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1Dx-GY8901 " noeu 4 1 1 =
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1Dx-XM9 {feee "G U 4 /I C /I G TCAGGACAAGGACAACAA
1Dx-ZM24 {feee "G U 4 /I C /I G TCAGGACAAGGACAACAA
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1Dx-XMI9
1Dx-XM26
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1Dx-AK58 /I CCAGGACAATGGCAACAT
1Dx-JBY /I CCAGGACAATGGCAACAA
1Dx-TM /I CCAGGACAATGGCAACAA
1Dx-XM9 /I CCAGGACAATGGCAACAA
1Dx-ZM24 /I CCAGGACAATGGCAACAA
1Dx2 /I CCAGGACAATGGCAACAA
2329 2401 2455 2494 2544 2552 2557 2581-2586
1Dx5 C / C i TAC AGC / C // C I/ A Il G //CAG| TGATAG
1Dx-XMI9 1 1 " noT o0 l 7 - - - . 2550 bp
1Dx-XM26 1 1 " noT o0 l e 2550 bp
1Dx-XM28 1 1 " NOT N T N AN 2550 bp
1Dx-GY8901 1 1 " noT o0 l e 2550 bp
IDx-AKS8 | T I 1 " l l l e
IDx-JBY T M 1 " l l l e 2523bp
IDx-TM T 1 " l 0T 0 Al - RS 2523bp
IxxM9 | T I A U NAWT HT AN 2523bp
IDxZM24 | T M 1 " l l l B 2523bp
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Supplementary Fig.1 Multiple alignment of the DNA sequences 

[image: image2]: Signal peptide, [image: image3]: N-terminal domain, [image: image4]: Central repetitive, [image: image5]: C-terminal domain, [image: image6]: Stop codon, ·: same base, -: deletion, //: abbreviated same sequence.
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TEWGIEALLRYYESV: ¥PGQRSPQREGRGQQPGOMMNCCG Y YPTS BQRRG corg: 194
EwcIEALIRRYYESY: 2GQASPQRPGEGRQPG N COG Y YPTSPRQRG: corg 194
EwcIEALIRRYYESY: 2GQASPQRPGEGRQPG N COG Y YPTSPRQRG: corg 194
EwcIEALIRRYYESY: 2GQASPQRPGEGRQPG N COG Y YPTSPRQRG: corg 194
EwcIEALIRRYYESY: 2GQASPQRPGEGRQPCQCOGY Y PTSPRQRG corg 194
EwcIEALIRRYYESY: YBGQASPQREGQGQQPGQGMRETEY 200
EwcIEALIRRYYESY: BGQASPQRPGEERQPGQGAEIER! 200
EwcIEALIRRYYESY: BGQASPQRPGEERQPGQGAEIER! 200
EwcIEALIRRYYESY: BGQASPQRPGEERQPGQGAEIER! 200
EwcIEALIRRYYESY: BGQASPQRPGEERQPGQGAEIER! 200
zEwcIEaLIxRYYESY: (YPGQASEQRPGQGQQPGQGELELS 195
294
294
294
294
294
300
300
300
300
300
29
{06Q0G0QPGQGEQQGQQPEQGRQPGQGQEGY YPTSPQQSGRGQREGYYPTS! 39
RG00600PGQGaUG00PCQGARPGQGQPCY YPTSPQQSCQGRRGYTETS: 39
2O e P GG Cg QP GRGRREGRGREGYYPTSERRSGRGRECYYETS 39
e i 39
20990a9PEACA90AqREACAQREIGQREYYPTSEAISCAGRRCY 39
0GQ0G0QPELGRQE0QPERERQPGQGQRGY YPTSPQQGSGRERPEY 200
e i 200
0GE0G0RPELGRQE0QPERERQPGQGQRGY YPTSEQRSGRERPEY 200
0GE0G0RPELGRQE0QPERERQPGQGQRGY YPTSEQRSGRERPEY 200
0GE0G0RPELGRQE0QPERERQPGQGQRGY YPTSEQRSGRERPEY 200
0GC0G0aPGEGE0G0QPEECRQPGGQRGY YPTSEQQSGEGRPE 398
[eceovegegeagorageaeragasraYy YL TSEQQSGQaQQPEALAQSAQGQKGAQEGAGAQPERGRAcAQPaQeGQaacaQraaca TS
leceavegegercgragegeragairay YL TSEQQSGQaQQPEQLAQSAQEQRGQQEGAGAQPERGRAEAQEaQeaQeaanrcgcgn NES
leceavegegercgragegeragairay 1YL TSPQESGQGOQPGRLAQSAQGQRGAQPGOEAQPERGaaGaaPaaeaecaaragagn TS
leceavegegercgragegeragairey YL TSEQQSGQaQQPEQLAQSAQEQRGQQEGAGAQPERGRAEAQEaQeaQeaanrcgcgn NES
leceavegegercgragegeragagray YL TSEQQSGQaQQPEQLYQSAQEQRGQQEGAGAQPERGRAcAQEaQeaQeaanrcgcgn R
leceavegegercgragegeragairay YYLTSPQESGQEAQPERLAQSAQEQRGAQPGOELQPERGQaeaaQPaQeaeeaarcgagr ETE]
leceavegegercgragegeragairay YL TSEQQSGQEQQPEQLQQSAQEQRGQQPGQEAQPERGARERQPaQRaQeaaQrcqcq L)
leceavegegercgragegeragairay YL TSEQQSGQEQQPEQLQQSAQEQRGQQPGQEAQPERGARERQPaQRaQeaaQrcqcq L)
leceavegegercgragegeragairay YYLTSPQESGQEAQPERLAQSAQEQRGAQPGOEAQPERGQaeaaQPaaeaeeaarcgagr ETE]
leceavegegercgragegeragairay YL TSEQQSGQEQQPEQLQQSAQEQRGQQPGQEAQPERGARERQPaQaeQeaaQrcqcq L)
leceovegagerggragageragatpay YL TSEQQSGQG0QPEQLO0SAQEQRGQQPGQGEQPERGQaaaa0raQaagaaarcacor TR
————————————————————— repetitive domain
S12 513
{PTSPQQSGRGRQPGONORPGLGRPGY Y PTSPLOPGQGQRGY DR TS PQQPGRGas PGQLOGPACGRQGOQLAGERQGAQPAGVRLGEREA 55
{PTSPQQSGRGRQPGONORPGEGERGYYPTSPLOPGQGQRGY DR TSPQQPGRCas PGQLOGPACGRQGAQLAGERQGAQPAGVRLGEREA 59
{PTSPQQSGRGRQPGONORPGEGERGYYPTSPLOPGQGQRGY DR TSPQQPGRCas PGQLOGPACGRQGAQLAGERQGAQPAGVRLGEREA 59
{PTSPQQSGRGRQPGONORPGEGERGYYPTSPLOPGQGQRGY DR TSPQQPGRCas PGQLOGPACGRQGAQLAGERQGAQPAGVRLGEREA 59
{PTSPQQSGRGRQPGONORPGEGERGYYPTSPLOPGQGQRGY DR TSPQQPGRCas PGQLORPACGRQG0QLAGERQGAQPAGVRLGEREa 59
YR TSPQQSGRGRQPGONORPGEGRRGYYPTSPLOPGQGQRGY DR TSPQQPGeCHRPGQLORPACGRQG0QLAGERQGAQPAGVRLGTREa 598
YR TSPQQSGRGRQPGONOQPGEGRPGY Y PTSPLPGQGQRGY DR SPQQPGaGEsPGOLOQPAGERQGAQLAGGRAGRQPAQVAGE 598
YR TSPQQSGRGRQPGOROQPGEERPGY Y PTSPLPGQGQRGY DT SPQQPGRGEs PEOLOQPAGERQGAQLAGGRAGRQPAQVAGE 598
YPTSPQQSGRGRQPGONOQPGLGRPGYYPTSPLOPGQGQRGY DR TSPQQPGRCas PGQLOGPACGRQGAQLAGERQGAQPAGVRLGHREa 598
YR TSPQQSGRGRQPGOROQPGEERPGY Y PTSPLPGQGQRGY DT SPQQPGRGEs PEOLOQPAGERQGAQLAGGRAGRQPAQVAGE 598
{PTSPOQSGEGRQPGONOQPGEGEPGYYPTSPLPGQGQPGY DT SPQQPGaGEs PGOLOQPACGEOGEQLAGGROGEOPAQVOGE 59
D2 3 ™4 D5
6QeaQcQ o Rl PG RQPGQGQPHY YPTSPQE SGRERQPGQND
6QeRQGQ - SR oG oQPGQGQPHY YPTSEQESGRERQPGQNg
6QeRQGQ - SR oG oQPGQGQPHY YPTSEQESGRERQPGQNg
6QeRQGQ - SR oG oQPGQGQPHY YPTSEQESGRERQPGQNg
6QERQGQ g o e

514 515 $16 S17

YYPTSLQQPGQGQQPEQNQQSCAGQREYYPTSEQLSGQGQREGONLOPGQEQQGYY PTSEQS
TSP U0gE NGRS GG YT SPLSCGRECONLQFCUCOGYPTSEG

I YPTSLgQPeOCIOPCaRAQSCACUYPTSEGL SCOGARF GNP QORI YPTR,

Y PTSLQQPGQGQQPEQNQQSCOGQRIYYPTSEQLSGQGEQREGORLQPGQEQQEYYPTSEQ!
TSP UC0gE NGRS G YT SELSCGRECONLOFCUCOGIPTSEG

Y PTSLQQPGQGQQPEQNQQSCOGQHEYYPTSEQLSGQGQREGORLQEGREQQCY

Y PTSLQQPGQGQQPEQNQQSCOGQHEYYPTSEQLSGQGQREGORLQEGREQQCY

Y PTSLQQPGQGQQPEQNQQSCOGQHEYYPTSEQLSGQGQREGORLQEGREQQCY

Y PTSLQQPGQGQQPEQNQQSCOGQHEYYPTSEQLSGQGQREGORLQEGREQQCY

Y PTSLQQPGQGQQPEQNQQSCOGQHEYYPTSEQLSGQGQREGORLQEGREQQCY Q¢ chchLcPrcrcc
Y PTSLQQPGQGOQPCgNQQSCOGOHE YYETSEQLSGQGQREGORLQEGEEQOC QGEQLGQNLOPGQGOQGY
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Supplementary Fig.2 Multiple alignment of the deduced amino acid sequences

S1~S21: amino acid variable sites, ID1~ID5: insertion/deletion site,[image: image8]Signal peptide[image: image9]: signal peptide domain, [image: image10]N-terminal[image: image11]:N-terminal domain,[image: image12] repetitive domain[image: image13] :central repeat domain,[image: image14] C-terminal[image: image15] : C-terminal domain, [image: image16] :parts of tripeptides.
