVINDVLLPAGVGNSSNTTAEGESTAPGAAGSRDVAA
AFKGPVNKAKVVVADIKAGKSVVHVIDDVLVPPGV-==—— = — VSPEVAQKWKAEY
ekek, kek h hkhekheokkhokhohkhkokhkhok k% PRI .

GSAVGGGSTSAPAPAAAKGAAGAAQVPAVLLASMLLIGMLF 248

KSKKDASMKKMDKP ———————————— 237
* *

Figure S2. Comparison of amino acid sequences among AstaP-proteins in C. vacuolata. Amino
acid sequence similarity between CvacAstaP1 and CvacAstaP2 showed 44% identity in

overlapping regions.
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