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Identity B
WAPWGSCSATCGVGTKVKTRDPS-Q-LPEYGGKPCVGNT----TAS--AECQVK---VCPVDC
WVDWSVCQFTCGGGESIRTRKVR-I-MAQGHGKACDGNA-~---RES--RECTKN---DCPVDC
WSPWSSCSVTCGDGVITRIRLCN-SPSPQMNGKPCEGEA----RET--KACKKD-----—-- AC
WSLWSSCSRSCGNGVVKRVRSCN-FPAPSYGGADCPGDA-~---EEI--KACKLQ-=-=-=—--- DC
WS-LTSCSVTCGSGVQTRLRRCD-SPPPKNGGKACVGKS----REQ--TVCTRT------- SC
WASWDECDKSCGGGQQERNRQVT-Q-NPONGGKPCLKDL-~---VET--QGCNEI--PCQTTSC
WSEWSDCSTSCGEGNRIRTREIT-K-PPLNGDDSKCPEL----IEK--ESCNKD------ VEC
WSEWSDCSTSCGEGNRIRTREST-K-PPLNGDESTCPEL----IAK--ESCNKD------ VEC

9. N.can TRAP WSEWSPCSATCGVGTQGRTRQQL-S-PPAPGTPTC-PDC----IPPMGRSCEEQGGVKENRSC

10. T.gon MIC2 WSAWSPCSVSCGDGSQIRTRTEV-S-APQPGTPTC-PDC----PAPMGRTCVEQGGLEEIREC

11. p.fal TRAP WDEWSPCSVTCGKGTRSRKREIL-H------- EGCTSEL----QEQ----CEEE------- RC

12. S.min TSR2 GTTWGACSVTCGTGNRARSRGGQ-C-PPY------mmmm - == — SET--ESCNQG -= == —--- SC

13. S.min TSR3 WSSWSDCSKTCGGGQOMYRKRSLL-T-PNTKGGYCNFAVL----SQA--EPCGMD-----—-— AC

14. E.tan TRAP WTEYSACSRTCGGGTQERKREPW-LDNAQHGGRTCMEQYPDGPISV--RECNTQ-----—-- PC

15. S.min TSR1 WSDWSSCSTSCGSGIQSRSVSCP-SDSLEDCGQ----—-=—--—— TPHTYVTCTSY------ TGC

16. S.min TSR4 SSEWNPCSVTCGGGSQDRTVLCKGSDGISYSDNRCTIGD----APERSRICGTS-=--=---- IcC

Figure 3 —figure supplement 1: TSR domain alignment compares apicomplexan TRAP TSR domains with
TSR domains from the dinoflagellates Symbiodinium minutum and S. microadriaticum, TSR 2 from
human TSP1, and ADAMTS-like TSR domains from the anemones Nematostella vectensis and Aiptasia
pallida. Positioning and absence of specific cysteine residues (colored yellow) in TRAP and
Symbiodinium TSRs will result in different patterns of disulfide bonds and three-dimensional folding.
Binding sites for glycosaminoglycans (GAGs) and the scavenger receptors CD36/SRB1 (annotated in red)
are somewhat conserved.
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