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

90 100 110 120 130 140

20 30 40 50 60 0 80 ) ! ]
MICseq  TCTTTTACCTTAAGECTCTCTTTTGGCTTCCTCATTAAGT TCGACTTCCTCTCTATGAAAGTAATGAGTTAAGACCATAAGAACAAGAGAATAAATTCAGAATGATGAGGAGTTGETACGATACTTACTTGTCTTCTTCCTCCTC

P Contig1357.1 MDS 1 <

FUlD clone52
FIIb clone56
Fil clone55
FUlD clone62
FIIb clone63
FIl clone69
Fulb clone7 1
FIIb clone60
e doness 150 160 170 180 190 200 210 220 230 240 250 260 270 280 290

0 160 170 190 200 210 220 230 240 250 260 270 280 290

T 180 ‘
MICseq  MMCTGGETIITNCTTGAGATTCIIIT GICCATCTITTAGTA GAATTTAAATTGATAAGATATTCTAAATCACTCATACTATACTCAACACCATTTCGTATGATTCTTTAATTAAATCTTGCATTTTAAGA

££ CWJ[ Contig11

FIIb clone 52
FIl clone56
Filb clone55
FIIb clone62
FIl clone63
Filb clone69
Fiib clone71
FIl clone60
doness 300 310 320 330 340 350 360 370 380 390 400 410 420 430

430
300 310 320 330 340 350 360 370 380 390 400 410 420
MIC_seq

AATCATTTATTTACAAAAATTGCTAATTAGATTAAATTACTGAGTCAATACATAGT TCTAGTTTTCTATTACT TCTCACCATCAATATTCAAAAGT TCTETGTTTGCT TCAATTACCTAAACATTAAAAAAGTTTGAGTAAATTT

Prefoldin subunit CDS }

Fil clone52
FUlb clone56
FIIb clone55
FIl clone62
FilD clone63
FIIb clone69
FIl clone71
FUlb clone60
doness 440 450 460 470 480 490 500 510 520 530 540 550 560 570 580

540 56
GTTTCTTCTT GTTCAACAAA G
MICses  GATTAAACTTACAAATGCAATGTGTGCTTTGATTTAAGETGETTTGTCACTGAGEGCATCAATCTTTTTATTGAAAAACTTTTCTTTCTTCGCAATATAGGCTAAA GATTGA GAAGTETTTIGA

Contig11682.0 MDS 1

Prefoldin subunit CDS

>«

S8

FUlD clone 52
FIIb clone56
Filz clone55
FilD clone62
FIIb clone63
FIl clone69
Fulb clone7 1
FIIb clone60
FEY clone49

0
MiCseq  ACTTTCACCATGATCTTTTGCAAATCCTCACTAATGCAATAATCATAAAAAAAGATTCAAGATGCTTTGGAATTTAATAGTTCAATTATTACTTACACTTCTGCTTGTACAAAGAAATTGCATCCCACATCCACTCTTGCTTCAT

Contig11682.0 MDS 1

£ Prefoldin subunit CDS J

S8

FIIb clone 52
FIl clone56
Filb clone55
FIIb clone62
FIl clone63
Filb clone69
FIib clone71
FIl clone60
FEV clone49



870
730 740 750 760 770 780 790 800 810 820 830 840 850 860

730 740 750 780 790 800 810 820 830 840 850 860 870

760 770
GAAACTTACTACT GTTCATTAAACAATTTT
MICseg  ACTTTTTCAACTTCTATTCTTTAATCATCTCGATACTGTTTCTCAATTAAAGACTAAAAAACATCTTAATAAAAAAAAACATTCTTCCCATTAAATTTTT GAGCAA

Contig11682.0 MDS 1 1-2 ,

Prefoldin subunit CDS )

FUlD clone52
FIIb clone56
FUlx clone55
Filb clone62
FIIb clone63
FUlb clone69
Fulb clone7 1
FIIb clone60
o 880 890 900 910 920 930 940 950 960 970 980 990 1,000 1,010

910 920 930 940 980 990 1,000 1,010

880 890 900 9‘0 960 970 G
MCseq  GTCAAATTAATATAAATTATTTAAATTAATAATGGTTTATACAGAACTTCTCTGCTTTATATAACTTTTTACAAATCTGGTCTAAGCTTTACATCTATGAAATTCTAGAATTTTATAATTTTCTCATCTACTTAATCTTATCTA

1-2 Contig11682.0 MDS 2

FIIb clone 52
FUlb clone56
Filb clone55
FIIb clone62
FUlz clone63
Filb clone69
Fiib clone71
Ul clone60
FEV clone49

MIC_seq

Contig11682.0 MDS 2

AAA domain protein CDS r 4

FUlx clone52
FUlb clone56
FUlb clone55
FUlx clone62
FilD clone63
FIIb clone69
FU clone71
Filb clone60
REV clone49

GAATCTAA GAACTTCTAAATTCAAAGTTAAACCG
MICses  TAAGCTTTATAATAGAAAACTTAATAGATAGAAGTTTAAATTTATAATACTGCAGTAATTAGCTAGTAAAACGACGAGAAACAAGGTTTACCTATCATTTCA GAAGGETGT

Contig11682.0 MDS 2

AAA domain protein CDS 2

Filb clone52
FIIb clone56
FUlx clone55
FilD clone62
FIIb clone63
FUlb clone69
Fulb clone7 1
FIIb clone60
doness 1,310 1,320 1,330 1,340 1,350 1,360 1,370 1,380 1,390 1,400 1,410 1,420 1,430 1,440 1,450

1,470 1,450
1,310 1,320 1,330 1,340 1,350 1,360 1,370 1,380 1,390 1,400 1.4‘10 1,420 1.4‘30

‘ GCTCTTATA GATTTCATGAAATAATA
MCseq ACTICHICEAGTGIAACCAAAGAAG GAAGATCATTAATAATTICAAAGGAATICTAATECTTAGGAGGTETGACGGAAAGT GCTCATGAT GCATGATAT

Contig11682.0 MDS 2

AAA domain protein CDS

-~

FIIb clone 52
FUlb clone56
Filb clone55
FIIb clone62
FUlz clone63
Filb clone69
FIib clone71
Ul clone60
FEV clone49



1,460 1,470 1,480 1, 490 1,500 1,510 1,520 1,530 1, 540 1,550 1,560 1, 570 1, SED 1,590

1,460 1,470 1,480 490 1,500 1,510 1,520 1,530 1,550 1,560 580 1,590

MIC_seq -G-G—G_G—G—G-G_G_G-G—G-GG-GG-GIG_G-G_
Contig11682.0 MDS 2
AAA domain protein CDS 2
FUlD clone52
FIIb clone56
FUlx clone55
Filb clone62
FIIb clone63
FUlb clone69
Fulb clone7 1
FIIb clone60
REY clone49
1,600 1,610 1,620 1,630 1,640 1,650 1, 550 1,670 1,680 1,690 1,700 1,710 1, 720 1, 730 1,740
1,600 1,610 1,620 1,630 1,640 1,650 1,670 1,680 1,690 1,700 1,710 173 1,740
MIC_seq __C_G_G_G-G-_GI_G_GGI__
L Contig11682.0 MDS 2
> AAA domain protein CDS 225
FIIb clone 52
FUlb clone56
Filb clone55
FIIb clone62
FUlz clone63
Filb clone69
Fiib clone71
Ul clone60
REV clone49
1,750 1,760 1,770 1,780 1,790 1,800 1,810 1,820 1,830 1,840 1,850 1,860 1,870 1,880
1,750 1,760 1,770 1,780 1,790 17,800 1,810 1,820 7,830 17,860 1,870 1,880
MIC_seq IG-G—GIGG-G_G—G—G-G_GG-GIG-GGIG-G—G—G—GG-G-G—GIG-G_
Contig11682.0 MDS 2
23 AAA domain protein CDS S ¥
FUlx clone52
FUlb clone56
FUlb clone55
FUlx clone62
FilD clone63
FIIb clone69
FU clone71
Filb clone60
REV clone49
1,890 1,900 1,910 1,920 1,930 1,940 1,950 1,960 1,970 1,980 1,990 2,000 2,010 2,020 2,030
1,890 1,900 1,970 1,920 1,930 1,940 1,950 1,960 1,970 1,980 1,990 2,000 2,010 2,020 2,030
MICseq  [CTTTMCTATCAGAAAA GACTACCETTICATTATICAT GATAGEAGGEACA GATT GTAT GGGGAAATETACACTA GTTACTICAACTT GGAGAAAGAATICAATATTICTAATATT GTITA GAICAA GEATA GTTICA GAAAGTAAT GAT GGG
Contig11682.0 MDS 2
AAA domain protein CDS 2
Filb clone52
FIIb clone56
FUlx clone55
Filb clone62
FIIb clone63
FUlb clone69
Fulb clone7 1
FIIb clone60
REY clone49
2,040 2,050 2,060 2,070 2,080 2,090 2,100 2,110 2,120 2,130 2,140 2,150 2,160 2,170
2,040 2,050 2,060 2,070 2,080 2,090 2,100 2,110 2,120 2,130 2,140 2,150 2,160 2,170
MCseq  MECTGAGTTCTTTAATGAGT GECAATAAGEGAGEGAGAGGTATAAGTICAAGATGAAAATICT G GATGAGGATATTATACACAACTACTAAAGCATGTGTAGACATGTICAGAAAAGGGTGCAACTTT
s Contig11682.0 MDS 2
Py, AAA domain protein CDS 232
FIIb clone 52
FUlb clone56
Filb clone55
FIIb clone62
FUlz clone63
Filb clone69
FIib clone71
Ul clone60

REV clone49



z 1su 2,190 2,200 2,210 2,220 2,230 2,240 2,250 2,260 2,270 2,280 2,290 2,300 2.310 2,320

2,210 2,22 2,230 2,240 2,250 2,260 2,270 2,280 2,300 320

MIC_seq -GlG-G-G-GGG—G-GG-G—G_G—G-G_G-G-GG_GIG-GG—GIGG_
[ 1 W——====

22 AAA domain protein CDS >

FUlD clone52
FIIb clone56
Fil clone55
FUlD clone62
FIIb clone63
FIlr clone69
FUlb clone71
FIIb clone60
FREY clone49
2,330 2,340 2350 2,360 2,370 2380 2390 2,400 2,410 2,420 2,430 2,440 2450 2,460

2,330 2,340 2,360 2,370 2,400 2,410 2,420 2,430 2,440 450 2,460
MIC_seq -GIG-G—GGG_G-GGIG-GGGG_GIGIG_G-G_GGGG—G-G-GIG_G-GIG—G-GIGG-GIG-G_GIGI
S —————————maa_§—Sapamaa_a_a_S_SgsCETsssssLslm—§—§—§—

FIIb clone 52
FIl clone56
Filb clone55
FIIb clone62
FIl clone63
FUlb clone69
Fiib clone71
FIlr clone60
FREV clone49
2,470 2,480 2,490 2, 500 2,510 2,520 2,530 2, 540 2,550 2,560 2, 570 2, 580 2, 590 2,600 2,610

2,470 2,480 2,490 2,510 2,520 2,530 2,550 2,560 2,600 2,610

MIC_seq e—e—G—G—G—G-G-G_G—G-G-G-GIG—G—G-G_GG—GIGG-G_G—G-G-
*

Fil clone52
FUlb clone56
FIIb clone55
FIl clone62
FUlb clone63
FIIb clone69
FIl clone71
FUlb clone60
REV clone49
2,620 2,630 2,640 2,650 2,660 2,670 2,680 2,690 2,700 2,710 2,720 2,730 2,740 2,750

2,620 2,630 2,640 2,650 2,660 2,670 2,680 2,690 2,700 2,710 2,720 2,730 2,740 2,750

MCsea  TTGACTATCTTATTAATGAGAAAAATTAGAAGTATTGGGECTCTCTTCTCTCTCGACCAACGAGCTATTATTTTTCACCCECAGTTCCCTGAGTTGAAGATCTCTGCATAGTCTGTTGCAAATATTTATAAACGAAATGGTATICAC
“

FUlD clone 52
FIIb clone56
Filz clone55
FilD clone62
FIIb clone63
FIlr clone69
FUlb clone71
FIIb clone60
FREY clone49
2,760 2,770 2,780 2,790 2,800 2,810 2,820 2,830 2,840 2,850 2,860 2,870 2,880 2,890 2,900

771 ,780 2,790 2,880
MICseq  TTACAAAGGTGTGAATCGTCTCAAGAGAGT GATTTATTTCACTCT GTCATTTTACAATTATAACTTAAATTATATTTATAATTAATT GECAGAGAGCATAATAGAATAATATTAAGTTTATGCATGETGACGAGGETGTGTTTACE

FIIb clone 52
FIl clone56
Filb clone55
FIIb clone62
FIl clone63
FUlb clone69
FIib clone71
FIlr clone60
FREV clone49



2,910 2,920 2 930 2,940 2,950 2,960 2,970 2,980 2 990 3 DDD 3 DlD 3,020 3,030 3,040

2,910 2,920 2,940 2,950 2,960 2,970 2,980 3,020 3,030 3,040

MIC_seq —G-G-GG—GIGG-G_G-GG_G_GG_GG—GG—GGIGG_GIGIGG-G-G_G—G—GI

FUlD clone52
FIIb clone56
Fil clone55
Fl clone62
FIIb clone63
FIib clone69
FUlb clone71
FIIb clone60
FEY clone49
3,050 3,060 3 070 3,080 3,090 3,100 3,110 3,120 3,130 3,140 3 150 3 150 3,170 3,180 3,190

3,050 3,060 3,080 3,090 3,100 3,110 3,120 3,130 3,140 3,170 3,180 3,190

MIC_seq -GIG-G—G_G-GG-GIG-GIG-G—G_G-G_G-G-G_G_G—G_GG-GIG_G—_GIG-

FIIb clone 52
FIiD clone56
Filr clone55
FIIb clone62
FIiD clone63
Fil clone69
Fiib clone71
FIib clone60
FREV clone49
3,200 3,210 3,220 3,230 3,240 3,250 3,260 3,270 3,280 3,290 3,300 3,310 3,320 3,330

3,210 ,22 ,230 3,240 3
MCseq [CGTACCTTACAGTICCATAGTTTAATGGAATTGAGTTCTACTGGGGTATTTTGAAAGGTCATTACAAGAAACTGCTCTTATTTCACT TGATGCATGACCTACCTATCGATACAGTAGACTTTATTAAAGCTICAGTGAAGAGAGTAG

FIiD clone52
Fil clone56
FIIb clone55
FIiD clone62
Fil clone63
FIIb clone69
FiiD clone71
Fil clone60
REV clone49
3,340 3,350 3,360 3,370 3,380 3,390 3,400 3,410 3,420 3,430 3,440 3,450 3,460 3,470 3,480

MCsea ATAATTAGTTGGCTTAAAAGTGCGCTAAAGAAGGGAAAGTGAATGTATATAAATAAGTTTTGGAGTTAAATTAATGAATATATAAGTICACATTTAAAATTCTTTAGAGGGAGCTGACTTCTCTTTCTTTTCTTTECTTTTAAG

Fl clone52
FIIb clone56
Filz clone55
Fl clone62
FIIb clone63
FIib clone69
FUlb clone71
FIIb clone60
FEV clone49
3,490 3,500 3,510 3,520 3,530 3,540 3,550 3,560 3,570 3,580 3,590 3,600 3,610 3,620

3,490 3,500 3,510 3,520 3,530 3,540 3,550 3,560 3,570 3,580 3,590 3,600 3,610 3,620

MICseq  TGETTGGGECAAGATTTCTTCTCTTGETGECAGETCCAGEGTCTATGTTEATTGACTCT GGAGGETAAATATTTAAATATTTGAATAAAGTCTETTGETAACTTCATACT TTGTCTATGACTTTCGETCTCTGTGAAACTTGETC

FIIb clone 52
FIiD clone56
Filr clone55
FIIb clone62
FIiD clone63
Fil clone69
FIib clone71
FIib clone60
FREV clone49



3,630 3,640 3,650 3,660 3,670 3,680 3,690 3,700 3 710 3 720 3,730 3,740 3,750 3,760 3 770

3,630 3,640 3,650 3,660 3,670 3,680 3,690 3,700 3,730 3,740 3,750 3,760 0

MIC_seq _G-G-G-G—G_GIG—GGIG—G-G—G-G-G_G—G—G_G-Q

FUlD clone52
FIIb clone56
Fil clone55
Fl clone62
FIIb clone63
FIib clone69
FUlb clone71
FIIb clone60
FEY clone49
3,780 3,790 3,800 3,810 3,820 3,830 3 340 3,850 3,860 3,870 3,880 3,890 3,900 3,910

3,780 3,790 3,800 3,810 3,820 3,830 3,850 3,860 3,870 3,880 3,890 3,900 3,910

MIC_seq G-G-G_GIG_G—G_G-G-G-G_G_GG-G_G—G—G-GG-G_GIG_

FIIb clone 52
FIiD clone56
Filr clone55
FIIb clone62
FIiD clone63
Fil clone69
Fiib clone71
FIib clone60
REV clone49
3,920 3,930 3,940 3,950 3,960 3,970 3,980 3,990 4,000 4,010 4,020 4, 030 4,040 4,050 4,060

3,920 3,930 3,940 3,950 3,960 3,970 3,980 3,990 4,000 4,010 4,020 4,040 4,050 4,060

MIC_seq GGG-_G_G-G—G—GG-G-GG—G_G_G_G-GIG-G—G-GG—G—

FIiD clone52
Fil clone56
FIIb clone55
FIiD clone62
Fil clone63
FIIb clone69
FiiD clone71
Fil clone60
REV clone49
4,070 4,080 4,090 4,100 4,110 4,120 4,130 4,140 4,150 4,160 4,170 4,180 4,190 4,200

4,070 4,080 4,090 4,100 4,110 4,120 4,130 4,140 4,150 4,160 4,170 4,180 4,190 4,200

MiCseq  TCGTTAGCAAGAAICAAACCAACTACATAGTCAAGATTAGTTACTATGAATTCATTAACT TGCTGCACCAGGTAGCGGTGEAAATCCTCCTTGCTTCTAAATCTTTGAATCAATTCTTGTGCTT

Fl clone52
FIIb clone56
Filz clone55
Fl clone62
FIIb clone63
FIib clone69
FUlb clone71
FIIb clone60
FEV clone49
4,210 4,220 4,230 4,240 4,250 4,260 4,270 4,280 4,290 4,300 4,310 4,320 4,330 4,340 4,350

4,210 4,220 4,230 4,240 4,250 4,260 4,270 4,280 4,290 4,300 4,310 4,320 4,330 4,340 4,350

MICseq  [CATTGACTCCATCTTGTTTACAGATCTAAGAAATGATACTCAAATTTAAGTTTATTGATTTCAATTTTATACCTCTGTAAAATTTATTATTAAATATGGGCATTCTATAGGAGGECAACATETTATAAGGATATGGAGAAGGTTT

FIIb clone 52
FIiD clone56
Filr clone55
FIIb clone62
FIiD clone63
Fil clone69
FIib clone71
FIib clone60
FREV clone49



4,360 4,370 4,380 4,390 4,400 4,410 4,420 4,430 4,440 4, 450 4,460 4, 470 4,480 4,490

4,360 4,370 4,380 4,390 4,400 4,410 4,420 4,430 4,440 4,460 4,480 4,490

MCsea TGAGAACTGCTTTICAAACTTGAGAGATTGATATCAATTTECTACT G_GG-G—GGIG-G_G-G—GGIG_G-G-
s TBEL

FUlD clone52
FIIb clone56
Fil clone55
Fl clone62
FIIb clone63
FIib clone69
FUlb clone71
FIIb clone60
FEY clone49
4,500 4,510 4,520 4,530 4,540 4,550 4,560 4,570 4,580 4,590 4,600 4,610 4,620 4,630 4,640

4,500 4,510 4,520 4,530 4,540 4,550 4,560 4,570 4,580 4,590 4,600 4,610 4,620 4,630 4,640

MICsea  TTAATAAGGAGCACECTAATTTTAATCATAAAATCACAAAATACCTCCTAAAGCAGTACGTACTTAATTAGGTGCACCTCCTAAATCGGTACGTACTATAATCAACTTATTATTGAAAGTAAAAATG

FIIb clone 52
FIiD clone56
Filr clone55
FIIb clone62
FIiD clone63
Fil clone69
Fiib clone71
FIib clone60
FREV clone49
4,650 4,660 4,670 4,680 4,690 4,700 4,710 4,720 4,730 4,740 4, 750 4,760 4,770 4,780

4,650 4,660 4,670 4,680 4,690 4,700 4,710 4,720 4,730 4,740 4,760 4,770 4,780

MCseq  MGTAGAGET G—G-GG-G—G—G_G—G—GIGG-G—G_G
————————————————————, 5 F——————————————-—=-sse=sssssssssssssSssssSSS|SSS----——"

FIiD clone52
Fil clone56
FIIb clone55
FIiD clone62
Fil clone63
FIIb clone69
FiiD clone71
Fil clone60
REV clone49
4,790 4,800 4,810 4,820 4,830 4,840 4,850 4,860 4,870 4,880 4,890 4,900 4,910 4,920 4,930

4,790 4,800 4,810 4,820 4,830 4,840 4,850 4,870 4,880 4,890 4,900 4,910 4,920 4,930

MiCseq AGCGCTAACATTTTAAGAAAAACAAICAGCACT TCCATCAAACTAAACGAGACTTACCT TTGGCAGCAATTAAAAGTGTAATAGCTGTGAGATGAACTCTCTTAAAGAACTAICCAAAGCTATCACTCTAGGTCTCTGTTATTAAAA
L T

Fl clone52
FIIb clone56
Filz clone55
Fl clone62
FIIb clone63
FIib clone69
FUlb clone71
FIIb clone60
FEV clone49
4,940 4,950 4,960 4,970 4,980 ¢ 990 5,000 5,010 5,020 5,030 5,040 5,050 s 060 5,070

4,940 4,950 4,960 4,970 4,980 5,000 5,010 5,020 5,030 5,040 5,050 5,070

MIC_seq -G_G_GG_GIGldGG(IG-G-G(IGGG-GG—G—G(-G-G-(:GG—G-G(IGG(I_G—
B T R —_—%

FIIb clone 52
FIiD clone56
Filr clone55
FIIb clone62
FIiD clone63
Fil clone69
FIib clone71
FIib clone60
FREV clone49



5,080 5,090 5,100 5,110 5,120 5,130 5,140 5,150 5,160 5,170 5,180 5,190 5,200 5,210 5,220

5,080 5,090 5,100 5,110 5,120 5,130 5,140 5,150 5,160 5,170 5,180 5,190 5,200 5,210 5,220

MCsea  AAGCTGGTACAGGCATATGAAGGACAAGCCCACGT TATACTTAAAGCATGATGAAATAGATGGAAAGTATGGCTECTTTGAGTGECATAAGCAATACTCTCATAAAAGAGAICTTGAAGAAGCATETATTAAAAGETGACAAGAAA
s TBEL

FUlD clone52
FIIb clone56
Fil clone55
Fl clone62
FIIb clone63
FIib clone69
FUlb clone71
FIIb clone60
FEY clone49
5,230 5,240 5,250 5,260 5,270 5,280 5,290 5,300 5,310 5,320 5,330 5,340 5,350 5,360

5,230 5,240 5,250 5,260 5,270 5,280 5,290 5,300 5,310 5,320 5,330 5,340 5,350 5,360

MCseqa  GATATAGAAGTAGAGAATCATGAAGTTGAGCTGAAGCCTCTCAATTAAAGAAAAGCAAGAGAATCTTCGAAAGTGGTAGAGCTCGAACAAGCTAGTGAATCAAAATATGTGAGGAAATCTCGCAACCTATTAGCATTCGAAATCA
B B R —_—%

FIIb clone 52
FIiD clone56
Filr clone55
FIIb clone62
FIiD clone63
Fil clone69
Fiib clone71
FIib clone60
REV clone49
5,370 5,380 5,390 5,400 5,410 5,420 5,430 5,440 5,450 5,460 5,470 5,480 5,490

5,370 5,380 5,390 5,400 5,410 5,420 5,430 5,440 5,450 5,460 5,470 5,480 5,490

MiCseq [CAAAGATCATGATCAAAATTCAATATAAAAGATTCCTGTTCTTGTCTAAATTGACCTAGAAATTTCACTTTAAATCTACCGTATATTAGAAGACTCTTTTGATAAGAAAGTTATCAAT

FIiD clone52
Fil clone56
FIIb clone55
FIiD clone62
Fil clone63
FIIb clone69
FiiD clone71
Fil clone60
REV clone49
5,520 5,530 5,540 5,550 5,560 5,570 5,580 5,590 5,600 5,610 5,620 5,630 5,640 5,650

5,520 5,530 5,540 5,550 5,560 5,570 5,580 5,590 5,600 5,610 5,620 5,630 5,640 5,650

MCseq [CCCTTCAACTATCTATTAAGAGATGATAAAAATTAAATGGAGTTTACAAATGAGTATCAAGTACTCACTCAAGCAAAATTTAAAGAGTGTGGTTACTTAATCAAGCTAGATGCTGT TCTCCTTGCCAAGGATCATGTTGETTTCA
L T

Fl clone52
FIIb clone56
Filz clone55
Fl clone62
FIIb clone63
FIib clone69
FUlb clone71
FIIb clone60
FEV clone49
5,660 5,670 5,680 5,690 5,700 5,710 5,720 5,730 5,740 5,750 5,760 5,770 5,780 5,790 5,800

5,660 5,670 5,680 5,690 5,710 5,720 5,

X 5,700 7.30 5,740 5,750 5,760 5,770 5,780 5,790 800
MICseq  GACTTICCACTCTGTGAAATGACCCTAAGAGATTTCATAACAGATTAAAGGAATICATAAGTAACTT GGATAAATA GEAACTICAGACCATACAAGGTATTAAAGAGETTCAICAA GTTACGGTTTGTTICACAGAGATTTTAAGECAGA
B —————————————————

FIIb clone 52
FIiD clone56
Filr clone55
FIIb clone62
FIiD clone63
Fil clone69
FIib clone71
FIib clone60
FREV clone49



5,830 5,840 5,850 5,860 5,870 5,880 5,890 5,900 5,910 5,920 5,930 5,940

5,830 5,840 5,850 5,890 5,910 5,920 5,930 5,940

MiCsea  AAATATAATTATAAACTTTTCACC G-GIG-G—G—GIG—GIGIGG-G_GG_GG-G_GGG—GGG—G-GIG-G-GGIGIG-GGIG_
*

FUlD clone52
FIIb clone56
Fil clone55
FUlD clone62
FIIb clone63
FIl clone69
FUlb clone71
FIIb clone60
FEY clone49
5,950 s 960 5,970 5,980 5,990 6,000 6,010 6,020 a 030 6,040 6,050 6,060 6,070 6,080 6,090

5,950 5970 5,980 5,990 6,000 6,010 6,020 6,040 6,050 6,060 6,070 6,080 6,090

MIC_seq -GIGGG-GIGIGGG_G-G—GIGIG—G—G_GGIGIGIG-GG-G_G-GG_G—G_G_G-é
S —————————maa_§—Sapamaa_a_a_S_SgsCETsssssLslm—§—§—§—

FIIb clone 52
FIl clone56
Filr clone55
FIIb clone62
FIl clone63
Fil clone69
Fiib clone71
FIlr clone60
REY clone49
6,100 6,110 6,120 6,130 6,140 6,150 6,160 6,170 6,180 6,190 6,200 6,210 s,zzo

6,100 6,110 6,120 6,130 6,140 6,150 6,160 6,170 6,180 6,190 6,200

MIC_seq le_e_ele-e—eleeiee—e-e—ae_e—e—elele—
*

Fil clone52
FUlb clone56
FIIb clone55
FIl clone62
FUlb clone63
FIIb clone69
FIl clone71
FUlb clone60
REV clone49
6,240 6,250 6,260 6,270 6,280 6,290 6,300 6,310 6,320 6,330 6,340 6,350 6,360 6,370 6,380

6,240 6,250 6,260 6,270 6,280 6,290 6,300 6,310 6,320 6,330 6,340 6,350 6,360 6,370 6,380

MiCseq  TTCACATTAAAACCTATTAATAACCCCAACCCATAGCAAATTCCCTACAAATCAAAGCACTTATAAACCTCATTTAGGGTTTTTGGGGTTTTGACTCCAGACCCAGCGGATGAAGATGAAAAAAATCTGGAAAAT
*

AAA domain protein CDS PN

FUlD clone 52
FIIb clone56
Filz clone55
FilD clone62
FIIb clone63
FIl clone69
FUlb clone71
FIIb clone60
FEY clone49
6,390 6,400 6,410 6,420 6,430 6,440 6,450 6,460 6,470 6,480 6,490 6,500 6,510 6,520

6,390 6,400 6,410 6,420 6,430 6,440 6,450 6,460 6,470 6,480 6,490 6,500 6,510 6,520

MICseq  AAAAGATGAGGAAGCAATTGCAATICCATAAATTAAAACGGEGETATGATAATTCCATTCTTGETTACTATTTCTCCATAGTCTCATAGTTTATGETTGGAGAGTAAGATICACTCAAGAATTTTCACAAAAATCAGATAAAGACTT

22 AAA domain protein CDS 220

FIIb clone 52
FIl clone56
Filb clone55
FIIb clone62
FIl clone63
Filb clone69
FIib clone71
FIlr clone60
FEV clone49



6,530 6,540 6,560 6,570 6,580 6,590 6,600 6,610 6,620 6,640 6,650 6,660 6,670

6,530 6,540 6,560 6,570 6,580 6,590 6,600 6,610 6,620 6,640 6,650 6,660 6,670

MCseq  GCCGATTAATGTCAAAGCATATGTGAAGAGCTAAATTAGGAAGTATCAAACTATACAGGACTATTTGATTAAAGAATGCGAGAAATACAACT TTAAAGTTTTAGAGATTAACATAAATTATTTTGAAGATACAATTGAGAAGATG

Contig11682.0 MDS 3

AAA domain protein CDS 2

FUlD clone52
FIIb clone56
FUlx clone55
FUlD clone62
FIIb clone63
FUlb clone69
Fulb clone7 1
FIIb clone60
REY clone49
6,680 5 590 5 700 6,710 6, 720 6,730 6,740 6,750 6,760 6,770 6,780 6,790 6,800 6,810

6,680 6,710 6,72 6,730 6,740 6,750 6,760 6,770 6,780 6,790 6,800 6,810

MIC_seq -G—G__GIGIGI_GGI_GG_GIG-GG-G-_

Contig11682

MDS 3

2 AAA domain protein CDS 7 -—

FIIb clone 52
FUlb clone56
Filb clone55
FIIb clone62
FUlz clone63
Filb clone69
Fiib clone71
Ul clone60
FEV clone49
6,920 6,930 6,940 6,950 6,960

6,920 6,930 6,940 6,950 6,960

MIC_seq

Contig11682.0 MDS 4

YL1 nuclear protein CDS >

FUlx clone52
FUlb clone56
FUlb clone55
FUlx clone62
FilD clone63
FIIb clone69
FU clone71
FUlb clone60
REV clone49
6,970 6,980 6,990 7,000 7,010 7,020 7,030 7,040 7,050 7,060 7,070 7,080 7,090 7,100

6,970 6,980 6,990 7,000 7,010 7,020 7,030 7,040 7,050 7,060 7,070 7,080 7,090 7,100

MICseq  TTTTTAACACCTTCAGGTATATTCTTTACCACTGGGTAAAAATCATTGTTGTAGTATCTCAGAGCAGTCTTTGGATCTTAATAAATATATAATATCCCTCTCTAAAATGAATATTATTTCTAATATATAGTTTAATTAGTGTGAA

Contig11682.0 MDS 4 > JRRR Contiglics_ 2>

J YL1 nuclear >

FUlD clone 52
FIIb clone56
FUlx clone55
FilD clone62
FIIb clone63
FUlb clone69
Fulb clone7 1
FIIb clone60
REY clone49
7,110 7,120 7,130 7,140 7,150 7,160 7,170 7,180 7,190 7,200 7,210 7,220 7,230 7,240 7,250

7.110 7.120 7.130 7,140 7,150 7,160 7,170 7,180 7,190 7,200 7,210 7,220 7,230 7,240 7,250

MCseq  AACCTGTGAAATCACAGTATTTATTTGGTTTCTTGACACTAATTCCCCCATCAATAGATTAGTAAGATCCCAGCTACTCTCCATAAGGATCATTACCGCATATCTATTTTAGATTCTTTGTATGTTTC

Contig11682.0 MDS 5

<. YL1 nuclear protein CDS

FIIb clone 52
FUlb clone56
Filb clone55
FIIb clone62
FUlz clone63
Filb clone69
FIib clone71
Ul clone60
FEV clone49



MIC_seq

Contig11682.0 MDS 5 >

YL1 nuclear protein CDS J

FUlD clone52
FIIb clone56
FUlx clone55
Filb clone62
FIIb clone63
FUlb clone69
Fulb clone7 1
FIIb clone60
REY clone49
7,400 7,410 7,420 7,430 7,440 7,450 7,460 7,470 7,480 7,490 7,500 7,510 7,520 7,530 7,540

7,400 7.410 7,420 7,430 7,440 7,450 7,460 7,470 7,480 7,490 7,500 7,510 7,520 7,530 7,540

MCsea  ATTTTAAGATGTAAAATCTAATCTTAATAATGATTAAAAGTATGTTAACTCTTTTTGTCTGTCTTTCTGTTGGAATATTGCCTGGECTCAAATTGAAGTCATCATCGCCCAAACTAACTCCACCTAAATTAGECGGAACTCATCAT

5-6 Contig11682.0 MDS 6

YL1 nuclear protein CDS

FIIb clone 52
FUlb clone56
Filb clone55
FIIb clone62
FUlz clone63
Filb clone69
Fiib clone71
Ul clone60
FEV clone49
7,550 7,560 7,570 7,580 7,590 7,600 7,610 7,620 7,630 7,640 7,650 7,660 7,670 7,680

7,550 7,560 7,570 7,580 7,590 7,600 7,610 7,620 7,630 7,640 7,650 7,660 7,670 7,680

MICseq  AGAGCTTTGATTAATTAATTCTTCGTCTGGACCTCCTCTACGTTTTCCCAATATTGAGGGCCCATTAGGATTAGCTCCTCTTCCAATACCTGAACTCGCTAAACTATAAGCATCAGATGCAGETCTTCTACCTCTTCTTCCTGGE
L 682.0 MDS 6

ontig11682.0 MDS 6

(L YL1 nuclear protein CDS J

FUlx clone52
FUlb clone56
FUlb clone55
FUlx clone62
FilD clone63
FIIb clone69
FU clone71
Filb clone60
REV clone49
7,690 7,700 7,710 7,720 7,730 7,740 7,750 7,760 7,770 7,780 7,790 7,800 7,810 7,820 7,830

7,690 7,700 7,710 7,720 7,730 7,740 7,750 7,760 7,770 7,780 7,790 7,800 7,810 7,820 7,830

MICseq  GGCATTTTAAAAATATTTAATTTAATTATTATTAAGGAAATTAATTAAGTCAATACTACTAAAGTAATTATTCAATTCAAGATCATTCATTAATTTTTACTCATTTTAATTATTCTTTAAATCAAGACTCTTA

Contig11682.0 MDS 6

YL1 nuclear protein CDS

Filb clone52
FIIb clone56
FUlx clone55
FilD clone62
FIIb clone63
FUlb clone69
Fulb clone7 1
FIIb clone60
REY clone49
7,840 7,850 7,860 7,870 7,880 7,890 7,900 7,910 7,920 7,930 7,940 7,950 7,960 7,970

7,840 7,850 7,860 7,870 7,880 7,890 7,900 7,910 7,920 7,930 7,940 7,950 7,960 7,970

MCseq  GTAAACAGGGCTTTGCATCATTTCTAATTACTTCTTGAACATTTCATGATCATAAGCGAAATTATACAAGAATTTCCTTAATTAATCGGGETTTATATCTACATAAATGGCAATATCAAAAATTCTTTTTAGACTCAGGTCAATT

Contig11682.0 MDS 6

74 YL1 nuclear protein CDS

FIIb clone 52
FUlb clone56
Filb clone55
FIIb clone62
FUlz clone63
Filb clone69
FIib clone71
Ul clone60
FEV clone49



7,980 7,990 8,000 8,010 8,020 8,030 8,040 8,050 8,060 8,070 8,080 8,090 8,100 8,110 8,120

7,980 7,990 8,000 8,010 8,020 8,030 8,040 8,050 8,060 8,070 8,080 8,090 8,100 8,110 8,120

MICseq  TCATTTCTTGAAAAGATTTTGTTTATATATTTCAATGCATCTCTTGGAAAGTCTTAATCGTTTTTCATTACAATCTAAGAAAATAAAATTATGCAGTATGTTTCTTACAAATAAGTCTGAATACTGATTGTCTAATTCATTAACA

Contig11682.0 MDS 6

N

YL1 nuclear protein CDS J

FUlD clone52
FIIb clone56
FUlx clone55
Filb clone62
FIIb clone63
FUlb clone69
Fulb clone7 1
FIIb clone60
REY clone49
8,130 8,140 8,150 8,160 8,170 8,180 8,190 8,200 8,210 8,220 8,230 8,240 8,250 8,260

8,130 8,140 8,150 8,160 8,170 8,180 8,190 8,200 8,210 8,220 8,230 8,240 8,250 8,260

MCsea  AGGAATTGTGCATCTCTGATAAGTTTTCTCAAATTTTAGCAATTCAAAATAATAGTGTCGAATAGGAACAAGTCCAGTTTCTATTGAGATTTATATTAAACATACTTTATTATTTTATAAAATTTCCAAAGTTCCTTACCTATCC

Contig11682.0 MDS 6

FIIb clone 52
FUlb clone56
Filb clone55
FIIb clone62
FUlz clone63
Filb clone69
Fiib clone71
Ul clone60
REV clone49
8,270 8,280 8,290 8,300 8,310 8,320 8,330 8,340 8,350 8,360 8,370 8,380 8,390 8,400 8,410

8,270 8,280 8,290 8,300 8,310 8,320 8,330 8,340 8,350 8,360 8,370 8,380 8,390 8,400 8,410

MiCseq  ATAAGCGTATTCACTTGACCTCATTGCTATTTTATTCCATTAAAGCATTCTATCT TAATCCCCCATAAACTCAATGGGGTAGACATAGTCCAATETTGATATCTAATCGETT

Contig11682.0 MDS 6

YL1 nuclear protein CDS (L

N

FUlx clone52
FUlb clone56
FUlb clone55
FUlx clone62
FilD clone63
FIIb clone69
FU clone71
Filb clone60
REV clone49
8,420 8,430 8,440 8,450 8,460 8,470 8,480 8,490 8,500 8,510 8,520 8,530 8,540 8,550

8,420 8,430 8,440 8,450 8,460 8,470 8,480 8,490 8,500 8,510 8,520 8,530 8,540 8,550

MICseq  MCATAGT G GETETTTATITTAAAGI GAATTTATAA GGITEAATICCAAICAA GAT GET GETATA GAA GTNETTTTAATIIT GAGRTAAA GATTT GRTAA GAAT GGAGA GITATA GT GATTTTAATTTTTAATA GAAT GAGAAGEA

Contig11682.0 MDS 6

YL1 nuclear protein CDS J

Filb clone52
FIIb clone56
FUlx clone55
Filb clone62
FIIb clone63
FUlb clone69
Fulb clone7 1
FIIb clone60
REY clone49

MCsea  GTGAAAAATAAATATCTCATTTTATTACTTACGCAAATTAGTGGTAAAGAAGAAGGAAGTGTTTAGGAAGTAGAGATAAAAATTATCTTAGTTATAGATTGTTTTATAATTCTACAGCATCACTGAATTCTTCAGTCTATAATAT

Contig11682.0 MDS 6
11682mds6_newLinkF

FUD clone52 CTACAGCATCACTGAATTCTTCAGTCTATAATAT
FUIb clone5 6 CTACAGCATCACTGAATTCTTCAGTCTATAATAT
Fub clone5 5 CTACAGCATCACTGAATTCTTCAGTCTATAATAT
FUID clone62 CTACAGCATCACTGAATTCTTCAGTCTATAATAT
FUIb clone63 CTACAGCATCACTGAATTCTTCAGTCTATAATAT
Fub clone69 CTACAGCATCACTGAATTCTTCAGTCTATAATAT
FUb clone71 CTACAGCATCACTGAATTCTTCAGTCTATAATAT
FUIb clone60 CTACAGCATCACTGAATTCTTCAGTCTATAATAT

FEV clone49 CTACAGCATCACTGAATTCTTCAGTCTATAATAT



8,710 8,720 8,730 8,740 8,750 8,760 8,770 8,780 8,790 8,800 8,810 8,820 8,830 8,840

8,710 8,720 8,730 8,740 8,750 8,760 8,770 8,780 8,790 8,800 8,810 8,820 8,830 8,840
MICsea  AAATTTTAACAATAAGCTATAGAAATTACCTATTCACAGATTTCAACTTTCTTACGTTATTTCGAACATTAAAAGGGCATTTAAAACAAAAAATATTTAACTTAAATTAGTAAAGTTATTTATTTAGCCT TGCAATTTTAAACAA
cgl S
Contig11682.0 MDS 6 6-7.
YL1 nuclear protein CDS J

Fbclones2 AAATTTTAACAATAAGCTATAGAAATTA
Fip clones6 AAATTTTAACAATAAGCTATAGAAATTACCTATTCACAGATTTCAACTTTCTTACGTTATTTCGAACATTAAAAGGGCATT- - - -
Fip cloness AAATTTTAACAATAAGCTATAGAAATTACCTATTCACAGATTTCAACTTTCTTACGTTATTTCGAACATTAAAAGGGCATTTA- -
P clone62 AAATTTTAACAATAAGCTATAGAAATTACCTATTCACAGATTTCAACTTTCTTACGTTATTTCGAACATTAAAAGGGCATTTA- -
Fip clone63 AAATTTTAACAATAAGCTATAGAAATTACCTATTCACAGATTTCAACTTTCTTACGTTATTTCGAACATTAAAAGGGCATTTA- -
Fip clone69 AAATTTTAACAATAAGCTATAGAAATTACCTATTCACAGATTTCAACTTTCTTACGTTATTTCGAACAT TAAAAGGGCAT TTA- = = = = = = = = & & & ot m @ @ @ et e @ @t e e f ot it e d o i i eaa o ioaaao oo
P clone7l AAATTTTAACAATAAGCTATAGAAATTACCTATTCACAGATTTCAACTTTCTTACGTTATTTCGAACAT TAAAAGGGCAT TTA- = = = = - = = = & & & ot ot & & & ot ot f @ et f ot i f o i oo oo iio oo
Fip clone60 AAATTTTAACAATAAGCTATAGAAATTACCTATTCACAGATTTCAACTTTCTTACGTTATTTCGAACATTAAAAGGGCATTTA- -
revclone4d AAATTTTAACAATAAGCTATAGAAATTACCTATTCACAGATTTCAACTTTCTTACGTTATTTCGAACAT TAAAAGGGCAT TTA- = = = = = =« = & & & e e @ @ @ et e @ @@ et f ottt ed o f i eaa o ioeaaao oo
8,850 8,860 8,870 8,880 8,890 8,900 8,910 8,920 8,930 8,940 8,950 8,960 8,970 8,980 8,990
8,850 8,860 8,870 8,880 8,890 8,900 8,910 8,920 8,930 8,940 8,950 8,960 8,970 8,980 8,990

MCseq TTTTACTCTGCTTAATAATCTTATAAATTACTTTACAATTTAATTAAAGATATTCATACTAAAAATAAAAGTTGTATTGATTTTTTTAAAAAAATTAGTTTAATTAATATTAAAAATGTTTTGAAATTTATT

L T e e N N N N N NN N N T I N N R
FIlb clone56
Filr clone55
FIID clone62
FIlD clone63
Fib clone69 - -
FIIb clone71
FIiD clone60
LT 1o T L B T T T T T T il I R e

wisea  ATTGTAATTCATTAATATATAAAAAAATTACTTTAGGGTTTAATTATACATGCATATTAAAATAAGAGTGTAAATTCTATAATAATTATTATAATTATCAATAATTCCATGAAACCCTTGATATTTTTATCATTATTTATGAAAT

YL1 nuclear prot...
FIDCIONES2 = = = = = = = = = = = = = = = - e - e e e e e e e e e e e e ATACATGCATATT TTTATCATTATTTATGAAAT
FUD clone56 - - ---ATACATGCATATT TTTATCATTATTTATGAAAT
FIlb clone55
FII> clone62
Filr clone63
FIIb clone69
Filz clone71
Flb clone60
FEY clone49
9,140 9,150 9,160 9,170 9,180 9,190 9,200 9,210 9,220 9,230 9,240 9,250 9,260 9,270 9,280
9,140 9,150 9,160 9,170 9,180 9,190 9,200 9,210 9,220 9,230 9,240 9,250 9,260 9,270 9,280

MICseq  [CAATTTETTATTATAACA GTTTCCTATTETTTT GAAGTAATT GTICEETT GGT GTTATTAATTACGAACTICA GEATTAGGGGGITIT GGCATTTET TTTATAGTAAAT GET GGEATATTAATTICTTTTTTAT GAGGTAAGET GAA

Contig11682.0 MDS 8

Funclone52 CAATTTCTTATTATAACAGTTTCCTATTCTTTTGAAGTAATTGT TTGGTGTTATTAATTACGAACTCA ATTTCTTTTATAGTAAATGCT ATATTAATTTCTTTTTTATGAGGTAACCTGAA
Filb clone56 CAATTTCTTATTATAACAGTTTCCTATTCTTTTGAAGTAATTGTCCCTTGGTGTTATTAATTACGAACTCAGCATTAGGGGGTTTTGGGATTTCTTTTATAGTAAATGCTGGCATATTAATTTCTTTTTTATGAGGTAACCTGAA
LT R e T I N
il clone62 - - ---
LT A I N N N
LT o B N T N
FUb clone71 - - - - -
FUD clone60 - - -
L L B
9,290 9,300 9,310 9,320 9,330 9,340 9,350 9,360 9,370 9,380 9,390 9,400 9,410 9,420
9.290 9,300 9,310 9,320 9,330 9,370 9,350 9,360 9,370 9,350 9,350 9,400 9,410 9,420
MCsea  ATAGATAGAGTTTTGCCCAAAAATTTACTTCATTATATTAATTTAATTATCATTAATTATTCAGAATTTGATTTAATTATAATCTTCTTCATTATTAATCCATTTAAAATTTAAA

FIIb clone52
FIlb clone56
Flb clone55
FIIb clone62
FII> clone63
Filr clone69
FIlb clone71
FIlb clone60
FEY clone49




9,430 9,440 9,450 9,460 9,470 9,480 9,490 9,500 9,510 9,520 9,530 9,540 9,550 9,560 9,570
9,430 9,440 9,450 9,460 9,470 9,480 9,490 9,500 9,510 9,520 9,530 9,540 9,550 9,560 9,570

MCseq [CTTCCGTTTTATCCTTATAAATAACTTCAATCATAAATCATCTTTGACTCTATTTAATGACAATTTTTTATTCTTTAGATTTTTGGTAATTTATAATAGGAAGT TTGTTTTCATGTGATGTTTAAGAAGCTGCTAGCCAACAAAG
iRl

£L Contig20527.0 MDS 4 ey
RAMP superfamily CDS £

Fubclone52 CTT TTTTATCCTTATAAATAACTTCAATCATAAATCATCTTTGACTCTATTTAATGACAATTTTTTATTCTTTAGATTTTTGGTAATTTATAATAGGAAGTTTGTTTTCATGTGATGTTTAAGAAGCTGCTA AACAAA
Fueclone56 CTTCCGTTTTATCCTTATAAATAACTTCAATCATAAATCATCTTTGACTCTATTTAATGACAATTTTTTATTCTTTAGATTTTTGGTAATTTATAATAGGAAGTTTGTTTTCATGTGATGTTTAAGAAGCTGCTAGCCAACAAAG

BIDCIONESS = = = = = = = = = = = = = = = % %%t st o s e e et ot L e e i e d e e n e e e eaaiaaoioaoaoaioaoooo- TAATAGGAAGTTTGTTTTCATGTGATGTTTAAGAAGCTGCTAGCCAACAAAG
FUPCIONEB2 - = = = = = = = = = = = = @%@ %@t ot e e e e Lo e aeiiiioioioo.. TAATAGGAAGTTTGTTTTCATGTGATGTTTAAGAAGCTGCTAGCCAACAAAG
BIBCIONEB3 - = - = = = = = = = = = = @ % &% %t st s e L oLl LLiiioloioioiioi_o.. TAATAGGAAGTTTGTTTTCATGTGATGT TTAAGAAGCTGCTAGCCAACAAAG
RIDCIONEBO - = = = = = = = = = = = = @ % @ % et st s e e et oL L L e et e Lol aiiiiioiiioiooo- TAATAGGAAGTTTGTTTTCATGTGATGT TTAAGAAGCTGCTAGCCAACAAAG
FUPCIONE7L = = = = = = = = = = = = = @%@ % & e f e e e e e e e e TAATAGGAAGTTTGTTTTCATGTGATGTTTAAGAAGCTGCTAGCCAACAAAG
BIBCIONEBO - = = = = = = = = = = = = @%@ %%t &t s e Lo el aiioloioioiioioo.. TAATAGGAAGTTTGTTTTCATGTGATGT TTAAGAAGCTGCTAGCCAACAAAG
REUCIONEAD = = = = = = = = = = = = = @%@ % et &t o st e et L Ll il iiiiiioiiioioo.. TAATAGGAAGTTTGTTTTCATGTGATGT TTAAGAAGCTGCTAGCCAACAAAG

9,580 9,590 9,600 9,610 9,620 9,630 9,640 9,650 9,660 9,670 9,680 9,690 9,700 9,710
9,580 9,590 9,600 9,610 9,620 9,630 9,640 9,650 9,660 9,670 9,680 9,690 9,700 9,710

MICseq  MCTTCAACTCTCTCAACACTTGECATCT GACTCATATTGATAGTAGTTTTATCAAGT GTTGATTTTAAGTTTTAAATTTAAGACT GCATTTICAGATTGGAGATTTAGTGEGGATTGACTTGTTTTGAAGACATCTGCAGETTAAT

£ Contig20527.0 MDS 4 £
££ RAMP superfamily CDS £<5

A ATA ATAGTA ATCAA A AA AAA AAGA A AGA AGA A A A AAGA CA A AA
FIIb clone52 AA AACA A

Fue clone56 TCTTCAACTCTCTCAACACTTGCCATCTGACTCATATTGATAGTAGTTTTATCAAGTGTTGATTTTAAGTTTTAAATTTAAGACTGCATTTCAGATTGGAGATTTAGTGCGGATTGACTTGTTTTGAAGACATCTGCAGCTTAAT
Fup clone55 TCTTCAACTCTCTCAACACTTGCCATCTGACTCATATTGATAGTAGTTTTATCAAGTGTTGATTTTAAGTTTTAAATTTAAGACTGCATTTCAGATTGGAGATTTAGTGCGGATTGACTTGTTTTGAAGACATCTGCAGCTTAAT
Fueclone62 TCTTCAACTCTCTCAACACTTGCCATCTGACTCATATTGATAGTAGTTTTATCAAGTGTTGATTTTAAGTTTTAAATTTAAGACTGCATTTCAGATTGGAGATTTAGTGCGGATTGACTTGTTTTGAAGACATCTGCAGCTTAAT
Fueclone63 TCTTCAACTCTCTCAACACTTGCCATCTGACTCATATTGATAGTAGTTTTATCAAGTGTTGATTTTAAGTTTTAAATTTAAGACTGCATTTCAGATTGGAGATTTAGTGCGGATTGACTTGTTTTGAAGACATCTGCAGCTTAAT
Fup clone69 TCTTCAACTCTCTCAACACTTGCCATCTGACTCATATTGATAGTAGTTTTATCAAGTGTTGATTTTAAGTTTTAAATTTAAGACTGCATTTCAGATTGGAGATTTAGTGCGGATTGACTTGTTTTGAAGACATCTGCAGCTTAAT
Fueclone7l TCTTCAACTCTCTCAACACTTGCCATCTGACTCATATTGATAGTAGTTTTATCAAGTGTTGATTTTAAGTTTTAAATTTAAGACTGCATTTCAGATTGGAGATTTAGTGCGGATTGACTTGTTTTGAAGACATCTGCAGCTTAAT
Fue clone60 TCTTCAACTCTCTCAACACTTGCCATCTGACTCATATTGATAGTAGTTTTATCAAGTGTTGATTTTAAGTTTTAAATTTAAGACTGCATTTCAGATTGGAGATTTAGTGCGGATTGACTTGTTTTGAAGACATCTGCAGCTTAAT
revclone49 TCTTCAACTCTCTCAACACTTGCCATCTGACTCATATTGATAGTAGTTTTATCAAGTGTTGATTTTAAGTTTTAAATTTAAGACTGCATTTCAGATTGGAGATTTAGTGCGGATTGACTTGTTTTGAAGACATCTGCAGCTTAAT

9,720 9,730 9,740 9,750 9,760 9,770 9,780 9,790 9,800 9,810 9,820 9,830 9,840 9,850 9,860

9,720 9,730 9,740 9,750 9,760 9,770 9,780 9,790 9,800 9810 9,820 9,430 9,840 9,450 9,860

MCseq  GAGTCAAAAGCCTAAATTGAAGGAATATAATAAAAAAATGTCATTAACT TACACATCTTCGTCTGTGTTAAGCCT TTTATAAGAGAATGTCCCTGGATTAAGGTAAACTTTATAATTTTAAAAGAATTTAGTAAAAATAATACTC

_ 34
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~__RAMPsuperfa... | J
‘A clones2 GAGT CAAAAGCCTAAATTGAAGGAATATAATAAAAAAATGTCATTAACTTACACATCTTCGTCTGTGTTAAGCCTTTTATAAGAGAATGT CCCTGGAT TAAGGT A - = - - - - s s e e e e e e e e e e
Fun clone56 GAGTCAAAAGCCTAAATTGAAGGAATATAATAAAAAAATGTCATTAACTTACACATCTTCGTCTGTGTTAAGCCTTTTATAAGAGAATGTCCCTGGAT TAAGG TA- - - = & 5 = o o o o e e e e e e e i e i e e me oo m
Fio clone55 GAGT CAAAAGCCTAAATTGAAGGAATATAATAAAAAAATGTCATTAACTTACACATCTTCGTCTGTGTTAAGCCTTTTATAAGAGAATGTCCCTGGATTAAGGTA- - - - - = - s e e e e e e e e e e e e e e e e e e e e
Fie clone62 GAGT CAAAAGCCTAAATTGAAGGAATATAATAAAAAAATGTCATTAACTTACACATCTTCGTCTGTGTTAAGCCTTTTATAAGAGAATGT CCCTGGATTAAGGTA- = = = = = = = o s s s e e e e oo e oo e oo o oo mmmo oo o s
Fun clone63 GAGT CAAAAGCCTAAATTGAAGGAATATAATAAAAAAATGTCATTAACTTACACATCTTCGTCTGTGTTAAGCCTTTTATAAGAGAATGTCCCTGGAT TAAGG TA- - - = & & 5 o o o e o o e e o e e e e e e e e e me oo a o
Fio clone69 GAGT CAAAAGCCTAAATTGAAGGAATATAATAAAAAAATGTCATTAACTTACACATCTTCGTCTGTGTTAAGCCTTTTATAAGAGAATGTCCCTGGATTAAGGTA- - - - - = - s e e e e e e e e e e e e e e e e e e e e e o
Fio clone7l GAGT CAAAAGCCTAAATTGAAGGAATATAATAAAAAAATGTCATTAACTTACACATCTTCGTCTGTGTTAAGCCTTTTATAAGAGAATGT CCCTGGATTAAGGTA- - - - - = = m s e e e e e e e e e e e e e e e e e e e e e
Fun clone60 GAGT CAAAAGCCTAAATTGAAGGAATATAATAAAAAAATGTCATTAACTTACACATCTTCGTCTGTGTTAAGCCTTTTATAAGAGAATGTCCCTGGAT TAAGG TA- - - = & & = o o o o o e e o e e e e e i i e e me oo m e
rev clone49 GAGT CAAAAGCCTAAATTGAAGGAATATAATAAAAAAATGTCATTAACTTACACATCTTCGTCTGTGTTAAGCCTTTTATAAGAGAATGTCCCTGGATTAAGGTA- - - - - = - - s e e e e e e e e e e e e e e e e e e e e e o
9,870 9,880 9,890 9,900 9,910 9,920 9,930 9,940 9,950 9,960 9,970 9,980 9,990 10,000
9,870 9,880 9,890 9,900 9,910 9,920 9,930 9,940 9,950 9,960 9,970 9,980 9,990 10,000

MCseqa [CAAATTTATCTGTTATACTGTAGAAATACTTCATTCCTAGTTCTTCTACCATCCAAATCTAAATTATTCTTCTTTTTCAAAGTTTAATCATTAAGTTGTTGTAAATAAAATGAAAACTGCGAATCAATGTGATTTCGTTTCAAAA

Contig20527.0 MDS 3 P78

RAMP superfamily CDS £
‘Fbclone52 - ------- TCIGTTATACTGTAGAAATACTTCATTCCTAGTTCTTCTACCATCCAAATCTAAATTATTCTTCTTTTTCAAAGTTTAATCATTAAGTTGTTGTAAATAAAATGAAAACTGCGAATCAATGTGATTTCGTTTCAAAA
FUD clone56 - - - - - - - - TCTGTTATACTGTAGAAATACTTCATTCCTAGTTCTTCTACCATCCAAATCTAAATTATTCTTCTTTTTCAAAGTTTAATCATTAAGTTGTTGTAAATAAAATGAAAACTGCGAATCAATGTGATTTCGTTTCAAAA
FUD clone55 - - - - - - - - TCTGTTATACTGTAGAAATACTTCATTCCTAGTTCTTCTACCATCCAAATCTAAATTATTCTTCTTTTTCAAAGTTTAATCATTAAGTTGTTGTAAATAAAATGAAAACTGCGAATCAATGTGATTTCGTTTCAAAA
FuD clone62 - - - - - - - - TCTGTTATACTGTAGAAATACTTCATTCCTAGTTCTTCTACCATCCAAATCTAAATTATTCTTCTTTTTCAAAGTTTAATCATTAAGTTGTTGTAAATAAAATGAAAACTGCGAATCAATGTGATTTCGTTTCAAAA
FUD clone63 - - - - - - - - TCTGTTATACTGTAGAAATACTTCATTCCTAGTTCTTCTACCATCCAAATCTAAATTATTCTTCTTTTTCAAAGTTTAATCATTAAGTTGTTGTAAATAAAATGAAAACTGCGAATCAATGTGATTTCGTTTCAAAA
FUD clone69 - - - - - - - - TCTGTTATACTGTAGAAATACTTCATTCCTAGTTCTTCTACCATCCAAATCTAAATTATTCTTCTTTTTCAAAGTTTAATCATTAAGTTGTTGTAAATAAAATGAAAACTGCGAATCAATGTGATTTCGTTTCAAAA
Fubclone7l - - ------ TCTGTTATACTGTAGAAATACTTCATTCCTAGTTCTTCTACCATCCAAATCTAAATTATTCTTCTTTTTCAAAGTTTAATCATTAAGTTGTTGTAAATAAAATGAAAACTGCGAATCAATGTGATTTCGTTTCAAAA
FUD clone60 - - - - - - - - TCTGTTATACTGTAGAAATACTTCATTCCTAGTTCTTCTACCATCCAAATCTAAATTATTCTTCTTTTTCAAAGTTTAATCATTAAGTTGTTGTAAATAAAATGAAAACTGCGAATCAATGTGATTTCGTTTCAAAA
FEUclone49 - - - - - - - - TCTGTTATACTGTAGAAATACTTCATTCCTAGTTCTTCTACCATCCAAATCTAAATTATTCTTCTTTTTCAAAGTTTAATCATTAAGTTGTTGTAAATAAAATGAAAACTGCGAATCAATGTGATTTCGTTTCAAAA

10,010 10,020 10,030 10,040 10,050 10,060 10,070 10,080 10,090 10,100 10,110 10,120 10,130 10,140 10,150
10,010 10,020 10,030 10,040 10,050 10,060 10,070 10,080 10,090 10,100 10,110 10,120 10,130 10,140 10,150

MCseq  GCACGTCTGGATTCTTTCTTGATATATCTACTTTCTTATATAATGAGTTAAAGTAAAGT TTGGAATCGTTTTTCATTTGGTCTAATGGATCTTTTTTTATATTATAATAGACAATATAATTAATTATTTAAATCAATTTCGAATG

£ Contig20527.0 MDS 3 ) Contig20527.0...

< ) ‘wBANESuoeliE L
FUID clone52
Fip clone56 GCACGTCTGGATTCTTTCTTGATATATCTACTTTCTTATATAATGAGT TAAAGTAAAGTTTGGAATCGTTTTTCATTTGGT CTAATGGATC- = - = - = - = - o oo oo oo e o e e e e o oo oo oo oo oo oo AATTTCGAATG
Fup clone55 GCACGTCTGGATTCTTTCTTGATATATCTACTTTCTTATATAATGAGT TAAAGTAAAGT TTGGAATCGTTTTTCATTTGGT CTAATGGAT Cr = - = = = = m s e e e e e e e e e e e e e e e e e e e e e o AATTTCGAATG
Fin clone62 GCACGTCTGGATTCTTTCTTGATATATCTACTTTCTTATATAATGAGT TAAAGTAAAGT TTGGAATCGTTTTTCAT T TGGT CTAATGGAT C- = - = - = - - o m o oo o e o e o e o oo e e m o i mmmm oo AATTTCGAATG
Fip clone63 GCACGTCTGGATTCTTTCTTGATATATCTACTTTCTTATATAATGAGT TAAAGTAAAGTTTGGAATCGTTTTTCATTTGGT CTAATGGATC- = - = - = - = - o oo oo e o e oo e e e oo e o e oo m o oo oo AATTTCGAATG
Fup clone69 GCACGTCTGGATTCTTTCTTGATATATCTACTTTCTTATATAATGAGT TAAAGTAAAGT TTGGAATCGTTTTTCATTTGGT CTAATGGAT Cr = = = = = = m s e e e e e e e e e e e e e e e e e e e e e o AATTTCGAATG
Finclone7l GCACGTCTGGATTCTTTCTTGATATATCTACTTTCTTATATAATGAGT TAAAGTAAAGTTTGGAATCGTTTTTCAT TTGGT CTAATGGAT Cr = - = - = - - o m o o e o o o e o o oo i oo m i mm o m oo AATTTCGAATG
Fip clone60 GCACGTCTGGATTCTTTCTTGATATATCTACTTTCTTATATAATGAGT TAAAGTAAAGTTTGGAATCGTTTTTCATTTGGT CTAATGGATC- - - = - = - = - o o oo e o e o e e e e e e oo oo oo oo oo AATTTCGAATG

revclone49 GCACGTCTGGATTCTTTCTTGATATATCTACTTTCTTATATAATGAGT TAAAGTAAAGTTTGGAATCGTTTTTCATTTGGTCTAATGGAT C- - - - - - - - oo oo o oo o oo oo o oo oo oo AATTTCGAATG



10,160 10,170 10,180 10,190 10,200 10,210 10,220 10,230 10,240 10,250 10,260 10,270 10,280 10,290
10,160 10,170 10,180 10,190 10,210 10,220 10,230 10,240 10,250 10,260 10,270 10,280 10,290

MIC_seq G—G—G_GIG-GIGG—G-GG—GGIG_GG_GG-GIG—G_G_G-G_G-G_G-G_

£< Contig20527.0 MDS 2 <3
£ RAMP superfamily CDS ££7
Fnclone52 GTTAAATCTGCAAACTATGTTTTTAGAGTAGA TTCTGAA AACAAA AACTTATTTAATTTGGAAAAAGGTTTCGAGTTTATGATATTTGTAAAAATTGT TT AAAA TCTTTTCT TGCTATT

Fue clone56 GTTAAATCTGCAAACTATGTTTTTAGAGTAGAGGCCCTTCTGAAGGCAACAAAGGCGAACTTATTTAATTTGGAAAAAGGTTTCGAGTTTATGATATTTGTAAAAATTGTGCCTTCCCAAAAGCCGCTCTTTTCTCGCTGCTATT
Fue clone55 GTTAAATCTGCAAACTATGTTTTTAGAGTAGAGGCCCTTCTGAAGGCAACAAAGGCGAACTTATTTAATTTGGAAAAAGGTTTCGAGTTTATGATATTTGTAAAAATTGTGCCTTCCCAAAAGCCGCTCTTTTCTCGCTGCTATT
Fup clone62 GTTAAATCTGCAAACTATGTTTTTAGAGTAGAGGCCCTTCTGAAGGCAACAAAGGCGAACTTATTTAATTTGGAAAAAGGTTTCGAGTTTATGATATTTGTAAAAATTGTGCCTTCCCAAAAGCCGCTCTTTTCTCGCTGCTATT
Fue clone63 GTTAAATCTGCAAACTATGTTTTTAGAGTAGAGGCCCTTCTGAAGGCAACAAAGGCGAACTTATTTAATTTGGAAAAAGGTTTCGAGTTTATGATATTTGTAAAAATTGTGCCTTCCCAAAAGCCGCTCTTTTCTCGCTGCTATT
Fue clone69 GTTAAATCTGCAAACTATGTTTTTAGAGTAGAGGCCCTTCTGAAGGCAACAAAGGCGAACTTATTTAATTTGGAAAAAGGTTTCGAGTTTATGATATTTGTAAAAATTGTGCCTTCCCAAAAGCCGCTCTTTTCTCGCTGCTATT
Fup clone7l GTTAAATCTGCAAACTATGTTTTTAGAGTAGAGGCCCTTCTGAAGGCAACAAAGGCGAACTTATTTAATTTGGAAAAAGGTTTCGAGTTTATGATATTTGTAAAAATTGTGCCTTCCCAAAAGCCGCTCTTTTCTCGCTGCTATT
Fue clone60 GTTAAATCTGCAAACTATGTTTTTAGAGTAGAGGCCCTTCTGAAGGCAACAAAGGCGAACTTATTTAATTTGGAAAAAGGTTTCGAGTTTATGATATTTGTAAAAATTGTGCCTTCCCAAAAGCCGCTCTTTTCTCGCTGCTATT
e clone49 GTTAAATCTGCAAACTATGTTTTTAGAGTAGAGGCCCTTCTGAAGGCAACAAAGGCGAACTTATTTAATTTGGAAAAAGGTTTCGAGTTTATGATATTTGTAAAAATTGTGCCTTCCCAAAAGCCGCTCTTTTCTCGCTGCTATT

10,300 10,310 10,320 10,330 10,340 10,350 10,360 10,370 10,380 10,390 10,400 10,410 10,420 10,430 10,440

10,300 10,310 10,320 10,330 10,340 10,350 10,360 10,370 10,380 10,390 10,400 10,410 10,420 10,430 10,440

MICseq  TATAGTTGATTCTAATTTTAGAGGACTCTTTGGAGAAATAAAGTTTGTGATTGAGTCAAAAGETTTTTTATICAGT GTCATTTACTTAATTAAAATAT GGGAGETTTTCAAACGTCACATTATTCACTGTTTTAGATGTGECAAAT

£ Contig20527.0 MDS 2 £
££ RAMP superfamily CDS £<5

ATA A AA AGA A AGAAATAAA A A AAAA A A A A AA AAAATA A AAA ACA A A AGA AA/
FIIb clone52

Fueclone56 TATAGTTGATTCTAATTTTAGAGGACTCTTTGGAGAAATAAAGTTTGTGATTGAGT CAAAAGCTTTTTTATCAGTGTCATTTACTTAATTAAAATATGGGAGCTTTTCAAACGTCACATTATTCACTGTTTTAGATGTGCCAAAT
Fup clone55 TATAGTTGATTCTAATTTTAGAGGACTCTTTGGAGAAATAAAGTTTGTGATTGAGT CAAAAGCTTTTTTATCAGTGTCATTTACTTAATTAAAATATGGGAGCTTTTCAAACGTCACATTATTCACTGTTTTAGATGTGCCAAAT
Fueclone62 TATAGTTGATTCTAATTTTAGAGGACTCTTTGGAGAAATAAAGTTTGTGATTGAGT CAAAAGCTTTTTTATCAGTGTCATTTACTTAATTAAAATATGGGAGCTTTTCAAACGTCACATTATTCACTGTTTTAGATGTGCCAAAT
Fueclone63 TATAGTTGATTCTAATTTTAGAGGACTCTTTGGAGAAATAAAGTTTGTGATTGAGT CAAAAGCTTTTTTATCAGTGTCATTTACTTAATTAAAATATGGGAGCTTTTCAAACGTCACATTATTCACTGTTTTAGATGTGCCAAAT
Fup clone69 TATAGTTGATTCTAATTTTAGAGGACTCTTTGGAGAAATAAAGTTTGTGATTGAGT CAAAAGCTTTTTTATCAGTGTCATTTACTTAATTAAAATATGGGAGCTTTTCAAACGTCACATTATTCACTGTTTTAGATGTGCCAAAT
Fueclone7l TATAGTTGATTCTAATTTTAGAGGACTCTTTGGAGAAATAAAGTTTGTGATTGAGT CAAAAGCTTTTTTATCAGTGTCATTTACTTAATTAAAATATGGGAGCTTTTCAAACGTCACATTATTCACTGTTTTAGATGTGCCAAAT
Fueclone60 TATAGTTGATTCTAATTTTAGAGGACTCTTTGGAGAAATAAAGTTTGTGATTGAGT CAAAAGCTTTTTTATCAGTGTCATTTACTTAATTAAAATATGGGAGCTTTTCAAACGTCACATTATTCACTGTTTTAGATGTGCCAAAT
revclone4d TATAGTTGATTCTAATTTTAGAGGACTCTTTGGAGAAATAAAGTTTGTGATTGAGT CAAAAGCTTTTTTATCAGTGTCATTTACTTAATTAAAATATGGGAGCTTTTCAAACGTCACATTATTCACTGTTTTAGATGTGCCAAAT

10,450 10,460 10,470 10,480 10,490 10,500 10,510 10,520 10,530 10,540 10,550 10,560 10,570 10,580

10,450 10,460 10470 10,480 10,490 10,500 10,510 10,520 10,530 10,540 10,550 10,560 10,570 10,580

MCseq ATTCCCTGTGGCAATAGCATGGCTTAACTATGAGCTTTTCTGTCATGCTTTTCTCTAGAAGGAATCCCACTATTTATTGAAAGATATCTCTTAGTGTGTECTAACTGAACTCTCTTGAGAATCTGGCTTCAAAGCCGTTGETTTTC

££ Contig20527.0 MDS 2 (€93
r7a RAMP superfamily CDS PZe

Fue clone52 ATTCCCTGTGGCAATAGCATGGCTTAACTATGAGCTTTTCTGTCATGCTTTTCTCTAGAAGGAATCCCACTATTTATTGAAAGATATCTCTTAGTGTGTCTAACTGAACTCTCTTGAGAATCTGGCTTCAAAGCCGTTGCTTTTC
Fup clone56 ATTCCCTGTGGCAATAGCATGGCTTAACTATGAGCTTTTCTGTCATGCTTTTCTCTAGAAGGAATCCCACTATTTATTGAAAGATATCTCTTAGTGTGTCTAACTGAACTCTCTTGAGAATCTGGCTTCAAAGCCGTTGCTTTTC
Fue clone55 ATTCCCTGTGGCAATAGCATGGCTTAACTATGAGCTTTTCTGTCATGCTTTTCTCTAGAAGGAATCCCACTATTTATTGAAAGATATCTCTTAGTGTGTCTAACTGAACTCTCTTGAGAATCTGGCTTCAAAGCCGTTGCTTTTC
Fue clone62 ATTCCCTGTGGCAATAGCATGGCTTAACTATGAGCTTTTCTGTCATGCTTTTCTCTAGAAGGAATCCCACTATTTATTGAAAGATATCTCTTAGTGTGTCTAACTGAACTCTCTTGAGAATCTGGCTTCAAAGCCGTTGCTTTTC
Fup clone63 ATTCCCTGTGGCAATAGCATGGCTTAACTATGAGCTTTTCTGTCATGCTTTTCTCTAGAAGGAATCCCACTATTTATTGAAAGATATCTCTTAGTGTGTCTAACTGAACTCTCTTGAGAATCTGGCTTCAAAGCCGTTGCTTTTC
Fue clone69 ATTCCCTGTGGCAATAGCATGGCTTAACTATGAGCTTTTCTGTCATGCTTTTCTCTAGAAGGAATCCCACTATTTATTGAAAGATATCTCTTAGTGTGTCTAACTGAACTCTCTTGAGAATCTGGCTTCAAAGCCGTTGCTTTTC
Fue clone7l ATTCCCTGTGGCAATAGCATGGCTTAACTATGAGCTTTTCTGTCATGCTTTTCTCTAGAAGGAATCCCACTATTTATTGAAAGATATCTCTTAGTGTGTCTAACTGAACTCTCTTGAGAATCTGGCTTCAAAGCCGTTGCTTTTC
Fup clone60 ATTCCCTGTGGCAATAGCATGGCTTAACTATGAGCTTTTCTGTCATGCTTTTCTCTAGAAGGAATCCCACTATTTATTGAAAGATATCTCTTAGTGTGTCTAACTGAACTCTCTTGAGAATCTGGCTTCAAAGCCGTTGCTTTTC
e clone49 ATTCCCTGTGGCAATAGCATGGCTTAACTATGAGCTTTTCTGTCATGCTTTTCTCTAGAAGGAATCCCACTATTTATTGAAAGATATCTCTTAGTGTGTCTAACTGAACTCTCTTGAGAATCTGGCTTCAAAGCCGTTGCTTTTC

10,590 10,600 10,610 10,620 10,630 10,640 10,650 10,660 10,670 10,680 10,690 10,700 10,710 10,720 10,730

10,590 10,600 0,610 10,620 10,630 10,640 10,650 10,660 0,670 10,680 10,690 10,700 10,710 10,720 10,730

MCseq  TTGCCCTATCTTTAACAGGCTTTAGGCTGGGCTTGAAATGAAATATTATCTCTTAATCAAGGTGETTGTTAATCTCAATTAGATAAGTTTTGTCTTCGTTCAGAATATTTTTAGAAT

££ Contig20527.0 MDS 2 ££3
£L RAMP superfamily CDS ££5

Fuoclone52 1 1T GCCCTATCTTTAACAGGCTTTAGGCTGGGCTTGAAATGAAATATTATCTCTTAATCAAGGTGCTTGTTAATCTCAATTAGATAAGTTTTGTCTTCGTTCAGAATATTTTTAGAATGATTTTCAATTTTAAACCTTTTTGCATT
Fue clone56 TTGCCCTATCTTTAACAGGCTTTAGGCTGGGCTTGAAATGAAATATTATCTCTTAATCAAGGTGCTTGTTAATCTCAATTAGATAAGTTTTGTCTTCGTTCAGAATATTTTTAGAATGATTTTCAATTTTAAACCTTTTTGCATT
Fue clone55 TTGCCCTATCTTTAACAGGCTTTAGGCTGGGCTTGAAATGAAATATTATCTCTTAATCAAGGTGCTTGTTAATCTCAATTAGATAAGTTTTGTCTTCGTTCAGAATATTTTTAGAATGATTTTCAATTTTAAACCTTTTTGCATT
Fup clone62 TTGCCCTATCTTTAACAGGCTTTAGGCTGGGCTTGAAATGAAATATTATCTCTTAATCAAGGTGCTTGTTAATCTCAATTAGATAAGTTTTGTCTTCGTTCAGAATATTTTTAGAATGATTTTCAATTTTAAACCTTTTTGCATT
Fue clone63 TTGCCCTATCTTTAACAGGCTTTAGGCTGGGCTTGAAATGAAATATTATCTCTTAATCAAGGTGCTTGTTAATCTCAATTAGATAAGTTTTGTCTTCGTTCAGAATATTTTTAGAATGATTTTCAATTTTAAACCTTTTTGCATT
Fueclone69 TTGCCCTATCTTTAACAGGCTTTAGGCTGGGCTTGAAATGAAATATTATCTCTTAATCAAGGTGCTTGTTAATCTCAATTAGATAAGTTTTGTCTTCGTTCAGAATATTTTTAGAATGATTTTCAATTTTAAACCTTTTTGCATT
Fup clone7l TTGCCCTATCTTTAACAGGCTTTAGGCTGGGCTTGAAATGAAATATTATCTCTTAATCAAGGTGCTTGTTAATCTCAATTAGATAAGTTTTGTCTTCGTTCAGAATATTTTTAGAATGATTTTCAATTTTAAACCTTTTTGCATT
Fue clone60 TTGCCCTATCTTTAACAGGCTTTAGGCTGGGCTTGAAATGAAATATTATCTCTTAATCAAGGTGCTTGTTAATCTCAATTAGATAAGTTTTGTCTTCGTTCAGAATATTTTTAGAATGATTTTCAATTTTAAACCTTTTTGCATT
et clone49 TTGCCCTATCTTTAACAGGCTTTAGGCTGGGCTTGAAATGAAATATTATCTCTTAATCAAGGTGCTTGTTAATCTCAATTAGATAAGTTTTGTCTTCGTTCAGAATATTTTTAGAATGATTTTCAATTTTAAACCTTTTTGCATT

10,740 10,750 10,760 10,770 10,780 10,790 10,800 10,810 10,820 10,830 10,840 10,850 10,860 10,870

10,740 10,750 10,760 10,770 10,780 10,790 10,800 10,810 10,820 10,830 10,840 10,850 10,860 10,870

MICseq  TTTAATTGTCTCCTCTCTCTTCTTCAATTETTTTTCCTTTTCTTCTTCTECTCTTTATTAAATCTTTTGCTATAATATGTTTCTTAAAAGTCCAGCGCCTTTTTTCTTGGCGTCTTCTTTAATTGGATGCTCACTATAATCCTTC

£ Contig20527.0 MDS 2 F79
££ RAMP superfamily CDS £L0

Fclones2 TTTAATTGTCTCCTCTCTCTTCTTCAATTCTTTTTCCTTTTCTTCTTCTCCTCTTTATTAAATCTTTTGCTATAATATGTTTCTTAAAAGTCCAGCGCCTTTTTTCTTGGCGTCTTCTTTAATTGGATGCTCACTATAATCCTTC
Fueclone56 TTTAATTGTCTCCTCTCTCTTCTTCAATTCTTTTTCCTTTTCTTCTTCTCCTCTTTATTAAATCTTTTGCTATAATATGTTTCTTAAAAGTCCAGCGCCTTTTTTCTTGGCGTCTTCTTTAATTGGATGCTCACTATAATCCTTC
Fup clone55 TTTAATTGTCTCCTCTCTCTTCTTCAATTCTTTTTCCTTTTCTTCTTCTCCTCTTTATTAAATCTTTTGCTATAATATGTTTCTTAAAAGTCCAGCGCCTTTTTTCTTGGCGTCTTCTTTAATTGGATGCTCACTATAATCCTTC
Fueclone62 TTTAATTGTCTCCTCTCTCTTCTTCAATTCTTTTTCCTTTTCTTCTTCTCCTCTTTATTAAATCTTTTGCTATAATATGTTTCTTAAAAGTCCAGCGCCTTTTTTCTTGGCGTCTTCTTTAATTGGATGCTCACTATAATCCTTC
Fueclone63 TTTAATTGTCTCCTCTCTCTTCTTCAATTCTTTTTCCTTTTCTTCTTCTCCTCTTTATTAAATCTTTTGCTATAATATGTTTCTTAAAAGTCCAGCGCCTTTTTTCTTGGCGTCTTCTTTAATTGGATGCTCACTATAATCCTTC
Fupclone69 TTTAATTGTCTCCTCTCTCTTCTTCAATTCTTTTTCCTTTTCTTCTTCTCCTCTTTATTAAATCTTTTGCTATAATATGTTTCTTAAAAGTCCAGCGCCTTTTTTCTTGGCGTCTTCTTTAATTGGATGCTCACTATAATCCTTC
Fueclone7l TTTAATTGTCTCCTCTCTCTTCTTCAATTCTTTTTCCTTTTCTTCTTCTCCTCTTTATTAAATCTTTTGCTATAATATGTTTCTTAAAAGTCCAGCGCCTTTTTTCTTGGCGTCTTCTTTAATTGGATGCTCACTATAATCCTTC
Fueclone60 TTTAATTGTCTCCTCTCTCTTCTTCAATTCTTTTTCCTTTTCTTCTTCTCCTCTTTATTAAATCTTTTGCTATAATATGTTTCTTAAAAGTCCAGCGCCTTTTTTCTTGGCGTCTTCTTTAATTGGATGCTCACTATAATCCTTC
revclone4d TTTAATTGTCTCCTCTCTCTTCTTCAATTCTTTTTCCTTTTCTTCTTCTCCTCTTTATTAAATCTTTTGCTATAATATGTTTCTTAAAAGTCCAGCGCCTTTTTTCTTGGCGTCTTCTTTAATTGGATGCTCACTATAATCCTTC



10,880 10,890 10,900 10,910 10,920 10,930 10,940 10,950 10,960 10,970 10,980 10,990 11,000 11,010 11,020
10,880 10,890 10,900 10,910 10,920 10,930 10,940 10,950 10,960 10,970 10,980 10,990 11,000 11,010 11,020

MiCseq  TCAATCAGTATTTTATATAGCTTTTATTTTTCAGGTGGTATCTCAGCACCAACT TTCTTAAAGCTCAATAAGTACTCTTTTTGCATTTCTCTGTATCTCTCCATCTCCGCATTT

£< Contig20527.0 MDS 2 <3
£ RAMP superfamily CDS ££7

Fuoclone52 1 CAATCAGTATTTTATATAGCTTTTATTTTTCAGGTGGTATCTCAGCACCAACTTTCTTAAAGCTCAATAAGTACTCTTTTTGCATTTCTCTGTATCTCTCCATCTCCGCATTTGTTAAATCAAACTTAAAATCTTAATCTCTCA
Fueclone56 TCAATCAGTATTTTATATAGCTTTTATTTTTCAGGTGGTATCTCAGCACCAACTTTCTTAAAGCTCAATAAGTACTCTTTTTGCATTTCTCTGTATCTCTCCATCTCCGCATTTGTTAAATCAAACTTAAAATCTTAATCTCTCA
Fue clone55 TCAATCAGTATTTTATATAGCTTTTATTTTTCAGGTGGTATCTCAGCACCAACTTTCTTAAAGCTCAATAAGTACTCTTTTTGCATTTCTCTGTATCTCTCCATCTCCGCATTTGTTAAATCAAACTTAAAATCTTAATCTCTCA
Fup clone62 TCAATCAGTATTTTATATAGCTTTTATTTTTCAGGTGGTATCTCAGCACCAACTTTCTTAAAGCTCAATAAGTACTCTTTTTGCATTTCTCTGTATCTCTCCATCTCCGCATTTGTTAAATCAAACTTAAAATCTTAATCTCTCA
Fue clone63 TCAATCAGTATTTTATATAGCTTTTATTTTTCAGGTGGTATCTCAGCACCAACTTTCTTAAAGCTCAATAAGTACTCTTTTTGCATTTCTCTGTATCTCTCCATCTCCGCATTTGTTAAATCAAACTTAAAATCTTAATCTCTCA
Fueclone69 TCAATCAGTATTTTATATAGCTTTTATTTTTCAGGTGGTATCTCAGCACCAACTTTCTTAAAGCTCAATAAGTACTCTTTTTGCATTTCTCTGTATCTCTCCATCTCCGCATTTGTTAAATCAAACTTAAAATCTTAATCTCTCA
fFupclone7l TCAATCAGTATTTTATATAGCTTTTATTTTTCAGGTGGTATCTCAGCACCAACTTTCTTAAAGCTCAATAAGTACTCTTTTTGCATTTCTCTGTATCTCTCCATCTCCGCATTTGTTAAATCAAACTTAAAATCTTAATCTCTCA
Fue clone60 TCAATCAGTATTTTATATAGCTTTTATTTTTCAGGTGGTATCTCAGCACCAACTTTCTTAAAGCTCAATAAGTACTCTTTTTGCATTTCTCTGTATCTCTCCATCTCCGCATTTGTTAAATCAAACTTAAAATCTTAATCTCTCA
et clone49 TCAATCAGTATTTTATATAGCTTTTATTTTTCAGGTGGTATCTCAGCACCAACTTTCTTAAAGCTCAATAAGTACTCTTTTTGCATTTCTCTGTATCTCTCCATCTCCGCATTTGTTAAATCAAACTTAAAATCTTAATCTCTCA

11,030 11,040 11,050 11,060 11,070 11,080 11,090 11,100 11,110 11,120 11,130 11,140 11,150 11,160

11,030 11,040 11,050 11,060 11,070 11,080 11,090 11,100 11,110 11,120 11,130 11,140 11,150 11,160

MICseq  GAAGCAATTTCTCATCCAGT GGGTCGTATTTTTTCATTGAATGATCTCCATCCTTCAATETTTTAGECAAGAATTTTTAAATGAAAGATTGTTATATAGETTGETTCATTGTTTATATAGECTCTCCTCTTTTGTCTTGAGTGAA

£ Contig20527.0 MDS 2 £
££ RAMP superfamily CDS £<5

AA AA A A A A AA A A AA A AAGAA AAA AAAGA ATATA A ATATA A A7
FIIb clone52

Fue clone56 GAAGCAATTTCTCATCCAGTGGGTCGTATTTTTTCATTGAATGATCTCCATCCTTCAATCTTTTAGCCAAGAATTTTTAAATGAAAGATTGTTATATAGCTTGCTTCATTGTTTATATAGCCTCTCCTCTTTTGTCTTGAGTGAA
Fup clone55 GAAGCAATTTCTCATCCAGTGGGTCGTATTTTTTCATTGAATGATCTCCATCCTTCAATCTTTTAGCCAAGAATTTTTAAATGAAAGATTGTTATATAGCTTGCTTCATTGTTTATATAGCCTCTCCTCTTTTGTCTTGAGTGAA
Fue clone62 GAAGCAATTTCTCATCCAGTGGGTCGTATTTTTTCATTGAATGATCTCCATCCTTCAATCTTTTAGCCAAGAATTTTTAAATGAAAGATTGTTATATAGCTTGCTTCATTGTTTATATAGCCTCTCCTCTTTTGTCTTGAGTGAA
Fue clone63 GAAGCAATTTCTCATCCAGTGGGTCGTATTTTTTCATTGAATGATCTCCATCCTTCAATCTTTTAGCCAAGAATTTTTAAATGAAAGATTGTTATATAGCTTGCTTCATTGTTTATATAGCCTCTCCTCTTTTGTCTTGAGTGAA
Fup clone69 GAAGCAATTTCTCATCCAGTGGGTCGTATTTTTTCATTGAATGATCTCCATCCTTCAATCTTTTAGCCAAGAATTTTTAAATGAAAGATTGTTATATAGCTTGCTTCATTGTTTATATAGCCTCTCCTCTTTTGTCTTGAGTGAA
Fue clone7l GAAGCAATTTCTCATCCAGTGGGTCGTATTTTTTCATTGAATGATCTCCATCCTTCAATCTTTTAGCCAAGAATTTTTAAATGAAAGATTGTTATATAGCTTGCTTCATTGTTTATATAGCCTCTCCTCTTTTGTCTTGAGTGAA
Fue clone60 GAAGCAATTTCTCATCCAGTGGGTCGTATTTTTTCATTGAATGATCTCCATCCTTCAATCTTTTAGCCAAGAATTTTTAAATGAAAGATTGTTATATAGCTTGCTTCATTGTTTATATAGCCTCTCCTCTTTTGTCTTGAGTGAA
rev clone49 GAAGCAATTTCTCATCCAGTGGGTCGTATTTTTTCATTGAATGATCTCCATCCTTCAATCTTTTAGCCAAGAATTTTTAAATGAAAGATTGTTATATAGCTTGCTTCATTGTTTATATAGCCTCTCCTCTTTTGTCTTGAGTGAA

11,170 11,180 11,190 11,200 11,210 11,220 11,230 11,240 11,250 11,260 11,270 11,280 11,290 11,300 11,310

1,170 11,180 11,190 11,500 1,510 11,520 11,530 11,540 11,550 11,560 1,570 11,580 11,590 11,500 11,310

MCseq AGCCTTAACTGAATTGAATCTTTTCTTTGCAAATTTTTTGAAGT TATAACATGCTGACT TCGTCTCATCAATATTTTCGATAAGATCTGGTACTAAGGTTGGATATCTCAAGGGAGAAAGAGTTGTTTTGATTTGACTAGGATCA

££ Contig20527.0 MDS 2 (€93
r7a RAMP superfamily CDS PZe

Fue clone52 AGCCTTAACTGAATTGAATCTTTTCTTTGCAAATTTTTTGAAGTTATAACATGCTGACTTCGTCTCATCAATATTTTCGATAAGATCTGGTACTAAGGTTGGATATCT CAAGGGAGAAAGAGTTGTTTTGATTTGACTAGGATCA
Fup clone56 AGCCTTAACTGAATTGAATCTTTTCTTTGCAAATTTTTTGAAGTTATAACATGCTGACTTCGTCTCATCAATATTTTCGATAAGATCTGGTACTAAGGTTGGATATCT CAAGGGAGAAAGAGTTGTTTTGATTTGACTAGGATCA
Fue clone55 AGCCTTAACTGAATTGAATCTTTTCTTTGCAAATTTTTTGAAGTTATAACATGCTGACTTCGTCTCATCAATATTTTCGATAAGATCTGGTACTAAGGTTGGATATCT CAAGGGAGAAAGAGTTGTTTTGATTTGACTAGGATCA
Fue clone62 AGCCTTAACTGAATTGAATCTTTTCTTTGCAAATTTTTTGAAGTTATAACATGCTGACTTCGTCTCATCAATATTTTCGATAAGATCTGGTACTAAGGTTGGATATCT CAAGGGAGAAAGAGTTGTTTTGATTTGACTAGGATCA
Fup clone63 AGCCTTAACTGAATTGAATCTTTTCTTTGCAAATTTTTTGAAGTTATAACATGCTGACTTCGTCTCATCAATATTTTCGATAAGATCTGGTACTAAGGTTGGATATCT CAAGGGAGAAAGAGTTGTTTTGATTTGACTAGGATCA
Fue clone69 AGCCTTAACTGAATTGAATCTTTTCTTTGCAAATTTTTTGAAGTTATAACATGCTGACTTCGTCTCATCAATATTTTCGATAAGATCTGGTACTAAGGTTGGATATCTCAAGGGAGAAAGAGTTGTTTTGATTTGACTAGGATCA
Fue clone7l AGCCTTAACTGAATTGAATCTTTTCTTTGCAAATTTTTTGAAGTTATAACATGCTGACTTCGTCTCATCAATATTTTCGATAAGATCTGGTACTAAGGTTGGATATCT CAAGGGAGAAAGAGTTGTTTTGATTTGACTAGGATCA
Fup clone60 AGCCTTAACTGAATTGAATCTTTTCTTTGCAAATTTTTTGAAGTTATAACATGCTGACTTCGTCTCATCAATATTTTCGATAAGATCTGGTACTAAGGTTGGATATCTCAAGGGAGAAAGAGTTGTTTTGATTTGACTAGGATCA
re clone49 AGCCTTAACTGAATTGAATCTTTTCTTTGCAAATTTTTTGAAGTTATAACATGCTGACTTCGTCTCATCAATATTTTCGATAAGATCTGGTACTAAGGTTGGATATCT CAAGGGAGAAAGAGTTGTTTTGATTTGACTAGGATCA

11,320 11,330 11,340 11,350 11,360 11,370 11,380 11,390 11,400 11,410 11,420 11,430 11,440 11,450

11,320 11,330 11,340 11,350 11,360 11,370 11,380 11,390 11,400 11,410 11,420 11,430 11,440 11,450
MCseq  ACTGCTTGAAGTAAGGTCGGGTGTGCTTAAAATGAGCTATCTAGTTTTGTTGGT TAICACAGTGGGCTTAGCATTTGGATTATATTAATCAAACATAACTACT TTGGGATAAATAATCAAAACATAAACAGTAAATTATCGTAGAG
P2
1-2 1-2
£ Contig20527.0 MDS 2 | -_Conti... &
£L RAMP superfamily CDS ) < L0

A clones2 ACTGCT TGAAGTAAGGT TGTGCTTAAAATGAGCTATCTAGTTTTGTTGGTTACACAGT TTAGCATTTGGATT
Fn clones6 ACTGCT TGAAGTAAGGTCGGGTGTGCTTAAAATGAGCTATCTAGTTTTGTTGGTTACACAGTGGGCTTAGCATTTGGATTAT- -
Fb clones5 ACTGCT TGAAGTAAGGTCGGGTGTGCTTAAAATGAGCTATCTAGTTTTGTTGGTTACACAGTGGGCTTAGCAT TTGGATTATA- « = - = - = = = = =« @ w @ e e e e e e ot e e e e e o e e o e oo o oia oo et
Fo clones2 ACTGCTTGAAGTAAGGTCGGGTGTGCTTAAAATGAGCTATCTAGTTTTGTTGGT TACACAGTGGGCT TAGCAT TTGGAT TATA- = = - = = =« = = & & &« & & @t @ o & f @ ff ot f ot f ot ot it ioiooioioioo
Fn clone63 ACTGCTTGAAGTAAGGTCGGGTGTGCTTAAAATGAGCTATCTAGTTTTGTTGGT TACACAGTGGGCT TAGCAT TTGGAT TATA- = = - = -« & = = =« &t @ ottt ot e ottt @ e it it it o iioioioaoioiaao
Fb clone69 ACTGCT TGAAGTAAGGTCGGGTGTGCTTAAAATGAGCTATCTAGTTTTGTTGGT TACACAGTGGGCT TAGCAT TTGGATTATA- « - - = - = = = = = = @ w @ o e e et oo e oo e e e et oo e i oo o oie oo
Ao clonezl ACTGCTTGAAGTAAGGTCGGGTGTGCTTAAAATGAGCTATCTAGTTTTGTTGGT TACACAGTGGGCT TAGCAT TTGGAT TATA- - = = = = =« = = = & &« & & f @ o & f ot f ot ot oo o it o i it o iooioioo oo
Fb clone60 ACTGCTTGAAGTAAGGTCGGGTGTGCTTAAAATGAGCTAT CTAGTTTTGTTGGTTACACAGTGGGCT TAGCAT TTGGAT TATA- « = - = = - = = = =« & x & o et m et e f ettt e ot it it oiaoioioaoioaao
revclone49 ACTGCTTGAAGTAAGGTCGGGTGTGCTTAAAATGAGCTATCTAGTTTTGTTGGT TACACAGTGGGCTTAGCAT TTGGATTATA- « = - = - = = @ = m  x @ e e et e e ot e et e e o e e o e oo aeoe oo oot
11,460 11,470 11,480 11,490 11,500 11,510 11,520 11,530 11,540 11,550 11,560 11,570 11,580 11,590 11,600
11,460 11,470 11,480 11,490 11,500 11,510 11,520 11,530 11,540 11,550 11,560 11,570 11,580 11,590 11,600

MICseq  AGTTGATTTATGATHGAGAATATCTTT GATTTAATICA GAGTTAAAGTTAAGETAT GGITTACTCTATT GETTTTT GAATTCTTTATAA GATT GGTATTTAATTAA GITAGGA T GGECGAAAAAAICCAT GT GAA

£ Contig20527.0 MDS 1 F79
££ RAMP superfamily CDS £L0

A AL AGA AAA AL A A A AA ATAAGA A AA AA A A AAAAAA A AA AAATAA
FUD clone52 A A A A AGAATA

7 clones6 AGTTGATTTATGATTGAGAATATCTTTGATTTAATCAGAGT TAAAGTTAAGCTATGGTTTACTCTATTGCTTTTTGAATTCTTTATAAGATTGGTATTTAATTAAGT TAGGAGT TTGGCCGAAAAAACCATGTGAAGCAAATAAT
L T L R T e N N N N N N I N N N N
LT o N N N N N B N N N N N
L e T R i i i i e i i i i e i e i el i il il it
el [o T T R e e e R
LT T i N N
L e i T i i el i i i i e e i i e e e e i i i el il il il il
e (o T e R e e e e



11,610 11,620 11,630 11,640 11,650 11,660 11,670 11,680 11,690 11,700 11,710 11,720 11,730 11,740

1,510 11,620 11,630 11,640 11,650 11,660 11,670 11,680 11,690 11,700 11,710 11,720 11,730 11,740
MICseq  TTCTTAGCCAGTGTTTCTTGCTTTTAGCGAGAGTCTTAGTGGGGTTTAAAATGATCCATTATAAAAATTTATTTGTTTTATAAATATCCCAATTAATTTATTATCCAATAACTTTATACCACAAAGTTTGGTTAATAGATAAATT
a b
S8 Contig20527.0 MDS 1 )
£ RAMP superfamily CDS J

Fubclone52 TTCTTA AGTGTTTCTTGCTTTTA AGAGTCTTAGT TTTAAAATGATCCATTATAAAAATTTATTTGTTTTATAAATAT AATTAATTTATTATCCAATAACTTTATACCACAAAGTTTGGTTAATAGATAAATT
Fueclone56 TTCTTAGCCAGTGTTTCTTGCTTTTAGCGAGAGTCTTAGTGGGGTTTAAAATGATCCATTATAAAAATTTATTTGTTTTATAAATATCCCAATTAATTTATTATCCAATAACTTTATACCACAAAGTTTGGTTAATAGATAAATT
e T e i I I I I R R R e R R ACTTTATACCACAAAGTTTGGTTAATAGATAAATT
FiD clone62 - - ACTTTATACCACAAAGTTTGGTTAATAGATAAATT
FUb clone63 - - ACTTTATACCACAAAGTTTGGTTAATAGATAAATT
e T e e e e e e e e R e R R I R R R R I R R R ACTTTATACCACAAAGTTTGGTTAATAGATAAATT
FDCIONE7 L = = = = = = = = = = = = = - - s s s s s s s oo o o s s s s s s s s s s s s s s s s s s s s s s s---------------- ACTTTATACCACAAAGTTTGGTTAATAGATAAATT
FIDCIONEBO = = = = = = = = = = = = = - o - oo oo o o o o o o o o o o o o o o D o D o o o o o D oo o oo oD Do oo -------------- CCACAAAGTTTGGTTAATAGATAAATT
L L B N N N

11,750 11,760 11,770 11,780 11,790 11,800 11,810 11,820 11,830 11,840 11,850 11,860 11,870 11,880 11,890

11,750 11,760 11,770 11,780 11,790 11,500 11,510 11,520 11,530 11,540 11,550 11,560 11,570 11,580 11,890
MICseq  ACAATTAATTTATCAAAATATTGATATCAGAAATGGCACTTGTAAACTAACCCTTA GAAATTACTTGETT GGEAATTAGTAGETATICTTGAGAAAGETAAGTATTAAGAACTT

—r
- Contig16348.0 MDS 1
16348F_linkR
P22l

Finclone52 ACAATTAA ATCAAAATATTGATATCAGAAATGGCACTTGTAAACTAAC

Fueclone56 ACAATTAATTTATCAAAATATTGATATCAGAAATGGCACTTGTAAACTAAC
Fup clone55 ACAATTAATTTATCAAAATATTGATATCAGAAATGGCACTTGTAAACTAAC
Fueclone62 ACAATTAATTTATCAAAATATTGATATCAGAAATGGCACTTGTAAACTAAC
Fue clone63 ACAATTAATTTATCAAAATATTGATATCAGAAATGGCACTTGTAAACTAAC
Fup clone69 ACAATTAATTTATCAAAATATTGATATCAGAAATGGCACTTGTAAACTAAC
Fueclone7l ACAATTAATTTATCAAAATATTGATATCAGAAATGGCACTTGTAAACTAAC
Fue clone60 ACAATTAATTTATCAAAATATTGATATCAGAAATGGCACTTGTAAACTAAC

FEUClone49 - - = - - - - - - - - - - oo -~ TTGATATCAGAAATGGACTTGTAAACTAAC
11,900 11,910 11,920 11,930 11,940 11,950 11,960 11,970 11,980 11,990 12,000 12,010 12,020 12,030
11,500 11,810 11,520 11,530 11,540 11,550 11,560 11,570 11,580 11,590 12,600 12,610 12,620 12,630

MICsea  AAATTGTCTCTTAAAAATTTACACTTATATAGGAAATTACTTTGGATCAATTAATAGAGTATGTTCTAACAATTCCTGAAGAGCCTAAAGATAGCTTGAAAAAGAAAAGAGT TTTTGCTAAAACTTTAACCAAATTTTCCTAAGT

Contig16348.0 MDS 1

L. Proteasome 26S CDS 22

Fil clone52

FUlb clone56

FIIb clone55

FIl clone62

FUlb clone63

FIIb clone69

FIl clone71

FUlb clone60

REV clone49
12,040 12,050 12,060 12,070 12,080 12,090 12,100 12,110 12,120 12,130 12,140 12,150 12,160 12,170 12,180
12,640 12,650 12,660 12,670 12,680 12,690 12,100 12,110 12,120 12,130 12,140 12,150 12,160 12,170 12,180

MICseq  TCAATTTTACTAGCAAAGATTATAGGGACCTTTCTTGAACCTCTTAAAGATTGAAAACTTGCATTAAATTACTGATTTTGATGTTTAAGATGAGATTATGAAGGCAACTAAATCATTGTACTTAAATAAAACTTCGATTAGTGET

Contig16348.0 MDS 1

> Proteasome 265 CDS 22

FUlD clone 52

FIIb clone56

Filz clone55

FilD clone62

FIIb clone63

FIl clone69

Fulb clone7 1

FIIb clone60

FEY clone49
12,190 12,200 12,210 12,220 12,230 12,240 12,250 12,260 12,270 12,280 12,290 12,300 12,310 12,320
12,150 12,500 12,510 12,520 12,530 12,540 12,550 12,560 12,570 12,580 12,550 12,500 12,510 12,320

MICseq  AAGTICT GACAAACCA GTAACAAATITAAGT GGGTATICGAGAATETITAACTAAT GTTAT GGEAAT G GITACAT GAT GA GTICACGA GGA GACTA GAATIIITETA GEAT GETETT GAA G GETTACCTTAATICAAACA GATTC

- Contig16348.0 MDS 1

2> Proteasome 26S CDS s

FIIb clone 52
FIl clone56
Filb clone55
FIIb clone62
FIl clone63
Filb clone69
FIib clone71
FIl clone60
FEV clone49



12,330 12,340 12,350 12,360 12,370 12,380 12,390 12,400 12,410 12,420 12,430 12,440 12,450 12,460

MIC_seq

12,330 12,340 12,350 12,360 12,370 12,380 12,390 12,400 12,410 12,420 12,430 12,440 12,450 12,460

ATGAAACAAACCCAGAAATTTTAAAAGAATCAGAAGAGTAACT TTAGAAGATACT TGTCGAAGGGACTTAGGCATAAAACACAGTTGTTTAAGTGAGATATTTTGAACTAACATGCAAACTAGETATGATATCTCCAGAGATTTC

Contig16348.0 MDS 1

>3 Proteasome 265 CDS 22

FUlD clone52
FIIb clone56
Fil clone55
FUlD clone62
FIIb clone63
FIl clone69
Fulb clone7 1
FIIb clone60
FEY clone49

12,480 12,490 12,500 12,510 12,520 12,530 12,540 12,550 12,560 12,570 12,580 12,590 12,600 12,610

MIC_seq

12,480 12,490 12,500 12,510 12,520 12,530 12,540 12,550 12,560 12,570 12,580 12,590 12,600 12,610

[TAAGATAGITAGAGECTATICATT GATTAA G GETT GG GATTTETTCTETTAT GATATACT TACTTAAAT GGEA GTAAT GGACTTT GTAGCATTACTT GGGCAAAACAAAT GGACTTICAAT

- Contig16348.0 MDS 1

2> Proteasome 26S CDS s

FIIb clone 52
FIl clone56
Filb clone55
FIIb clone62
FIl clone63
Filb clone69
Fiib clone71
FIl clone60
FEV clone49

12,620 12,630 12,640 12,650 12,660 12,670 12,680 12,690 12,700 12,710 12,720 12,730 12,740 12,750 12,760

MIC_seq

12,620 2,630 12,660 12,670 12,680 12,690 12,700 12,720 12,730 12,750 12,760

T 12,640 12,650 12,710 12,740
ICCAAAACTGTTCGAGAAGTTTAAGTATGGTGAGGATCAATATGGCTTTATTACTAATAACTTAGTAACTCTTTCAGECTTTTGTCTACTCTGTGAATGATCATGTATTCAATCCTTTAAAGAGTGAT

Contig16348.0 MDS 1

2> Proteasome 265 CDS o

Fil clone52
FUlb clone56
FIIb clone55
FIl clone62
FUlb clone63
FIIb clone69
FIl clone71
FUlb clone60
REV clone49

12,770 12,780 12,790 12,800 12,810 12,820 12,830 12,840 12,850 12,860 12,870 12,880 12,890 12,900

MIC_seq

12,770 12,780 12,790 12,800 12,810 12,820 12,830 12,840 12,850 12,860 12,870 12, 12,890 12,500

80
GAAACTTGATTTCTTCCAAAAATACTAGGGAGCAAGAGACAGECTGTCACTTGCATGTTCTTTTTCTTCTAGAAAAAAGAATCACTATTTGAGTATTTTATACACAATCTTGATGTTATGAAATCCTGGTTA

Contig16348.0 MDS 1

FUlD clone 52
FIIb clone56
Filz clone55
FilD clone62
FIIb clone63
FIl clone69
Fulb clone7 1
FIIb clone60
FEY clone49

12,910 12,920 12,930 12,940 12,950 12,960 12,970 12,980 12,990 13,000 13,010 13,020 13,030 13,040 13,050

MIC_seq

12,910 12,920 12,930 12,940 12,950 12,960 12,970 12,980 12,990 13,000 13,010 13,020 13,030 13,040 13,050

GTAGGACTTAGACTTAAAAAAGGETTICATTAAAT GETAT GAGAAT GETTTTAAAA GTTAAGGACGAGGAATIETAAA GAAAA GTTICAAT GAATTTATAA GAA GAGETTTEGGAAATATTACGACTICCATAAAACTTICECAGAGAT G

- Contig16348.0 MDS 1

Proteasome 26S CDS g

FIIb clone 52
FIl clone56
Filb clone55
FIIb clone62
FIl clone63
Filb clone69
FIib clone71
FIl clone60
FEV clone49



13,060 13,070 13,080 13,090 13,100 13,110 13,120 13,130 13,140 13,150 13,160 13,170 13,180 13,190

13,060 13,070 13,080 13,090 13,100 13,110 13,130 13,140 13,150 13 13,170 13,180 13,190

13,120 ,160
MCsea  GGGGATGAAAATTCTTCAGTCAACTTCTTAATAAAAGAGACTGATGTTCCATTTGAGGATTTGGAATTTTTAGGAATGAAAGTTATCAAGCAACT TTTGAACTGGGAATGGGGTGCTCGATCCCTTTATGCCAATTCTTAAGCTG

Contig16348.0 MDS 1

> Proteasome 265 CDS 225

FUlD clone52
FIIb clone56
Fil clone55
FUlD clone62
FIIb clone63
FIl clone69
FUlb clone71
FIIb clone60
FEY clone49
13,200 13,210 13,220 13,230 13,240 13,250 13,260 13,270 13,280 13,290 13,300 13,310 13,320 13,330 13,340

13,200 13,210 13,220 13,230 13,240 13,250 13,260 13,270 13,280 13,290 13,300 13,310 13,320 13,330 13,340

MICseq  TATCCTATATTTTGAAGAGAGTACCAAAACCTAAGGAATTGATGGAAAAGAAGTTICACAATTGTATAAAAGACTCTTCAAAGCAAATACTTICACAAAAGETATGGATATTATTGATCCAATTATAGGAGAACAATTAGAAGTTTT

- Contig16348.0 MDS 1

S Proteasome 26S CDS 225

FIIb clone 52
FIl clone56
Filb clone55
FIIb clone62
FIl clone63
Filb clone69
Fiib clone71
FIl clone60
FEV clone49
13,350 13,360 13,370 13,380 13,390 13,400 13,410 13,420 13,430 13,440 13,450 13,460 13,470 13,480

13,350 13,370 13,380 13,390 13,400 13,410 13,420 13,430 13,440 13,450 13,460 13,470 13,480

MCseq [CTATAGAGGGGGTGTTTATGGATTACCAGGTGGAGGAGCTAATTTTGTTICCAGAATATGCTTCAAAGAGTATGTGATATAGTTTTAATAATTAATAATTTTGCTTTAACTTTAATGATAGCTTATTTAGTCTTGACATTTGAAAC

Contig16348.0 MDS 1

2> Proteasome 26S CDS Y

Fil clone52
FUlb clone56
FIIb clone55
FIl clone62
FUlb clone63
FIIb clone69
FIl clone71
FUlb clone60
REV clone49
13,490 13,500 13,510 13,520 13,530 13,540 13,550 13,560 13,570 13,580 13,590 13,600 13,610 13,620 13,630

13,490 13,500 13,510 13,520 13,530 13,540 13,550 13,560 13,570 13,580 13,590 13,600 13610 13,620 13,630

MiCseq  ATAAAATATICT GATATTAAATTAATAAATATAACAAATAAAATAGATATCTAAAATGGAACGCAAGAGAAAGCTCTTTGATGACTCCGATGATGAGCAAG

FUlD clone 52
FIIb clone56
Filz clone55
FilD clone62
FIIb clone63
FIl clone69
FUlb clone71
FIIb clone60
FEY clone49
13,660 13,670 13,680 13,690 13,700 13,710 13,720 13,730 13,738

13,660 13,670 13,680 13,690 13,700 13,710 13,720 13,738

MICsea  GCAAICACCAAGTTAGTAAGAAGAAACAACCAAATCTCAACCTCCCAAAAAATAGCAT GTTGAAGTAGAAGAGGAAATTAAGETTGATTCTICCAAAGAAATCATCTGAT

FIIb clone 52
FIl clone56
Filb clone55
FIIb clone62
FIl clone63
Filb clone69
FIib clone71
FIl clone60
FEV clone49



