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Figure S4

A AO0A2B4SAZ9 B Human CAV1 (Cryo-EM) ¢ Human CAV1 B AOA118J741

(CAVY extended) (CAV1) (CAV1) (CAVY extended)

Glu140 ;‘N%
Py

44.8% (30) 38.8% (26) 3.0% (2)
F G H
AOA1I8HHY8 AOA1S31G42 AO0A118G233 A0A267DS21
(CAVY extended) (CAVY extended) (CAVY extended) (CAVY extended)

3.0% (2) 3.0% (2) 3.0% (2) 4.5% (3)

electrostatic potential

-10 0 10



Figure S5

A

[l N-term variable region

O Pin motif

M Hook structure @ Signature motif
O Bow-like long helices region

O C-term sheet

H C-term variable region

----- Hydrogen bond




Figure S6

A

1-mer 2-mer 3-mer 4-mer 5-mer 6-mer 7-mer

% e
- %“%L

AF2.1

AF2.2




Figure S7

A
1-mer 2-mer 3-mer 4-mer 5-mer 6-mer 7-mer 8-mer 9-mer 10-mer

n'a A
: X

AF2.1




Figure S8

A B
R7U639 A0A267DC90

(Type I-CAV/CAV-like) (Type 1I-CAV, CAVY extended)

C Human CAV1 AC D Human CAV1 AN & AC

pLDDT:



Figure S9

Model 1 Model 2 Model 3 Model 4 Model 5

5 CAV1 + 5 CAV2

3 CAV1 + 3 CAV2 + 3 CAV3

/AII upper panels were colored by pLDDT: 100

All upper panels were colored by sequence:



Figure S10




F2U793_SALR5 1 -------- QLKYLG----.ISQVSDAYRLD--TTT-L-KIE D.SFP
AOATX7UHPS5_AMPQE 1 AGPNG- -EEBTPPVAAKTYSD - - - - - - - AFDEAYVR-P-SLDEDKF IS
AOATX7TUGAT_AMPQE 1 AGPDG- -EEBTPPVTAKTYSD---- - - - AFDEEYVR-P-SLDEDKF IS

VSKP -GPALE - - - - - - - SVRKLNRILYEGMSDAIl -HIIFSLFLGFLAAITVEGFFMGMAREMYTYMAGRFNQLMFLL I ASLAPSWRAFFRAGMDRP -
ESST--LTAR------- KITKMVHKKLYEITKTIS-MNCLVMIVGFPF 11V LLLGITSFAMN LLKLVSWLFNATIPV-LSPLRNCCKP -
ESST--LTAR------- KITKMVHKKLYEKTKS I S-MNCLVMIVGFPF 11V LLLGITSFAMN LLKLVSWLLNATIPV-LTPLRNCCKIP -

AOATX7TTMH4_AMPQE 1 EGPDVEVNEDB|- - ---------------- IF.---FR-P-QLD EEF | KEEHDGT - -RTNK - - - - - - - YI RSMNKYAYTCCKICC-MNYLVIILGIPATVVWAFILGSVSEIAN MLKVVTWFLNITFPV - - ------ CKIB -
AOATXTVPY7_AMPQE (R IR N R SD------- PTE---PL-T-DLHEDKVFHEHKST--ATIP------- QVRAICPTIFFRHKSLP -MNVAVL I IGPWFLVLFAILAGVMAEFEVVT SIRLGLFVVGAVLPVFLEPLKIVLSL -
AOA1X7VRV8_AMPQE 1 -------- IE-=-----=--- .E ------- PFE---TL-L-DLDEKTMFYEBHQST--PTIP------- QVYAIYNKVEHFTKAIV -MNGLVLIFGIFITLVWAFLASILAEVTT IMRSALFVSGATIPAVVEPMKAFLTEP -
B.floridae_Cav-like 1 == e e - M. --------- I A STK---GH-V-KVTEDEIFN KNV--T.FE ------- PIRTVNSVVFEYTQGGV -MKILSAGLGV ILAVV LAFEGLFNEF IV WLKMCFMG I RLFGLTIKAITVRTC I DP -
AOA7TM7HHS57_STRPU 1 - - e - - - MN----=----- LY ------- SLK---PN-V-KVDEEETFQ LGS--ENVS------- VV.NYNKVIFNWTSRGF- IFLSALLGPILGIA LV IMNE I LVWL VNRPALKVILQACRIVEVLARGVLRSSLDP -
R7U639|R7U639_CAPTE 1 - - - - - EI --------- 'Y ------- KVT---DH-V -KVGEDB I FA SAT - -KAGDVGQVLSPSVRKVFSLVFEGYTQSAI -MYFLTILTGVFLGLT ALEGTVNYFVVWPQWCSARVQFIIIIWTMIVAATLA - - - - - - - G -
C.sp_Cav-like 1 -------- ERl--------- 'Yy ------- KVT---DH-V -KVGEDB I FA SAT - -KAGDVGQVLSPSVRKVFSLVEGYTQSAI -MYFLTILTGVFLGLT ALEGTVNYFVVWFVHBRTMKLLFVFLRIVAMPTKATVRTFADRP -
AOATM7HEM1_STRPU 1 -------- EN--------- 'Yy ------- KMS - --PH-V-PISHDBTFKESSAI - -QGFA----- - - FMKTVEIRLIYEYTHFAI -MATLTLI IAPIMSFVWAIF AHI CVIIWF SQPA I KMLY/IFLRVCQLVYVPFVRFFLDP, -
S.purpuratus_Cav_like2 1 -------- EN--------- I A KMS---PH-V-PISHDBTFKESSAI - -QGFA------- FMKTGEIRLIYEYTHFAI -MATLTLI ITAPIMSFVWAIF AHICVIIWF SQPA I KMLY[IIFLRVCQLVYVPFVRFFLDP -
S.purpuratus_Cav_like1 1 == e e - E@®--------- VY - - - - - - - RLS---PH-V-TTGEABTFKESNDI - -MGFS------- FMEKVNGAIYKYTHFAF -MAVLENLLLAPFIAFSFGLS VMHEAVVWFVQP IMKLYYVWLRVFNLAYEPALRLVCDP -
AOATM7T4C2_STRPU 1 - - e - - - E@®--------- VY - - - - - - - RLS---PH-V-TTGEABTFKESNDI - -MGFS------- FMEKVNGAIYKYTHFAF -MAVENLLLAPFIAFSFEGLS VMHFEAVVWFVQP IMKLYYVWLRVFNLAYEPALRLVCDP -
AOA7M7G9F7_STRPU 1 - - - - - E@--------- VY - - - - - - - RLS---PH-V-TTGEABTFKESKDI - -MGFS - ------ FMEKVNGAIYKYTHFAF -MAVLNLLLAPLMAFSFGLS VMHFEAVVWFVQPSMKLYYVWLRVFNLAYEPALRLVCDP, -
AOA7M7PLL3_STRPU 1 -------- E®--------- VY - ------ RLS---PH-V-TTGEABTFKESKDI --VGFS------- FMEKVNGAIYKYTHFAF -MAVLNLLLAPLMAFSFGL S VMHFEAVVWFVQPRSMKLYYVWLRVFNLAYEPALRLVCDP, -
O.carmela_Cav-like 1 -------- PB--------- Q------- TVS---NE-V-RVEEEBIFK QGGTASSIP------- EVENISQLVYTYTASFA-MKIFAVLFSIILSFM LI FLSEATVWL INPAIRVFYIGVNFYAALYRTVIVLFCERP-
B.floridae_Cav-c 1 --------@8l--------- K-==---- GIN---DH-V-KVTEDE I I A ESA--YSYD------- QVWDVSKRTYKGTKSWC -MRILSFCCAVPLAFF LYEGCLACVQIWCVVPCVKGYVIINLHCYGKIWALFLSTFVDP -
N.vectensis_Cav-at 1 --------18l--------- T---=-=--- NMN- - -DH-L -QVFEQBVFA EGT - -HS/ID------- GVWRTSYKTFVATKYWC-MRI1 ITAIFGIPTAILCGCY CLSEDY IWCVMPCLRGYL/IIELQCLGKIWGLCIRTFCDP -
N.vectensis_Cav-a2 1 - -------18l--------- T---=---- NMN - - -DR-V -RVFEQBVFA EGT - -HS/ID------- GVWRTSYKTFVVTKYWC-MRI ITAIFGIPTAILCGCY CLSEDY IWCVMPCLRGYL/IIELQCLGKIWGLCIRTFCDP -
M.senile_Cav 1 - -------18l--------- T------- RMN - - -DH-V -KVFEQBVFA EGS--HSLD------- GVWRASFSTFVCTKYWC-MRIMTAIFGIPTAILCGCY CLSEDY/IWCIMPCLRGYL/IIELQCLGKVFTVIVRTFCDP -
N.vectensis_Cav-b 1 --------BB--------- S------- NIN---DH-V-KVFYQBVFA EGN--HSID------- GVWRASFSTEVNTKYCC-MRLLTAIFGVPTAILCGCY CLSEDYIWCIMPCLRAYVIQLQFLGKIFSLLIKTFCDP -
H.momus_Cav 1 --------RB--------- N-=------ NIH---ED-V-KVNEABI | A SGA--HSFM- - ----- TVWGTSIYKVYSVTKYWI -MRIMSLVFGVPTALF I YESCLAFCSVMWC I TRCIRSFMIIKIGFLGKIWGACVNTVL DP -
H.roretzi_Cav 1 --------@8l--------- N-»------ NIH---EA-V-KVNEABI I A SGA--HSFE------- TVWGTSYKVYSVTKYWI -MRIMSLLCGIPISLF I YEISCLAFCSIHHWCITRCIRSFIIIQVGFIGKIWGAIVNTVLDP -
C.savignyi_Cav-a 1 --------18l--------- R------- NLQ---EA-V-KVNEABI I A SGA--HSFN------- TVWGTSYKLYSVTKHWV -MRIMSLLCGVPCALL VY CLAFLS/IIWCIMPCIRSIGIKMNFIGQVWGLCIRTLLDP -
C.intestinalis_Cav-a 1 - -------18l--------- R------- NLQ---ES-V-KVNEABI IA SGA--HSFN------- TVWGTSYKVYSVTKYWV -¥MRIMTLVFGVPCAL I VY CLAEFELSII IMPICI RCLGIIKINFIGKIWSLTVRT ILDP-
T.spiralis_Cav 1 - -------18l--------- EK------- QLN---EH-1-KLNEEDBI LA DGY--HSWD - - - - - - - WVWRGTYHTENTLRRF I -MRFLALLFAVPCA I VWAML LLTSINVWILTRPLAIAISIPAVWLAKTWNF I IRSLLDP -
C.briggsae_Cav 1 --------BB--------- HN-»------ GLN---NH-V-QHNEDB | FGEADSQ - -HTWE - - - - - - - FMWRLNASVENWVRLFV -MRFFT-ILALPFTLLFAIFEGFFAAVNVFVIVPRFGKL I SIPGNLLAKLWNWLVHAVFDP, -
Q94051|CAV1_CAEEL 1 --------RB--------- AN------- SMN---NH-V-QLNEEB | FGEADSQ--HSWD - - - - - - - CVWRLNHTVETAVRLFI -MRLVS -LLALPFTIIFAIFEGLLASINVFIIVRBLGKLLS|IPGTLLAKLWNWL |IHAIFDRP -
C.elegans_Cav-a 1 --------@8l--------- AN------- SMN---NH-V-QLNEEB | FGEADSQ - -HSWD - - - - - - - CVWRLNHTVETAVRLF I -MRLVS-LLALPFTIIFAIFEGLLASINVFIIVRPLGKLLSIIPGTLLAKLWNWL |IHAIFDRP -
C.remanei_Cav-a 1 --------18l--------- TQ------- NIN---NH-1-QLNFEB I FGEADSQ--HSWD - - - - - - - CVWRLNHTVENATRLF I -MRLVS-I1LALPFTFLFAIFEGLVASINVFIIVRPLGKLLS/IPGNLLAKIWNWLVHAIFDRP -
B.malayi_Cav 1 - -------18l--------- DK-»------ GLN---NH-1-1MNEBGEVFA DGS--HSIFN------- WTWLVTNRVETATSVSI| -MKLLAAFIAIPFAVFFGIL VFAVISVFLCTPLGVLLTIPLNAFSKCWDFV I CRFLNP -
L.sigmodontis_Cav 1 - -------18l--------- KR------- GLN---NH-V-I1MDEGQVFA DGS--RSIFN------- WTWLATNRIFTATSVTI -MKLLATFIAIPFAVLFGVL IFAAISVFLCTRILGVLFGIIPLNALSKSWDF I | CRLL NP -
D.pulex_Cav-a 1 --------BB--------- EK------- HIN---DT-1-NLN EIVLA DVA--HGFD------- PIWRAAFILETGSRFWI -MRLLSAILALPLALYV I TESLITEFSVWLATRLLRIMDVFLFY I RRVWVALVQTTLERP -
I.scapularis_Cav 1 --------RB--------- EK------- HVIN- - -DH-V -NLVEEBVLA DAS - -HGFD------ - GAWKLTYLVESTTRLWC-MRLLSALLALPCGFT LLESILSLLHVWLFTRLLRIFDVLLHVLHRVWGGL | RTLL DP -
AOA2T7TNUA4_POMCA 1 --------@8l--------- K-==---- REM---DS-1 -K---- - - - - - - - VENITRLWC -MRVLSL ILAVPAACV VH LLAFCTVWCCRPFMRWAQIIVCGYCGDCHL IFIENFVKHP -
C.remanei_Cav-b 1 --------18l--------- S------- DSV---QY-L-NTSEFEVFA SEQ-YHSIA------- CVWTLSFKIFEIVRIYS-MKILTLIFGLLIALIG L FAF|L NI FLILSRMALSQIVMIWPMFL 1Y IVRP-
C.elegans_Cav-b 1 - -------18l--------- K-©------ DSA---QY-L-NTSEFEVFN SEQ-YHSITA------- CVWTLSFKIFEIVRIYS-MKILTLIFGLI1I1AFLG LFAFLN|I ILILTRMAFAQIVL IWPMFLIYIVRP-
Q18879|CAV2_CAEEL 1 - -------1l--------- K-»------ DSA---QY-L-NTSEFEVFN SEQ-YHSIA------- CVWTLSFKIFEIVRIYS-MKILTLIFGL I IAFLG LFAFLN|I ILILTRMAFAQIVL IWPMFLIYIVRP -
AOATM7GJ11_STRPU 1 --------BB--------- e NMT - --SH-V-RIGEEEVFA DHQ--Q8SFD------ - AVWTTEIF IVYTQSKIWC -MRLLSAALAIPLALL LLTECHI CSRVWIFILNWVGSLWATCIRALCNP -
S.purpuratus_Cav-b 1 --------RB--------- [ NMT - --SH-V-RIGEEEVFA DHQ--QSFD------- AVWTTESIF IVYTQSKIWC -MRLLSAALAIPLALL LLTECHI CSRVWIFILNWVGSLWATCIRALCNP -
AOA7TM7POX0_STRPU 1 --------@8l--------- e L NMT - --SH-V-RIGEEEVFA DHQ--Q8IFD- - ---- - AVWTTSIFIVYTQSKIWC -MRLLSAALAIPLALL LLTECHII CSRVWIF ILNWVGSLWATCIRALCNP -
P.lividus_Cav-b 1 --------18l--------- e NMT - - -SH-V-RIGEEEVFA DHQ--Q8SIFD- - - - - - - PIWTTSFIVYTQSKIWC-CRLLSAALAIPFAL I FLTECHI CSRVWIF I INWVGSLWATCIRALCNP -
T.adhaerens_Cav 1 - -------18l--------- N-=------ GIN---EH-L-KVSESEVFA HGN- -YSFD- - ---- - AITWKLSIYTIFEGSKLWC -MRI ISAIFALPCALFC CVVEGQI CIRGLS/IILFGCMFKMITLCVQVCCNP -
B3RWV2_TRIAD 1--------RB/--------- N------- GIN---EH-L -KVSESEVFA HGN- -YSFD- - ---- - AITWKLSIYTIFEGSKLWC -MRI ISAITFALPCALFC CVVEGQl CIRGLS/IILFGCMFKMITLCVQVCCNP -
R7TPM2_CAPTE 1--------RB/--------- AK--=----- RLN---YYLI-QIREEBI IG DPE-VYSLD------- KVWL ISFKVETVTKLWC -MRITSVLFAIPCAL I CLAFCRII CLRSYDIEFACVRRIITEITLQTCCAP -
AOA1I8GQYO0_9PLAT 1 --------RB--------- D------- LIN---QH-L -KVQEEDBI I A DPT -VFSFD------- NVWT CSFKVETSTKLWC -¥MRI ISLICAIPAAIC MLSECT/I SLKAFDISLWYTRRIYEILLKVFVERP-
AOA267DFI9_9PLAT 1 --------@8l--------- N-»------ SLN---1H-C-KVQEEBI | A DPT-VFSIFD- - - - - - - NVWTCSFKVETSTKLWC-MRI1 ISLICAIPAAIC ML SFECTII SLKAFD/IISLWYTRRIYEILLKVFVEP -
AOA267G3E9 _9PLAT 1 --------18l--------- N-=--=---- SLN---1H-C-KVQEEBI | A DPT-VFSIFD- - - - - - - NVWTCSFKVETSTKLWC-MRI1 ISLICAIPAAIC ML SFCTII SLKAFD/IISLWYTRRIYEILLKVFVEP -
AOA267GQL3_9PLAT 1 - -------18l--------- E------- GLN---GH-C-RVKEEBI I A DPT -VFSFD------- GVWVLSYKVESSTKLWC-MRITSLICAIPAAIC CLSECT/I SIKAYEIISLWYTRRIFEILLAVFLEP-
A0A267G3D8_9PLAT 1 - -------1l--------- L------- KIN---GD-L-HVRWEEVFG HHT -VYSFD- - - - - - - GVWKLAHKVYYTVKLWT -MRILTL I CAVPAACY CLACNII ALRAFEMQAKMLKLFYSITLSIFLEP -
AOA267G387_9PLAT 1 --------BB--------- L------- KIN---GD-L-HVRWEEVFG HHT -VYSFD- - - - - - - GVWKLAHKVYYTVKLWT -MRILTL I CAVPAACY CLACN I ALRAFEMQAKMLKLFYSITLSIFLEP -
AOA267G1N3_9PLAT 1 --------RB--------- E------- GLN---SH-C-RVKEEDBI | A DPT -VFSFD------- GVWVLSYKVESSTKLWC-MRITSLICAIPAAIC CLSECTII SIKAYEISLWYTRRIFEILLAVFLERP-
AOA267DNA3_9PLAT 1 --------@8l--------- E------- GLN---SH-C-RVKEEDBI | A DPT-VFSIFD- - - - - - - GVWVLSYKVESSTKLWC-MRITSLICAIPAAIC CLSECTII SIKAYEISLWYTRRIFEILLAVFLEP-
AOA267FMS2_9PLAT 1 --------18l--------- K-==---- NIN---QH-LTAIQEEBI I A DPT-VFSIFD- - - - - - - SVWT ISYKVETTTKLWC -MRI1SSLICAIPAAIC CLSECTII SIKAYEIISLWYTSRIYEVLLKAFMEP -
XP_014664738.1 1 - -------18l--------- N-=------ MIN---QY-A-KTLEGB I FA EPT-TFSFD------- AITWRLSIFTVETVSEGVVIMRYSGALSTPAGGRVW- - -LGILLAMHYV - - - - - - - - - - - o o o oo oo oo oo oo oo oo -
AOA1S3IXS7_LINUN 1 - -------1l--------- D------- EIN---QH-L -KVTESBI FA HPT-IFSFD------ - KVWVLSYQAFTATQLWC-MRILSL ICGLPCav-cWGIEFACISFCNIWVCVPYVKAFYISLHCIRKIFEPFMDTFVAP
AOA1S3I8M7_LINUN 1 --------BB--------- N-=------ LLN---DN-C- - - - - - - e oo oo e e oo m e m o e e o m - KVEHGAKLWC -MRIFSLVLGLPLACC VY CLSECNIWCWIPALKAYDIEMGCVRRAWSTYLGAIVARP -
AO0A1S31469 _LINUN 1 --------RB--------- N-=------ LLN---DN-C-KVREEBDI | A DDS -VYSFD------ - KVW I LSHKVEHGAKLWC -¥MRIFSLVLGLPLACC VY CLSECNIWCWIPRPALKAYDIEMGCVRRAWSTYLGAIVARP -
G.aculeatus_Cav2R2 1 --------@8l--------- R-=------ GIN---DC-L-KVTEEBVIA VSV--REBGD - ------ RVWF NALFEVSRVWV -MRVVTVLLAIPISIASGLL ILSCLHIWIVGPICSRCALVGARWLESLWSVVLGIVVRP -
O.latipes_Cav2R2 1 --------18l--------- R------- GIN---DC-L-KVTEEBVIA VSV--RBGD - ------ RVW | NALFEVSRVWL -MRILTVVLAIPMSVLSGVL IFSCFHVWMVGRCVEYVLIIIGTRWLQSLWNVVLGVFEVLEP -
T.rubripes_Cav2R2 1 - -------18l--------- R------- GIN---DC-L-KVTEEBVIA VSV--RSGD - ------ RVW | HALFEVSRVWI -MRI ITAVLAIPLSVASEGIL ILSCFHIWMVGRCVQAIVIISTSWLQRTWSVLLDL I VRIP -
T.nigroviridis_Cav2R2 1 - -------1l--------- R-»------ GIN---DC-L-KVTEEBVIA VSV--RBGD- ------ RVW | HALFEVSRVWI -MRIVTALLAIPLSITSGIF VLSCFHIWMVGPICVQCIFIIISTRWLQRLWSVLLEVILRP-
D.rerio_Cav2R2 1 --------BB--------- R-»------ QIN---EC-L-KVSEEBV IA VSV --RSBGD- ------ RVW | HALFEVSRVWF -MRI I TAVLAVPVSL |AG IV VLSEIHIWFFTRCVQVVLIINTGWLQTLWSSVLDI I ILP-
G.gallus_Cav2 1 --------RB--------- R-»------ GLN---AH-L-QLGEEBV | A ELT--HSFD------- KVWICSHALFELSKYVL -MKLLSLLLAVPLALVLGIYV VLSCLHIWIVVBIFVRTCLMVLPSVQT IWKSLTDVFVARP, -
M.domestica_Cav2 1 --------@8l--------- R-=------ GLN---TH-L -KMGEEBDV |G EST--HSFD------- KVW I CSHALFEVSKYL I -MKVLTVLLAIPLAFVAGIL TLSCLHIWIVVRPFVKTCLMVLPSVQTVWHS | TDGF | AR -
M.eugenii_Cav2 1 --------18l--------- R------- GLN---TH-L -KLGEEBV I A ESA--HSFD------- KVW I CSHALFEISKYL I -MKVLTVLLAIPLAFVAGIF TLSCLHIWFVVRPF I KTCLMVLPSVQTVWKS I TDVL | AR -
M.musculus_Cav2 1 - -------18l--------- H-»------ QLN---SH-L -KLGEEBL | A ETT--HSFD------- KVW I CSHALFEISKYVM-MKFLTVFLAIPLAFIAGIL TLSCLHIWILMPFVKTCLMVLPSVQT IWKSVTDVV IGP -
H.sapiens_Cav2 1 - -------1l--------- H------- RLN---SH-L-KLGEEBV I A VTT - -HSFD- - - - - - - KVWICSHALFEISKYVM-MKFLTVFLAIPLAFIAGIL TLSCLHIWILMPFVKTCLMVLPSVQT IWKSVTDV I | AR -
P51636|CAV2_HUMAN 1 --------BB--------- H------- RLN---SH-L -KLGEEBV I A VTT - -HSFD- - - - - - - KVWICSHALFEISKYVM-MKFLTVFLAIPLAFIAGIL TLSCLHIWILMPFVKTCLMVLPSVQT IWKSVTDV I | AR -
D.novemcinctus_Cav2 1 --------RB--------- R-»------ RLN---SH-L-QLGEEBV I A VST --HSLD------- KVWICSHALFEISKY I | -MKFLTVFLAIPLAFAAGIL TLSCLHIWI TMRFVKTCLMVLPSVQT IWKSVTDVA I AP -
L.africana_Cav2 1 --------@8l--------- H------- RLN---SH-L-QLGEEBVVA VST --HSFD- ------ KVW I CSHALFEISKYVV-MKFLTVFLAIPLAFAAGIL TLSCLHIWI IMPFVKTCLMVLPSVQTVWKTVTDVV IAR -
B.taurus_Cav2 1 --------18l--------- H-»------ RLN---SH-L -KVGEEBV | A VST - -HSFD- ------ KVW I CSHALFEMSKYV I -MKFLTVFLAIPLAFAAGIL TLSCLHIWI IMPFVKTCLMVLPSVQT IWKSVTDVV I AR -
X.tropicalis_Cav2 1 - -------18l--------- H-»------ KLN---SH-L-KIGEEBV IG DTT--HSFD------- RVWVFSTALFEISKYL I -MKVLSVLLAVPLAFVMEGIL VLSCLHIWIVMPFVKTCMMMFPSVQI IWKGVTDSL | AP -
X.laevis_Cav2-1 1 - -------1l--------- K-»------ RLN---SH-L-KITEEBVIG DTT--HSFD------- RVWVCSTALFEISKYL I -MKVLTVLLAVPLAFVVEGIL VLSCLHIWIMMPFAKSCMMMLPSVQKIWKGVTDSF | AP -
X.laevis_Cav2-2 1--------RB/--------- K------- RLIN---SH-L-KIEEEBVIG DTT--HSFD------- RVWVCSTALFEISKYL I -MKVLTVLLAVPLAFVMG IL VLSCLHIWIMMBIFAKTCMMILPSVQKIWKGVTDSF I AP -
S.acanthias_Cav2 1 --------RB--------- K-»------ GVN---TH-1 -KVSEEBV | A AGT - -QTFD- - --- - - GVWICSHASFELSKFVL -MKLLTLFLAIPLAFII1GIL l1TSY I HVWFLMPILVKSFMMSLPSFKAIWRS |IMDMF | S -
G.aculeatus_Cav2 1 --------@8l--------- Y----=--- DMN- - -AH-L -KVGEDBV | A VSA--HSFD------- KVWIGSHAAFELVKYLL -MRVLSTLLAVPVAFILGLVEGVLSCIHIWLVMPIVIQSFLMLLPSLQVVWRSLTDMFVTP -
T.rubripes_Cav2 1 --------18l--------- H-»------ DIN---AQ-L-KVGEEBV I A ASA--HSFD------- RVWIGSSATFELVKF IF-MRLLTTLLAVPAAFILGVVEGVLSCIHIWLVMPIVTRSFLMLLPSIQVVWKSVTDMF ITP -
T.nigroviridis_Cav2 1 - -------18l--------- H-»------ DLN---AQ-L -KVGEEBV I A ASA--HSFD------- RVWIGSHAVFELVKF IF-MRLLTTLLAVPVAFLLGVAFGALSCIHIWLVMPILTRSFLVLLPSVQVVWRSVTELFITP-
D.rerio_Cav2 1 - -------1l--------- K-»------ DIN---KH-L-KVGEEDI I A NST - -HSFD------ - RVWIGSHAVFELVKYVF -MRILTTLLAIPMAFIAGIVEGILSCIHIWYVMPIVI QGCMMTLPSIHV IWTSLMDMF |IGP -
X.tropicalis_Cav2R1 1 --------BB--------- R-»------ GIN---KH-L -KLDESBVLA ASF - -HSFD------- KVWT DILEESSKLWC-¥RI ISLLCAVPVSLLSGIL LLGCLHIWCAMPCIQLCNICMPPVRTLWASVLDIFVAP -
X.laevis_Cav2R1 1 --------RB--------- R-»------ GIN---KH-L -KVDESBVLA ASF - -HSFD- ------ KVWT DILFEESSKLWC-¥RI ISLLCAVPVSLLSGIL LLGCLHIWCAMPC I QLCNICMPPVRTLWASVLDIFVAP -
O.anatinus_Cav2R1 1 --------@8l--------- Q------- GIN---QH-L -KVDEABVLA TSF--HSFD------- RVWT DITEFETSRLWG-MRL ISLLCALPGSLLAGGL CLSSLHIWC IMPCVQLCMLTLPPIRTLWISVLDLLVAP -
D.rerio_Cav2R1 1 --------18l--------- C------- GIN---KH-L-KVEESBVLA AST - -REYD------ - RVWVYSG IGFESARLWS -MRCLSA I CAVPLSCLCGCL LLACMHIWCVMPICIQVCHSCLPCVRSLWMSLVNIF I AP -
X.tropicalis_Cav3-2 1 - -------18l--------- K->------ KIN---QEVV-QVDEEBV I A DGT - -HSFD- - - - - - - GVWKASSTTEFTVTKYWC -MRVFSAIFGLPLALL FL CLSFCHIWAVVPCVKSYLMEVQCLGQFYALCVRTFCDP -
X.laevis_Cav3 1 - -------1l--------- K-»------ KIN---QEVV-QVDEEDV I A DGT - -HSFD- - - - - - - GVWKASSSTFTVTKYWC -MRVLSAIFGLPLALL FL CLSFCQIWAVVPCVKSYLMEVQCLGQFYALCVRTFCDP -
X.tropicalis_Cav3-1 1 --------BB--------- K-»------ RIN---DSVI -KVDEEBV | A QGT - -HSFD - - - - - - - GVWKASYTTETVTKFWC -MRILSAAIGIPLS IV Fl LISECHIWAVVPCIKSYQIETHCLGRIFSLCTHTFCDP, -
G.aculeatus_Cav3 1 --------RB--------- K-»------ QIN---EDVV-KVDEEBV | A DGT - -HSLD - - --- - - GVWKLSYTTFTVSKYWC-MRILSAVFGIPVALL FL CISFCHIWAVVPCIKSCLIIESQCIGRIYSLCIQTFCD® -
T.rubripes_Cav3 1 --------@8l--------- K-==---- QIN---EDVV-KVEEEDBV | A EGT - -HELD - ----- - GVWKLSYTTETVSKYWC -MRVLSAIFGIPVALL FL CISFCHIWAVVPCIKSCLIIESQCISRIYSLCIQTFCD® -
T.nigroviridis_Cav3 1 --------18l--------- K-==---- QIN---EDVV-KVEEEBV | A DGT--HSLD- - - - - - - GVWKLSYTTFETVSKYWC -MRVLSAIFGIPVALL FL CISFCHIWAVVPCIKSCLIIESQCISRIYSLCIQTFCDP -
O.latipes_Cav3 1 - -------18l--------- K->------ QIN---EDVV-KVEEFEEBV | A DGT--HSLD- - - - - - - GVWKLSYTTFTVSKYWC-MRILSAIFGIPVALL FL CISFCHIWAVVPCIKSCLIIESQCISRIYTLCIQTFFDP -
D.rerio_Cav3 1 - -------1l--------- K-»------ QIN---EDVV-KVDEEDBV | A DGT - -HSMD - - - - - - - GVWKASYTTFTVSKYWC -MRVLSAVFGIPVALL FC CISFCHIWAVMPC I KSYLIIETQCLSRIYSLCIHTFCDP -
M.musculus_Cav3 1 --------BB--------- K-»------ NIN---EDIV-KVDEEBV I A EGT - -YSFD------- GVWKVSFTTETVSKYWC -MRLLSTLLGVPLALL FL CISFCHIWAVVRBCIKSYLIEIQCISHIYSLCIRTFCNP -
R.norvegicus_Cav3 1 --------I8--------- K-»------ NIN---EDIV-KVDEEBV | A EGT - -YSFD------- GVWRVSYTTFETVSKYWC -MRLLSTLLGVPLALL FL CISFCHIWAVVRBCIKSYLIEIQCISHIYSLCIRTFCNP -
P56539|CAV3_HUMAN 1 --------@8l--------- K-==---- NIN---EDIV-KVDEEBV | A VGT - -YSFD- ----- - GVWKVSYTTETVSKYWC -MRLLSTLLGVPLALL FL CISFCHIWAVVPCIKSYLIITEIQCISHIYSLCIRTFCNP -
H.sapiens_Cav3 1 --------18l--------- K-==---- NIN---EDIV-KVDEEBV I A VGT - -YSFD- - ---- - GVWKVSYTTFETVSKYWC -MRLLSTLLGVPLALL FL CISFCHIWAVVRPCIKSYLIIEIQCISHIYSLCIRTFCNP -
M.mulatta_Cav3 1 - -------18l--------- K->------ NIN---EDIV-KVDEEBV I A VGT - -YSFD- ----- - GVWKVSYTTETVSKYWC -MRLLSTLLGVPLALL FL CISFCHIWAVVPCIKSYLIIEIQCISHIYSLSIRTFCNP -
M.domestica_Cav3 1 - -------1l--------- R-»------ HIN---EDVV-KVDEEBDV I A DGT--YSFD- - ---- - GVWKVSYTTYTVSKYWC -MRL ISTLLGCPLALF Cl LISFFHIWTVVPCIKSCLIIEMQCISRVFSLFIHTFCHP-
G.gallus_Cav3 1 --------BB--------- K-»------ RIN---EDVV -KVDEEBV I A VGT - -YSFD- - ---- - GVWKGSYTTFETVSKYWC -MRLLSAVLGIPLAVV FL LISECHIWAVVPCIKSYLIEIQCVSRIYSLCIHTFCDP, -
O.anatinus_Cav1 1 --------RB--------- K-»------ HLN- - -DDVV -K I DEEBV | A EGT - -HSFD- - ---- - GIWKASFTTFETVTKYWF -MRLLSALLGIPLALL Iy ILSFELHIWAVVPICIRSYLIIEIQCISRVYSICIHTFCDP, -
G.gallus_Cav1 1 --------@8l--------- K-==---- HLN- - -DDVV -K I DEEBV | A EGT - -HSFD - - - - - - - GIWKASFTTETVTKYWF -MRLLSAIFGI|PMAL I Iy ILSELHIWAVVPICIRSYLIHEIQCISRVYSICIHTFCDP, -
X.laevis_Cav1 1 --------18l--------- K-==---- HLIN- - -DDVV -K I DEEBV | A DGT - -HSFD- - - - - - - GIWKTSFTTETVTKYWF -MRLLSAIFGIPLSL I I F ILSFLHIWAVVPICIRSYLIIHIEIQFLSRVYSIGVHTL FDPP -
X.tropicalis_Cav1 1 - -------18l--------- K->------ HLN- - -DDVV -KIDEEBV I A DGT - -HSFD- - - - - - - GIWKASFTTETVTKYWF -MRLLTTIFGIPLAL I Iy ILSFLHIWAVVPFMRSYLIIHIEIQCISRVYSIGIHTFCDP -
M.domestica_Cav1 1 - -------1l--------- K-»------ HLN- - -DDMV -K I DEEBV | A EGT - -HSFD- - - - - - - GIWKASFTTFETVTKYWF -MRLLSALFGIPMAL I 'Y ILSFLHIWAVVPICIRSYLIIHIEIQCISRIYSICIHTFCDP, -
M.eugenii_Cav1 1 --------BB--------- K-»------ HLN- - -DDVV -K I DEEBV | A EGT - -HSFD- - ---- - GIWKASFTTETVTKYWF -MRLLTVLFG I PMAL I Iy ILSELHIWAVVPICIKSYLIITEIQCIGRIYSICIHTFCDP, -
C.porcellus_Cav1 1 --------RB--------- K-»------ HLN- - -DDVV -K I DEEBV | A EGT - -HSFD- - ---- - GIWKASFTTFEFTVTKYWF -MRLLSTLFG | PMAL I Iy ILSFELHIWAVVPICIKSFLIIEIQCISRVYSIYIHTFCDRP, -
D.novemcinctus_Cav1 1 --------@8l--------- K-==---- HLIN- - -DDVV -K I DEEBV | A EGT - -HSFD - - - - - - - GIWKASFTTETVTKYWF -MRLLSTLFG I PMAL I Iy ILSELHIWAVVPICIKSFLIHEIQCIGRVYSIYIHTFCDP -
E.telfairi_Cav1 1 --------18l--------- K-==---- HLIN- - -DDVV -K I DEEBV | A EGT - -HSFD - - - - - - - GIWKASFTTETVTKYWF -MRLLSGIFGIPMAL I VY ILSFLHIWAVVPICIKSFLIHIEIQCISRVYSIYVHTFCDP -
M.musculus_Cav1 1 - -------18l--------- K->------ HLN- - -DDVV -KIDEEBV I A EGT - -HSFD- - - - - - - GIWKASFTTETVTKYWF -MRLLSTIFGIPMAL I Iy ILSFLHIWAVVPICIKSFLIHIEIQCISRVYSIYVHTFCDP, -
H.sapiens_Cav1 1 - -------1l--------- K-»------ HLN- - -DDVV -KIDEEBV I A EGT - -HSFD- - - - - - - GIWKASFTTFETVTKYWF -MRLLSALFGIPMAL I 'Y ILSFLHIWAVVPICIKSFLIHIEIQCISRVYSIYVHTVCDP, -
QO03135|CAV1_HUMAN 1 --------BB--------- K-»------ HLN- - -DDVV -K I DEEBV | A EGT - -HSFD- - ---- - GIWKASFTTETVTKYWF -MRLLSALFG I PMAL I Iy ILSELHIWAVVPCIKSFLIIEIQCISRVYSIYVHTVCDP, -
B.taurus_Cav1 1 --------RB--------- K-»------ HLN- - -DDVV -K I DEEBV | A EGT - -HSFD- - ---- - GIWKASFTTFEFTVTKYWF -MRLLSALFGI|PMAL I Iy ILSFLHIWAVVPICIKSFLIIEIQCISRVYSIYVHTFCDP, -
A.albiventris_Cav1 1 --------@8l--------- K-==---- HLIN- - -DDVV -K I DEEBV | A EGT - -HSFD - - - - - - - GIWKASFTTETVTKYWF -MRLLSSLVGIPVAL I Iy ILSELY[IWAVVPCIKSFLIIIKIQCISRIYSICIHTFCDP, -
L.erinacea_Cav1 1 --------18l--------- K-==---- HLN---EYVV -KMDEEBV | A EGT - -HSFD - - - - - - - GIWKASFTVETVTKYWC -MRLLSGLFGIPLAI I Iy ILSEFHIWAVMPICI KSYMIIIEIQCFSRVYSICIHTFCDP -
T.californica_Cav1 1 - -------18l--------- K->------ HLN- - -DQVV - KVDEEBV | A EGT - -HSFD- - - - - - - GIWKVSFTVETVSKYWC -MRLLSGLFGIPLAI I Iy LLSFIHIWAVVPICVKSYMIDIQCISKVYSICIHTFCDP -
S.acanthias_Cav1 1 - -------1l--------- K-»------ HLN- - -DDVV -KVDEEEV | A EGT - -HSFD- - - - - - - GIWKASFTVETVSKYWC -MRLLSAIFGIPLAI I 'Y ILTEITHIWAVMPICIKSYLIIHIEIQCISRVYSICIHTFCDP, -
T.rubripes_Cav1.2 1 --------BB--------- T------- HLN- - -DDVV -KVDEEBV | A AGT - -YSFD- - ---- - GVWKASFTTETVTKYWC -MRLLTALVGIPLAL I I F ILSFIHIWAVVBICVKSYLIIEIHCISRVYSICVHTFCDP, -
P.promelas_Cav1 1 --------RB--------- K-»------ HLN- - -DDVV -KVDEEBV | A AGT - -YSFD- - ---- - GVWKASFTTETVTKYWC -MRLLTALVGIPLALYV I F ILSFIHIWAVVRPICVKSYL/IIEIHCVSRVYSICVHTFCDP, -
D.rerio_Cav1 1 --------@8l--------- K-==---- HLIN- - -DDVV - KVDEEBV | A AGT - -YSFD- - ---- - GVWKASFTTETVTKYWC -MRLLTALVGIPLALV I F ILSEIHIWAVVPICVKSYLIHEIHCISRVYSICVHTFCDP -
O.latipes_Cav1 1 --------18l--------- K-==---- QIN---DDVV-KVDEEB I | A AGT - -YSFD- - --- - - GVWKASFTTETVTKYWC -MRLLTAVVGIPLAL I I F ILSFLHIWAVVPICVKSYLIIIEIHCLSRVYSICVHTFCDP -
T.rubripes_Cav1.1 1 - -------18l--------- K->------ HLN- - -DDVV -KVDEEDBV | A AGT - -YSFD- - --- - - GVWKASFTTFETVTKYWC -MRLLTALVGIPLAL I I F ILSFIHIWAVVRPICVKSYLIIIEIHCISRVYSICVHTFCDP -
T.nigroviridis_Cav1 1 - -------1l--------- K-»------ HLN- - -DDVV -KVDEEDBV | A AGT - -YSFD- - --- - - GVWKASFTTFETVTKYWC -MRLLTALVGIPLAL I I F ILSFIHIWAVVPICIKSYLIHEIHCISRVYSICVHTFCDP, -
AOA1S3HK30_LINUN 1 --------BB--------- T------- NMN- - -DH-L -KVLEEBV I A EGT - -HSFQ------ - TIWRTSIFATESATKKWT -MRILSAICGVPCAFC I'H CLTECNIWSVVRBS IKSYGIQLKAIGTVFGMCIRTFSDP -
AOA1S3JHP2_LINUN 1 --------RB--------- T------- NMN- - -DH-L -KVLEEBV | A EGT - -HSFQ - ----- - TIWRTSIFATESATKKWT -MRILSA I CGVPCAFC I'H CLTECNVWSVVRBS IKSYGIQLKAIGTVFGMCIRTFSDP -
C.intestinalis_CavY 1 --------@8l--------- T---=-=--- GKIN---EH-V-RV EDAFA DGT - -HSIVK - - - - - - - GVWSCSYKTFRCAKSCW-MIFLSILCGGPCALL FV CQSCYHIWC IGPCVKAMT/IDLGCCKFCWSTCVRCWL DP -
C.savignyi_CavY 1 --------18l--------- T---=-=--- RKIN---EH-A-RV EDAFA DGT - -HTLD------ - GVWSCSYRTFKCSKGCW-MIFLSILFGGPCALF FV CQSCYHIWC IGPCTKSLSIDFTCCKKFWSACILCFYGP -
X.laevis_CavY 1 - -------18l--------- N-=------ NLN---DH-V-RVLEEBAFG EGS--HSIP------- GVWSMSYKTFENGVKNCC-MIVLSVLCGCPLAFCWALE CVQCCHIWMVGRC I HIWKINVSCMKMFYSSCVHCL CDP -
X.tropicalis_CavyY 1 - -------1l--------- N-=------ NLN---DH-V-RVLEEBAFG DGS--HSIP------- GVWGMSYKTFENGVKNCC-¥1VLSVLCGCPLAFCWALQ CVQCCHIWMVGPRC | RAWNMNVNCMKMFYSSCVHCL CDP -
A.mexicanum_CavyY 1 --------BB--------- N-=------ NLN---DH-V -RVLEEBAFG EGS--HSIP------- RVWECSYKTFEFRGVKSCC - I VMTFLCGCP IAFCCALE YLQCCHIWI! IGRCLTCFRMNMSCLKLFWSSCVHCMCDP, -
AOA1S3IQQ3_LINUN 1 --------RB--------- N-=------ DLN---AH-V-KTQEEBIFG EGT--Q8ID------ - CVIWRNAFKCETGGKNCC-MKFITI ICALPIALC CE MITEDHVWNLTPRPAYRSFEIYLTCSKRYFGACVHC | CDP -
AOA1S3IGO0_LINUN 1 --------@8l--------- T---=-=--- NIY---HY-L-TVDEEE IFA DGT--HSID------- CVWTNSYKCFETCGKNLC-MKILTLLCGIFVALC CE GIAFSHIWHYTPMYKACEINLGCFKKFYSTCIHCL CDP -
AOA1S3IG42_LINUN 1 --------18l--------- N-=--=---- NMY - - -DY-M-TVDEEE | FA DGT--HS§ID------- CVWTNSHKCFEFTCGKNLC-MKILTFLCGIFIALC CE GIAFDHIWYYTPMYKACEINLGCFKKFYSTCIHCLCDP -
AOA1S3IH41_LINUN 1 - -------18l--------- N-=------ NMY - - -DY -M-TVMDELEVFA DQT - -HSAD - - - - - - - CVWRNSFKCFTCGKNLC-MKILTFLCGIFVALC CE GIAFSHIWYFTPRPLYKACEINLGCFKKFYTTCIHCLCDP -
C.virginica_Cav-a 1--------RB/--------- N-=------ DLN---KH-V-QTAEEBV IG DGA--HSPD------- CVWRASAMCFKGGKACC-MTLLTGLCGIFIGLY CE CISFEDQIWCTTPMIRVFSIYMGCLQKFFGTCVSCCLAP -
C.farreri_Cav 1 --------BB--------- N-=------ ALN- - -SN-V-HVAEEBDVLG DAT --HSID------- CVWKNSYSCENCGKNCC -MKFMSTLCGICIALY CE MITEEMVWCCTRSLKVHTIIMLG I CQRFFGSCIQCCLAP -
XP_014678552.1 1 --------RB--------- N-=------ DIN---SY-L-QVGYDBV I A EDI - -RSIN------- CAWGLSAKCENFGQNCC-MKFLSLFCAPCLALC cQ CLAFDHIWYCTRPMLKAFKLQCTMLRQFWFTTVDCFLARP -
N.vitripennis_Cav 1 --------@8l--------- H------- RLN---QH-L -QVIWEEVVG DGI - -RSIPE------- CAWRLSGHCFRLSRGCC-MVLLSVLVAPI IALCLGLT CLAFEHIWC IGPCLRVWRIITCSATRNFCTALVQSVVRP -
A.mellifera_Cav 1 --------18l--------- N-=--=---- SLN---KH-L-QVMWDBV |G EGI - -REPE------- CAWRLSGHCFRLSRRCC-MVFLSVL IAPFLSLCLGLT CLAFQHIWCLAPCLRVWKIITCAATRNFLSVVTQG IVRP -
AOCA7MT7R2L2_APIME 1 - -------18l--------- N-=------ SLN---KH-L-QVMWDBV |G EGI --RSPE------- CAWRLSGHCFRLSRRCC-MVFLSVL I IAPFLSLCLGLT CLAFQHIWCLAPCLRVWKIITCAATRNFLSVVTQG IVRP -
B.mori_Cav 1 - -------1l--------- N-=------ NLN---QH-L-QVVWDBI IG EGV--RBPE------- CAWQLSHVCFRQARNCC-MTLLAVLIAPPCALLLGCGCACLAFQQIWCTAPRPCLRSLKIYCASLRTMVQACMAATVQPR -
T.castaneum_Cav 1 --------BB--------- N-=------ NLS---RH-L-QVSWEBVFG EAIl - -RSPE------- CAWAVSINQCERLSKNFC-MVCLSVICAPVAAFCLGIT CLSFEHIWCLTRCLRIWKIESCAATRNFVTAFAHAVI IR -
D.pulex_Cav-b 1 --------RB--------- N-=------ NLN---NH-H-QVQWSBV I G ESI--RSND------- CIMWNCSYKCYRGTKNCC-MQSVTLLFAPLLIAFCMEGLAQ CLAFQHIWCYVRCIRCLKINCSVVRDVTTI ILQALCAR -
H.discus_Cav 1 --------@8l--------- N-»------ N | ---DH-L-KVQIE VIL A EGA--HSID------- CCWKCTNKCENCAFKCC-MMLMT -LCGPLYGLYYGWSYAMLACDHVWRYTRQITACEIINCTMMRKVYTICLNCCLTR -
AOA3SM7SAF6_BRAPC 1 --------18l--------- K-==---- KIN---NF-V-QIFESBVVA EFT--RSED------- TLWSASIELEKCSKNSV -MKLFSAVFSIVWSLFCEGCCLGLSAFYNVWLWMPICI KYQSFLLRFFKKLNSILLAVCLAR -
S.mediterranea_Cav 1 - -------18l--------- R------- NIN---AH-1-QAEWEBN I A DGV --KSCD- - ---- - CLWKCSFKCFQCGLNCC-MQFLSGLLGLCIALY CCYGCTAFCHIWCCTRCVKMY ILHCAFCKKINKAYMDC ILGP -
D.ryukyuensis_Cav 1 - -------1l--------- R-»------ NIN---SH-IT-EATWEBN I A EGV--KECD------- CLWKASFKCENGGRDCC-MRFISGLLGICIGLY CCYACI|IACCHIWCL IPCIKIYVLHCALLKKI IKAQVDCCCGP -
AOA1IBILQ8_9PLAT 1--------RB/--------- N-=------ SIN---SH-1-RSNEDEVILGEQPHA - -H§ID- ----- - CLWSNSYKCYNCGFACL -MKTLTVLTGLCLGLY cQ FLTYCHVWCMTPMLKFQTIDLNLVKRFNLL ILDTCCGE -
AOA1I8HHYS8_9PLAT 1 --------RB--------- Q------- DVN---1H-L-QVEEDBILA EGA--YSIN------- CVWRCSYRCYECWKNCW-MRTLTLLCGCCIAAM CH ELAFCHVWCCTRYLKSY IMDIKI I REMNAACYDACLGT -
AOA267DBT9 _9PLAT 1 --------@8l--------- Q------- DVN---1H-L-QVEFDBVLA EGA--HSID------- CIWRCSYRCYECWKNCW-MRTLTLLCGCCIAAM CH EMAFCHVWCCTPHLKSY IMDIKIVREINTACYDACLGT -
AOA267F2S4_9PLAT 1 --------18l--------- Q------- DVN---1H-L-QVEFDBVLA EGA--HSID------- CIWRCSYRCYECWKNCW-MRTLTLLCGCCIAAM CH EMAFCHVWCCTPRPHLKSY IMNIKIVREINTACYDACLGT -
AOA3M7SB10_BRAPC 1 - -------18l--------- N-=------ DMN- - -NY -1 -QVEFDBVFA TGT--H8SD------ - CVWRNSHKCFETCGKNVC -MKLMTFFCGICIALA CA QISES I IWCFAPYLRAIHIILYPFKKIYSIILAAFLGP -
AOASM7QO0Q1_BRAPC 1 - -------1l--------- Q------- NLN---NF-L-QVEEDBVLA EGT - -HTID------ - CVWRNSHKCFKCGKNLC-MKILTILTGIFVALY Ccv SVSYS I[IWFVTRPLMRLLHIVLHPIKKILSIVLSTFLGH -
AOA3M7RD35 BRAPC 1 --------BB--------- Q------- NLN---NF-L-QVEEDBVLA EGT--HTID------- CVIWRNSHKCEKCGKNLC-MKILTILTGIFVALY Cl CVSYAIVWFVTRPRAMRLLHIVLHPIKKILSIVLSTFLGP -
AOA3M7RCJ9_BRAPC 1 --------RB--------- Q------- NLN---NF-L-QVEEDBVLA EGT--HTID------- CVWRNSHKCEKCGKNLC-MKILTIFTGIF IALY cv CVSYS I IWFVTPRLMRLLHVVLHPLKKILSIILSTFLGP -
AOA3M7SAKO_BRAPC 1 --------@8l--------- N-»------ VLN- - -NH-V -QVMEDBV|L A EGA--HSVE------- CVWRNSFKCESCGRNLC-MKILTFIFGLPIALF CL VVSESEIWC I TPQMRCLHVTLYSVKKILSIVLSSVFGP -
AOA1I8H2T4_9PLAT 1 --------18l--------- N-=--=---- GLN---AY-L -KVGEEBVLA DDA--HSID------- CVWRNSYRCYNGGKNCC -MKLLTVLTGLCIALY CT I VAYNNIWC I TRBSMKLFKIIICTGVYRECCVSVTDCVCGE -
AOA1I8H327_9PLAT 1 - -------18l--------- N-=------ QLN---GH-L -KVAFEEBDVLG EHA--HSID------- CLWRNSYGCFTGGKNCC-MKFVSVLSGLCIALC CT MV - - - - - e oo - FKIFISVFREMWETYWDCCVGA -
AOA267DS21_9PLAT 1--------RB/--------- N------- QLN---GH-L -KVAEEBVLG EHA--HSID------- CLWRNSYGCFTGGKNCC-MKFVSVLSGLCIALC CT MVAFYNIWCITRPICTKVFKIFISVFREMWETYWDCCVGA -
AOA267DU21_9PLAT 1--------RB/--------- N-=------ QLN---GH-L -KVAEEBVLG EHA--HSID------- CLWRNSYGCFTGGKNCC -MKFVSVLSGLCIALC CT MVAEYNIWC I TRCTKVFKIFIGVFREMWETYWDCCVGA -
AO0A118J849_9PLAT 1 --------RB--------- N-=------ QLN---GH-L -KVAEEBVLG EHA--HSID------- CLWRNSYGCFTGGKNCC -MKFVSVLSGLCIALC CT MVAEYNIWC I TRCTKVFKIFIGVFREMWETYWDCCVGA -
AOA267FNG7_9PLAT 1 --------@8l--------- N-»------ QLN- - -GH-L -KVAEEBDVLG EHA--HSID------- CLWRNSYGCFTGGKNCC-MKFVSVLSGLCIALC CT MVAEFYNIWC I TPICTKVFKIFIGVFREMWETFWDCCVGA -
AOA1I8J741_9PLAT 1 --------18l--------- N-=--=---- QLN---GH-L -KVAEEBDVLG EHA--HSID------- CLWRNSYGCFTGGKNCC-MKFVSVLSGLCIALC CT MVAFSNIWC I TRICTKVFKIFISVFREMWETYWDCCVGA -
AO0A267DC90_9PLAT 1 - -------18l--------- N-=------ QLN---GH-L -KVMAFEBDVLG EHA--HSID------- CLWRNSYGCFTGGKNCC-MKFVSVLSGLCIALC CT MVAESNIWC I PHAPRSSRSSSACSGRCGRPTGTAAWAP -
AOA267F6W6_9PLAT 1--------RB/--------- N------- SLN---GH-L-STKEEBVLG DGl --HSMD - - - - - - - CVWRNSYSCFENCGKNCL -MKVCTLFCGIFIALY CVEAWVAMEHIWC | TRSFKVWEINMACMRRYSKS | VDCCLGP -
AOA1I8GFP4_9PLAT 1 --------BB--------- N-=------ ALN---NH-L -STAEEBVLG DGI - -HSMD - - - - - - - CVIWRNSYSCENCGKNCL -MKVCTLLCGIF IALY Ccv AVAMQHIWC | TBISFKVWE[I NMACMRHYSKS IVDCCLGP -
AOA1I8G233_9PLAT 1 --------RB--------- N-=------ GIN---SG-1-QVKEEBVLA DGA - -HSMD - - - - - - - CVIWQONSYKCYTCGLSLS-MKIATLLCGIFIALH CTEGCLAENQ/IWM I TRKCKVFEIQMSCFRRFFTTILECCLGHP -
AOA267EVV7_9PLAT 1 --------@8l--------- N-»------ GIN---QG-L -QVKEEBVLA DGA--HSMD - - - - - - - CVWSNSYKCYTCGLSLS-MKIATLFCGIFIALH CTEGCVAENEIIWYMTRNCKLFELQMRCIKRFVTVMLECCFGP -
C.virginica_Cav-b 1 --------18l--------- N-=--=---- SLN---GH-LGTLLENBVFG DGT--HSID------- CVWKFSNCCFEFWKNLC-MKLLTLCFGCCIAAE CE YIAEYHVWY | TRAFKWLEINCGVCQRLYAMCINCCMTR -
L.gigantea_Cav-e 1 - -------18l--------- N-=------ NIN---DH-L-GVEFEBILA DGA--HSVD - - - - - - - CVWKASYCCENFWKNFW-MKLATLCCGICIAAE CE TIAFETHVWF | TRLFKVLEIECACLKKLYGLCVHCCL DP -
L.gigantea_Cav-c 1--------RB/--------- N------- NIN---DH-V-GVEEEBVLA DGA--HSID------- CVWKASYCCENFWKNFW-MKLATLCCGI1CIAAE CE SIAFTHVWF ITPRLFKVLEIECGCLKKFYGMCVHCCL DP -
L.gigantea_Cav-b 1--------RB/--------- N-=------ DIN---DH-L -KVQEEBV | A DGA--HSFE------- CCWTCTRLCENCSKNCC-MKFLTLICALPFSLC CM VITEFEEHVWHI TRBICL RNWMIINMGCLQKFFGTYVNCCL AP, -
H.asinina_Cav 1 --------RB--------- N-=------ NLN---DH-L - KMMEEBV | G EGA--HSAD- ------ CVWRNSYKCENCGKSCC-MAFLTFVCAIPLALC CE MMSERHIWQFTPICLRLFSSYLGCYQKFFGS I INCCLAP -
L.gigantea_Cav-d 1 --------@8l--------- N-»------ NLN---NH-L-QICEDBVIG EGA--HSAD- - ---- - CVFRNSYKCYNGGKNCC-MMFLTFLCGLPLALC CE MITEQHVWQ I TRICLRVFMINLGCCQKFLGSCVNCCLAP -
AOA2T7NUT7_POMCA 1 --------18l--------- NNVR----FSFL---SP-T-QVAEFEBV IG EGA--HSPD------- CVWVNSYKCFENCSRDCC-MAVLTALCAIPLSFC CE WITFQHVWQ IGPRSLRIFMINCVCAQKFFSTCLHCCLG] -
L.gigantea_Cav-a 1 - -------18l--------- .N ------- NLI---DH-V-KVM EDVLA EGA- -HSAD- - ---- - CVWRNSYKCFENCSKNCC-MMFLTFLCGLPLALC CE MITFQHVWQ I TRICLRVFMINLGCAQKFFGTCINCCLAP -
AOA2T7NUS2_POMCA 1--------RB/--------- EN------- DIN---NH-V-KVCEEBDVLA EGS--HSID------- CVWKLSYCCFENCSKGCC-MNLLAILCGIPSALC FE I TAFYHIWYLTRPICLRAYMIINCGMMQKYFGTCLQCCIGP -
AOA2T7NUV7_POMCA 1 -------- SE--------- ER------- D-------- S -TVCYEBVLA EGS--HSID------- CVWKLSYCCENCSKGCC-MNLLAIFCGIPSALC FE I TAEYHIWYLTRCLRAYMINCGMMQKYFEACLRCCIGP -
A.californica_Cav 1 --------RB--------- N-=------ NLN---DH-V-KVSEDEVLG DGI - -RSEMD - - - - - - - CVIWRNSYKCFEFSCCKGCC-MKLLTLFCGIPLAMC CE MITEQHVWY | TRRCMRAYMIINCGCLQKFYGTCIQCYLQP -
R7VDS7_CAPTE 1 --------@8l--------- N-»------ NLN---DH-L-KVTEEECLG DHS - -HALD- - ---- - CVWKYSYKCENMCKLLC-MLICTTICGIPMAIC CVTECHV S| RAMEVNCS ITKRIMS IGMDSCVNP -
C.sp_Cav 1 --------18l--------- N-=--=---- QLN---DH-1 -QVKEEEVFG DAV - -RSlVD - - - - - - - CVWKNSYKCFTKTFSIC-MKLLTLICALPIAFC CTACYHV YLRWFEMTMNP I RKMYV ICLTAFVAP -
R7V531_CAPTE 1 - -------18l--------- N-=------ QLN---DH-1 -QVKEEEVFG DAV - -RSVD------- CVWKNSYKCETKTFSIC-MKLLTLICALPIAFC CTACYHV YLRWFEMTMNP I RKMYV ICLTAFVAP -
B.floridae_Cav-a 1--------RB/--------- N-=------ NIN---EH-T-KVL EIVFA EGT - -HSAD - - - - - - - GVWR FKCYNGSKSCC-MKTLTYICALPIACC CLSFcCQll CIKTCNITLASVKQVWTSLVRTCLDP -
B.floridae_Cav-b 1 --------BB--------- N-=------ DIN---GH-T-KVLEEBVFA EGT - -HSAD - - - - - - - GVWR FKCYNGSKSCC-MKTLTYICALPIACC CLSEFCQll CIKTCNITLASVKKVWGSAVHTCL DP -
P.lividus_Cav-a 1 --------RB--------- D------- DIN---SH-V-KVAWHE I FA DGI - -HSQD - - - - - - - KTWVKSYDTYNWSKNCC -MSCCSTVCS | PAAFC ILSECHII CIKAYMIKLVCATKSYAICIKAFCDP, -
S.purpuratus_Cav-a 1 --------@8l--------- D------- DIN---SH-V-KVSWHE | FA DGI - -HSQE - ----- - QTWI KSEYNTYNWSKNCC-MSCCSTVCS I PAAFC ILSECHII CIKAYMIKLVCATRSYAICIKAFCDP -
AOATM7RAC4_STRPU 1 --------18l--------- D------- DIN---SH-V-KVSWHE | FA DGI - -HSIQE - - - - - - - QTWI KSYNTYNWSKNCC-MSCCSTVCS I PAAFC ILSECHI CIKAYMIKLVCATRSYAICIKAFCDP -
C.intestinalis_Cav-b 1 - -------18l--------- E------- FIN---QD-L -RVNEDBV I A EGY--YTPK------- YSWHLSKEVYGFSKGCC-MSVASFFCSVPAAFL F I ACL NJI FRRCHNI KMSLWKGFWGVTVSS | FDP -
C.savignyi_Cav-b 1--------RB/--------- E------- KIN---QD-L -RVNEDBV I A EGF--YTPK------- YSWHLSIKEVYGFSKGCC-MSVASFFCS | PAAFL I FIACLNIWLLVPLRRCHNIKMSLWKSFWGVFVSA I FDP, -
AOA2B4SEV1_STYPI 1--------RB/--------- E------- NNN---AY-L-KVAYTBVIC TAV--R.PK ------- CIHQFTKTIYDGTIFGT -MWVLT IVFGGLLSFVYGLTCGALSEMMIWVATRBFVRFWLIIPLGLYGKIWQF IVRCFYDRP, -
AOA2B4SAZ9 STYPI 1--------RB/--------- D------- KNN- - -DF -V-KVMGYSBVIC TAIl --AIPE------- RLHQF IKTIYGSTICVT -MWLETIVFGGFLSF 1Y LL.GVLNFSMI VATR I TRASFIIPMRLAGKIWLNI IECVFDR -

Conservation
[ N
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Occupancy




File S1. Prediction results of the structures of caveolins monomer or oligomers by AlphaFold2.1 with
different protomer numbers.

Note:
The 2D example color sketches were generated from the 3D model by AlphaFold2_advanced notebook.

The left panel of the monomers were colored by N - C; the left panel of the oligomers were colored by chain; the right panels were colored
by pLDDT values as below color key indicated:

pIDDT: === \ery low(<50) Low (60) OK(70) Confident (80) == \/ery high (>90)

Five models were generated for each prediction. The 2D sketches were based on rank 1 models (R1) in this supplemental file if there is no
special note was left under the pLDDT value.
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Amphimedon queenslandica
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Oscarella carmela
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Trichoplax adhaerens
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Stylophora pistillata
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Homo sapiens
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Strongylocentrotus purpuratus
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Strongylocentrotus purpuratus
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Priapulus caudatus
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Apis mellifera
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Caenorhabditis elegans
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Brachionus plicatilis
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Macrostomum lignano
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Macrostomum lignano
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Macrostomum lignano
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Macrostomum lignano
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Pomacea canaliculata
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Lingula unguis
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Lingula unguis
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