conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1'SG
SPARCI1-C2°SG
SPARCI1-C1'SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCI1-C2' SR

conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1 PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1°'SG
SPARCI1-C2°'SG
SPARCI1-C1°SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCII-C2'SR

conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1°'SG
SPARCI1-C2'SG
SPARCI1-C1'SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCII-C2'SR

conservation
SPARCI1CI
SPARCI1 DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1I-C1°CC
SPARCI1-C2°CC
SPARCI1-C1'SG
SPARCI1-C2'SG
SPARCI1-C1'SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCI1-C2' SR

conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1°'SG
SPARCI1-C2°'SG
SPARCI1-C1°SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCII-C2'SR

5 10 15 20 25 30 35

RN TR R N * 1
ARGAAAGACC TCTCTEMCECGET T
AAGAAAGAGG TCTCTICEGCT A
GAGGTTGATC GTGCCICETEC A
ABRGAAAGACC TCTATICIGECT T
AAGGTTCATC GCATCICGEGEC A
ARGAAAGACC TCTATICTIGECT T
AAGGTTCGTC GTATTICGEGEC A
AAGAAAGACC TCTCTICEGCT A
AAGAAAGACC TCTTTICEGCT A
AAGAAAGACC TCTCTICEGCT A
ARGAAAGGCC TCTCTICTCGECT A
AAGAAAGACC TCTCTICEGCT A
ARGAAAGGCC TCTCTICTIGECT A
AAGAAAGACC TCTCTICEGCT A
AAGAAAGGCC TCTCTICEGCT A

85 9 95

100 105 110

40 45 50 55 60

* %
ACAA
ACAA
GCAA
ACAA
GCAA
ACAA
GAGA
ACAA
ACAA
ACAA
ACAA
ACAA
ACAA
ACAG

N * okl
TGCATAT
TGCATAT
TGTCTAC
TGCTTAT
CCTGACT
TGCTTAT
TCTGACT
TGCATCT
CGCATAT
TGCATAT
CGCATAT
TGCATAT
CGCATAT
TGCATAT
TGCATAT

65 70 75

RN |
A
A
A
A
A
A
T
A
A
A
A
A
A
A

e N N N P

* * [ES * % % * * * ook Ll [N [IE3 *
TCAG...CATGTCAAACACAACCCAACTC AGAG. . . . . e CAG.......
ACAG...CACATCAAGCACATTGCGACTC AGAG. . . .. e CAGTCA...G
CGGGTCTETCTCCAGATGGTCCCAAAATT GGAG. . ... e G GGATGATG
TCAG...CATGTCAAAAACAACCCAACTC AGAG. . . .. e e e CAG.......
TGAGTCTCACCACAAGCACACACAGTCTA GGAG. ... .. e AAGGAT...C
TCAG. ATGTCAAAAACAGCCCAACTC AGAG. . . . . e e CAGTTATTTA
TGAACCT ACAGAGAACAGTCTCAGTCTT GGAAAAGGAGTGGAAGAGGATTCCAGTAGCAACCTGTCAAGTCCTGA
GCAG...CATGTCAGACACAACACAACTC AGAG. . . .. e CAGCCA...G
TCAG... ATGCCAAACACAAGCTGACTC AGAG. . . .. e e e CAGTCG...G
TCAG...CATTTCAAACACAACCCGACTC AGAG. . . .. e CAGCCA...G
TCAG...CATGTCAAACACAAGCTGACTC AGAG. . . .. e e CAGTCA...G
TCAG...CATTTCAAACACAACCCGACTC AGAG. . . .. e CAGCCA...G
TCAG...CATGTCAAACACAAGCTGACTC AGAG. . . .. e CAGTCA...G
TCAG...CATGTCAAACACAACCCGACTC AGAG. . . .. e e e CAGCCA...G
TCAG...CATGTCAAACACAAGCTGACTIC AGAG. . . .. e CAGTCA...G

120 125 130 135 140 145 150 155 160 165 170 175 180 185

* Kok x R b D kokok ik kokkokkokokokokaok Dl L b D Dok b Dk DDk DD bk b D Dokkok Dokkk | xok k%
. .fCAGTGAAGCTTCATGACAGTAAGGATGGAGTTCTGCCCACA GCCTTTT TCCAGCTCTCCGAAT. .....
AGTCAGTGAAGCTTCATGGCAGTATGGATGGAGTCCTGCCCACG GCCTTTT TCTAGCACTCAGGAT. .. ...
TCCCAAAGATAAATGAGGTTAACGATTCCATTTTGCCAACA CCCCTTC GCT ACCAGGG
CAGTGGAGCTTCTTGACAGTAAGGATGGAGTTCTGCCCACA GCCTTTT TCCAGCTCTCAGGAT. . ....
CTCCAGTGTTGCATGATAGGGCTGACGCCATCCTGCCAACA CCCCTTT GCC ACCAGAG
CGGTGAAGCTTCTTGACAGTAAGGATGGAGTTCTGCCCACA GCCTTTT TCCAGCTCTCAGGAT. .....
CCCCAGTCGTGCATGATGGCAATGGCGCCACCCTACCAACC CCCGTTT GCC ACCAGAG
CAGTGAAGCGTCATGACAGTAACGATGGAGTTCTGCCCACA GCCTTTT T@C CCCAGAG
AGTCAGTGAAGCATCATGATAGTAAGGATGGAGTTCCGCCCACA GCCTTTT TE®C CCCAGAG
AGTCAGTGAAGCGTCATGACCATAACGATGGAGTCCTGCCCACA GCCTTTT T@C CCCAGAG
AGTCAGTGAAGCATCATGACAGTAAGGATGGATTTCTGCCCACA TCCTTTT TE®C CTCAGAG
AGTCAGTGAAGCGTCATGACCGTAACGATGGAGTTCTGCCCACA GCCTTTT T@C CCCAGAG
AGTCAGTGAAGCATCATGACAGTAAGGATGGAGTTCTGCCCACA TCCTTTT T@®C CTCAGAG
AGTCAGTGAAGCGTCATGACCGTAACAATGGAGTCCTGCCCACA GCCTTTT TE®C CCCAGAG
AGTCAGTGAAGCATCATGACAGTAAGGATGGAGTTCTGCCCACA TCCTTTT TCCAGCACTCAGGAC. .. ...

190 195 200 205 210 215 220 225 230 235 240 245 250 255 260

*ok ok * kkk kk ckdokk kk kk ok ko kokok Fk Rokokokofokokok ok ok kokkok | K ok ok kok | ok ok ok okok |
.GAGGACATGAGTGAAGAGAAGGAAAGCCATGTGGAG. . .ATGAAGCAAGCGGGGGCAGAAGAGCTTGAAGGTCCAGA
.GAAGACACGAGCGAGGAGACTGAGAGCCGTGTGGAG. . .ATGAACCAAGCGGAGGCAGAAGAGCCTGAAGGTTCAGA
GACGAGGACGCAAGCAAGGAGACATCAAATGGTGGAGAAGGAACAGATGAAGTATATTCA TAGATTTGGAGATGTCTGC
.GAGGACATGAGTGAAGAGAAGGAAAGCCATGTGGAG. . .ATGAAGCAAGCGGGGGCAGAAGAGCTTGAAGGTTCAGA
GATGAAGAT ........................ GTGAAG...TCAGAGGAGGTGAACACAGGTACTCTGAAGGCATCTGA
...GAAGACACGAGTGAAGAGAAGGAAAGCCTTGTGGAG. . .GTGAAGCAAGTGGGGGCAGAAGAGCTTGAAGGTTCAGA
GACGAG . . i e e e e e e e e e e GCCGAGCCAGCGGACAGTTCTGA
GATGAGGACAAGAGAGAAGAGAATGAGAGCCGTGTGGAA. . .ATGAAGCAAGCAGAGGCAGAAGAGCTTGAAGTTTCAGA
GACGAAGACATGAGTGAGGAGAATGAGAGCCGTGTGAAG. . .ATGAAGCAAGCAGGGGCAGAAGAGCTTGAAGGTTCTGG
GATGAGGACAAGAGTGAGGAGAATGAGAGTCGTGTGGAG. . .ATGAAGCAAGCTGGGGCAGAAGAGCTTGAAGGCTCAGA
GATGAAGACATGAGTGAGGAGAATGAGAGCCGTGTGGAG. . .ATGAAGCAAGTAGGGGCAGAAGAGCTTGAAGGTTCAGA
GATGAGGACAAGAGTGAGGAGAATGAGAGCCGTGTGGAG. . .ATGAAGCAAGCAGGGGCAGAAGAGCTTGAAGGCTCAGA
GATGAAGACATGAGTGAGGAGAATGAGAGCCGTGTGGAG. .. .ATGAAGCAAGCAGGGGCAGAAGAGCTTGAAGGTTCAGA
GATGAGGAC. . . . . e e CGTGTGGAG...ATGAAGCAAGCAGGGGCAGAAGAGCTTGAAGGCTICAGA
...................................................... TCAGGGGCAGAAGCTGAAGGTTCAGA

265 270 275 280 285 290 295 300 305 310 315 320 325 330 335 340

RN ook skokokok |l I B I O O O B TRy B B I B ) B
G G AGAATACA GCTCCIG GGAGGCAC © GGTCTCTGAGGAGGCAGAGG
T G AGAAGGAA ACTCCTG TGAGGCAT ©
T A GGAGCATT GCTGCTIG AGAGATGC C
G G ATAATACA GCTCCTG GGAGGCAC ©
T A GGAACATT ACTTCTA AGAGGCAC A
G G AGAATACA GCTCCIG GGAGGCAC ©
T A GGGCCACC CCTTCTIG AGAAGCTC A
G G AGAATACA GCTCCTIG GGAGGCAC C
G G AGAATACA GCTCCTG GGAGGCAC ©
G G AGAATACA GCTCCTG GGAGGCAC C
G G AGAATACA GCTCCIG CGAGGCAC ©
G G AGAATACA GCTCCTG GGAGGCAC ©
G G AGAATACA GCTCCTIG CGAGGCAC ©
G G AGAATACA GCTCCTG GGAGGCAC ©
G G AGAATACA GCTCCTIG CGAGGCAC C GGTCCCTGAGGAGGTAGATG

117
121
127
117
124
124
160
121
121
121
121
121
121
121
121

189
195
207
189
204
198
240
201
201
201
201
201
201
201
195

263
269
287
263
257
272
269
278
278
278
278
278
278
257
221

343
339
348
342
327
345
336
345
348
339
339
339
339
318
301



conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1'SG
SPARCI1-C2°SG
SPARCI1-C1'SA
SPARCI1-C2°SA
SPARCI1-C1'SR

SPARCII-C2’SR  AACCTGTGGAGGAGGAAGAAGATGATGATGATG

conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1 PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1°'SG
SPARCI1-C2°'SG
SPARCI1-C1°SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCII-C2'SR

conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1°'SG
SPARCI1-C2'SG
SPARCI1-C1'SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCII-C2'SR

conservation
SPARCI1CI
SPARCI1 DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1I-C1°CC
SPARCI1-C2°CC
SPARCI1-C1'SG
SPARCI1-C2'SG
SPARCI1-C1'SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCI1-C2' SR

conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1°'SG
SPARCI1-C2°'SG
SPARCI1-C1°SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCII-C2'SR

AAATT...GTGGAGGAGGATGAAGATGATAATGACGGTCCAG
........ GAGGAGGATGAAGATGATCATTCTGAGAGTCTGG
.............. GATTCTGAGGAAGAGCAGC
........ ATGGAGGAGGATGAAGGTGATGATG
.............. GAGGAACAGCAGATCATGG
........ GCAGATGAAACTATGGAGGAGGATG
................. GAGGATGAACAGCAGCAGGCTGTGG
................. GAGGAGGAAGATGATG
........ GTGGTAGATGAACCTGTTGAGGAGG
................. GAGGATGAAGATGATG

345

3?0 355 3@0 3@5 3?0 3?5 3{_30 3t_35 3?0 3?5 4(_]0 495 4!0
* * * % % 1 ok kxx ! Pkl sk |k kok * ook ok K K K K%k | %

TGATGTGG
CAGTCCAG
GGAAGACA
AGGTCCAG

TAGTTCAA
TGAAGATG
TAGTTCAA

415
*

AAGTTAAGGAGATG. . .GAGGAGGAG
TGATGGACAAGGTG. ... .. AGCAG
AAGATGGT......... GATGAAGAT
AAGTTAAGGAGATTGAGGAGGAGGAG
ACATAGGAGAAGGAGGAGATGAATCT
AAGTTAAGGAGACTGAGGAGGAGGAG
AAGATGAAGATGAAGGAAAAGAAGAA
AAATGAAGGAGATG. . .GAGGAGGAG
AAATGAAGGAGATG. . .GAGGAGGAG
AAATGAAGGAGATG. . .GAGGAGGAG

........... GAGGATGAAGATGATGATGATGACAGTCCAG AAACGAAGGAGATG. . .CAGGAAGAG
................. GAGGATGAAGATGATGATAGTTCAA AAATGAAGGAGATG. . .GAGGAGGAG
........ GAGGATGTAGATGATGATGATGATGACAGTCCAG AAACGAAGGAGATG. . .CAGGAGGAG
................. GAGGATGAAGATGATGATAGTTCAA AAATGAAGGAGATG. . .GAGGAGGAG

i il I ]
= QR Q> Q>

CAGTCCAG

420 425 430 435 440 445 450 455 460 465 470 475

AAACGAAGGAGATG. . .CAGGGGGAG

el e

* ERIENEE *okkk ok ok k ok ok (S * X [ * X * *

...... GGGAAGGAAAATGAAGAATCTACAATGGAGAATGAAGATGAAATTGAGAAGAGCGAAGGT . . ........ ..
...... TCAACAGAAGATGGAGAATCCAAAACCGAGACTGAAAACGAGGCTGAGAGCAAGGAA. .. .o
...... GGCGTAGGAAAAGTAGCGGATATGAATGAGGAGAAAGACCAGCAAGAAGAGCAGCTAAAAGAGAAAGATTTG
...... GGAAAGGAATATGGAGAATCTACAATTGAGAATGAAGATGTAACTGAG. . .AGTGAAGGT . ... ... .....
...... AAAACAGGGGATGGAAAAGGAGCAGCAAAGGAACAGCAGCAGCAAAAGGGGAGA . . ... .. . i
...... GGAAAGGAAAAGGGAGAATCTACAATGGAGAATGAAGATGTAACTGAGAAGAGTGAAGGT . .. .........
GAAAGAGAATTGAAGGAAGCGAAGGAAGAGATCAGAGAGGAATCTAAGGTTAATGGTGGAGAAGGAGGAACAAAA. ..
...... GGAAAGAAAGATGGAGAATCTACGATGAAGAATGAAGATGGAACTGAAAAAAGAAATGGTGAGAAAGATGTA
...... GGAAAGAAATATGGAGAATCTATAACAAAGAACGAAGATGGAACTGAAAAAAGAGAAGGGGAGAACAAGGTA
...... GGAAAGAAAGATGGAAAATCTACAATGAAGAATGAAGATGGAACTGAAAAAAGAGAAGGTGAGAACAAGGTA
...... GGAAAGAAAGATGGAGAATCTACAATGAAGAACGAAGATGGAACTGAAAAA. . .GAAGGTGAGAACAAGTTA
...... GGAAAGAAAGATGGAAAATCTACAATGAAGAATGAAGATGGAACTGAAAAAAGAGAAGGTGAGAACAAGGTA
...... GGAAAGAAAGATGGAGAATCTACAATGAAGAACGAAGATGCAACTGAAAAAAGAGAAGGTGAGAACAAGGTA
...... GGAAAGAAAGATGGAAAATCTACAATGAAGAATGAAGATGGAACTGAAAAAAGAGAAGGTGAGAACAAGGTA
...... GGAAAGAAAGATGGAGAATCTACAATGAAGAACAAAGATGGAACTGAAAAAAGAGAAGGTGAGAACAAGGTA
480 485 490 495 500 505 510 515 520 525 530 535 540 545 550 555

* Pl ! L e O e O I R A A B O e B e e e N !
GGATGCAA

GGATTCAA
GAA. .
GGATGCAA
AGAAGTGG
GGATGCAA
GGTGGTGG
GGATGCAA
GGATGCAA
GGATGCAA
GATTGCAA
GGATGCAA
GGATGCAA
GGATGCAA
GGATGCAA

A
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560 565 570 575 580 585 590 595 600 605 610 615 620 625 630

A

* o 0k kD Ts skl K kokohkok skokokok b kokok ok F Rk kk ok % korokon ok rokok ok kokok |
GCCACTATCCATC

635
* ok

GGAGGCCAAAGCTTCAACCATCAACACTATGGAAAAAGACATGCCTGAAACAATT

GCCACTACCAATC TGAGGCTAAAGTTTTAACCACT . . ... .. .. ATGGAGGACACGGTT
AACACGTAAAACC GGAGAACAAGCCCTTAACCATTACGTTTGAAGGG. ... ... .. GAAGAGAAGGTG
GCCACTATCCATC GGAGACCAAAGCTTCATCCGTCAACACTATGGAAAAAGATGCGGCGGAAACAATC
CCCTGCACCCTCT GGAGACCAAACCCTCAATTAGCAAGCAGCTCTCAGAAGATGCTGAGAAAAACAAA

GCCACTCTCCACC
GCCTCTACCCACC

............... ACCAAAGCTTCTATGGAAAAAGATGTGGCGGAAACAATC
AGACTCTGAACCTTCAGACATTAAAGCTGTTGAAGAACAAAAGGTGGAGAAGATG

ACCACTACCCACC G...GTTAGAGCTTCAACCATCAACGCTAAGGAAAAAGAGACGGAGGAAACAGCT
GCCACTACCCATC AGAGGCCAAAGTTTCAACCATCAACACTTTGGGAAAAGAGATGGAGGGAACAGCT
GCCACTACCCAGC GGAGGTCAAAGCTTCAACCATCAACAATAAGGAAAAAGAGACGGAGGAAACAGCT
GCCACTAACCATC GGAGGCCAAAGTTTCAACCGTCAACACTATGGGAAAAAAGATGGAGGAAACGGCT

GCCACTACCCAGC
GTCACTAACCATC
GCAACTACCCAGC
GCCAGTAACCATC

QDO NH >0
QOO 00>

640 645 650 655 660 665 670 675 680 685 690 695 700 705 710
1k sk ok ok sk ok ok sk sk ok ok kok ok ok ok ok ok ok ok * %k ok k * % % * % kokokokk  kkk * * |k ok ok

*
AG

TGTGATACCCACAGCCACAATGGACTATGATTCCCGGCAATCCAGCAACGATTCAGAGGACATTGTAAAGG
TGTAATCCCCACAGCCACAGCAAGCTATGAATCCCAGCAATCCAACAGC. ........ GACATTGCAGAGG
TGAACTTCCCACAGTCATGGAAGACTATGATACCCCACCCAATCAAGATTACGAGGATCCCAAAGATGGAC
TGTGATCCCCACAGCCACAGTGGATTATGATTCCCAGCAATCCATCAACGAATCAGAGGACATTGCAGAGG
A AACCAAGAAGAGCAAACTCACCAACCTTTGGCCAGAG
TGTGATCCCCACAGCCATAATGGACTATGATTCCCTGCAATCCATCAACGACTCAGAGGACATTGCAGAGG
TGAACTTCCCACAGCCATGGAGGACTACGATTCCCAGCAGCCCTCAGCAACAGATGACCAAGAAACCAAAG
TGTGATTCCCACAGTCACAGTGGACTATGATTCTCAGCAATCCAACACTGACTCTGAGGACATTGCAGAAG
TGTGATTCCCACAGTCACAGTGGACTATGAA. .. ... ... TCCAACACTGACTCTGAGGACATTGCAGAGG
CGTGATTCCCACAGTCACAGTGGACTATGATTCTCAGCAATCCAACACTGACTCTGAGGACATTGCAGAAG
TGTGATTCCCTCAGTCACAGTGGACTATGATTCCCAGCAATCCGACACTGACTCTGAGGACATTGCAGAAG
CGTGATTCCCACAGTCACAGTGGACTATGATTCTCAGCAATCCAACACTGACTCTGAGGACATTGCAGAAG
TGTGATTCCCACAGTCACAGTGGACTATGATTCCCAGCAATCCAACACTGACTCTGAGGACATTGTAGAGG
CGTTATTCCCACAGTCACAGTGGACTATGATTCTCAGCAATCCAACACTGACTCTGAGGACATTGCAGAAG
TGTGATTCCCACAGTCACAGTGGACTATGATTCCCAGCAATCCAACACTGACTCTGAGGACATTGCAGAGG

GGAGGTCAAAGCTTCAACCATCAACACTAAGGAAAAAGAGATGGAGGAAACAGCT
GGAGGCCAAAGTTTCAACCGTCAACACTATGGGAAAAGAGATGGAGGAAACTGCT
GGAGGTCAAAGCTTCAACCATCAACACTAAGGAAAAAGAGACGGAGGAAACAGCT
GGAGGCCAAAGTTTCAACCGTCAACACTATGGGAAAAGAGATGGAGGAAACGGCT

715

GCA
ACA
CCA
ACA
TGA
ACA
A..
GCA
ACA
ACA
ACA
ACA
ACA
ACA
ACA

417
405
405
414
393
417
399
405
417
399
405
399
408
378
378

479
464
479
473
449
479
476
479
491
473
476
473
482
452
452

558
543
555
552
528
558
556
558
570
552
555
552
561
531
531

636
603
624
630
606
621
636
633
648
630
633
630
639
609
609

716
674
704
710
653
701
714
713
719
710
713
710
719
689
689



720 725 730 735 740 745 750 755 760 765 770 775 780 785 790
conservation KKK KKKk ok o | Poiskok o | ooskok okokok *% K KoKk kkkkkkk ||k * | K ok K ok ok K

SPARCI1CI GGAAGTGCCAGCAGAGCAAACCC CAATGAAAAAAAGAAGA 790
SPARCI1I DR AGAGGAACTAGAAGACCAAGCTC CATTGAAAAGGGGAAGA 742
SPARCIT'IP AGAAAAAACATTTGACCAAGCTG TCCTGAGACTGACAAAA 769
SPARCIT LW GGAAGTGCCAGCAGAIGCAAACAC CAATGAAAAAAAGAAGA 790
SPARCI1' PN GAAAGAGCCTCTCCAGGACACTG CAAAGAGAGCAAAGAAG 727
SPARCI1'PP GGAAGTGCCAACAGATCAAACAC CAATGAAAAAAAGAAGA 772
SPARCII-AM . ...... TCAAGCCAAGAGCAGC CGAGCAGATGGAGACAT 784
SPARCII-C1'CC GGACGTGCCAGCAGAACAAACCC CAATGAACAAGAGAAGA 784
SPARCII-C2'CC GGATGTGCCAACAGAACAAACCC CAATGAAAAAGAGAAGA 799
SPARCI1I-C1'SG GGATGTGCCAGCAGAACAAACCC CAATGAACAAGAGAAGA 781

SPARCII-C2'SG GGACGTGCCAGCAGAACAAACCCAAGATGAGCTTAAAGAACCTTTTCAAGTCTCTGAGAATGACAATGAAAAAGAGAAGA 793
SPARCI1I-CI'SA GGATGTGCCAGCAGAACAAACCCAAGATGAG. ........ CCTTTACAAGACTCTGAGAATGACAGTGAACAAGAGAAGA 781
SPARCII-C2’SA  GGACGTGCCAGCAGAACAAACCCAAGATGAGCTTAAAGAACCTTTTCAAGTCTCTGAGAATGACAATGAAAAAGAGAAGA 799

SPARCI1I-CI'SR GGATGTGCCAGCAGAACAAACCCAAGATGAG. ........ CCTTTACAAGACTCTGAGAATGACAATGAACAAGAGAAGA 760
SPARCI1I-C2’SR  GGACGTGCCAGCAGAACAAACCCAAGATGAGCTTAAAGAACCTTTTCAAGTCTCTGAGAATGACAATGAAAAAGAGAAGA 769

795 800 805 810 815 820 825 830 835 840 845 850 855 860 865 870
conservation * o | * k% | * 3k >k k k ok o | (R * | * * * % 3 * | (M * kk kk kxk  kkk

SPARCI1CI GTGATCAACAGGATGAGAAGAACAGCATTGAACCTGAGACTACTATTTTTTCTAGT GAAGGCAAAGAAGGAGAAG 870
SPARCI1I' DR ATGATCAGCAGGATGAGAAGAACATCCTTGAACCTGGT. . ....... ATTTCTGAA GATGGCTAAAAAGGATAAG 813
SPARCIT'IP GCAACACAGATGAAGACAAGGAGAGTATGGAACTGGCAGAAACGAAACTCTCTGAA AGAGGAA. ........... 837
SPARCIT'LW GTGATCAACAGGATGAGAGGGACAGCACTGAACCTGAGACCACTATTCTTTCTAGT GAAGGCAAAGAAGGAGAAG 870

SPARCI1I'PN CTCAGCTCCAGAATATGAAGAACAGTGTAGAACCTGTGGACAACAATCTACCTGAAGAAAAAGAAGTA. . ... ...... 795
SPARCI1 PP GTGATCAACAGGATGAGAAGGGCAGCATTGAACCTGAGACCACTATTATTTCTAGG GAAGGCAAAGAAAGAGAAG 852
SPARCII-AM TTCAGGACATGGACAGGGACCAAAACACTGCTGATGAAGACAACACTCTTCCCAAT AGAAGTA. . .......... 852
SPARCII-C1'CC GTGATCAACAGGATAAGAAGAACAGCAGTGAATCTGAGGATGCTATTCTTTCTAGT GAAGACAAAGAAGGAGAAG 864
SPARCI1I-C2'CC GTGATCAACAGGATGAAAAGAACAGCACTGAATCTGAGGCTACAATTCTTTCTAGTGGCAAAAAGGCA. . ... ... ... 867
SPARCII-C1'SG GTGATCAACAGGATGAGAAGAACAGCACTGAATCTGAGGGTGCTATTCTTTCTAGT, GAAGACAAAGAAGGAGAAG 861
SPARCI1I-C2’SG  GTGATCAACAGGATGAAAAGAACAGCACTGAATCTGAGGCTACAATTCCTTCTAGT AAAGGCG............ 861

SPARCII-CI'SA GTGATCAACAGGATGAGAAGAACAGCACTGCATCTGAGGATGCTATTCTTTCTAGT,
SPARCII-C2’SA  GTGATCAACAGGATGAAAAGAACAGCACTGAATCTGAGGCTACAATTCCTTCTAGT
SPARCI1I-C1'SR GTGATCAACAGGATGAGAAGAACAGCAATGCATCTGAGGATGCTATTCTTTCTAGT
SPARCII-C2’SR  GTGATCAACAGGATGAAAAGAACAGCACTGAATCTGAGGCTACAATTCTTTCTAGT,

GAAGACAAAGAAGGAGAAG 861
AAAGGCAAAAAAGGACAAG 879
GAAGACAAAGAAGGAGAAG 840
AAAGGCAAAAAAGGAGAAG 849

875 880 885 890 895 900 905 910 915 920 925 930 935 940 945 950

conservation *x ok * %k % % % o %k %k k k * ok k bk | k| oskoksksk |oskokokskskskk o | | * % k !*'!* k| skokk |okok ok [

SPARCI1°CI AAGAAGCAGAAGAATGAAAGTAATAGACATGGAAAGACCAAAGCCAAG AGCGA ACCAGCAGCTGGAGAAGAT 950
SPARCI1 DR AAG...... AAGAATGAAAGTAAAAGCAATGGAAAGGGAAAAGGCAAA AGCGG GTGAGCTGCTTGAGAAGAT 887
SPARCIT'IP GAGAAGGACACAAATGAAGGTGTCGGCCATGCTGAAGGAAGACACAAG AGATG ACATGAGACTGAGAAAAGC 917

SPARCIT'LW AAGCAGCAAAAGAATGAAAGTAATACACATGGAAAGGCCAAAGCCAAG AGCGA ACCAGCAGCTGGAGAAGAT 950
SPARCI1'PN GAGAAGCACACCAATGAACATGATAGCCATGCAAAGGGCAAAGACAAG AGAAG CCCAGCGCCTAAGARAAAT 875
SPARCI1 PP AAACAGCAGAAGAATGAAAGTAATACACATGGAAAGGCCAAGGCCAAG GGAGA ACCAGCAGCTGGAGAAGAT 932
SPARCII-AM ... GAAACAAATGCIAATAAGGGTAAAGGTCGT AGAAG GTCAGCGACAGAGGAACAT 914
SPARCI1I-C1'CC AAAAAGCAGAAGAATGAAGGCAACAGCCATGGAAAGAGCAAACACAAG TACGA ATCAGCACCTCGAGAAGAT 944
SPARCII-C2'CC AAGAAGGAGAAAACTGAAAGTAAAAGCCATGGAAAGGGCAAAGCCAAG AGCAA TCCAGCAGCTGGAGAAGAT 947
SPARCI1I-C1'SG AAAAAGCTGAAAAATGAAGGTAACAGCCATGGAAAGAGCAAACCCAAG AGCGA ACCAGCAGCTGGGGAAGAT 941
SPARCII-C2’SG  AAAAAGCAGAAGAATGAAAGTAAAAGCCATGGAAAGGACAAAGCCAAG AGCGA ACCAGAAGCCGGAGAAGAT 941
SPARCII-CI'SA AAAAAGCAGAAAAATGAAGGTAACAGCCATGGAAAGAGCAAACCCAAG AGCGA ACCAGCAGCTGCGGAAGAT 941
SPARCII-C2’SA  AAAAAACAGAAGAATGAAAGTAAAAGCCATGGAAAGGGCAAAGCCAAG AGCGA ACCAGAAGCCGGAGAAGAT 959
SPARCII-CI'SR AAAAAGCAGAAAAATGAAGATAACAGCCATGGAAAGAGCAAACCCAAG AGCGA ACCAGCAGCTGGGGAAGAT 920
SPARCII-C2’SR  AAAAAGCAGAAGAATGAAAGTAAAAGCCATGGAAAGGGCAAAGCCAAG AGCGA ACCAGAAGCCGGAGAAGAT 929

955 960 965 970 975 980 985 990 995 1000 1005 1010 1015 1020

conservation DUk D Uk D DT Uskokor §orskokok skokokokokokokskokok ok ok ok o o o ok ok ok % * S TINEY 1ok | skkk k|

SPARCI1CI GCAAAGT AAGCCAGTGCAATGGAAGCCAATGAAGAACAT. .. ... GCTCAGAGGAAAGAC AAGTGGTG 1024
SPARCI1I DR GCAGAGT AGGCCGGTGCAATAGAAGACACTGAAGAACTT. ... .. GCTCAGAAGAAAGAC AAGTGACA 961
SPARCIT'IP ACAGAGT AGGCTTTGAGTGCTGATGTGTCCTCAGAGCAT. .. ... TCTCAAAACCAAGAG AAGAGACA 991
SPARCIT'LW GCAGAGT AAGCCAGTGCAATGGAAGCCGATGAGGAACGT. .. ... GCACAGAGGCAAGAC AAGTGGTG 1024
SPARCI1'PN GCAGAGT AGCCECTCATTGGCTGAGGGTCCAACAGAGCACACTGAAAATGAAAAGAAAGAG GCACACTT 955
SPARCI1 PP GCAGAGT AAGCCACTGCAATGGAAGCCAATGAG. . . . .. it it i e e © AAAGGGTG 988
SPARCI1-AM GCACAGC AGCCCCCAATGGCCGAAGGTCCATCAGAGCACGATCAGACCCAAGAGAAAGAG GCTCGGAA 994
SPARCI1-C1'CC GICAGAGT AAGCA. . ... ... . . . . .. GAACAT...... AATCATAGGAAAGAC AACTGGAG 997
SPARCI1-C2'CC GICAGAGT AAGCCAGTACAGTGGAAGCAACTGAAGAACAT. ... .. ACTCATAGGAAAGAC AACTGGAG 1021
SPARCI1-C1'SG GCAGAGT AAGCCAGTACAATGGAAGCAACTGAAGAACAT. .. ... AACCATAGGAAAGAC AACTGGAG 1015
SPARCII-C2'SG GCAAAGT AAGCCAGTACAATGGAAGCAACTGAAGAACAT. .. ... ACTCGTAGGAAAGAC AACTGGAG 1015
SPARCI1I-C1'SA GICAGAGT GAGCCAGTACAATGGAAGCAACTGAAGAACAT. .. ... AACCATAGGAAAGAC AACTGGAG 1015
SPARCI1I-C2’SA GCAGAGT AAGCCAGTACAATGGAAGCAACTGAAGAACAT. ... .. ACTCATAGGAAAGAC AACTGGAG 1033
SPARCI1-C1' SR GICAGAGT AAGCCAGTACAATGGAAGCAACTGAAGAACAT. .. ... AACCATAGGAAAGAC AACTGGAG 994
SPARCI1-C2' SR GICAGAGT AAGCCAGTACAATGGAAGCAACTGAAGAACAT. .. ... ACTCATAGGAAAGAC AACTGGAG 1003

1025 1030 1035 1040 1045 1050 1055 1060 1065 1070 1075 1080 1085 1090 1095 1100

conservation * %k EE N * %k k % % * | !!!*!!‘!!*!! I %1 * %k k %k o %k sk 5k ok >k ok ok %k k ok * >k % % %

SPARCI1CI AGCCCACTGAAAACACAGAGTCTAAAGCCAGA ACTCGTTTGGTGGGGATGAATCCAGTACAG 1104
SPARCI1 DR AGGCCACTGAAAATACAGAGTCCAAACCCAGA ACTCGCTTGGTGGGGATGAATCCAGTACAG 1041
SPARCIT'IP AAATTACACCCAACTTGGTG. ........ CAG GCCTCCCTACTGGGAATGAACCCTGTGCAG 1062

SPARCIT'LW AGCCCACTGAAAACACAGAGCCTAAATCCAAA
SPARCI1I'PN GTGCACTGCAGAAGACCAAG. ........

SPARCI1PP AGCCCACTGAA
SPARCII-AM GTGCTCTGCAG
SPARCII-C1'CC AGCCCACTGAA
SPARCII-C2'CC AGCCCACTGAA
SPARCII-C1'SG AGCCCACTGAA
SPARCII-C2'SG  AGCCCACTGAA
SPARCII-C1I'SA AGCCCACTGAA
SPARCII-C2’SA  AGCCCACTGAA
SPARCI1-C1'SR AGCCCACTGAA
SPARCII-C2’SR  AGCCCACTGAA

ACTCGTTTGGTGGGGATGAATCCTGTACAG 1104
CGTTCTCTGGTAGGAATTAACCCAGTGCAG 1026
ACTCGTTTGGTGGGGATGAATCCTGTACAG 1068
GTAAGA. ... ... i 1041
TCTCGCTTGGTGGGGATGAATCCCGTACAG 1077
ACTCGCTTGGTGGGGATGAATCCAGTACAA 1101
TCTCGCTTGGTGGGGATGAATCCTGTACAG 1095
ACTCGCTTGGTGGGGATGAATCCCGTACAA 1095
TCTCGCTTGGTGGGGATGAATCCTGTACAG 1095
ACTCGCTTAGTGGGGATGAATCCCATACAA 1113
TCTCGCTTGGTGGGGATGAATCCTGTACAG 1074
ACTCGCTTGGTGGGGATGAATCCCGTACAA 1083

TACAGAGCCTAAAACCAAA
TACAGAGCCTAAACCCAAA
TACAGAGCCTAAAACCAGA
TACAGAGCCTAAACCCAGA
TACAGAACCTAAAACCAGA
TACAGAGCCTAAACCCAGA
TACAGAGCCTAAAACCAGA
TACAGAGCCTAAACCCAGA
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conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1'SG
SPARCI1-C2°SG
SPARCI1-C1'SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCI1-C2' SR

conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1 PN
SPARCI1 PP
SPARCI1-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1°'SG
SPARCI1-C2°'SG
SPARCI1-C1°SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCII-C2'SR

conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1°'SG
SPARCI1-C2'SG
SPARCI1-C1'SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCII-C2'SR

conservation
SPARCI1CI
SPARCI1 DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1I-C1°CC
SPARCI1-C2°CC
SPARCI1-C1'SG
SPARCI1-C2'SG
SPARCI1-C1'SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCI1-C2' SR

conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1°'SG
SPARCI1-C2°'SG
SPARCI1-C1°SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCII-C2'SR

1105 1110 1115 1120 1125 1130 1135 1140 1145 1150 1155 1160 1165 1170 1175

K fokokokokok okokokok ok b ok ok kok F ok Rk ok ok * * * %
ATTAGGGCCACTATGGAGCTTTACCCTGAC. ... .. ATTCGACCTACCCATCGGCCCAGTGGACAGGGGGTGCCAGCTGA
ATTAGGGCCACTATGGATCTTTACCCAGAT. ... .. GTTCGCCTCACCCGTCACTCCAATGGGCAGGGGGTGCCAGCTGA
TTCAGGGCTGCAGTGGATCTTTTCCCCAAA. .. ... AAGAATTTCACTGTGCATATGTACATGTAATCATTATATCCAGA
ATTAGGGCCACTATGGAGCTTTACCCTGAC. .. ... ATTCGGCCCACACATCGGCCCAGCAGACAGGGGGAGCCAGCTGA
ATTCGGGCAACAGTGGAGCTGTTCCCCAGACCTGTGGTCAGGTCCAGACTCGGAGCCGACGGCCAGGAAGCTCCCGCCGA
ATTAGGGCCACTATGGAGCTTTACCCTGAC. .. ... ATTCGGCCCAGCAGA. .. ......... CAGGGGGAGCCAGCTGA
ATCAGGGCCGCTATGGAGCTTTACCCTGAC. ... .. ATTCGACCCACCCATCGGCCCAGCGGACAGGGGTTGTCAGATGA
ATTAGGGCCACTATGGAGCTTTACCCTGAC. ... .. ATTCGACCCACCCGTTGGCCCAGTGGACAGGGGTTACCAGTTGA
ATCAGGGCCGCTATGGAGCTTTACCCTGAC. ... .. ATTCGACCCACCCATCGGCCCAGTGGACAGGGGTTGCCAGATGA
ATTAGGGCCACTATGGAGCTTTACCCTGAC. ... .. ATTCGACCCACCCATCGGCCCAGTGGACAGGGGTTGCCAGCTGA
ATCAGGGCCGCTATGGAGCTTTACCCTGAC. ... .. ATTCGACCCACCCATCGGCCCAGTGGACAGGGGTCGTCAGATGA
ATTAGGGCCACTATGGAGCTTTACCCTGAC. ... .. ATTCGACCCACCCATCGGCCCAGTGGACAAGGGTTGCCAGCTGA
ATCAGGGCCGCTATGGAGCTTTACCCTGAC. ... .. ATTCGACCCACCCATCGGCCCAGTGGACAGGGGTTGCCAGATGA
ATTAGGGCCACTATGAAGCTTTACCCTGAC. ... .. ATTCGACCCACCCATCGGCACAGTGGACAGGGGTTGCCAGCTGA

1180 1185 1195 1200 1205 1210 1215 1220 1225 1230 1235 1240 1245 1250 1255
kohokokokok kok ook * ok ok ok ok %k ok k Kk k ok ok ok ok %k ok ok ok ok %k ok k k ok kb okk kok *okok ok kok s 5k 5k %k %k %k %k %k %k ok k %

CCCCTGTGAGAACTTTCGCTGTAAAAGAGGGAAGACATGCAAAATAAATGATGAGAACAAACCCGTCTGTGTGTGTCAGG
CCCCTGTGAAAATTTCCGCTGCAAAAGAGGGAAAACTTGCAAACTGAACGATGAGAACAAGCCCCTCTGTGTGTGTCAGG
CTCATGTGAGAACTTCCACTGTAAGCGAGGGAAGACATGCAAGCTGAACGATATGAAGAAGCCCAGCTGTGTGTGTCAGG
CCCTTGTGAGAACTTTCGCTGTAAAAGAGGAAAGACATGCAAAATGAACGATGAGAACAAGCCCGTCTGTGTGTGTCAGG
CCCATGTGAGAACTTCCACTGTAAGCGAGGGAAGACATGCAAACTGAACGAAGAACAGAAGCCAACTTGTGTGTGTCAAG
CCCCTGTGAGAACTTTCGCTGTAAAAGAGGAAAGACATGCAAAATGAACGATGAGAACAAGCCCGTCTGTGTGTGTCAGG
CCCCTGCGAGAACTTTCGCTGTAAAAGAGGAAAGACGTGCAAAATGAATGATGAGAACAAACCTGTCTGTGTGTGTCAGG
CCCCTGTGAGAACTTTCGCTGTAAAAGAGGGAAGACATGCAAAATGAACGATGAGAACAAGCCCGTCTGTGTGTGTCAGG
CCCCTGTGAGAACTTTCGCTGTAAAAGAGGAAAAACATGCAAAATGAATGATGAGAACAAACCCGTCTGTGTGTGTCAGG
CCCCTGCGAGAACTTTCGCTGTAAAAGAGGGAAGACATGCAAAATGAACGATGACAACAAGCCCGTCTGTGTGTGTCAGG
CCCCTGCGAGAACTTTCGCTGTAAAAGAGGAAAGACATGCAAAATGAATGATGAGAACAAACCCGTCTGTGTGTGTCAGG
CCCCTGCGAGAGCTTTCGCTGTAAAAGAGGGAAGACATGCAAAATGAACGATGAGTACAAGCCCGTCTGTGTGTGTCAGG
CCCCTGCGAGAACTTTCGCTGTAAAAGAGGAAAGACATGCAAAATGAATGATGAGAACAAACCCGTCTGTGTGTGTCAGG
CCCCTGCGAGAACTTTCGCTGTAAAAGAGGGAAGACATGCAAAATGAACGAGGAGAACAAGCCCGTCTGTGTGTGTCAGG

1190

1260 1265 1270 1275 1280 1290 1295 1300 1305 1310 1315 1320 1325 1330 1335
5 3k ok ok 3k 3 3 ok ok oK K K Kok Dkoex Hokok ok kK koK Kok KKk ok ok 3 3k K ok ok oK ok 3K 3k ok ok ok 3 3k sk ok ok -k sk ok ok ok koK K K
AGCCGTCAGAATGTCCCCCCAGTGTAAACGATTTTGACCATGTATGCGGAACTGACAATAAGACATATGACACATCCTGT
AGCCGACAGAATGTCCTCCTAATGTAAACGATTTTGAACATGTCTGCGGAACTGACAATAAGACATATGACTCATCTTGT
ATCCTGCAGACTGTCCTCCAGGTCTCAGTGAGTTTGACCATGTGTGTGGAACAGATAACCAGACTTATGACTCATACTGC
AGCCGTCAGAATGTCCTCCCAGTGTAAATGATTTTGACCATGTTTGCGGAACTGACAATAAGACATATGACACATCCTGT
AACCTGCAGACTGTCCTCCAAGTGTCGCTGAATTTGAACATGTGTGTGGAACAGACAACCAGACATACGACACCTCCTGC
AGCCGTCAGAATGTCCTCCCAGTGTAAATGATTTTGACCATGTTTGCGGAACTGACAATAAGACATATGACACATCCTGT

1285

AGCCGTCAGAATGTCCTCTCAGTGTAAATGATTTTGAGCATGTATGTGGAACTGACAATAAGACATATGACACATCCTGT
AGCCGTCAGAATGTCCTCCCAGTGTAAATGATTTAGACCATGTATGCGGAACAGACAATAAGACATATGACACATCCTGT
AGCCATCAGAATGTCCTACCAGTGTAAATGATTTTGAGCATGTATGTGGAACTGACAATAAGACATATGACACATCCTGT
AGCCGTCAGAATGTCCTCCCAGTGTAAATGATTTAGACCATGTATGCGGAACTGACAATAAGACATATGACACATCCTGT
AGCCGTCAGAATGTCCTACCAGTGTAAATGATTTTGAGCATGTATGCGGAACTGACAATAAGACATATGACACATCCTGT
AGCCGTCAGAATGTCCTCCCAGTGTAAATGATTTAGACCATGTATGCGGAACTGACAATAAGACATATGACACATTCTGT
AGCCGTCAGAATGTCCTACCAGTGTAAATGATTTTGAGCATGTATGCGGAACTGACAATAAGACATATGACACATCCTGT
AGCCGTCAGAATGTCCTCCCAGTGTAAATGATTTAGACCATGTATGCGGAACTGACAATAAGACATATGACACATCCTGT

13.40 13_45 13_50 13.55 13'60 13_65 13.70 1375 13_80 13.85 13'90 13_95 14_00 14.05 14_10 14_15
Kok Fokok ok ok ok ok ok ok ok ok ook ook ok ok okok ok ok ok sk ok sk ok ok o F ko ook ok ook Kok ok o Fok ok ok kok kok ok ok ok ok Kok Xk * ok ok ok ok ok ok b Kok

CAGCTCTTTGCCACGAAGTGTGGTCTTGATGGAACCAAAATAGGCCACAGACTTCACCTGGACTACACTGGATCCTGTAA
CACCTTTTTGCTACCAAGTGTGGTCTTGAGGGAACCAAATTAGGTCACAGGCTTCATCTGGACTACACTGGATCATGCAA
CAGCTTTTTGCCATCAAGTGCAGCCTTGAGGGCAGCAAGAAAGGGCACAGACTACATCTGGACTACAGCGGCTCCTGCAA
CAGCTCTTTGCCACCAAGTGTAGCCTTGACGGGACCAAAATAGGCCACAGACTTCACCTGGACTACACTGGGTCCTGCAA
CAGCTCTTTGCCACCAAGTGTGGCCTTGAGGGCACCAAGAAAGGTCACAAACTGCACCTGGACTACACAGGCTCCTGCAA
CAGCTCTTTGCCACCAAGTGTAGTCTTGACGGGACCAAAGTAGGCCACAGACTTCACCTGGACTACTCTGGGTCCTGCAA
CAGCTTTTTGCCACCAAGTGTGGCCTTGAGGGGACCAAAATAGGCCACAGACTTCACCTGGATTACACTGGATCCTGCAA
CAGCTCTTTGCAACCAAGTGTGGCCTTGAGGGGACAAAAATAGGCCACAGACTTCACCTGGAATACACTGGATCCTGCAA
CAGCTTTTTGCCACCAAGTGTGGCCTTGAGGGGACCAAAATAGGCCACAGACTTCACCTGGATTACACTGGATCCTGCAA
CAGCTCTTTGCCACCAAGTGTGGCCTTGAGGGGACCAAAATAGGCCACAGACTTCACCTGGATTACACTGGATCCTGCAA
CAGCTTTTTGCCACCAAGTGTGGCCTTGAGGGGACCAAGATAGGCCACAGACTTCACCTGGATTACACTGGATCCTGCAA
CAGCTCTTTGCCACCAAGTGTGGCCTTGAGGGGACCAAAATAGGCCACAGACTTCACCTGGATTACACTGGATCCTGCAA
CAGCTTTTTGCCACCAAGTGTGGCCTTGAGGGGACCAAAATAGGCCACAGACTTCACCTGGATTACACTGGATCCTGCAA
CAGCTCTTTGCCACCAAGTGTGGCCTTGAGGGGACCAAAATAGGCCACAGACTTCACCTGGATTACACTGGATCCTGCAA

1420 1425 1430 1435 1440 1445 1450 1455 1460 1465 1475 1480 1485 1490 1495
%k o+ ok Kk k * * % ok % % %k %k % * kKo b okok ko * % * * %

ATTTATTGCTCCATGTCTAGAGTCAGAACTGGTGCAGTTCCCTCTGCGCATGCGGGACTGGCTGAAGAACGTGCTTCTGC
ATTTATTGCTCCATGTGTGGAGTCAGAGCTGGTGCAGTTCCCACTGCGAATGCGGGACTGGCTGAAGAACGTGCTTCTGC
ATTTATTCCACCATGTCTGAAGACAGAGCTGATACATTTTCCACTGCGCATGAGAGACTGGCTGAAGAATGTGCTGCTGC
ATTTATTGCTCCATGTCTAGAGTCAGAGCTGGTGCAGTTCCCTCTACGTATGCGGGATTGGCTGAAGAATGTGCTTCTGC
ATTTATCCCACCATGCCTGAGCACAGAACTTGTGCAGTTTCCACTTCGTATGAGGGACTGGCTGAAGAACGTGCTGCTGC
ATATATA...... TACCTATTGGTGTTTTAGATGTATTTTCCAAAGAGATCTCAACAATGTCTTAGAAATTACATTTTGG
ATTTATTCCTCCATGTCCAGAGTCAGAGCTGGTGCAGTTCCCTCTGCGTATGCGAGATTGGCTGAAGAATGTGCTTTTGC
ATTTATTCCTCCATGTCCAGAGTCGGAGCTGGTGCAGTTCCCTCTGCGTATGCGGGATTGGCTGAAGAACGTGCTTCTGC
ATTTATTCCTCCATGTCCAGAGTCGGAGCTGGTGCAGTTCCCTCTGCGTATGCGAGATTGGCTGAAGAATGTGCTTTTGC
ATTTATTCCTCCATGTCCAGAGTCGGAGCTGGTGCAGTTCCCTCTGCGTATGCGGGATTGGCTGAAGAATGTGCTTCTGC
ATTTATCCTTCCATGTCCAGAGTCGGAGCTGGTGCAGTTCCCTCTGCGTATGCGAGATTGGCTGAAGAACGTGCTTTTGC
ATTTATTCCTCCATGTCCAGAGTCGGAGCTGGTGCAGTTCCCTCTGCGTATGCGGGATTGGCTGAAGAACGTGCTTCTGC
ATTTATTCCTCCATGTCCAGAGTCGGAGCTGGTGCAGTTCCCTCTGCGTATGCGAGATTGGCTGAAGAACGTGCTTTTGC
ATTTATTCCTCAATGTCCAGAGTCGGAGCTGGTGCAGTTCCCTCTGCGTATGCGGGATTGGCTGAAGAACGTGCTTCTGC

1470

1178
1115
1136
1178
1106
1130
1041
1151
1175
1169
1169
1169
1187
1148
1157

1258
1195
1216
1258
1186
1210
1041
1231
1255
1249
1249
1249
1267
1228
1237

1338
1275
1296
1338
1266
1290
1041
1311
1335
1329
1329
1329
1347
1308
1317

1418
1355
1376
1418
1346
1370
1041
1391
1415
1409
1409
1409
1427
1388
1397

1498
1435
1456
1498
1426
1444
1041
1471
1495
1489
1489
1489
1507
1468
1477



conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1'SG
SPARCI1-C2°SG
SPARCI1-C1'SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCI1-C2' SR

conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1 PN
SPARCI1 PP
SPARCI1-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1°'SG
SPARCI1-C2°'SG
SPARCI1-C1°SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCII-C2'SR

conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1°'SG
SPARCI1-C2'SG
SPARCI1-C1'SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCII-C2'SR

conservation
SPARCI1CI
SPARCI1 DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1I-AM
SPARCI1I-C1°CC
SPARCI1-C2°CC
SPARCI1-C1'SG
SPARCI1-C2'SG
SPARCI1-C1'SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCI1-C2' SR

conservation
SPARCI1CI
SPARCI1I DR
SPARCIT'IP
SPARCIT'LW
SPARCI1'PN
SPARCI1 PP
SPARCI1-AM
SPARCI1-C1°CC
SPARCI1-C2°CC
SPARCI1-C1°'SG
SPARCI1-C2°'SG
SPARCI1-C1°SA
SPARCI1-C2°SA
SPARCI1-C1'SR
SPARCII-C2'SR

1500 1505 1510 1515 1535 1550 1555 1560 1565 1575

K *kkk * * ok x * % K0 kok kK koK * ok %

AGTTATATGAACATGACTCCATGTCTCCTGGCTTTCTCACAGCTAAACAAAGAATCAGGGTTCAGAAGATTTATGAGAGT
AGTTATATGAGCATGACTCCATGTCTCCTGGCTTTCTCACAGCTAAACAGAGAATCAGGGTTCAGAAGATCTATGAGAGC
AGCTCTACGAACAAGAC. .. ............ TTCCTTACAGCCAAGCAGAGATCCAGAGTTCAGAAGATGTACGAGAAT
AGTTATACGAGCATGACTCCATGTCTCCTGGCTTTCTCACAGCTAAACAAAGAATCAGGGTTCAGAAGATCTATGAGAGC
AGCTCTATGAGCACGACTCAGTGACTCCTGGCTTCCTCACGGCCAAGCAGAGAGCCAGGGTTCAGAAGCTGTATGAGAAT
TTTAGCAAGACACAAAGTCTCAGAGGAGGCAG. . .ATGAAACTATGGAGGAGGATGAAGGTCCAGAAAAAGACAAAGAAG
AGTTATATGAGCATGAATCCATGTCTCCTGGCTTTCTCACAGCTAAACAAAGTATCAGGGTTCAGAAGATCTATGAGAGT
AGTTATATGAGCATGAATCCATGTCTCCTGGCTTTCTCACAGCTAAACAAAGAATCAGGGTTCAGAAGATCTATGAGAGT
AGTTATATGAACATGAATCCATGTCTCCTGGCTTTCTCACAGCTAAACAAAGTATCAGGGTTGAGAAGATCTTTGAGAGT
AGTTATATGAGCATGAATCCATGTCTCCTGGCTTTCTCACAGCTAAACAAAGAATCAGGGTTCAGAAGATCTATGAGAGT
AGTTATATGAACATGAATCCATGTCTCCTGGCTTTCTCACAGCTAAACAAAGTATCAGGGTTCAGAAGATCTTTGAGAGT
AGTTATATGAGCATGAATCCATGTCTCCTGGCTTTCTCACAGCTAAACAAAGAATCAGGGTTCAGAAGATCTATGATAGT
AGTTATATGAACATGAATCCATGTCTCCTGGCTTTCTCACAGCTAAACAAAGTATCAGGGTTCAGAAGATCTTTGAAAGT
AGTTATATGAGCATGAATCCATGTCTCCTGGCTTTCTCACAGCTAAACAAAGAATCAGGGTTCAGAAGATCTATGAGAGT

1520 1525 1530 1540 1545 1570

1580 1585 1590 1595 1600 1605 1610 1625 1630 1635 1650 1655

N TETY K k y f kK Dk ok bk Kok * Kok okok ok -k

GAGAGGCGTCTTCATGCAGGCGATCACACCGCCGAGCTTCTACAGCAGGACTTTGAGAAGAACTACAACATGTACATCTA
GAGAGACGTCTTCATGCAGGAGATCACCCTGTTGAAATTCTGCAGCAGGACTTTGAGAAGAACTACAACATGTACATCTA
GAGAGGCGTCTCCATGCAGGCGATCACCCAGTTGAGCTCTTGGTTCGGGACTTTGAAAAGAATTACAACATGTACATATA
GAGAGGCGTCTTCATGCAGGCGATCACCCCGTCTAGCTTCTACAGCAGGACTTTGAGAAGAACTACAACATGTACATCTA
GAGCGGCGTCTCCATGCAGGGGACCATTCCATTGAATTGCTGGCTCAGGACTTTGAGAAAAACTACCCTATGTACATCTA
TTAAGGAGACTGAGG......... AGGAGGAGGGAAAGGAAAAGGGAGAATCTACAATGGAGAATGAAGATGTAACTGAG
GAGAGACGTCTTCATGCAGACGATCACCCCGTTGAGATTCTACAGCAGGACTTTGAGAAGAACTACAACATGTACATCTA
GAGAGACGCCTTCATGCAGGCGATCACCCTGTTGAACTTCTACAGCAGGACTTTGAGAAGAACTACAACATGTACATCTA
GAGAGACGTCTTCATGCAGGCGATCACCCCGTTGAGATTCTACAGCAGGACTTTGAGAAGAACTACAACATGTACATCTA
GAGAGACGGCTTCATGCAGGCGATCACCCTGTTGAACTTCTACAGCAGGACTTTGAGAAGAACTACAACATGTACATCTA
GAGAGATGTCTTCATGCAGGCGATCACCCTGTTGAGATTCTACAGCAGGACTTTGAGAAGAACTACAACATGTACATCTA
GAGAGACGGCTTCATGCAGGCGATCACCCTGTTGAACTTCTACAGCAGGACTTTGAGAAGAACTACAACATGTACATCTA
GAGAGACGTCTTCATGCAGGTGATCACCCCGTTGAGATTCTACAGCAGGACTTTGAGAAGAACTACAACATGTACATCTA
GAGAGACGGCTTCATGCAGGCGATCACCCTGTTGAACTTCTACAGCAGGACTTTGAGAAGAACTACAACATGTACATCTA

1615 1620 1640 1645

1660 1665 1670 1675 1680 1685 1690 1695 1700 1705 1710 1715 1720 1725

* % ook ok ok kR ok K ok ok ok kK * s skokok - sk ok sk ok ok ok ok sk ok ok ok ok sk ok sk ok K
TCCAGTG......... CACTGGCAGTTTGCACAAATGGACCAACATCCTTCAGACAGGTTTCTTACTCACTCTGAGCTGG
TCCAGTG......... CACTGGCAGTTTGCACAGATGGACCAGCATCCTTCAGACAGGTTTTTGACTCACTCTGAGCTGG
CCCAGTG......... CATTGGCAGTTTGCACAAATGGACCAACATCCATCAGACAGGTTCCTGTCTCACTCAGAGCTTG
TCCAGTG......... CACTGGCAGTTTGCACAAATGGACCAACATCCTTCAGACAGGATTCTTTCTCACTCTGAGCTGG
TCCTGTC......... CACTGGCAGTTCGCGCAGATGGATCAGCATCCATCAGACAGGTTTCTGTCTCACTCGGAGCTGG
AAGAGTGAAGATATCTCACAGGAAAATAGCTTCTATGGAAAATTCTTAAAAGTGTAAGATTCTTTCTCACTCTGAGCTGG
TCCAGTG......... CACTGGCAGTTTGCACAGATGGACCAGCATCCTTCAGACAAGTTTCTTTCTCACTCTGAGCTGG
TCCAGTT......... CACTGGCAGTTTGCACAGATGGACCAGCATCCTTCAGACAGGTTTCTTTCTCATTCGGAGCTGG
TCCAGTG......... CACTGGCAGTTTGCACAGATGGACCAGCATCCTTCAGACAAGTTTCTTTCTCACTCTGAGCTGG
TCCAGTT......... CACTGGCAGTTTGCACAGATGGACCAACATCCTTCAGACAGGTTTCTTTCTCATTCTGAGCTGG
TCCAGTG......... CACTGGCAGTTTGCACAGATGGACCAGCATCCTTCAGACAAGTTTCTTTCTCACTCTGAGCTGG
TCCAGTT......... CACTGGCAGTTTGCACAGATGGACCAACATCCTTCAGACAGGTTTCTTTCTCATTCTGAGCTGG
TCCAGTG......... CACTGGCAGTTTGCACAGATGGACCAGCATCCTTCAGACAAGTTTCTTTCTCACTCTGAGCTGG
TCCAGTT......... CACTGGCAGTTTGCACAGATGGACCAACATCCTTCAGACAGGTTTCTTTCTCATTCTGAGCTGG
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CTCCGCTGCGCGTTCCACTGGTTCCCATGGAGCATTGCACCTCAGTCTTTTTCCAAAAGTGTGATGCCGACAAGGACAAA
CTCCGCTGCGCGTTCCTCTAGTTCCCATGGAGCATTGCACCTCAGTCTTCTTTCAAATGTGTGATGCCGACAAGGACAAA
CTCCTCTGCGTGCCCCTCTGGTTCCTATGGAGCACTGCACTTCAGTTTTTTTCCACGAGTGTGATGCAGACAAGGACAAG
CTCCTCTGCGCGTTCCCTTGGTTCCCATGGAGCATTGCACCTCTGTCTTTTTCCAGAAGTGTGATGCTGACAAGGACAAA
CTCCTCTGCGTGTTCCATTGGTTCCCATGGAGCATTGCACTTCAGTCTTTTTCCAGGAATGCGACGCAGACAAGGACAAG
CTCCTCTGCGCGTTCCCCTGGTTCCCATGGAGCATTGCACCTCTGTCTTTTTCCAAAAGTGTGATGCTGACAAGAACAAA
CTCCACTGCGCGTCCCCCTAGTTCCAATGGAGCATTGCACCTCAGTCTTTTTCCAAAAGTGTGATGCTGACAAGGACAAA
TTCCATTGCGGGTTCCCCTAGTTCCAATGGAGCATTGCACCTCAGTCTTTTTCCAAAGGTGTGATGCTGACAAGGACAAA
CTCCACTGCGCGTTCCCCTAGTTCCAATGGAGCATTGCACCTCAGTCTTTTTCCAAAAGTGTGATGCTGACAAGGACAAA
CTCCACTGCGCGTTCCCCTAGTTCCAATGGAGCATTGCACCTCAGTCTTTTTCCAAAGATGTGATGCTGACAAGGACAAA
CTCCACTGCGCGTTCCCCTAGTTCCAATGGAGCATTGCACCTCAGTCTTTTTCCAAAAGTGTGATGCTGACAAGGACAAA
CTCCACTGCGCGTTCCCCTAGTTCCAATGGAGCATTGCACCTCAGTCTTTTTCCAAAGATGTGATGCTGACAAGGACAAA
CTCCACTGCGTGTTCCCCTAGTTCCAATGGAGCATTGTACCTCAGTCTTTTTCCAAAAGTGTGATGCTGACAAGGACAAA
CTCCACTGCGCGTTCCCCTAGTTCCAATGGACCATTGCACCTCAGTCTTTTTCCAAAGATGTGATGCTGACAAGGACAAA
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CTAGTCTCCTTCAAAGAGTGGTGCAGCTGCTTTGGCATTAAGGAAGAGGATATGGATACCAATCTGCTGTTCTGA
CTGGTCTCCTTCAAAGAGTGGTGCAGCTGCTTTGGCATTAAGGAAGAGGATATGAATACCAATCTGCTGTTCTGA
CTACTCTCTTTCAGGGAGTGGTGCCAGTGTTTCGGCATCAAGGATGAGGACATGGACACCAAGCTTCTGTTCTAA
CTTGTCTCCTTCAAAGAGTGGTGCAGCTGCTTTGGCATTAAAGAAGAGGATATGGATTCTAATCTGCTGTTCTGA
CTGGTCTCCTTCAGGGAGTGGTGCCAATGTTTCGGCATCAAGGACGAGGACATGGATACCAAGCTGTTGTTCTAA
CTAGTCTCCTTCAAAGAGTGGTGCAGCTGCTTTGGCATTAAAGAAGAGGATATGGATTCTAATCTGCTGTTCTGA
CTGGTCTCCTTCAAGGAGTGGTGCAGCTGCTTTGGCATTAAGGAAGATGATATGGATGCCAATCTGCTGTTCTGA
CTGGTCTCCTTCAAGGAGTGGTGCAGCTGCTTTGGCATTAAGGAAGAGAACATGGATACCAATCTGCTGTTTTGA
TTGGTCTCCTTCAAGGAGTGGTGCAGCTGCTTTGGCATTAAGGAAGAGGATATGGATGCCAATCTGCTGTTCTGA
CTGGTCTCCTTCAAGGAGTGGTGCAGCTGCTTTGGCATTAAGGAAGAGGACATGGATACCAATCTGCTGTTCTGA
TTGGTCTCCTTCAAGGAGTGGTGCAGCTGCTTTGGCATTAAGGAAGAGGATATGGATGCCAATCTGCTGTTCTGA
CTGGTCTCCTTCAAGGAGTGGTGCAGCTGCTTTGGCATTAAGGAAGAGGACATGGATACCAATCTGCTGTTCTGA
TTGGTCTCCTTCAAGGAGTGGTGCAGCTGCTTTGGCATTAAGGAAGAGGATATGGATGCCAATCTGCTGTTCTGA
CTGGTCTCCTTCAAGGAGTGGTGCAGCTGCTTTGGCATCAAGGAAGAGGACATGGATACCAATCTGCTGTTCTGA
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