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Supplementary Table 1: Structural statistics of the SC16 structural ensemble”

Completeness of Resonance Assignments (%)°

Backbone 84.1

Side Chain 79.9

Aromatic 100
Number of conformational restraints

Total NOE restraints 1495

Intraresidue (i=j) 647

Sequential (Ji-j| = 1) 336

Medium range (Ji-j| < 5) 167

Long range (Ji-j| >5) 345

Ambiguous 51

Dihedral angle restraints 132

Hydrogen bond restraints 50

NOE Restraints per residue 14.0

Long range restraints per residue 3.2
Residual restraint violations*

RMSD NOE restraints (A) 0.03 +£0.001

RMSD dihedral angle restraints () 0.34 + 0.052

Average no. of distance violations per structure 0

>0.5 A 0
>0.3 A 0.1

Average no. of dihedral angle violations per structure > 5° 0.34 £0.05
Model quality’

RMSD backbone atoms (A)° 0.5

RMSD heavy atoms (A)° 0.8

RMSD bond lengths to ideal geometry (A) 0.005

RMSD bond angles to ideal geometry (°) 0.8
MolProbity Ramachandran statistics®

Most favoured regions (%) 92.2

Allowed regions (%) 7.4

Disallowed regions (%) 0.4
Global quality scores (raw/Z score)*

Verify3D 0.38/-1.28

Prosall 0.60/-0.21

PROCHECK (®-¥)* -0.48/-1.57

PROCHECK (all)* -0.63/-3.73

MolProbity clash score 37.12/-4.84
RPF analysis'

Recall 0.981

Precision 0.729

F-measure 0.836

DP score 0.886

Model contents
Ordered residue ranges®
Total no. of residues
BMRB accession number
PDB ID code

10-116, 33-35, 37-81,91-115

107
25976
2NBH

*Structural statistics computed for the ensemble of 20 deposited structures as recommended by the wwPDB

task force.

°Calculating using the AV'S software.

¢ Calculated using CNS version 1.21.

¢ Calculated using the PSVS version 1.5.

“Based on ordered residue ranges (S(f) +S(y) > 1.8).
fCalculated using CcpNmr Analysis version 2.3.
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Supplementary Figure 1. Sequence alignment of the core regions of SC3 and SC16.
The regions spanning from the first to last cysteines of SC3 and SC16 were aligned
revealing 56% identity (ClustalW algorithm for pair-wise alignment with the Blosum cost
matrix and free end gaps)
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Supplementary Figure 2. Emission intensity vs. emission wavelength of Thioflavin
T (ThT) excited at 442 nm . The maximum of the emission wavelength remained
constant for solutions containing 35-66 ug/ml aerated overnight by gentle tail over head
shaking on a rotary shaker. N=1 for each curve.
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Supplementary Figure 3. SC16 adopts a well-ordered structure. A) A 'H-""N HSQC
spectrum of SC16 with the assignments for backbone and side-chain resonances
indicated. B) {'H}-""N NOE analysis of SC16 indicates that most of the protein is not
dynamic on the ps-ns timescale.
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Supplementary Figure 4. The electrostatic potential surface of SC16 has several
charged patches. Negative and positive electrostatic surface potentials are coloured red
and blue, respectively. Although there is a large white non-charged area (D), these
residues are not hydrophobic in nature.
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Supplementary Figure 5. SC16 and PcaHyd1 share similar secondary structures.
The secondary structural elements of SC16 are indicated above the sequence
alignment of SC16 and PcaHyd1. The chemical shift index based secondary structure
prediction for SC16 (black) and PcaHyd1 (red) are aligned below the sequence
alignment. The chemical shift index based prediction of secondary structure for
SC16 and PcaHyd1 agree over well conserved regions of SC16 that are structured.
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Please note in the following stacks of Supplementary Figures 6A-AB all secretion signals were removed using SignallP as describes in
the methods of the main body of the paper. Tables of identities follow the alignments.
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AARWL GLLGIVLODLNVIVGLTCSP ITVIGLEIGSHSIC SAFWC CADNSHGGLI S TGC VP eeuViiL|
AARVL ELLG IVLODLNVISVGLTCSP ITVIGLEIGSHEIC SARFWC CHDNSHGGLIS IGC VP SeggVuiL|
AAIWL CLLG IVLODLNVISVGLTCSP ITVIGLEIGSHIC SARFWC CHDNSPIGGL IS IGC VP SggVuiL|
AAINIT. LLGIVLODLNVIAVGLTCSP ITVIGLEIGSEEIC SAMWC CDNS HGGLI S TGC VP ReggVidL g Jch e}
ARLNTT c]] VGLTCSP ITVIGLEIGSHICSANLWC CDNSHGGLT S IGC VP EEggViiL S Jeh &)
VGLTCSP ITVIGLEIGSEEIC SAWLWCCHDNSHGGLIS IGC VP gV L]

%%

wAGH
AAMVL i IVEDDINVIVGLTCS P TV IC NG S SANWCC JDNSHGBL T Tocvo v

--------------------------- Lot R AS SIC STGRVQC CDS i IA SRRV, LG TVEQDLNVIEVGLECSP ITVI GLEIG SRIC SARWVC C IDNSHGGL I S TG C VP ReggVuiL|
——————————————————————————— ISR U EEEP AS SICSTGRVQC CDS Ik IAEEFIAALIVL CILLG IVEQDLNVIVGLECSP ITVI GLEIGSH-IC SARLWC C IDNSHGGL T S TG C VP REggViL|
——————————————————————————— ISR AR AS SICSTGRVQC CDSIabIASEEEIAANIT, €lLLG IVEQDLNVIEVGLECSP ITVI GG SIC SAWVC C)DNSHGGL I S TG C VP ReggVyyL
——————————————————————————— ISR AR AS SICSTGRVQC CDSIabIASEEEIAANIT. €lLLG IVIODLNVIEVGLECSP ITVIGLEIGSEIC SARWC C JDNSHGGL I S TG C VP ReggVyuyL|

Pl > A5 JCSTGBVQCC DS eBIA PN IANNE T .1, TVLOD LNV IVGLICSP TV GLtic S c SASWC C SDNSHGGL IS IGC VD IEVAR
e PSSR S L 5 JCSTGRVQCCDS OBIA PN IANNE T .1 TVLODLNVIVGLICSP VI GLtic SMSC SASWVC C SDNSHGGL I 5 IGC VD IMVAR)

T R F 3 Y A S SICSTGB T QCCDS | IACRIVANIT. <., TVLQDVNL NVGLICS P ITVIG/ GSMIC SAMWCC SDNSHGGL IS IGCLE MMV )
R SR YIS A S SIC STGE T QCCDS | IA SR LT <., TVEQDVNL NVGLECS P ITVIC/ G S SAMWCC IDNSHGGL IS IGC LD MV L)
T R — S I £ S SCSTGE T QCCDS |l B SR UANET S.1.G TVEQDVNVAVGLICS P 1TV TG/ \GSMC SAMWCC IDNSHGGLT S IGC LD My ST
i N R DA S JCSTGNLOCCNT USgA EIFIASITT. ST.1.G IV IQEVDV SVGLICSP TV GISSEIe S AN WVC CHDNS NGGL IS TGC Lo MEVAL)
e .. PN R O S AL JCSTGALOCCNT SR EITIASMTT. ST.1.G TVIQEVDV#VGLICSE TV GISSeelcl A WVC CIHDNSNGGL IS TGC Lo MVAL
GNP ENAKRWATTTTRQAPTTTVTVTETATASS V - - S Syels OSG WV'T SIS D P VG HACBAKAAL|C IAILASAASD EES AAYSAC EC - SS90 IS0 DI Y g5 IReAeIohe] - - - 11
> M——— WGQPTT -~ - PTVTVIVTAPAS TATE- - - JENG eI BAOGSVE 7055 D PA VT A AR C ANULAEAN SSRGNBAE G EIC - S I: AUMSEDNEL 55 AR - - - 1A
R b S TRRTD-- QN Q A I NAA ST T ST.1.G 1T VODVN T [JVGLICTP TV G/ \eic SE NARIINC C SDRS BGHML TS5 TGCVE SV IT L)
T R G TR Mo & S BC NTGBV QC CNT | A A S NAR T T ST.1.G I TVQDVN T SVGLICS P ITVIG/ el SRS NASRIVC C SDRS HGHL TS TGCVE MMV EIT e
R TRIATD - - K I TS0 S A SR AAINT T ST.L.G TVVQDLNVEVGLICSD TV G/ \eic SIS SARRIVC C SNNS HGHL T 5 TGCVE MEVEIE N
T S ———— TR M G5 5 S S STGBV QC CNTI G4 A SRICUAR VT I¥T.T G VVVQDLNVVGLICTP VIV T G/ \eic SMEC SAIIVC C SDNSNGGL T 5 1GCVE SEVRIE Bl
R E R 5 A S BC STGBV QC C NT A S VAR VT INT. 1 GVV VO D LNV SVGLICT P VIV I G/ \eiG SMer SASIIVC C SDRS NGGL 15 TGCVE SEVIIE T
T R G TR > 5 A S BC STGBV QC CNTE A S VAR VT VT, GVVVOD LNV SVGLICT B VIV I G/ \eic SRer SASIIVC C SDRSNGGL 15 TGCVE SEVAIE (i
T R — PR Rl 55 A S SC STGBV QC CNTIGH A SRICUAR VT N7, GVVVOD LNV SVGLICT PVIV I G/\eic SRe SAIIVC C SDNSNGGL T S 1GC VD MEVISE (i
R F IR 3 B 5 A S SC STGEV QC CNT LG A S VAR VL NT.1 GVV VO D LNV JVGLICT P VIV I G/ \eiG SMer SASIIVC C SDRS NGGL 15 TGC VD SRl Vi iT, iaep
R G R CHEI 5 A S ICSTGE T QC CNT A S UAR Sl T N7, 1 GVVVQD LN T VG I ICS P ITV TG/ el SIS SANVC C YD RS HGGL 15 TGC VD MEVEIL i
R SR Y A S SC STV OC CNT A A SRR U IAA ST, 7.1 GVVVOD LN T 3V GI TSP TTV I G\ SIS SANEVC CHD RS HGGL 15 1GC VR MMVAIE

Supplementary Figure 6A. Sequence alignment and corresponding consensus sequence of proteins contained in Region 1 (full

sequence)
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518 ICSTGRPVQCCDS S IACEEFAARNIT (LLGIVLODLNVIAVGLICSP ITV I GLEIGSEICSA W WCCWDNSHGGLI S I GC VP EEuViiL |

514 ICSTGRVQCCES i IAREIFAARYNL (LLGIVLODLNVIAVGLICSP ITV IE-CIGSEICSA W WCCWDNSHGGLI S I GC VP EEuViiL |

525 ICSTGRPVQCCDS aIANERIAARWL ¢ILLG I VIJODLNVIAVGLTCSP ITV IGLEIGSEICSAM:-WCCRDNSHGGLI S I GC VP EEgViL |

522 ICSTGRPVQCCDS S IACEEAARWL (LLG I VIZODLNVIAVGLICSP ITV I GLEIGSEICSA W WCCHDNSHGGLI S I GC VP EEaViiL |

533 ICSTGRPVQCCDS i IALEE{ele) W1, (L. LG I VIJODLNVIAVGLICSP ITV I GLEIGSEICSA B WCCWDNSHGGLI S I GC VP EEguViiL |

530 ICSTGRPVQCCDSaIANERAARNIL ¢LLG I VIJODLNVIAVGLTCSP ITV IGLEIGSEICSAM-WCCRDNSHGGLI S I GC VP EEgViL |

528 ICSTGRPVQCCDS S IAREEAANIT. (LLGIVIJODLNVIAVGLICSP ITV I GLEIGSEICSA R WCCRDNSHGGLI S I GC VP EEuViiL |

529 ICSTGRPVQCCDS S IAREEAAINIT (LLGIVLODLNVIAVGLICSP ITV I GLEIGSEICSA B WCCWDNSHGGLI S I GC VP EEuViiL i -deh g
527 ICSTGRVQCCDS SaIANERIAARNIL ¢LLGIVLODLNVIAVGLTCSP ITV I GLEIGSEICSA M- WCCRDNSHGGLI S I GC VP ERaViiL g Jeh §-}
513 ICSTGRPVQCCDS S IACEEAAMNIT. (LLGIVLODLNVIAVGLICSP ITV I GLEIGSEICSA W WCCRDNSHGGLI S I GC VP EEuViiL |

523 ICSTGRPVQCCDS S IAREEAARWL (LLGIVLODLNVIAVGLICSP ITVIGLEIGSEICSA B WCCWDNSHGGLI S I GC VP EEuViiL |

504 ICSTGRPVQCCDS aIANERAARWL ¢LLG I VLODLNVIAVGLTCSP ITV I GLEIGSEICSAW-WCCRDNSHGGLI S I GC VP EEgViL |

519 ICSTGRPVQCCDS B IALEEAARWL LLGIVLODLNVIAVGLICSP ITV I GLEIGSEICSA W WCCWDNSPGGL IS I GC VP EEuViiL |

511 ICSTGRPVQCCDS ieRA N EFNAWALT LLGIVLODLNVIAVGLICSP ITV IGLEIGSEICSA B WCCIADNSHGGLI S I GC VP EEuViiL |

509 ICSTGRPVQCCDS ieRAERENAIWALL ¢LLG I VLODLNVIAVGLTCSP ITVIGLEIGSEICSAW-WCCISDNSHGGLI S I GC VP EEgViL |

535 ICSTGPIQCCDS YelIACEEIYANMLT. (L. LG IVLODVNLRMVGLICSP ITV I GLEIGSEICSA B WCCIADNSHGGLI S I GCL P EEV -IL |

515 ICSTGPIQCCDS YelIACEIIYANLT (L LGIVLODVNLRIVGLICSP ITVIG.EIGSEICSA S WCCIADNSHGGLIS I GCL P REV -IL |

526 ICSTGPIQCCDS RN EEIANANLL ¢LLGIVLODVNVRIVGLTCSP ITV IGLEIGSERICSAM-WCCIADNSHGGLIS I GCL PREgviL |

510 ICSTGLQCCNT ‘A334ALEI-ASIWIT. LLGIVIQEVDVIAVGLICSP ITV I GifdalleRReC SA o)W CCWDNSNGGL IS I GCL P ErViiL |

501 ICSTGLQCCNT ‘Aa34ALEISASIWIT LLGIVIQEVDVIAVGLICSP ITV I GifacleRyelC SA o)W CCHWDNSNGGLIS I GCL P EruViiL |

AN =IO IC S T GE]V QC CN'T S IAR I VAAGI L €LLGVVVQEVDVIAVGL TC P ITV VGG eR-IC SA W)W C CPIDNSMGEIL I S I GC I PREguViiL |

965 ICSTGRPIQCCDS AapARINPNYAWLT. HL.LGIVVEELDVIALGLRIC SP VSV I GRAEIG R ICSA W CCIADNSHMGEL I S I GC VP EEViiL |

447 ICSTGRPVQCCHNT 'ASNALINS-AWNIT LLGIVLEDLNVIAVGLICSP ITV IGIEGSWNCSSRIWCCOIDNSNGGLIS I GC VP EEuV -iL |

443 ICSTGRPVQCCNT SSNALII-AINIL ¢LLGIVLEDLNVIAVGLTCSP ITV IGIEGSRINCS SREWCCOINNSJGGLI S I GC VPRV iL |

941 ICSTGPVQCCHNT 'AARISA-AUSETIT. fL.LG I VLEIDLEVIAVGLICSP ITV I GIAEIGS R¥-AC A VW CCOIDNSNGGL IS I GC VP EEuV -IL |

454 ICSTGRPVQCCHNT 'SRNAEFNASINIL LLGIVLEDLNVIQVGLBICSP IRV I GIEGSRINCS SRIWCCOIDNSNGGLIS I GCL P EruV ik |

852 ICSTGRPVQCCNT SRNALIIFAAGIT ¢LLGIVLODLWVEWGLSCSP ISV I GRAReINCSARY-WCCODNSHGGL IS I GC VP EEaguViL |

448 ICSTGPIQCCNT 'AAALINPNASIIT. L.LGIVLODLNVIAVGLSCSP IRV I GRAERIS b} N\CSARN-WCCOINNSNGGLI S I GC VP EEauV elL |

944 ICSTGPIQCCDT ‘ARAALINSAAUNIT. L.LGIVLEDLNVIAVGLICSP ITV I GEAeiG ey N\CSARNWCCODNSHGGLI S I GC VP EruV olL |

622 ICNTGRPVQCCNT SR AChIFNAACGT I ILLGI IVODVNIJVGLTCSP ITVIG:NIGSHECNALSIVC CIADNSHGWLI S I GC VP ErgV T L |

621 ICNTGPVQCCNT 'S8 ASNINAAET T LLGI IVODVNI|ZVGLTCTP ITV I G:NGSHECNA LSINC CIADNSHGUL I S T GC VP ERgV SIT L |
1070 ICISTGPVQCCDT /a8 AChI-AAINI T LLGIVVODLNVIQVGLTCSP ITV IG:NEGSHECSA LSV C CIANN SHGISL.I S T GC VP EruV olL L |

702 ICSTEPVOCCNT ‘A8 IACISIAAGTIT.INLIGVVVODLNIIAVGITCSP ITV IG:NEGSECSANNEVC CEDNSHGGLI S I GC VP ErguV slL L |

630 ICSTGPIQCCHNT S IACISAACGITINLIGVVVODLNIAVGITCSP ITV IG:NGSHECSANNIVC CEDNSHGGLI S I GC VP EruV slL IS |

696 ICSTGRPVQCCHNT IR ACIHIRAAGVLINLIGVVVODLNVIVGLTCTP VIV IG:NIGSHECSARIIVC CIADNSNGGLI S I GC VP EruV slL ML |

626 ICSTGPVQCCNTIRS A AAGVLINLIGVVVODLNVIVGLITCTP VIV I G:NEGSHECSARIIVC CIADNSNGGLI S I GC VP ErguV slL LiL |

634 ICSTGPVQCCNTINS AR AAGVLINLIGVVVODLNVIVGLICTP VIV IG:NGSHECSARISVC CIADNSNGGLI S I GC VP ErgV oIk IS |

627 ICSTGPVQCCNTIRg AR AAGVLINLIGVVVODLNVIVGLTCTP VIV IG:NGSHECSARIIVC CIADNSNGGLI S I GC VP SV L ISL |

625 ICSTGPVQCCNT IR AL AAGVILINLIGVVVODLNVIZVGLICTP VIV IG:NEGSHECSARSVC CIADNSNGGL IS I GC VP EUENE-J UL is B¢

Supplementary Figure 6B. Sequence alignment and corresponding consensus sequence of proteins contained in Region 1 (without N
terminus region preceding first cysteine of the eight-cysteine pattern)
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TPVELEARQT------------ ICSTGHTOCCHSVLEISEREISIT. SN G VL SV oSl GL o SPL 2VV GVG A EIC HARRIVC CHNNREGGL IS T GCLP VAL
TPVELEARQS----—------- ICSTGETOCCHRVIIIAR R, S G T VV St el GL JC SPX JVV GVG B IC HAREIVC CLINNREGGL 1S T GC VP VAL
TPVEVRNDASS —-——--——--- CSTEHTOCCHSVLEISEERE RN, SN GTVL ST ST GL 9C SPT TVV GVG A EIC HAREIVCCRNNREGGL 1S TGCLP I
TPLEARQDPTSQ---------- ICETGETOCCEEREAREEET, S GT VL Sl ST GL J° SPT SWI GVG ERIC ARV C CENERNIGET, IHT GC VP T

SPIVIRDGSD--- SRS R0 0TATRCSARGAR monsvnmcsn:aomvmmma
RTITVTQTATGPE ”S-——SE“DDEEEKPTDHDAS‘-'ELBJEGDVLEGnsssmvmm' TN |
B e e C S TERITOCCUSVIERIARIE AT I, S GT VL eV SR8V GL SC SPT SVVGVG JEICHARMVCCINNSHGEL IS TGC TP THL |
N3 ----WGAPP-TTTSTPIVIVIVIAPASTVIAAS - Qs (MY HrEsScLccL AL ASTNEC oV L A FI AT 6N - vy vdEo A v ot igaagi- i

MPGGQ--PPS
KPWNTTPPPV

§F ----WDTP--TTTATKIVIETVIAPAPTVITAG-OIMED AN EsNs SAACSO FACL XSGR~ DVE AGH FF3H THSTE s = FNIE » ¥~ £ Ic = 3o B gaigis A
N NAKRWDVS -~ e b R B ST GHVO CC S LA R U BT, S GV VV sIg .G L 2C SPT SVV JVG S -llaC EIEV C C IR NAIGGL T SVGC TP VML |

T3 ----MEVKRGGAPPPVIKIVIVIAPAATPTGG -~ S g N0 s Hx SpAG S FACL ASTAR G oV E AE: FIAE Ao Td: 65 - I8ty - eV Host-sgaadi- A
g3 F --ITLDVRG--GEPTVTK RS -lel -t S X DC T GIIT O C C SV IAARE Sl AUIT Y. SALGI VL SO WSV GLSIC SPISITGI Sel-erAC HARSVCCHNNSIBESI ISIGCIP I |
ﬂ}(—xKRh‘GS?’:-—""DDV“K \"“.”“ADGD"T’:VSHGI\Dm’“KQSSGEASSELEmDI L\ SPLSVIGIG Gsnasmavmo F GLISIGCIP 3

SN I AEKRGGQP-------- SQTVIVIAPATTPTSVS - -0 ASIENGR - STs Ko AA AG 35 C ZSRUAC -2 D I8 SO0 J5h 56 SSDE}QAEOIEF‘Z
FHFENAKRWGSPP--AT---TTTVIVIAPASTPTSVS -~ Hoec A FENERG- s 7S DP AT SV FAL ARG Fc » - T S5 BT ¢ 6 - o 0 0 A JHEORE s - AEREHAF0A

N AERMARGLPPKAPRKLYRKDPTPASPARRSTPSGSPS s R [PMENEA- THs 0P LASY AL ASEEA: - » OV A JOA” SISt saqd: 6S - 8sihy - eV ot iggagi- A

SPMPNTPA--====== EBEIC STGEIQCC VAR ESEE-AULT. <EW.GL VV o S8V G I NCAPT T 81 GLG - FACHAMNYCCHDNSEGHL IS IGCIP IML |

127

}(xxxxxxxxxxxxxxxxxxxxxxxx xxxxxxxxxxxaxxxmxxﬂxxgxsxxxxx.j]t(xﬂ(mxxxxxxxmm“9(3<Gxx3xxxxxsmxx xgxx]xm
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Supplementary Figure 6C. Sequence alignment and corresponding consensus sequence of proteins contained in Region 2 (full

sequence)
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751 CSTCERN0 C CLISV EUcn)y WML 1S3 ALG IV V[o/efT ep WV G LRICSP TRIVV G VELEIC ENC [efetv CC oIDNSRERITVSIGCLPI[L|
849 CSTEIITOC CLISV cEciA o)y V- {SIT L} ALG IV LIAVIRES AV C L ECSP ISVVEVCEICRFNC A IV CCONNSGCTL ISTGC T PIMML |
964 CSTGEIVO C CRISip A RE-Iepflelepal. . JALG IV VAV B ALCV RICSP ISV IC VGG RIIC ISRV CC DN AYCCTL. ISTGC T PIMML |
438 CSTGIVO C CLIST A 3 N JAL L JALGVV V[V S AL.G LBICSP T SVV VG G BYOIC EeUpV CC OINNINJGCT. I SVGC I PV ML |
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902 CNTGEITO C CEopp A 1ok RN IL LR ALG IV LIANTIESATCLRICSP ISV ICVCEIC EFACINA BpIV CCEININAYCCL T[§]TGCV PIRT|
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Supplementary Figure 6D. Sequence alignment and corresponding consensus sequence of proteins contained in Region 2 (without N
terminus region preceding first cysteine of the eight-cysteine pattern)
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Supplementary Figure 6E. Sequence alignment and corresponding consensus sequence of proteins contained in Region 3 (full

sequence)
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Supplementary Figure 6F. Sequence alignment and corresponding consensus sequence of proteins contained in Region 3 (without N
terminus region preceding first cysteine of the eight-cysteine pattern)
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Supplementary Figure 6G. Sequence alignment and corresponding consensus sequence of proteins contained in Region 4 (full

sequence)
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Supplementary Figure 6H. Sequence alignment and corresponding consensus sequence of proteins contained in Region 4 (without N
terminus region preceding first cysteine of the eight-cysteine pattern)
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Supplementary Figure 61. Sequence alignment and corresponding consensus sequence of proteins contained in Region 5 (full

sequence)
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Supplementary Figure 6J Sequence alignment and corresponding consensus sequence of proteins contained in Region 5 (without N
terminus region preceding first cysteine of the eight-cysteine pattern)
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Supplementary Figure 6K. Sequence alignment and corresponding consensus sequence of proteins contained in Region 6 (full
sequence)
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Supplementary Figure 6L. Sequence alignment and corresponding consensus sequence of proteins contained in Region 6 (without N
terminus region preceding first cysteine of the eight-cysteine pattern)
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Supplementary Figure 6M. Sequence alignment and corresponding consensus sequence of proteins contained in Region 7 (full
sequence)
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966 Ho-PDSLYPo-----mmmmm e - ATSSGNSTY----MRAVGSALKMDLVDDKMYATGHSSANPVNVGGEV---SHs-SIPddecrsFc-BicH--GEAsHrPVEY
959 Fo-pAaPLLgdr------m e e - YSGAGGSDE----MRAVGSALHMEVDPAKMYATGHSEYNPINVGGET---EFr-NarHdeDrYFGLi)CH- -Gl THe VeV
908 T -TTPLOQEIE-ST----mm - - HTTDSALGK----ABBQ#ASG-HEDYIGDGDIGIGHSP------ LGEN---TF@r-EQPN - -KvrGeTFHETH--GEveHENE

892 F-c7-VOQIIEGET -~ -- - mmm e e m - FSKDSEGAY----ADMQILGISVDALSKKVLATGHSSSG-IGILNGN---T@xk-SsrIddeDrsrcgdcH--6@vpEcsTsH
927 Hc-TRSLSEINTIQP - - - - e e —m - AEQSSGAFD----GEBH{JAD------ LAIPVGVI R PIGALGVATAG---T@N-T0SAds --0TsFecHaN - - -FsPENTGE

Supplementary Figure 6N. Sequence alignment and corresponding consensus sequence of proteins contained in Region 7 (without N
terminus region preceding first cysteine of the eight-cysteine pattern)



Consensus
Identity

329
286
432
425
421
260
24

384
178

219 (EAS)
321

1 10 20 30 40 50 60 70 80 90 100 110 120 130 140 144

2 OO XXX = = XAXXXXXXXXXXXXK XXXXKXXKKX xx);;(x XXXK = x'E(x RXKKK = — = XX XXXXH XXLXXL XXXLK KXHKK K o = XXEHLHXL XK - = KXKKK TR XK e TP e = X XA X FXAX XAXKT
AFNLKGTEVLDECVS DSVGSAGT ILEDVE|IL SA == == ISKLGRP == VIPVDemmmm m = VAGVESLPCAAPSTAPVT IAG- ~FQASCRVN = ww GDERPR JVLD ILwww wmm
AFSVDRTS~= ~DDVSKDVCEA==~LEDVP IVSTwwm == IgELSTA-~LYPSKuvmmmm mmmmm = ATEATSLKCVAPSTAPFT IAG-~FEASCLVT == m== GKKHEPR JPLDLSww = = mm
TIDSNLewee cmcme - VERLEILAP=== == VR -GTP== VIZES DL v e mmm e ESGVESSNCVAPVTPP ITT ¥G- ~FQAACLLD = === GNRVAR JGr IS AR« w wmm
FPEEKREBTEAQw= == === FEPY--eLTELKTP == === LDDT IDP ZLETLG ENAAS IVGSHG- ~-LDEKAYDD S = = =~ CKSEPQ JYTEANLL == ===
ASVQTRGS=w= w=nPPNPLewwLJ@PELKTP == === LDPTVDP ZLOQTLGVNATAEIGS G- ~LEGEVYDD S« = =« CSTAPK JYrEAFLL -~
LPQESNLEMKRSQPDTSEJVGPL~ =~ LY TLTTP = m = LDPEVDP BLLALG EDAAN ZVGS G- ~-LLEEGYEE TS = =~ CPTKPQ JYrEANLL == ===
LPQES SLEVKRS~~DTSEJGPL~ =~ LY TLTTP = w == LDPEVDP BLLTLG EDAAN ZVGS G- ~-LLEEGYEASS ~ =~ CDTKPQ JYrEANLL == ===
FPQEPNLEVKRS~=~DASTGPL-~~LYEETLTTP == === LD PEVDP BLLALG EDAAN ZVGS JJ6- ~-LLEEGYEE S5~~~ CDTTPQ JYrEANLL == === T weeFALC -~ - FADFN
LPSAAN-8EKRQ====SDJIGPL~~~LYGESLTTP == === LD PEVDP ZLELVG EDAAA IVGS J6- ~-LLEBEAYDD T~ = =~ CTSEPQ JYTEANLL == === Fr----XLc-~ - FPEEEGE
APALQARQN= == =ww PANQEA-KTPNALVP w v w e e TELGGIIfS~w=mmun JG- -LGEIIDL IAGS = = =~ CAAQTA JF5QQ NNNw w = FvVeee-Gvav---Ppvi
FATVNAQTww=m === FAAN-T- K THQLQDPDN =~ ~LNADALN BLRLLN ENPNT BTGA G- ~LTEM SLVS GS = = = CHANAA JIECN NYNw w w Fr----BVEc---FroTov
RRDDSSATGADKGG-TIAVGSQI- S PP TNSSGSw wmmm D IBGNVEGGSCLEDNVS BIsSs - -sNE- -~ -=PAGNTF JgPSNQD ==~
RRDDSSATGADKGG-TIAVGSQI- S PP TNSSGS = mmmm D IBGNVEGGSCLEDNVS HISS PN =SNG v v v m mmmun PAGNTF JEPSNQD= == === Frece-Ium-vsJrrUsa
IPDDNEATGASKGS=-TIATGAQV- ATF TNSSNS = wm e DLEGNVVGGSCLEDNLSBLS -~ PN =SNG v m v m m e PAGNTF JEPSNSDwww = nm Frec--FuIN-AQJ:rEsa
IPDDNSATGASKGS-TRTGAQV- AT TNSENS = wm DLEGNVUGGSCLBDNLSBLSS PN - =SNG - m v m mmm e PAGNTF JEPSNSD=ww wuu Fre---Fum-aQJ:rEsa
VTAYPGSSSA-~-~FGVGQDEEKEESSDDESATGASKGA-TIAVGSQV- S TP TDSSGS = = mmm DVEGNVEGGSCLUDNLSHIS IFN--SQ8h wmmm mmuun PGANTF JEPSNQD= == =ux Fre---FuEE-ArJIPUAL
LITADNAKAN« « «AVT = wmmw = ARTDGGEGSGSSG= === PNHQQA = VI« =« wGuw == ~=CL¥S~ ~=AGS~TY JJSTHNDAP -~
APHGSSGGNNPV= === JEAQNNQ= VN« w = wGum cnwuuLESan cuun CAfR === ===V PG =SNG m e m e NGN=AY JENTEAPT == === L - - - - BNVALL N JVKLL
AFTGDGAGD~ ~~GTNGGGS5GGGS5GGGE0GGGSSGGAT NS NQVA= VTS « « = wGum mmmmw LEGGIE-~-CNEGewe w eV ~TGE m == mmm = S5CG-S5Y JEPSNAEQ«== === BL - - - - ENENLL N VAL
LPVLGGVSR ITSLAARDT PG GADMLL JJEF LASAD = = == = SPDVAP ZLAELG IVSSSEDGL J6- -VTE¥ PLDG SNEGQ CAGQPA J/NCSLD == === Fv----PAFE---FrEA
VIMGDRVSR= = wmmm QTGTSDLDVCEDDSBTTLPVT = == I LGSP =« LYJPT TANG = = === LTNEDCAPPTKDL TAVPSWSSLTE«~FYTACIIHG=~~~RQRYPK JYTLT VNG PS «==-¥YLCEDPFATTUV
SPLETRQAS~= == IgENKLP =~ LYSEAG=~ ~¥TET TYLTCEPVFPFPQSVEE~~LEYRCED~ ~=RGSNPQ JPFT -~
APANSDP SQuw= === FrTAQAN- S TP SLTNGm = mmmmm mmmnm LN PN - VAP~ ~ALEVPLVG N« =~~~ CNNQAA JEETNG IP
SPMENGLWARDNG =~ ~AQ3NQGST I- Q&S VT SAGD - - -GG LESNL EGLNCAE IP IP ZLN IENTTPRENGQLACCSAN TGTAPP D PDD SNSwm = m e FsocNBELsNLA IFPNEIL
TATQNLAPRQSGISALQJrLMLEPVQYSREVELFSV ~ - ~-VS GEIGP ELSDLG IPLPGESTV A~ ~-FDEQPTLLGLG ~ ~ CSEDTL JgELV VPN« === Q=D =w--HcEN---hPVoPILRY
APAEVVPRATT IGPNT 5 IDDYKP ¥ JSSMSGPAG « = ~SP GELNL EPVDLS ASLGC WVGVEG- ~SQ@k = = = = w o m e = GASVE JEKDD VTN« = = w TGN - ~SFRTINAANFA

VIKRGATAKRN SNVCPGIEYPRCCEANDDGV IVSCTY PGSVDSMEDFRNASEY MNKKDREXEEE GEKEE EGKEEE KEGED KEEQE G- -BEEEEEKREGKKYR DGKQPM JJRLKQTKML PDVIRL FDRKJAYN - - DJrDEX D

Supplementary Figure 60. Sequence alignment and corresponding consensus sequence of proteins contained in Region 8 (full

sequence)



l. , 2'0 3'0 4l0 SP G.O 7|0 80 9|0 100 11'0 12'0 13.0 1?5
Consensus BXX X - XXX XMIX KX — === m e e e = XXXXXXXXXXXXXXX XXXXXXXXXXX XXX XXX KXXKKXX XK —mm mmmm e mm e e 30 0 S Cre ¢ S—— XX XEX-- --XXXXX-XXFX XXXXX XXX

Identity L || — = —

425 VK ---PYLMEGEL KTP--LDDTIDPILE TLGINAASIVGSIGLEDCKAYDDS —— === —mmmmm e e e e e CKSEP-QHETEA- ~————————~ NLLEG----THALG---8SPLKSKSS
421 ®PN -~ -PLLEEPEL KTP--LDPTVDPILQTLGVNATAIIGSVGLECEVYDDS ————~ ~--CSTAP-KHUTEA- —————m === FLLEG----THALG---85

260 VG ---PLLEEGTL TTP--LDPLVDPLLLALGIDAANIVGSIGELCHGYEETS———~ —==CPTKP-QYETEA- —————= === NLLEG----TMALG---8ADLK

24 VG ---PLLYEGTL TTP--LDPLVDPLLL TLGIDAANIVGSIGELCHGYEASS——~-~ -—-CDTKP-QHEUTEA- ~————— ===~ NLLEG----TMALG---8ADLKE

384 VG ---PLLEEGTL TTP--LDPLVDPLLLALGIDAANIVGSVGLLCHGYEESS———~ ~—-CDTTP-QYUTEA- ~————— ===~ NLLEG----TIHALG---8ADFN

178 ®IG---PLLEEGSL TTP--LDPLVDPILELVGIDAAAIVGSVGLLCHAYDDT -———~ ~=-CTSEP-QYETEA-—————m === NLLEG----THGLG---8GPLEHGH
937 SPGGADMLLEESFL ASA--DSPDVAPILAELGIVS SSLDGLVGVTCYPLDGSNEG-~ --QCAGQP-AgEVNC-————mm—m == SLDE---~-~ VIAFE---8TEA

380 PAN-QHAKMENAL VGLGCIDLIAGS---~- ---CAAQT-AESQQ-~~———= ===~ NNNEg----~ VEVNV---8DVL

193 ®sA--ANTKEE00L QDPDNLNADALNLLRLLNINPNTLTGAVGLTC TSLVSGS-—~-~ ——-CNANA-AJESGN—- ——— === === NYNE--- -~ LIVLG---8TQIQV

88 SONH-QQAVEENGI ——— === mmm e e = = LG == = mm e e e e e e CLVSLLGSN--~ ---CAGST-YHUSTN-—————m === DAPET----LIEDINLLNSVFLR

40 SSAQ-NNQVEENGL ———=== === == LS == m e e e e e e CAVQVLGSN--~— ~——CNGNA-YHJEUNTE-~————= ===~ APTET----LENVALLNSVKLL

226 SNSN-QVAVEESGL ILCNIGVLGTG--~- ---CSSGS-YHJUDSN-~————m e AEQEG----LENLNLLNSVAL

38 ®AVG-SQISHETTN VSLISSLNSN-——-— ~--CPAGNTFHEPS—— === m = e == NQDE--- -~ THAKSN-VS I PVSA

31 ®AVG-SQISHETTN VSLISSLNSN-—-—-- ---CPAGNTFHEPS—— == === ===~ NQDE--- -~ TININ-VSHIPVSA

37 SATG-AQVAMETTN LSLLS-ENSN---- ---CPAGNTFHUPS—~ == === ———— NSDE----~ TININ-AQYIPISA

36 SATG-AQVAMETTN LSLLSSLNSN-—-—-~ ~--CPAGNTFHUPS~~ ~—— === == NSDE--- -~ TININ-AQYIPISA

35 ®AVG-5QVSHETTD LSLISILNSQ-—mm—mm e e e e e e CPGANTFHUPS -~~~ —— === ===~ NQDE--- -~ TINIH-AAYI PVAL

329 ®KL --GKPVE¥PVD FQASCKVNGD HRP-RYEVL--———— e DILE------ SAVS---SQEPVA
286 ®EL--STALEDSK————====mmm =~ ATEATSLKCVAPSTAPFTIAG-------— FEASCLVTGK-===—-mmmm e KHP-REOVL - - === e DLSE-----~ VVS---8p

432 - --GTPVH¥SSDL-=-=mmmmmm == ISGVLSSNCVAPVTPPITTLG--~—-=-==FQAACLEDGN- === - - - e e e e e RVA-RYETI--———mmmmm e SAAl------ PAVL---89KAPGT
219 (EAS) ®SIDDYKPYHEQOSM——mmmm e e e SGP----AGSPGLLNLIPVDLS --QCGASV-KHEKDDV — === == === TNTENS---FIfI INAANGVA

389 ®ILG--SPLEEDTT ———=== == mmm == ANGLTNLDCAPPTKDLTAVPSVS--SLTEFYTACIIHGR---~ --—-QRYP- KZQTL ------------ TVNEG--—-~-~ DSYL---8EDPFATTVV
372 ®GN - -KLPLMEGAG — == === === == == VIETTYLTCEPVFPFPQSVEE----~~—-LEYRCEDRGS-=====—mmm e e e NP-Q¥EDF - = == e e e e e TH------ VY S-QGETKPGA
429 MAQG-STIQHEQSV T~ mmm e e == SAG--DGGLLSNLLGLNCAEIP --KCNGQL-AYESANTGTAPPDCDDDSNSEGSQGINMLSNLAIS¥PNIIL

803 SITLMLEPVQEEQEVE-==== == = LFS-VVSGLIGPILS DLGIPLPGLSTVVAFDCQPTELGLG-~~ ——-CSEDT-LYYSLV-——mmmm mm e VPNQD-~- -~ HGIN---8QPVQPILRS
18 ST TA-QANSEETSL ——— === —mmmm == TNG-—===== == ILNVNVEP- === ==~ ~LVGN=— e e e e e e e CNNQA-AJEETNG ~——————~ IPDTHE---~-—- CSQGLLNEL TVQV
321 ®PG-IEYPRMEEANDDGVIVSCTYPGSVDSMEDFRNACEYMNKKDREKHEEGHKHEHGKEHHKHGEDKEHQEGHEH EEKRHGKKYRDGKQPMMURLKQ T~ ~~~~ KMLPDVEQLF DRK{HAY N--DET DEKD

Supplementary Figure 6P. Sequence alignment and corresponding consensus sequence of proteins contained in Region 8 (without N
terminus region preceding first cysteine of the eight-cysteine pattern)



Consensus
Identity
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183 (MPG1)
358
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261
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177 (DewA)
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356
224
225
380
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294
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427
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XE]XXXXXXXXXXXXXXXXXXXXXXXXXXSXXXX XXXXBSXXXXXXXXX——XXXXXXXXXXJXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXEE“XXX—

= - | — -}

120 130 140 150 160 170 180182
—————————————— XXX XXX XX XXX XXX XXX XXX XX XXX XX XXX XX XXX XXX XX XEXXXXXXXXX X

SPT---GDIDSTEDVG--T-FYHHdHGVQDAHTS -~~~ TVTKIALLMAH I - DEGNVTGPVGLSCR--D~
T---ADGHSQETTG--Q-IVEENSLTSADAVP---DLFSVTGL|

AFIKLYAP TRAATAKRQTTS -~ATPSADTETTG~-Q-LLEDEL TAADSP~~~~DATNALAS
AZIKLYAPTRVSAAKRQSPSGVVTATADTETTG-~-Q-ELMEDELTPADS T~ - ~-DATNALAS
AFIRLYAPTRVSAAKRQSPS--GTPSADTET TG -~ Q- LLEEGELTPADSA~~-~DAVDALAS)
PEARPYAPTATYGAKRQEPS --GSTTASQUPESGTN-LLEEGSVTTPDNP -
APS--GLEERQGYLNP----LLEgPDLKTPLDP -
IPAPGEGPSVSMAQQKEGAEK--VVS N
IPAPGEGPSVSMAQQKMGAEK--VVSHaN
GAVADSQAIKKQTEG-KEDIGN---VSHaN
GAVSDSQAIKTQTEG-KEDIGN-~-VSdaN
TAMSLSESVALGGAKDQESSGD---ISHdD
MSLSESVALGGAKDQESSGD--~-ISHED
LDHAKSQENVGD- -~ IS daN
TATALPASAAKNAKLATSAAFAKQAEGTTENVGS---TA| TNNDSLLSGLAGAGLENGLSGNTGSACAKASLIDQLGLLALVDHTEEGPVCKNIVAMEPEGT -
LPASAAKNAKLATSAAFAKQAEGTTENVGS---IAHEN--SPAE TNNDSLLSGLAGAGLENGLSGNTGSACAKASLIDQLGLLALVDHTEEGPVCKNIVAMEUPEGT -
VPRGYQWISHNDRSGSGLSSSHAQNTEGTNN---VKHEQGF SPEHGL-SRQDESRFRAGAGEGVPGELQGGNN--CGPCG~ NEEGA---RSVAESEGS -
VPQNYQWISHNDRSESGLTRSHAQNAEGTNN———VREEQGFSPEHGL SRQDESRFRAGAGEGVPGELQGGNN--CGPCG- RSVAESEGS -
MPKGLMAGSQGSENVNS--VVSHdD -TTQAITGSTHLGGSCAVNVPALGNNCET- -AYMEEATQ-
APA---LQARQNMPANQ- - HAKHEN LIAGSCAAQ--TAMESQON-
MPQLQARQQAYDHQGNAAVDAQQNYRPQGYSDNTYPGNTQVDADDN - ~DDIDAFTCPGLQAVPQEEUELNA-
APAELVSRTTPVTPSTEAGDY--KPYMEN----SE ~VIGGQCSNN--VKEENGNAV!
IPLAGGNDNAGDHSVQEGDQG-QTLYGNDISDSE --VSRQSQCDAKAAEGSSSN -

[

DKSDGFLTNLBEWGVIGSLVNGQGTACAPVSLIDELGILALVKDTPDGPVCENVIAMEPGEG -
DKTDGFLNNLAEWGVIGSLVNGQGSACAPISLIDELGILALVKDTPDGPVCENVIAMEPGQG-
LSADGILGNLAAKGALNGLLGNDNAACAKTSALDDLNVLSQTEDTDNGPSCKNIIAMEPEGTG!
LSADGILGNLAAKGALNGLLGNDNAACAKTSALDDLNVLSQTEDTDNGPSCKNIIAMEPEGTG!

~TKGEYYVGLADNVTVKCNDVTSNVQSVDG-

APGQWDAAAPKSTDGG- - QLHSEQATFTGAAAPY TLAADLACY DATPAVENCYITDAPIDPDFGCYGEYACCQUNELNPLLGLFCSKPPGDERGREG
VPYAESSGD DGGDGGDGGN SANYEACPSGLIGSYPQCCTVDILN-VLDLNCKPVPIVPTSAAEFEAAEASVGG-
IPSQISNDIEKRQSQFETTVGF TNPFEEPI P - == === == == QLDVLNAVYVASECVQVPGGTSITSIQD===mmm==mmm== FDSACLELNKIALSGNLNI-

~---DIDSS-SCTDT-QPLMUIGEN-~~

TKADGILGNLMAGGLLNGVLGNSNSPCAKTSLIDELNILASIKDSNSGPVCKNIIAMEPEGT -~

-FLEGIIVAGCSPISL

-Y-NGLFSLGCSPINAMLV

INGAVSIGCEAVTLAQ

LNGVVSISCTAVTLGTGGSE

LSGLVSIGCITVAL

LAGITSIGCVNVNV

-LLGGLVALGC

ILFSHIRDACDHEGHMVV!DVWSFCEGAGVRRSALSESRSWLLGALVES

IGENNIQ--------ececccccceCleeeee=

AQCVAIGDGSGSGSGYSD

AQCVAIGDGSGSGSGYSD

KLTVQFLVHCYRQRINGSPLSLKTKSGGHIVEQHENVTRSLLCMGVKRSLVELGVENIWG

KLTVQFLVHCYRQRINASPLSLKTKSGGHIVEQHENVTRSLLCMGVKRSLVELGVL“IWG
D

L
-LGUWSASCKNPTNTPHDKDSFNEDCAQDGKTAQCCELPELAGVSVACDHE
-NGNSLIFIGNVQCLL

--IEQNGFINIVFGCQAIAAN
SPAYCTDVIDGRFGNCTDNDVKNNQGLLGIGDGLLGGGSK
VPECCTVPLATLGVLCEVPPGTA

EGIATCSEAVQH

N-
G-

Supplementary Figure 6Q. Sequence alignment and corresponding consensus sequence of proteins contained in Region 9 (full
sequence)
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1 10 20 140 150 160 167
Consensus [MXXXX--XXXXHEgX- - XXXX- - XXXXXXXXXXXXXXXXXXX-XXXXXXXX@XXXXXXXXXXXXXXXXXXXXXXXXXXXXXMEXXXXX

_XXXXXXXXVXXXXLXXGXXXXMX XX 9X X BT

Identity L ] =N - - —
866 @TTG---Q-ELEED- -ELTA- -ADS-PDATNALA SIDVTLT-SSEDVGLGES TLT T~ - —— --DGTCDGT-- PAMEGG T - Q
861 @TTG---Q-LELEED- -ELTP--ADS-TDATNALASIDVTLT-SSQDVGLGETALT T~ ~-DGTCDNT--PAMEDG T - -LGTGGSE
854 @TTG---Q-LLEEG- ~ELTP--ADS -ADAVDALA SIDVTLT- SAEDVGLSEEVLTT- ~-DGTCGGT--AAMEGG I~
853 --ADTCTTT--PTEYTET -
424 N ~-TTTCATA--PRE§TEVNL
592 @TTG---Q-IVEEN--SLTS--ADAVPDLFSVTGLLATQAG-LLGNVGVRES TLTVIG -~ —~EGKSCIASQQPLEETDNN
358 @DIGN- -~ -V SHEN- - -PTN--VDKSDGFLTNLEEWGVIG S- LVNG QG TAEA PV SLIDELG ILALVKDTPDG PVCENV TAGHPG EG
229 IGN----VS™EN- - -PTN--EDKTDG FLNNLEEWGVIG S- LVNG QG SA®A PISLIDELG ILALVKDTPDG PVCENV TAGEPG QG -
NVG S- - - TASJN- - ~-SPA--ETNNDSLLSGLEGAGELNG - LSGNTG SA®A KA SLIDQLGLLALV DHTEEG PVCKNIVAGEPEG T -

177 (DewA)
165 ~SPA--ETNNDSLLSGLLGAGLLNG-LSGNTGSAMAKASLIDQLGLLALVDHTEEGPVCKNIVAMUPEGT

262 -SEE--ETKADGILGNLEAGGLLNG-VLGNSNSPEMAKTSLIDELNILASIKDSNSGPVCKNIIAMEPEGT -

261 SGD----ISHdD---SKE--NLSADG ILGNLEAKGALNG-LLGNDNAAMAKTSALDDLNVLSQTEDTDNG PSCKNI IAMYPEG TGKLTVQFLV HC YRQR ING SPLSHKTK -~ -HIVEQHENVTRSLLCMGHUKR SAUEL GV LY
21 [@SSGD----ISHdD- - -SKE--NLSADG ILGNLEAKGALNG-LLGNDNAAGAKTSALDDLNVLSQTEDTDNG PSCKNI IAMUPEG TGKLTVQFLVHCYRQR INASPLSAKTK — ~HIVEQHENVTR SLLCMGUKR SAYEL GV LIFId
356 -V KHHQG F SPEHG L SR QDESRFRAG LGEGVPGE-LQGG NN - -8G PCG

224 -VRMEQG FSPEHG LSRQDESRFRAG LGEGVPGE-LQGG NN - -G PCG - -S#PCI- - AIG-----RLV

377 ~ HER DA CDHEGMMVV EDVWSFCEGAGVRRSALSESRSWLLGALVSS

183 (MPG1) -NHQ--- - CT------PILS

225 - NENAG - -

973
380

-VAGCS -

294 -VSRQSQCDAKAAMESSSNIE
330 ----PTGLLPQVIAGELG --VNVNALLSETVGV I- --GGQCSNN--VKYENGNAVN
207 --FTGAAAPVTLAADEACY-DLTPAVLNGV ITDAP-—— -IDPDFGCVGE YAMEQVNELN
34 [@PGLQ--AVPQWUE---LNA-————- LGVVSASCKNPTNTPHDKDSFNEDWA QDG K-~ -~ TAQWELLPL--
427  [@PSGLIGSYPQMYT---VDI---—-- LNVLDLNCKPVPIVPTSAAEFEAA®ASVGG-—-— -VPEMETVPLAT
304 MTTVG-FTNPFEYIP - -QLDVLNAV YVASECVQVPGGTSIT-SIQDFDSAMLELNK- - -~ -IALGENLNI--

Supplementary Figure 6R. Sequence alignment and corresponding consensus sequence of proteins contained in Region 9 (without N
terminus region preceding first cysteine of the eight-cysteine pattern)
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Identity
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1
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VA EP G LS8N

10 20 30 40

GPQ IRAYPSIDQ ITVAQAN
GPQ IRAYPSIIDQ ITVAQAX
GPT IRAYPS IDQ ITVAQAN
LPSSCSAAGITPESNEVEDA
LPGSCHEHTASES
APCGNYXRGAGPREEGPS ISRQEED - AQETEFR 157V x
APCGNYXRCGAGPREEGPS IsRQEED - AQETEES: 157V
APCGNYXGAGPREEGPS ISRQEER - AQETEEER 15T vy
APCGNYXGAGPREEGPS ISRQED - AQETEFR tsT vy
APCGNYXGAGPREEGPS ISRQEER - AQETEER 15T VN
APCGNYXRGAGPREEGPS IsRQEED - AQETEFR 157 vy
APCGNYXRGAGPREEGPS IsRQEER - AQETEFR 157 v x

T QT T
T QTR T
T QTR T

AP -SYNQGTPSVTRKEQA IAKEEN - SN EJIFFRVEX IsAXcrDTDL N INGER n N LED
AP- -SYNQGTPSVITREQA IAKEEN - SN EIIFFRVER IsAXGPDTD I MG FR v N LED
AP~ ~-NYAS-KPAVN - QK IAAQEEN -E ¥ FLEFR INX VOATGAD TDF G WG v & 0D
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R orE TR v ENEGT
DNEVENAVNQEERCAQIEIFY r EONEN T

50 60 70 80 90

AcuAvEcAGER ¥ 3s B 0o FEIH v I N vG
ArcuavcrcER ¥ AsF oI v v T vc
arcuaviporcER uAs F oI v I v vc

copxNsEEWeF: v lcxcos o oo - - B Ac
copxNsEEWeH: T dzcxccos Qo oo - - A c
coprNsE WMo rlzcxcos o oSN - - A
coprNsEE MoF: rdrcxcaos GrEF oS - - A =c
copxNsEE WA v Arcxcos o oo - - B Ac
copxNsEE WeF: v lcxcos Qo oo - - B¢
RS G A -TvL, sy Bbaelehay o} T 3:1:1C S X LI, SIAL o

He B oofEEEN - - B IF

He P o EEEEN - - BhIF A

Bl oo EEI™ e B v ac
EEK SRECS X VR Ay B
Fs % xc D - - BNEc
SRE. SECS X L Ay B

APLTATE ArrER v FPpLsSD
APLTAFE JrrEFPuFLDD
s-ossE RGP vFPLsp

100 110

LERETP A X isccs Mo
LEFeTP A Xscos I o
- LERETP A Wscos Fr e
sovN I B AR csEc T oo rr v oL Jr Fxxu i sv e uEh Mo w
ToENvEN BaIE AR coec o Foc TN rrEV R Ao LT I Fux i v v Xeis s B Meww

vz s F o g v X
v s F o F R v X
vz s s s v X

Lo BF. N IC X Rl CC O BR

v s A o F R v X
v s 03 oV X
vz s I o gl v X
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Supplementary Figure 6S. Sequence alignment and corresponding consensus sequence of proteins contained in Region 10 (full

sequence)
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Supplementary Figure 6T. Sequence alignment and corresponding consensus sequence of proteins contained in Region 10 (without
N terminus region preceding first cysteine of the eight-cysteine pattern)
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Supplementary Figure 6U. Sequence alignment and corresponding consensus sequence of proteins contained in Region 11 (full
sequence)
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Supplementary Figure 6V. Sequence alignment and corresponding consensus sequence of proteins contained in Region 11 (without
N terminus region preceding first cysteine of the eight-cysteine pattern)
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Supplementary Figure 6W. Sequence alignment and corresponding consensus sequence of proteins contained in Region 12 (full

sequence)
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19 ICGDQAQLS CCNKAWYAGDWTDINGGIL SGINL SNLIG G SGLEG LGLFDQCSKL DLOTPHLTGT HTQDL INOKCKQNIACCONS PSHANSWLIGLGLPC VALGS IL|
385 ICGDQAQLS CCNRAPYAGDIWTDINSGIL gGINL SNLIG G SGLEIG LGLFDQCSKL DLOTPULIGT HTQDL INOKCKQNIACCONS PSEASEWLVGLGLPC VALGS IL|
25 ICGDQAQLS CCNRKANYAGDIWTDINSIGILAGHL SNL IG G SGLEIG LGVFD QCSKL DLOQVRPHLIGV EVODL LNOQQCKQNIACCEWNS PSyiASRIWLVGEGLPC VALGS IL|
265 ICGDQAQLS CCNKANYAGDIWTDINSGML SGHRIL SN IG G SGLWG LGLFDQCSKL DLOTPRITGT 1HLODL VNQKCKQNIACCONS PSHANSWLIGVGLPC IALGS IL|
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189 (RodA) ICGDQAQLS CCNRKANYAGDIYTDIDISGILAGIL N IG G SGIaG LGLFNQCSKL DLOTPRVIGT HTQ ML VNORCKQNIACCONS PSPASIESL IGLGLPC IALGS IL|
248 ICGDQAQLS CCNKAWYAGDIYTDIDISGILAGIL N IG G SGIgaG LGLFNQCSKL DLOTPRITGI HTQDL VNQRCKQNIACCONS PSPASIEEL IGLGLPC IALGS IL|
195 ICGDQAQLS CCNRKAWYAGDIYTDIDIIGILAGILINL IG G SGEIG LGLFNQCSKL DLOT PRI TN BVODL VNQRCKQNIACCONS PSPASIEEIL IGLGLPC IALGS IL|
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Supplementary Figure X. Sequence alignment and corresponding consensus sequence of proteins contained in Region 12 (without N
terminus region preceding first cysteine of the eight-cysteine pattern)
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A PLCENG -ifH SN PFJED L ZFxeFiv G il MEV [ET QTIER DGV DIFK N IENK TED PLNA JeARa1 ~VGEDIRREO TPV EIOG

A PLCLNG - #4S N PO L ¥tV G @EV T O TiER DGV DEKNVEEIK T gD NA Jaihai- - - -VG SDMAAG0 TPV II0G

G STCEHDG - AgS NP S HOEA 1 e MEV S O TiZR DG A DIFKN IGNK T gD AL Hahhg
~A TV CETC Li%4e VANIUNS FEGA DHIYS V [FS S TiES DGA DLKR I SS9 A M ST

—-AGRCERITPV TE

WGONET TTET S TG DET SC A VL [Ma i - - -AC$ABAGODV S PSC NI NG DANG N TG SA NI N

G DNG DNDDDNNGGYGAGA SENIOTPHES - Y PAEA TIHCPSSSPAAV Y
CNNG SADDGEA NGITGCGA SEY OTPHS - SPARIYA TEHCPSDAPN
-DDADGDDDED - - JHGAG DIEFAKTPHES S Y PARIYE THCPSDV P Y

TP TSV PCCCECCEATS TS CEFSAVVEP PPOPEEPAFS Y PTTTSDCCCHR

~AGEDBAYODV KESCC JeG - - -APSTTATCC &G - ~APTSV PCCEECE - IS TS CHHHAVVEPA PQPIRPA RS YPTTTSDCCC

Supplementary Figure 6Y Sequence alignment and corresponding consensus sequence of proteins contained in Region 13 (full
sequence)



1 10 20 30 40 S0 60 70 80 a0 100 110 120 130 141

Consensus IB(XB CCATDVLG i xxaxixﬁ(xxxxmxlxg(xxgﬂx:(l_( xxa(':(xexauzxm(x xxxx:;axxxxxxm('x Fexxxx xxxlxa( xxzcxxxxzxxxxxa(ixxxxx 30 oo 0o x Iy
Identity

39 (FcHydSp) o B Y SR CC ATDV.G v R 0C B BE e SN SV A B0 RARCCVLE Tt el rr.C (et e

354 5@ F3r 5 T CIGEERHD Fgov Je 5650 0w T Av T rI IS AL T ERG e oo

369 =16 B ¥ S0 CC ATD VLG LoV DC BRI BEbP RE N SAC S RGO RARCCVLP I A0 S TT.C 2 el il

401 LG B ¥ S0 CC ATD VLG Vo DC SR BERP Rh S S S BEGQRARCCVLP T30 S TT.C Sl el Jel]

89 LG B ¥ SRR CC ATD VLG Vo DC S BEP RE e SEAJC A SRGQRARCCVLP T S TT.C Sl el

393 LEIG B ¥ =Rh0CC ATD VLG VLI DC SRIP bR B 2ab)c 5 GO RARCCVLP TR o TT.C Sl daks il

402 G e Y S CcC ATDVIG v L 0C S e N S c e O RARCCV LY TR e TC e

390 5@ Fir s T CIGEEND Fdo JeAvrs Ao ey T IS AL T ERG RS oD

431 5@ Fir & T CIGERAD Fgov Jeea G s Ao 6 5v T IS AgLD T ERG e JwD

328 5@ T3 55 T CEEERS Fdo Je 5 Fhs Az F5 v T IS ATALD T BRGNS oD

186 LEIG B ¥ sER0CC ATD TG LS DC el ERENP SRR U Sobac A NGO RAR CCVLP T30 S TT.C Sl RS e

269 LEIGRTY SEROCC ATD VLG LRI DC Shle IR2P s b bl S8 S BEGQRARCC MLV 2 Sl L.C Sl B el

285 LEIG B ¥ sEROCC ATD TG T DC I Raie sl Sl e Shbac S S0 QRARCC ILP I3 S TL.C Sl B el

412 LEIG BE ¥ B0 CC ATD VLG L LI DC SRlP sERP sl B 2820 A GO RARCCVLP TR o TT.C 2bl s il

258 s Fis - T CIGERRS Fdor Jeav Few Ase Foar TX rI IS AL T TR EA 0E

220 (NC2) €58 Fdr A T CTIGERAD F3 s JeATLaw Ars e 6 T TR IR IAgL. 1 B 1R 3

417 @ Fior s T CIGERAD F3 Jeev Frs Ao ey T TR IaagL: T FEdh 7o oS

281 cs@ T 1. T CIGEEAS Fds e o G s A0 A T¥ o TS IagL: T JEdh spL Jor

433 =536 BY S-330 CC ATDVLG Vot DC BRSSP nbd I IS4 A SN QRARCCVLP V 4=l WV LC sba 205 7

130 Fr - Fusure T F. TP 6 ¥ Jev Jroriko ovo Ky T3 T I (I IEARIVG T I rev Jroc

133 Fd Fwe Wb 3. e 3 Jev IrorEho ovo o 1T B T SREERGve T T rev 3roc

132 S g Fisur Wb & X c ¥ Jev Froriko ovo I v Ik » I Th J9EEEGve T g rev Jzoc

145 o d- Fsur Wb T FAFH:c F: Fev IsorEro cAd s T T I Tk TIFFFNG T Fhaaviha

233 jc %G BE ¥ S0 CC ATD VLG Jdel, DC hNe RS Jr IR H-Teh- A Wels 0 QAR CCV IPV htel) sl 1.C sEiiEs Shelels G =ie} ArgrEatcc B ~-APTEVPGGE G- FesTsc FEhwviP Aro P EIrAJsYPERTSDCGCTY
332 AT FEur TSGR 7c I0gav IaTeEho voa Jr5c I VEIFICEEET R G b I ovr oo Thc scoarJrearcc ke grersvraceih e srsc Fh v rrorg3raJsyrrorsncc oy
259 T T TV AT TR0 Fdsv Iss2F0cann xr T s hoa M TE BN G T I ev 12

319 AT FESATENET 3o Jrrers ronPrsc Th VIRIGESEERG c TP IFoov seson T rNGDANG INTCS AN T N TENNcs ADDG T v oo A TN o P - sPATR T JePSD AR
341 Srrd FESATRENRTR AN 3 57230 s TooE 186 I T TR CIER NG Th I ov Trs AN TR NGCANG JunGc AN NN T oNcD NDD DNN GE N GAGA TNRT PR - vPATN T JCPSSSPAAVE Y
338 & 1F T ure TR Ioy a2 s Ano Jr5c I T TRLEEEET g Th BX DV SPNAKS - - NGSANGINNGD ¥¥D DGN - DDADGDDD P - - EAGD EERT P syPATJe 2 JePSD vEY
166 o Firw e WA TR0 Zxgvr JesaFrs cxs Joo T I tTder T GEIzcva ILF 0P VEQ

Supplementary Figure 6Z. Sequence alignment and corresponding consensus sequence of proteins contained in Region 14 (without
N terminus region preceding first cysteine of the eight-cysteine pattern)



1 10 20 30 40 50 60 70 80 90 100 110 120 130 139

Consensus xmzﬂxxxxxxxxxxxxxxxxxxxxxxxxxaxxxxxxxx)(!xxamxxAxaaacxl(xxxxxxxx](xxnxa(xxx xx)(xc- PERETETES $ ¢ B(xxxxxxxxxxxxxu
identity 1 I TS = I T At
30 APSIKLRAPSD- Ve -~ -ALDT R TIoA R OAr AT -0 Vs FEAATN T TAR T - TR FALG- - - ~ -~ -~ ~EATAI- TP

317 IPAMIQERAPGS-Ve-- AT TForRpc ol FEAT-prssvnaFKssTWs T TAx JJ- TR FTANG- -~ -~~~ -~ ~DATAF sP

174 VPAIKRDAEVPAMIK-RAAGD-VZr-- -ALDT MIISTIGACTRDAs T T F - 0Ts SVAAINSAFT AT TR TAE JJ- TV TG~ « « == = - QAT sP

32 1R Fhos G ISGAC QSCAC QS SEGDAAG- EFr -~ ~ALY T Toas BACENDAAFr p FsL svN SR QTL VD DI T Fh 7o I3- VE FNG- « « « = = « - ~-QAFAF DL

315 TIECEF] - -GISGACTYGPGQVSDGDAAG- IFr-~ ~ALYTh Pets A0 AN F T FvsvD SEQSL N D KT TAE JJ-VE TG - - - -~ -~ ~QAFTAY DL

387 IPGKSALVD-RQVT--LYsc- ~-ADs SAVIIAT JGAR D T r FpsTrr S0 Frs IS rTROAR - LL JJLE- « - - - -~ ~-QC FLIr SPGK

New protein seq... IPGKSALVD-RQVT--LYsG- ~-ADs sSAVIIAT AR D T r FpsTrr S0 Frs TS rTROAR - LL JRLE- « - - - -~ ~-QC FLIr SPGK

72 APLDE-RQAG- L5~~~ - sSCu N LTI NG r I T TP SINAFIDc TRATROAR I - LT PG ~ - « =~ -~ ~-QAFEL DVN PTADT T JAKK AL
333 APLDE-RQAG-~LYs-- -~ sou N TIAT TG AN TG p oo TeT SINA J0 c T FTROAX T -LL FLG- -~ - ~ -~ - - ~-QAFLE DVNPTAA

234 APLDE-RQVG--LY5-- -~ sou N LA G e r I rer SIvaFroc IThc TR oax I - Ln Fre- - - - ~QAFTE DVEPTAA

350 VPAWE-RQAG-~ L5~~~ scT N LINT T GH MR FSh p Jr 17T ATNE Jro T TECTPOAR - LT FILG- -« « « ~ - - QAT DVN PTAENP T ANAA
188 APLEDERQVG-~LPA- - - - 5C s P IIATTGA NG p Frr TPADUNT Jro v INrc FROAR - LT PG - - « « ~ - - ~-QATATS DVN PEAANP NTPEN
310 APLEE-RQVG--LY5-~ -~ 5o N TIAT A0 oL p Jrv TrAcYNE o c TR0 FROAX JJ- L2 JrG- -~ « -~ -~ ~-QAFLI DVN - - ~-PAP W0
337 APLEE-RQVG--LYs-~ -~ scu N TIAT A0 o FTFs p Frvtracyne Jro T FIv EROAR JJ- L2 G- - - - - - - - QAT DVN PTAPAP JAAN
342 APLEE-RQVG--LYs-- --scs L TIAT TG N F A FvTrAcUNE Jro T o FROAX T - L2 e - - ~ - - -~ QAT VN PEAPAT AN
320 APLEE-RQVG--LYs-- -~ scu N LA TG0 0T A F tTeT ST oE PN T IBATROAX T - L2 G- - - -~ - -~ QAT DVN PTAPAP AN
313 APLEG-RQAG-~ IJ5 -~ -~ 50T o TIAT A JND L ¥ Jp T TPANVDEL 17 FPATROAR FJ- L2 TG -~ - « -~ -~ - QAL DVS PEAGCATTE

90 AP LEE-RQS PAVEFrG- ~-Txs a0 TINTIEAC AD AT » Fpr TrT SE00 Fvo 1T FooaM TJ-LE FLE- < - « - - - - ~QARTI EVN P

352 MPTTLTSREDA-~ IJs5- -G -~ N Tov A IO FTEEAFAArTDIRs FeovIEPVER miu - 0B TPrG- -~ =~ -~ ~-Qc FLE sPONE

381 APTIFSRQVG--Lgrs--G--Th Tor RAcEBR T r Feverozos Ivo tFBVER 0 - L TG -~ -~ - -~ QAT SPDGCS

373 SPANSALVONRQLG--LYss- -AATN B Yov IR A vIpT rrrsVeo N0 tIWIIFK v - IR PG - - -~ -~ ~QAFTAGr sPDSET

362 FPAVLNDRQVA--LYsT- G-~ TN Fov G r Fpcrranv o INo L IEVER 1oR - IL FIVSF PRPGARVEPY SEF TAGPRNSLORAY WLL ND IS TGN $INT]
306 SPLOP-RQLG--LYss~ -A I0TAQ Jgsvs BTN TS s JevrrT SVES JRE ITMETROAS - AVTING- -« <=« =~ ~-QATAAT AAS A

428 SPLOP-RRSG-~LYss- -ALDTALYJovs o RN T AT T TrT 2EAT I0A TN G TROAS TJ-VEFANG- ~ ~ « =« « « ~ ~-EATAr AP

98 APSSDVNGIIRRANAFYPEGLL YT N o JAc Ao IS v Iparrs Sc ks Fos VNS I EREPR J-AVIEAG- -~ === =~ ~-VAZAGT DP IPA T

84 APAG~- -~ ~SEGYPGGLLEN VIR AT Ao A B T FrvevL 2P AA NS E TR ERQPV JJ-S TP AG- -~~~ -~ ~-LCEAEKP IGTQ

85 APQG- -~ -NEGPrGoVLENVIE N I N Bt Frvevs Taro A e TR FRQrV J9-sLTAG- - - - -~ -~ ~-LCFAE KPVCTQ

139 APSG- -~ ~-XEGPrcovTNT VIR AT I e B v Ik eve oV TA A E IR FRQPV - TA FANG- ~ -~ <~~~ = ~-LCEAFEKPTGAQ

140 APSG- -~ -XEGPeccvrNT VIR AT I e B vk eve oV TA A E IR FRQPV - TA FAAG- - < -~~~ ~LCEAFEKPTGAQ

94 Avderorrsy - RN IS Arc K T Fr AVvD oA IIA B ISR FE RPL - VA TPAD - <« w v v = QAT KA IGEF

97 AvIerorrsy - RN B0 Jrc K T F tAVD A I A B TBR FE KPL J9- VA TPAD « = v« = = ~-QAFTLER KA IGTF

104 AvIerorrsy - RIINT IR Arc K T I tAvD Zo A T TRA B TER T KPL J9- VA TPAD - - -« = == - QT TGN KA IGEF

112 Avd¥erorvsy - BIAPVERF cRrcoTEAFsAIF o Ls N AT T oPL - Va TPAD - -~ - = - - -~ ~-QGEAD IPVGTQ

153 APATSPNG- -~ -¥DAZPDGGL 16T PSr. JRYc k. scEF s Jsx T SAKE JoE 1P MNs FRRAR FPFLSEPFT- «~ « =~ =~ ~-LGAF JOKPVGVTA

298 LPATSANG=- -~ ~YEAFPDGGLFGN D P I . sc R AFrx Tru SARE oA 1 TESTRRAR JPoLSERLE- -« « -« =~ ~LGAF RKPVGVSA

204 MPADSLSRRADFYLPPGTG -LSATAE JYSATH X EFP AvPRTPT SCEEFA ITRMOTREAR I -Lr VLG <~~~ -~ -Qc K FoTPPGA

205 SPTYGG~ ~~KYEPJGSA ~LYSQAQ TIAT I GAE JNC TP cVGAR IDNAQE N LIME FRRAR - ATTPLG- « « « =~ «~ - QAT EPEGEN

Supplementary Figure 6AA. Sequence alignment and corresponding consensus sequence of proteins contained in Region 14 (full
sequence)



Consensus
Identity

84

85

139
140
94

97

104
112
98

234
333
72

350
188
310
337
342
320
313
90

387
352
381
373
30

317
174
32

315
306
428
205
153
298
204

1 10 20 30 40 S0 60 70 80
MX XXX XXX XEXMEX X BAX X X X#BEX XEHX X X X X X X X XEAX X XX XFX X X X[~ X XX XEFX XM@Y X X X X X X XA X X X X XFAX

[MrccLLENVELMEA TEFFADHEA TIES TIEHTV PV LTPAARQ S HENC KARQPVHE - STEHAAELCHMEEKPIGTQ

[Mrccv L ENVELMEA TRFFAC HA TIEG TIEHTV PV STAA QEOA HENC KGR QPVHE- SLIAUAFGLCIBEEKPVG TQ

[Mrccev TN TVELMEA TRVFAG #A TG VIETK PV P DV TAEQA HINSKIRQPV[Hd - TAFAAGLGIBAIEKP TGA Q

[Mrccv TN TVELMEA TRVFAG [#A TIBEC VIETKPV P DV TAEQA HINSKIRQPV[Hd - TAFAAGLCBAPIEKP TGA Q
MrTcLFSN-ELMEA TEFFADAICIMEK TIEHT IAVDTGA IHQA HENS KIS KP LMEA-VARIA DQABNEQOKAIGCTF
MrTCLFSN-ELMEA TEFFADAICIMK TIEHT IAVDTGA IHQA HENS KIS KP L[HE-VAEIA DQABNEQOKAIGCTF
MrTCLFSN-EHLMEA TEFFADAICIMK TIEHT IAVDTGA IEQA HENS KIS KP LME-VARIA DQTIHRNEQOKAIGTF
MrTGcIYSN-EHLMEV TRYIFGHIGC QREEAEKSAIFDGLSEHONAMNAVELDPLME-VAEA DQCHENYQIPVGTQ
MPEGCLLYTNELMED LEYFAC A DMV VIJPAKPSSCKSEHG SV[@NS IGRKPR[HY - AVIEA GVABMETDP IPA T

[s - - --scNEVMHEA TRFANPANIEA PIHA TTP TS INAGIDCHNACHQOA KHE- LLIF{LEQAB{dS DVNPTAA

[M[s - ---scNEVHEA TEFANPANITEA PIHATTP TS INAKIDGCHACHQOQA KHE - LLIFILEQAISIES DVNPTAA

[s - - --scNEVMHEA TRFANAANIEA PIGA TTP TS INARIDC[INAAEQQA K[ - L IiF{LEQAH{ES DV NP TA DT TENA K KE\L
[S - ---scTEVMHEA TRYFAOMANITEA PIHA ITPTAINEGIDTHNECHQOQA KM - L IfFILEQAF{ES DV NP TA EAPINTAARNA
@A - - - -scsEVMHEA TRFANAA NIfEA PIET T TPADVNTHIDVEATCEHQQA KHE - L IFF{LEQABNES DVNP TAAAPINT P SEN
[Ms - - - -scNEVMEEA TEYFADMAA DIfEA PSRV TPAGVNER I DGENA QO QA KHE - LIIFLEQAIB{ES DV N - - - PAPENA
[s - - - - scNEFVEA THYFADIAA DIfES P TV TPACGVNERID THEHSVEQQA K[Hd- L IiF{LEQAB{dS DVNP TAPAPHAAA
[S - - - -sSG SEHLMEA THYFANAA TiEAASVTPAGVNERIDTHNG QMO QA KW - LIfFILEQABNES DVNP TAPATHAA
[s - ---scNEVMHEA TRFADMA DIEAAIES ITPTSTDERINTHENSAEQQA KA LIF{LEQAB{dS DVNP TAPAPEHAA
[Ms - ---scTEHLMEA TRYFANFHA DIFEY NIGA TTPANVDEL I TC[EADAEQQA K[HE- L IF{LEQABEN DV SPSAGCCARTS
BTG - -TNSNAQMEA TRFFACHA DIEF NIEP TTP TSLQODEV D IMNA DEQQAMME - LLIFLEQAINMES EVN P

[MsG --ADSSAVIEA THYFAR FA DIfEA PigP STPTSIDDETS I[WNS IHQQOARME-LLIFILEQCIH{IT SPC K
[Mss--G--NEQMEDVYFAG HA DIEEAEPAAYTDIKSES DVEADVER I NMMHE- DLELEQCH{ES SPDNS
Mas--c--THOMED LEFACHANIAEO TIHPEVP TDIQSEND IMASVEQ INOME - LLIFLEQARMENSPDC S
[Mss--AATNELMEDVEFFACHA DIFEOVIEP TIPTSVPDEND IS IR I NMHE - ILIFLEQAIBNEITSPDSST

[P - - -ALDTHLMEQAPYFAC L DIATHEAERS -DD TSV SNEHEAAMAT THL TAR[HE- TLIZFALEEARNET T P

[P - - -ALDTHLMEQAPYIDGHV DITHMEARES -DTSSVNARKS SIS ST TA KMHd- TLIZFAAEDARNES S P

[Mp - - -ALDTEMMES TEFACTIA DIASMS TIHS -DTSSVAARINSAMVA TEHR TA E[Md- TViRUAFQAIBNES S P
[M[T---ALYTEHQMEQA SHACHADIAAMT PIHSLSVNSKQTLV DDEEINTHA TA QY- VLA FQAISAdEY DL

BT ---ALYTEHOMEETS{FACHA DIFAMN TIZSVSVDSEQSLINDMAK TEA TA E[ME- VLA FQABNEY DL
[Mss--AIDTAQMESY SHACTHANIAEY SIHHVPPTSVESEHRE I[WA HYQ QA S[Hd- A VIEAIA FQATFNETAA SA
[Mss--ALDTALMEDV SHACHANIEWAAES TTP TTLA THOA IMATCHQQA sSME-VLIZAAFEARNETA P

Mecs-ALYSQAQMEA TRYFAEFAGCIEMDCVGAR IDNAQHEV NLENA KFQRARME-A IIALEQABMEOEPEG TN
[MrpcCLIC TEHOMES LEIRUCHL SCEMSSEHSKTPNSAKEFQE IASHORARMIFLSEfF TLGAFMQKPVGV TA
[MrDGGLFGCNEQOMES LEIRNICHL SCEWRAETK TP NSAKERFQA I[MNE SHORKARMECLSEMLELGAFMQKPVGV SA
MeTG-LSATAEMEASARMADCGHALE[IAAVPKTPTSCEHEVA IMAQHQEARME-LTVHLEQCGHKMEQTPPGA

Supplementary Figure 6AB. Sequence alignment and corresponding consensus sequence of proteins contained in Region 14
(without N terminus region preceding first cysteine of the eight-cysteine pattern)



Table 2A. Identities of region 1 (without N-terminus region preceding first cysteine of the eight-cysteine pattern)

518
514
525
522
533
530

529
527
513
523
504
519
511
509
535
515
526
510
501
750 (PeaHyd1)
965

447
443
941
454
852
448
944
622
621
1070
702
630
696
626
634
627
625

69%

514

66%

69%

65%
63%

66%
64%

65%

69%

69%
68%

69%

68%
65%

68%
65%

69%

66%
63%

66%
63%

69%

69%

66%
64%

65%

65%
63%

65%

511

68%
69%

69%

66%
64%

509 535 515 526 510
98 69%
98 69%
98% 69%

69% 69%

69% 69% 0

68% | 68%
68% | 68% | 66%

69% 69%
68% | 68% | 69%

68% | 68%
68% | 68% | 69%

65% | 65%

67% | 67%
66% | 68% | 68% | 66% | 63%
64% | 65% | 65% | 64% | 60%
69% | 69% | 69% | 65%
69% | 65% | 65% | 64% | 63%
69% | 68% | 68% | 66% | 64%
69% | 64% | 64% | 64% | 63%
69% | 64% | 64% | 64% | 63%
69% | 64% | 64% | 64% | 63%
69% | 64% | 64% | 64% | 63%
64% | 60% | 60% | 60% 58%

501

66%

750 (P.

64%

66%

68%
68%
68%

65%

67%

69%
67%

69%

65%

65%

65%

69%
67%

68%
68%

68%
65%

622 621 1070 702 630 696 626 634 627 625
66% | 64% 69% | 69% | 69% | 69% | 64%
65% | 63% 69% | 69% | 68% | 68% | 68% | 68% | 63%
66% | 64% 65%
66% | 64% 65%
64% | 61% 68% | 68% | 68% | 68% | 68% | 68% | 63%
68% | 65% 69% | 69% | 69% | 69% | 64%
68% | 65% 69% | 69% | 69% | 69% | 64%
66% | 63% 67% | 67% | 67% | 67% | 61%
66% | 63% 67% | 67% | 67% | 67% | 61%
68% 65% 69% 69% 69% 69% 64%
66% | 64% 65%
66% | 64% 65%
65% | 63% 69% | 69% 65%
66% 64% 69% 69% 69% 64%
66% 64% 69% 69% 69% 64%
68% 65% 69% 65% 68% 64% 60%
68% 65% 69% 65% 68% 64% 60%
66% | 64% | 69% | 64% | 66% 64% | 60%
63% | 60% | 65% | 63% | 64% | 63% | 63% | 63% | 63% 58%
63% | 60% | 65% | 63% | 64% | 63% | 63% | 63% | 63% 58%
69% 68% 69% 66%
59% 56% | 64% 59% | 61% | 63% | 63% | 63% | 63% 58%

68% 68%
69% 67% 69% 69% 69% 69% 65%
69% 67% 69% 69% 69% 69% 65%
65% | 63% | 69% | 67% | 67% | 67% | 67% | 67% | 67% | 63%
69% 67% 69% 69% 69% 69% 64%
67% | 64% 69% 68% | 68% | 68% | 68% | 63%
68% | 65% 68% | 68% | 68% | 68% | 63%




Table 2B. Identities of region 2 (without N-terminus region preceding first cysteine of the eight-cysteine pattern)

1037 884 753 751 849 964 438 811 942 842 902 893 930 848 814 639 899 822 815 951 833 834 821 830 812 442 828

1037 48% 51% | 54%  54% | | 54% | s52% 51% 53% 53% | 54% | 54%

884 51% | 45% 50% | 54% 53% 53% 49% | 49% | 49% | S54% | 46% | 47% | 47% 51%

753 51% 51% 48% 52% 48% 52% 51% | 54% | S51% 51%

751 | 48% | 45% 51% 49% | 54% | 46% | 54% 46% | 54% | 49% | 47% 49% 52% | 49% | 49% 53%
849 49% 53%

964 | 51% | 50% 52% 53% 46% | 49% | 49% 52% | 54%

438 | 54% | 54%  54% | 52% 53% 51% 49% | 52%

811 51% | 54% | 52%

942 51% | S1% 46% 47% | 51% | 51%

842 52% S1% | 53% | 48% | S1% | 48%

902 48% | 49% 46% | S1% | 51% | 41% | 46% | 46% 53% | 53%
893 53% 52% | 54% 52% 52% 52% 53% 47% 52% 48% 53% 49% 53%
48% | 46% 47% | 51% | 52%

848 | 52% | 54% . 54% | 85% S 53% 53%
814 | 51% | 53% 8 80% 52% 52%
639 52% 80% 52% 51%
933 | 54% | 52% | 54% | 52% 52% | 52% 52% 46% | 49% | 44% 51%
931  54% | 48% 49% 48% 53%
899 51% | 46% 44% | s53% | 47% | s2%
822 49% 53% 52% 51%
815 49% | S1% | 49% 46% | 53% 53% 47% | 49% | 48%
951 | 53% | 49% | S51% | 47% 53% 46% | S1% | S51% | 47% 52% 51% 51%
833 | 54% | 53% 51% | 52% 53%
834 | 53% 46% | 54% | 49% 49% 46% 51% 51% 47% 48% 41% 48% 47% 53% 52% 46% 48% 44% 51% 47% 52%
47% 52% 49% S1% | S1% | 46% | 53% | 51% 52% | 49% | 49% | 53% 49%
47% 49% | 53% | 49% | 49% | 52% | S1% | 48% | 46% | 49% | 52% | 53% | 52% | S1% | 44% | 48% | 47% 48%
51% 49% 52% | 52% S1% | 54% | 49% | 47% | 54% | 51% | 53% | 52%

53% - 53% 53% | 52%



Table 2C. Identities of region 3 (without N-terminus region preceding first cysteine of the eight-cysteine pattern)

907 910 612 611 610 616 609 436 923 971 970 780 615 453 444 446 926 824 451 641 935 1063 550 911 570 568 877 818 776 809 806 539 (H.. 860
46% | 44% 49% | a7%
49% | 41% 48% | 42% | 49%
46% 49% | s0% | 49%
98 8 49% 49% 49% | 45%
9 6 8 8 49% 49% 48% | 45%
8 6% 8 48% 48% 49% | 45%
8 48% 47% | 50% 47% | 45% | 49% 49% | 48%
48% 50% | 50% 45% | 44% 46% | 48%
49% 49% | s0% 48% | 48% 48% | 49% | 46% | 4a% | 49%
47% 50% | 50% 44% | 46%
8 50% 46% 50% 49% 50% 48%
49% | 44% 49% 46% | 46% 48% 49% 47%
50% 48% | 46% | 48% 50%
48% | 48% 49% 49% | 45% 49% | 48%
45% | 49% 45% | 39% | 50% 46% 45% | 48% | 49%
9 4s% | 49% 46% | 39% | 50% 46% 46% | 49% | 50%
9 46% 49% | 39% | 49% 46% 46% | 49% | 50%
50% 45% | 37% | s0% 50% | 49% | 48% | 49%
49% 48% | 42% | 48% 48% | a8x% | 46% | 48%
49% | 49% | 48% | 48% | 48% | 49% 46% | 44% 48% 48% 45% | 37% | 40% | 50% | 43% 43%
47% 48% 45% | 43% 40% | 38% | 43% 46% 48% | 44%
50% | 44% 48%
49% | 49% | 48% | 47% | 50% | 49% | S0% | S0% | 49% | 50% | 49% | 45% | 45% | 46% 48% | 45% 49% | a6x | 48% | 47%
50% | s50% | 50% | 50% 49% | 49% 43% 48% | a9% | a9% | 45%
49% 50% | 50%
46% | 49% 49% | 48% | 49% | 47% | 45% | 48% | 44% | 49% | 46% | 48% | 49% | 45% | 46% | 49% | 45% | 48% | 45% | 40% | 50% 46% | a4x | ad% | 43%
44% | a1% | 46% | 45% | 45% | 45% | 45% | 44% | 48% | 46% 46% | 46% | 45% | 30% | 39% | 39% | 37% | 42% | 37% | 38% | 44% 49% 44% | 49% | sox | 48% | 4s% | 4%
49% | sox | asx | 0% | 43% 48% | 42% 46%
50% 44% 46% | s0% | 46% | 45%
46% | 50% 43% | 46% 49% 48% | a6x% | 43% | 4a%
49% | 48% 49% | 48% | S0% | 46% | 50% | 48% | 46% | 48% 9
46% | 4% | 48% 46% | 49% | S0% | 44% | 48% | 42% | 50% | 46% 9
49% | 49% | 46% 48% 48% | 49% 44% | 45% 46% | 43%
50% 48% | 43% | asx | 48% | 47% | 45% 43% | 44% | 46% | 45% | 44%
44% | 46% 46% | ad% | 49% 46% | S0% | 45% | 46% | 49% | 48% 48% | 48% | 49% 8
4s% | a8% | 49% | 47% | 42% | 48% | S0% | 48% | 46% | 44% | 45% | 46% | 48% 48% 49%
46% | 47% | S0% | 46% | 46% | 47% 45% | 46% | 46% | 47% 48% | 47% 49%
39% | 41% | 42% | 47% | 41x | 48% | 48% | 45% | 48% | 47% | 47% | 45% | 43% | 46% 46% | 47% | 43%
41% | 41% | 38% | 44% | 41% | 40% | 41% | 39% | 35% | 41% | 42% | 38% | 45% | 43% | 49% | 45% | 41% | 41% 47%
4s% | a8% | asx | 46% | 44% | 46% 49% | 50% | 36% | 36% | 4% | 48% | 46% | 49% | 44% 48%
43% | 48% | 47% | 43% | 43% | 48% | 50X | 45% | S0% | 44% | 43% | 48% | 43% | 49% 48% | 49% 49% | 49% 47%
49% ao% | a9x | 4s% 50% 4% | asx | 49% | 49% 49% 49% 46%




Table 2D. Identities of region 4 (without N-terminus region preceding first cysteine of the eight-cysteine pattern)

1067 642 1058 631 650 647 649 648 1056 1034 629 628 469 460 475 567 885 711 583 915 540 485 484 483 480 (... 541 1060 697

635 1054 798 1064

1038

1067 52% 57% 6 6 49% 49% 49% 57% 53% 51% 56% 57% 57% 50% 50% 50% 50%

642 Cs7x | ssx | ssx | ssx | ses | son (NS iox | am | eon | R e oo sz aon | aox | sox | o | sox |
1058 5

e E LI LE s
647
649
648
1056
1034
629
628
635
1054
798
1064
469
460
475
567
885
711
583
915
540 % 6 "
485 )5 100% 100%
484 599 3 9 100% 100%
483 % 9% 6 100% 100%

480 (SC3) 8% % % 100% 100% 100%
sal |Ls7E] s | 5

1060 s | six | sm | ses | sz | sw | s | se | s7s | sme | Cssx | sex | s | sex | ses | s7% |
697 mmmmmmmmm— | sax | sox | sos | sox | sox | ss% |

| sex | sex | sex | sex | s8x
| s6% | 6% | s6% | s6% | 58% |
| sax | sax | sax | sax | s7% |

1038




Table 2E. Identities of region 5 (without N-terminus region preceding first cysteine of the eight-cysteine pattern)

1068
698
700
1046
1040
1049
1048
1053
1050
1047
1055
1051
1061
589
587
999
575
557
555
918
1066
1000 (VMH2)
477
471
459
476
468
458
586
920
921
710
552
643
916

52%
54%
54%
46%

49%
52%

51%
53%

54%

48%
50%

51%

56% 49%

51%

50%
49% 44% 54%
52% 44% 54%
49% 45% 51%
52% 46% 51%
48% 45% 47%
51% 44%

53% 53%
53% 46% 50%
53% 46% 50%
54% 48% 51%
54% 48% 51%
54% 49% 50%

51% 54%
52% 49% 49%

54% 56%
55% 48% 54%
52% 45% 53%
52% 48% 54%
52% 46% 52%

55%

45% 52%

1040

54%

51%
52%
47%

53%
50%

51%
51%
50%
54%
49%

54%
52%
53%
51%

51%

1049

54%

54%
49%
50%
51%
53%

53%
56%

51%
51%
52%
52%
52%
54%
49%

54%
49%
51%
52%

1048

51%
46%

48%
48%
49%
54%
52%

1053 1050 1047
55% 56%
53% 52%
55% 54% 54%
53% 51% 50%
55% 52% 51%
48% 51% 50%
48% 50% 49%
45% 47% 47%
51% 50% 47%
51% 54% 54%
45% 48% 48%
45% 48% 48%
46% 49% 49%
46% 49% 49%
43% 48% 49%
51% 54% 52%
47% 49% 49%
55%
51% 52% 53%
49% 52% 53%
49% 49% 49%
51% 52% 49%
53%

1055 1051 1061 589 587 999 575 557 555 918 1066 1000 (.. 477 471 459 476 468 458 586 920 921 710 552
52% | s4% | 54% | 46% | s0% | 49% | 52% | 48% | s51% | 53% 48% | 48% | 49% | 49% | 49% | 54% | s1% | 56% | 54% | 48% | 48% | 50%
S6% | 57% | 57% | 49% | 52% | 49% | 52% | 48% | 51% 53% | 53% | 54% | 54% | 54% 52% S5% | 52% | S52% | S52%
49% 51% 50% 44% 44% 45% 46% 45% 44% 53% 46% 46% 48% 48% 49% 51% 49% 54% 48% 45% 48% 46%
54% | s4% | s51% | s1% | 47% 53% 50% | 50% | 51% | 51% | 50% | 54% | 49% | 56% | 54% | 53% | 54% | 52%
54% | 54% | 51% | s2% | 47% 53% S0% | 50% | S1% | S1% | S0% | 54% | 49% | 56% | 54% | 52% | 53% | S51%
54% | 56% | 54% | 49% | SO0% | 51% | 53% | 49% | 53% | 56% S1% | 51% | 52% | 52% | 52% | 54% | 49% | 56% | 54% | 49% | 51% | 52%
S1% | 55% | 54% | 49% | 52% | 48% | 46% | 44% | 48% | 51% 46% | 46% | 48% | 48% | 49% | 54% | 52% 54% | S1% | 48% | 44%
55% | 53% | 55% | 48% | 48% | 45% | 51% | 51% 45% | 45% | 46% | 46% | 43% | S1% | 47% | 55% | S1% | 49% | 49% | 51%
55% | 53% | 54% | 51% | 52% | 51% | 50% | 47% | 50% | 54% 48% | 4B% | 49% | 49% | 48% | s54% | 49% 52% | s2% | 49% | s52%
56% | 52% | 54% | 50% | S1% | 50% | 49% | 47% | 47% | 54% 48% | 48% | 49% | 49% | 49% | s52% | 49% 53% | 53% | 49% | 49%
sa% | s2% 51% 51% | 51% | s52% | s52% 47% 56%
55% 52% 52% | S52% | 54% | 54% | 55% 54% | 55% | 47% | 55% | 52% | 51%
56% | 53% | 48% 49% | 49% | 50% | 50% | 56% 56% 47% | 49% | 48% | 46%
54%
53% | 49% 56% | 52% | 52% | 54% | 54% 56% | 55% 52% | s52% | 54% | 46%
56% 54% | 54% | 55% | 55% 54% | 49% 55%
54% 53% 53% 55% 49% | 53%
52% | 55% | 48% 49% 8 49% | 55% | 54% 55% | 55% 55% 53% | 55% | 48% | 49% | 55%
51% 6% | S6% | 49% | 52% | 53%
51% | 52% 55% | 49% | 51% 56% 52% | s2% | s51%
56% 55% 55% 55%
51% | 52% | 49% 52% | 54% 54% 56% 999 51% | 54%
S1% | 52% | 49% 52% | 54% 54% 56% 99 99 51% | 54%
52% | s4% | s0% 54% | 55% 55% 99% o 83% 52% | 55%
52% | s4% | s0% 54% | 55% 55% 9 0 8 52% | 55%
55% | 56% 8 8 8 53%
56% 89 8 49%
54% | 56% 55% 8 51%
55% 53% 8 53%
47% | 47% | 47% 52% | 54% 55% 55% 53%
55% | 49% 52% | 49% | 49% | 48% 52% | 55% | 51% | 51% | 52% | 52% | 53% | 49% | 51% | 53% | 55% 55% | 42%
52% | 48% 54% 53% | 49% 52% 54% | 54% | 55% | 55% 55%
56% | 51% | 46% | 54% | 46% | 55% 55% 51% | 55% 53% | 42%
52% | 48% | S1% | S4% | S1% | 53% | 51% | 47% 54% 53% | 53% | 54% | 54% | 51% 50% | 43% | 54%
54% 55% 45% 43% 41% 40% 47% 40% 46% 42% 44% 48% 48% 49% 49% 44% 46% 44% 49% 49% 49% 46% 43%

643 916

51%
55% | 45%
52%
51%
48%
48%
53%
52% | s54%
48% | 55%
51% | 45%
54% | 43%
51% | 41%
53% | 40%
51% | 47%
47% | 40%
49% | 46%
54% 42%
44%
53% | 48%
53% | 48%
54% | 49%
54% | 49%
51% | 44%
46%
44%
49%
50% | 49%
43% | 49%
54% | 46%
| 57% | 43%
46%

46%



Table 2F. Identities region 6 (without N-terminus region preceding first cysteine of the eight-cysteine pattern)

990
489
737
988
738
729 (SC16)
728
987
974
986
733
629
659
495
493
670
770
763
768
758

990 489 737 988 738 729 (S. 728 987 974 986 733 629 659 495 493 670 770 763 768 758 716 715 608 581 876 546 661 657 956
99% 9% 39% 39% 38% 39% 43% 39% 37% 37% 39% 33% 33% 33% 29% 33% 33% 34% 36% 36% 33% 32% 32% 38% 38% 37% 33% 27%
99 39% 39% 38% 39% 43% 39% 37% 37% 39% 33% 33% 33% 29% 31% 31% 33% 35% 36% 33% 32% 32% 38% 37% 37% 33% 27%
9% 8 40% 39% 39% 39% 40% 39% 43% 41% 38% 35% 35% 35% 35% 33% 33% 34% 35% 34% 32% 30% 32% 38% 38% 39% 35% 25%
39% 39% 40% 81% 49% 51% 47% 42% 51% 46% 46% 36% 36% 36% 38% 31% 31% 32% 41% 34% 33% 40% 38% 39% 36% 36% 42% 32%
39% 39% 39% 81% 46% 47% 43% 40% 46% 44% 43% 33% 33% 33% 33% 32% 32% 31% 39% 33% 34% 41% 35% 37% 35% 35% 38% 30%
38% 38% 39% 49% 46% 96% 41% 40% 44% 41% 41% 36% 36% 36% 41% 30% 30% 30% 38% 34% 33% 34% 36% 40% 33% 42% 41% 27%
39% 39% 39% 51% 47% 96% 41% 40% 44% 41% 43% 36% 36% 36% 40% 31% 31% 31% 39% 33% 34% 35% 36% 40% 34% 41% 40% 28%
43% 43% 40% 47% 43% 41% 41% 83% % 83 51% 36% 36% 36% 45% 36% 36% 39% 40% 41% 43% 41% 46% 41% 36% 42% 33%
39% 39% 39% 42% 40% 40% 40% 48% 33% 33% 33% 36% 34% 34% 35% 36% 36% 45% 41% 43% 41% 39% 45% 34%
37% 37% 43% 51% 46% 44% 44% 46% 37% 37% 37% 40% 32% 32% 41% 42% 37% 46% 43% 41% 40% 40% 45% 31%
37% 37% 41% 46% 44% 41% 41% 83 8 83% 46% 39% 39% 39% 40% 38% 38% 44% 40% 36% 48% 42% 42% 42% 36% 40% 29%
39% 39% 38% 46% 43% 41% 43% 51% 48% 46% 46% 38% 38% 38% 39% 34% 34% 40% 38% 43% 45% 45% 43% 44% 43% 46% 33%
33% 33% 35% 36% 33% 36% 36% 36% 33% 37% 39% 38% 00% 9 40% 28% 28% 42% 38% 33% 41% 45% 42% 34% 37% 39% 26%
33% 33% 35% 36% 33% 36% 36% 36% 33% 37% 39% 38% 40% 28% 28% 42% 38% 33% 41% 45% 42% 34% 37% 39% 26%
33% 33% 35% 36% 33% 36% 36% 36% 33% 37% 39% 38% 00% 40% 28% 28% 42% 38% 33% 41% 45% 42% 34% 37% 39% 26%
29% 29% 35% 38% 33% 41% 40% 45% 36% 40% 40% 39% 40% 40% 31% 31% 32% 33% 37% 42% 39% 36% 36% 36% 40% 33%
33% 31% 33% 31% 32% 30% 31% 36% 34% 32% 38% 34% 28% 28% 31% 00% 48% 37% 37% 43% 40% 36% 33% 36% 34% 26%
33% 31% 33% 31% 32% 30% 31% 36% 34% 32% 38% 34% 28% 28% 31% 48% 37% 37% 43% 40% 36% 33% 36% 34% 26%
34% 33% 34% 32% 31% 30% 31% 38% 35% 33% 39% 35% 28% 28% 28% 31% 98% 48% 36% 36% 43% 40% 36% 34% 38% 35% 26%
36% 35% 35% 41% 39% 38% 39% 39% 35% 41% 44% 40% 42% 42% 42% 32% 48% 48% 48% 45% 45% 47% 47% 41% 39% 35% 38% 30%
36% 36% 34% 34% 33% 34% 33% 40% 36% 42% 40% 38% 38% 38% 38% 33% 37% 37% 36% 45% 47% 44% 42% 38% 36% 38% 31%
33% 33% 32% 33% 34% 33% 34% 41% 36% 37% 36% 43% 33% 33% 33% 37% 37% 37% 36% 45% 43% 38% 38% 41% 33% 38% 30%
32% 32% 30% 40% 41% 34% 35% 43% 45% 46% 48% 45% 41% 41% 41% 42% 43% 43% 43% 47% 47% 43% 42% 47% 45% 48% 27%
32% 32% 32% 38% 35% 36% 36% 41% 41% 43% 42% 45% 45% 45% 45% 39% 40% 40% 40% 47% 44% 38% 45% 45% 43% 33%
38% 38% 38% 39% 37% 40% 40% 46% 43% 41% 42% 43% 42% 42% 42% 36% 36% 36% 36% 41% 42% 38% 42% 45% 48% 46% 45% 36%
38% 37% 38% 36% 35% 33% 34% 41% 41% 40% 42% 44% 34% 34% 34% 36% 33% 33% 34% 39% 38% 41% 47% 45% 48% 47% 45% 29%
37% 37% 39% 36% 35% 42% 41% 36% 39% 40% 36% 43% 37% 37% 37% 36% 36% 36% 38% 35% 36% 33% 45% 46% 47% 36%
33% 33% 35% 42% 38% 41% 40% 42% 45% 45% 40% 46% 39% 39% 39% 40% 34% 34% 35% 38% 38% 38% 48% 43% 45% 45% 39%
27% 27% 25% 32% 30% 27% 28% 33% 34% 31% 29% 33% 26% 26% 26% 33% 26% 26% 26% 30% 31% 30% 27% 33% 36% 29% 36% 39%



Table 2G. Identities region 7 (without N-terminus region preceding first cysteine of the eight-cysteine pattern)

1062 1043 1004 1003 841 839 840 837 423 242 998 983 742 709 675 996 975 966 959 908 892 927
1062 31% l 29% l 26% 24% 23% 23% 29% 22% 21% 24% 23% 32% 25% 28% 33% 19% 16% 23% 22% 26%
1043 26% 29% 24% 24% 22% 22% 26% 23% 23% 25% 24% 27% 27% 24% 25% 17% 16% 24% 27% 23%
1004 | 31% 26% 25% 22% 21% 27% 24% 25% 23% 22% 22% 23% 22% 28% 27% 17% 18% 20% 20% 19%
1003 | 29% 29% 24% 23% 22% 34% 21% 27% 20% 25% 25% 23% 23% 24% 27% 20% 20% 22% 21% 20%
841 26% 24% 25% 24% 83% 24% 21% 22% 23% 23% 29% 20% 31% 27% 22% 19% 19% 24% 20%
839 24% 24% 22% 23% 83% 25% 23% 22% 22% 22% 25% 21% 27% 25% 14% 16% 16% 21% 22%
840 23% 22% 21% 22% 19% 22% 16% 24% 24% 29% 23% 30% 24% 21% 18% 18% 24% 19%
837 23% 22% 27% 34% 20% 23% 21% 24% 24% 27% 24% 29% 26% 17% 17% 16% 22% 23%
423 29% 26% 24% 21% 24% 25% 19% 20% 38% 34% 26% 26% 27% 23% 33% 27% 22% 17% 26% 17% 26%
242 22% 23% 25% 27% 21% 23% 22% 23% 38% 28% 26% 26% 23% 26% 23% 22% 20% 20% 16% 23% 21%
998 21% 23% 23% 20% 22% 22% 16% 21% 34% 28% 22% 22% 27% 20% 22% 25% 15% 20% 24% 16% 21%
983 24% 25% 22% 25% 23% 22% 24% 24% 26% 26% 22% 99% 34% 36% 24% 25% 21% 21% 28% 28% 20%
742 23% 24% 22% 25% 23% 22% 24% 24% 26% 26% 22% 99% 33% 35% 24% 25% 21% 21% 28% 27% 20%
709 32% 27% 23% 23% 29% 25% 29% 27% 27% 23% 27% 34% 33% 42% 31% 32% 32% 24% 29% 27% 26%
675 25% 27% 22% 23% 20% 21% 23% 24% 23% 26% 20% 36% 35% 42% 23% 26% 21% 19% 25% 26% 29%
996 28% 24% 28% 24% 31% 27% 30% 29% 33% 23% 22% 24% 24% 31% 23% 39% 23% 22% 29% 26% 28%
975 33% 25% 27% 27% 27% 25% 24% 26% 27% 22% 25% 25% 25% 32% 26% 39% 25% 19% 25% 19% 26%
966 19% 17% 17% 20% 22% 14% 21% 17% 22% 20% 15% 21% 21% 32% 21% 23% 25% 29% 33% 16%
959 16% 16% 18% 20% 19% 16% 18% 17% 17% 20% 20% 21% 21% 24% 19% 22% 19% 27% 31% 16%
908 23% 24% 20% 22% 19% 16% 18% 16% 26% 16% 24% 28% 28% 29% 25% 29% 25% 29% 27% 38% 26%
892 22% 27% 20% 21% 24% 21% 24% 22% 17% 23% 16% 28% 27% 27% 26% 26% 19% 33% 31% 38% 19%
927 26% 23% 19% 20% 20% 22% 19% 23% 26% 21% 21% 20% 20% 26% 29% 28% 26% 16% 16% \ 26% | 19%




Table 2H. Identities region 8 (without N-terminus region preceding first cysteine of the eight-cysteine pattern)

425 421 26 24 384 178 937 380 193 88 40 226 38 31 36 35 329 286 432 219 (E.. 389 372 429 803 18 321
425 0% 68% 69% 0% 32% 20% 28% 13% 14% 18% 19% 19% 19% 20% 15% 19% 15% 16% 17% 19% 10% 23% 16% 8%
421 0% 36% 23% 28% 14% 14% 17% 14% 14% 14% 17% 18% 19% 16% 19% 19% 20% 11% 22% 16% 9%
260 68% 95% 92% 32% 23% 30% 14% 15% 18% 18% 18% 19% 19% 17% 20% 15% 20% 18% 19% 13% 19% 17% 11%
24 69% 95% 92% % 33% 24% 29% 14% 15% 18% 18% 18% 19% 19% 17% 20% 15% 20% 18% 19% 12% 19% 17% 11%
384 92% 92% % 34% 23% 31% 13% 14% 16% 18% 18% 19% 19% 17% 20% 15% 20% 18% 19% 12% 20% 17% 9%
178 0% % % 33% 21% 28% 13% 14% 19% 16% 16% 18% 18% 17% 22% 16% 20% 16% 19% 14% 22% 19% 7%
937 32% 36% 32% 33% 34% 33% 24% 28% 15% 15% 13% 20% 20% 17% 20% 20% 23% 21% 14% 19% 13% 15% 22% 19% 11%
380 20% 23% 23% 24% 23% 21% 24% 34% 28% 23% 23% 20% 20% 18% 20% 13% 18% 14% 26% 15% 19% 18% 18% 22% 12%
193 28% 28% 30% 29% 31% 28% 28% 34% 18% 26% 20% 17% 17% 20% 17% 14% 16% 13% 25% 14% 16% 19% 23% 23% 9%
88 13% 14% 14% 14% 13% 13% 15% 28% 18% 16% 18% 19% 16% 14% 14% 15% 24% 10% 14% 17% 20% 27% 9%
40 14% 14% 15% 15% 14% 14% 15% 23% 26% 12% 14% 14% 15% 15% 14% 17% 23% 11% 16% 13% 16% 25% 8%
226 18% 17% 18% 18% 16% 19% 13% 23% 20% 17% 18% 17% 15% 15% 14% 18% 23% 13% 12% 18% 17% 27% 8%
38 19% 14% 18% 18% 18% 16% 20% 20% 17% 16% 12% 17% 975 9% % 14% 13% 20% 17% 15% 12% 24% 17% 21% 7%
31 19% 14% 18% 18% 18% 16% 20% 20% 17% 18% 14% 18% 97% 6 81% 80% 14% 13% 20% 18% 15% 12% 23% 18% 21% 7%
37 19% 14% 19% 19% 19% 18% 17% 18% 20% 18% 14% 17% % 80% 99% % 12% 12% 19% 20% 14% 14% 23% 18% 18% 7%
36 19% 14% 19% 19% 19% 18% 17% 18% 20% 19% 14% 17% 9% 81% 99% % 12% 12% 19% 20% 14% 14% 23% 18% 17% 7%
35 20% 17% 19% 19% 19% 18% 20% 20% 17% 16% 15% 15% % 80% % % 14% 13% 19% 18% 15% 12% 25% 18% 20% 6%
329 15% 18% 17% 17% 17% 17% 20% 13% 14% 14% 15% 15% 14% 14% 12% 12% 14% 14% 28% 27% 11% 16% 13% 11%
286 19% 19% 20% 20% 20% 22% 23% 18% 16% 14% 14% 14% 13% 13% 12% 12% 13% 14% 29% 33% 12% 16% 14% 8%
432 15% 16% 15% 15% 15% 16% 21% 14% 13% 15% 17% 18% 20% 20% 19% 19% 19% 16% 25% 22% 12% 14% 17% 8%
219 (EAS) | 16% 19% 20% 20% 20% 20% 14% 26% 25% 24% 23% 23% 17% 18% 20% 20% 18% 14% 14% 16% 17% 19% 20% 17% 20% 10%
389 17% 19% 18% 18% 18% 16% 19% 15% 14% 10% 11% 13% 15% 15% 14% 14% 15% 28% 29% 25% 17% 26% 13% 16% 16% 12%
372 19% 20% 19% 19% 19% 19% 13% 19% 16% 14% 16% 12% 12% 12% 14% 14% 12% 27% 33% 22% 19% 26% 9% 8% 11% 11%
429 10% 11% 13% 12% 12% 14% 15% 18% 19% 17% 13% 18% 24% 23% 23% 23% 25% 11% 12% 12% 20% 13% 9% 17% 19% 8%
803 23% 22% 19% 19% 20% 22% 22% 18% 23% 20% 16% 17% 17% 18% 18% 18% 18% 16% 16% 14% 17% 16% 8% 17% 20% 9%
18 16% 16% 17% 17% 17% 19% 19% 22% 23% 27% 25% 27% 21% 21% 18% 17% 20% 13% 14% 17% 20% 16% 11% 19% 20% 7%
321 8% 9% 11% 11% 9% 7% 11% 12% 9% 9% 8% 8% 7% 7% 7% 7% 6% 11% 8% 8% 10% 12% 11% 8% ‘ 9% ‘ 7%




Table 21I. Identities region 9 (without N-terminus region preceding first cysteine of the eight-cysteine pattern)

866 861 854 853 424 592 358 229 177 (D... 165 262 261 21 356 224 377 183 (M... 225 973 380 294 330 207 34 427 304
866 83% 6% 26% 35% 18% 19% 14% 14% 11% 12% 12% 16% 16% 13% 17% 16% 25% 24% 20% 16% 16% 14% 12% 19%
861 83% % 25% 30% 16% 18% 13% 13% 11% 13% 13% 16% 16% 11% 15% 18% 25% 25% 19% 19% 17% 16% 13% 20%
854 6% % 26% 31% 18% 18% 12% 12% 11% 12% 12% 17% 18% 11% 17% 15% 25% 21% 20% 19% 19% 17% 15% 19%
853 28% 16% 16% 12% 12% 12% 11% 11% 13% 13% 10% 13% 15% 32% 20% 15% 17% 17% 17% 13% 15%
424 26% 25% 26% 27% 15% 16% 17% 17% 14% 15% 15% 15% 15% 9% 13% 12% 27% 21% 16% 17% 18% 14% 13% 14%
592 35% 30% 31% 28% 27% 15% 15% 18% 18% 16% 14% 14% 19% 18% 10% 15% 15% 31% 22% 19% 17% 16% 15% 11% 18%
358 18% 16% 18% 16% 15% 15% 94% 31% 31% 19% 19% 13% 16% 12% 15% 13% 14% 12% 10% 10% 15% 8%
229 19% 18% 18% 16% 16% 15% 94% 31% 31% 19% 19% 13% 16% 12% 15% 15% 15% 12% 11% 10% 14% 9%
177 (DewA) 14% 13% 12% 12% 17% 18% 00% 22% 20% 13% 15% 12% 13% 16% 10% 17% 11% 11% 13% 10%
165 14% 13% 12% 12% 17% 18% 00% 22% 20% 13% 15% 12% 13% 16% 10% 17% 11% 11% 13% 10%
262 11% 11% 11% 12% 14% 16% 16% 16% 14% 17% 13% 15% 13% 11% 16% 14% 10% 9% 11%
261 12% 13% 12% 11% 15% 14% 31% 31% 99% 16% 18% 12% 15% 10% 11% 10% 8% 12% 14% 9% 11% 9%
21 12% 13% 12% 11% 15% 14% 31% 31% 99% 16% 18% 12% 15% 10% 11% 10% 8% 12% 14% 9% 11% 9%
356 16% 16% 17% 13% 15% 19% 19% 19% 22% 22% 16% 16% 16% 92% 12% 15% 13% 14% 17% 18% 16% 10% 14% 9% 13%
224 16% 16% 18% 13% 15% 18% 19% 19% 20% 20% 16% 18% 18% 92% 12% 15% 13% 14% 15% 18% 15% 11% 14% 9% 13%
377 13% 11% 11% 10% 9% 10% 13% 13% 13% 13% 14% 12% 12% 12% 12% 69% 17% 8% 11% 12% 14% 10% 10% 5% 8%
183 (MPCG1) | 17% 15% 17% 13% 13% 15% 16% 16% 15% 15% 17% 15% 15% 15% 15% 69% 26% 11% 16% 15% 17% 13% 12% 7% 11%
225 16% 18% 15% 15% 12% 15% 12% 12% 12% 12% 13% 10% 10% 13% 13% 17% 26% 14% 15% 13% 13% 12% 15% 15% 12%
973 25% 25% 25% 32% 27% 31% 15% 15% 13% 13% 15% 11% 11% 14% 14% 8% 11% 14% 26% 22% 19% 14% 15% 14% 16%
380 24% 25% 21% 20% 21% 22% 13% 15% 16% 16% 13% 10% 10% 17% 15% 11% 16% 15% 26% 18% 21% 14% 17% 13% 13%
294 20% 19% 20% 15% 16% 19% 14% 15% 10% 10% 11% 8% 8% 18% 18% 12% 15% 13% 22% 18% 13% 17% 12% 12% 16%
330 16% 19% 19% 17% 17% 17% 12% 12% 17% 17% 16% 12% 12% 16% 15% 14% 17% 13% 19% 21% 13% 17% 13% 11% 15%
207 16% 17% 19% 17% 18% 16% 10% 11% 11% 11% 14% 14% 14% 10% 11% 10% 13% 12% 14% 14% 17% 17% 11% 11% 13%
34 14% 16% 17% 17% 14% 15% 10% 10% 11% 11% 10% 9% 9% 14% 14% 10% 12% 15% 15% 17% 12% 13% 11% 31% 19%
427 12% 13% 15% 13% 13% 11% 15% 14% 13% 13% 9% 11% 11% 9% 9% 5% 7% 15% 14% 13% 12% 11% 11% 31% 14%
304 19% 20% 19% 15% 14% 18% 8% 9% 10% 10% 11% 9% 9% 13% 13% 8% 11% 12% 16% 13% 16% 15% 13% ‘ 19% 14%




Table 2J. Identities region 10 (without N-terminus region preceding first cysteine of the eight-cysteine pattern)

407
155
201
383
23

255
159
160
163
164
162
161
185
175
209
272
71

276

407 155 201 383 23 255 159 160 163 164 162 161 185 175 209 272 71 276

99% 983 32% 34% 35% 35% 35% 35% 35% 34% 35% 38% 38% 40% 37% 34% 33%
993 99 31% 33% 35% 35% 35% 35% 35% 34% 35% 38% 38% 40% 37% 34% 33%
983 99% 32% 34% 35% 35% 35% 35% 35% 34% 35% 39% 39% 41% 37% 34% 33%
32% 31% 32% 89 35% 35% 35% 34% 35% 33% 34% 34% 35% 37% 25% 26% 27%
34% 33% 34% 8% 37% 37% 37% 36% 36% 35% 36% 35% 35% 36% 27% 27% 25%
35% 35% 35% 35% 37% 99% 99% 99% 993 965 963 53% 53% 45% 33% 33% 38%
35% 35% 35% 35% 37% 993 98 983 989 9 9 52% 52% 44% 33% 33% 38%
35% 35% 35% 35% 37% 993 989 989 989 9 9 52% 52% 45% 33% 33% 38%
35% 35% 35% 34% 36% 993 989 98 989 9 9 53% 53% 45% 33% 33% 38%
35% 35% 35% 35% 36% 993 989 98 983 9 9 52% 52% 46% 34% 34% 39%
34% 34% 34% 33% 35% 963 9 9 9 9 9 51% 51% 44% 33% 33% 39%
35% 35% 35% 34% 36% 96% 95% 95% 95% 95% 91% 53% 53% 46% 33% 33% 38%
38% 38% 39% 34% 35% 53% 52% 52% 53% 52% 51% 53% 99% 34% 34% 34%
38% 38% 39% 35% 35% 53% 52% 52% 53% 52% 51% 53% 99 34% 34% 34%
40% 40% 41% 37% 36% 45% 44% 45% 45% 46% 44% 46% 33% 33% 34%
37% 37% 37% 25% 27% 33% 33% 33% 33% 34% 33% 33% 34% 34% 33% 919 69
34% 34% 34% 26% 27% 33% 33% 33% 33% 34% 33% 33% 34% 34% 33% 9 69
33% 33% 33% 27% 25% 38% 38% 38% 38% 39% 39% 38% 34% 34% 34% 6% 6%




Table 2K. Identities region 11 (without N-terminus region preceding first cysteine of the eight-cysteine pattern)

241
240
379
266
343
361
230
213
217
191
194
180
422

241 240 379 266 343 361 230 213 217 191 194 180 422

825 41% 42% 44% 48% 44% 41% 39% 37% 40% 43% 47%
82% 44% 42% 43% 50% 48% 46% 42% 39% 40% 51% 49%
41% 44% 96 50% 52% 54% 46% 44% 48% 44% 49% 47%
42% 42% 96 50% 50% 51% 45% 45% 46% 43% 50% 47%
44% 43% 50% 50% 52% 54% 42% 39% 44% 39% 45% 50%
48% 50% 52% 50% 52% 87% 50% 48% 49% 49% 49% 52%
44% 48% 54% 51% 54% 87% 54% 46% 50% 49% 51% 55%
41% 46% 46% 45% 42% 50% 54% 46% 43% 38% 49% 46%
39% 42% 44% 45% 39% 48% 46% 46% 55% 56% 54% 55%
37% 39% 48% 46% 44% 49% 50% 43% 55% 51% 45% 46%
40% 40% 44% 43% 39% 49% 49% 38% 56% 51% 52% 51%
43% 51% 49% 50% 45% 49% 51% 49% 54% 45% 52% 56%
47% 49% 47% 47% 50% 52% 55% 46% 55% 46% 51% 56%




Table 2L. Identities region 12 (without N-terminus region preceding first cysteine of the eight-cysteine pattern)

26
19
385
25
265
20
346
323
189 (RodA)
248
195
216
176

90% 91%

75%

323 189 (RodA) 248

99%

90% 91%

74%
76%
77%




