FUl 310_homozygous
FUp 510_allelel
FUB510_allele2

% l? ZP BP 4P SP GP 7P BP DP 190 1%0 120 130 140
CACCACTTGGCACTCCTAATTCAAT

CACCACTTGGCACTCCTAATTCAAT
CACCACTTGGCACTCCTAATTCAAT
120 130 140

MIC_11396_TEBPb

FEV clonel
FEV clone4
FEY clone5
Fil clone24
FEY clone41
FEY clone8
Filr clone12
FEY clone33
FEY clone2
FEV clone3
FEY clone26

FUl 310_homozygous
FUp 510_allelel
FUB510_allele2

CACCACTTGGCACTCCTAATTCAAT

CACCACTTGGCACTCCTAATTCAAT

CACCACTTGGCACTCCTAATTCAAT

CACCACTTGGCACTCCTAATTCAAT

CACCACTTGGCACTCCTAATTCAAT

CACCACTTGGCACTCCTAATTCAAT

CACCACTTGGCACTCCTAATTCAAT

CACCACTTGGCACTCCTAATTCAAT

CACCACTTGGCACTCCTAATTCAAT

CACCACTTGGCACTCCTAATTCAAT

CACCACTTGGCACTCCTAATTCAAT

150 160 170 180 190 200 210 220 230 240 250 260 270 280
TTCTAATTAAAAACAAATTTAATTAACAGAGACT CACTCECCAAAACCCCTGCACACTTAGAACTACTTCACTAGCAATECTTATTATACGAATAAAGATTTTAATAATAACTTCAATGGCAATGATTTCAATTACAAAT
TTCTAATTAAAAACAAATTTAATTAACAGAGACT CACTCCCCAAAACCCCTGCACACTTAGAAMTACTTCACTAGCAATCCTTABTATACAAATAAAGATTTTAATAABAACTTCAATGGCGGTGATTTCAATTACAAAT
TTCTAATTAAAAACAAATTTAATTAACAGAGACTCACT CCCCAAAACCCCTGCACACT TAGAAITACTTCACGAGCAATCCTTABTATACBAATAAAGAT TTBAATAATAACT TRAATBGCAATGATTTIIAATTACAAAT

MIC_11396_TEBPb

FEV clonel
FEV clone4
FEY clone5
Fil clone24
FEY clone41
FEY clone8
Filr clone12
FEY clone33
FEY clone2
FEV clone3
FEY clone26

_Gie—e—e—e_e—e—eege_

AA AAAAACAAA AA AACAGAGA AAAA A CA AGAA A A A AA A ATA AATAAAGA AATAATAA AA AA A AA ACAAA

TTCTAATTAAAAACAAATTTAATTAACAGAGACTCACTCCCCAAAACCCCTGCACACTTAGAACTACTTCACTAGCAATCCTTATTATACGAATAAAGATTTTAATAATAACTTCAATGGCAATGATTTCAATTACAAAT
TTCTAATTAAAAACAAATTTAATTAACAGAGACTCACTCCCCAAAACCCCTGCACACTTAGAACTACTTCACTAGCAATCCTTATTATACGAATAAAGATTTTAATAATAACTTCAATGGCAATGATTTCAATTACAAAT
TTCTAATTAAAAACAAATTTAATTAACAGAGACTCACTCCCCAAAACCCCTGCACACTTAGAACTACTTCACTAGCAATCCTTATTATACGAATAAAGATTTTAATAATAACTTCAATGGCAATGATTTCAATTACAAAT
TTCTAATTAAAAACAAATTTAATTAACAGAGACTCACTCCCCAAAACCCCTGCACACTTAGAACTACTTCACTAGCAATCCTTATTATACGAATAAAGATTTTAATAATAACTTCAATGGCAATGATTTCAATTACAAAT
TTCTAATTAAAAACAAATTTAATTAACAGAGACTCACTCCCCAAAACCCCTGCACACTTAGAAMITACTTCACTAGCAATCCTTABTATACAAATAAAGATTTTAATAABAACTTCAATGGCGGTGATTTCAATTACAAAT
TTCTAATTAAAAACAAATTTAATTAACAGAGACTCACTCCCCAAAACCCCTGCACACTTAGAAMITACTTCACTAGCAATCCTTABTATACAAATAAAGATTTTAATAABAACTTCAATGGCGGTGATTTCAATTACAAAT
TTCTAATTAAAAACAAATTTAATTAACAGAGACTCACTCCCCAAAACCCCTGCACACTTAGAAMITACTTCACTAGCAATCCTTABTATACAAATAAAGATTTTAATAABAACTTCAATGGCGGTGATTTCAATTACAAAT
TTCTAATTAAAAACAAATTTAATTAACAGAGACTCACTCCCCAAAACCCCTGCACACTTAGAAMITACTTCACTAGCAATCCTTABTATACAAATAAAGATTTTAATAABAACTTCAATGGCGGTGATTTCAATTACAAAT
TTCTAATTAAAAACAAATTTAATTAACAGAGACTCACTCCCCAAAACCCCTGCACACTTAGAAMITACTTCACTAGCAATCCTTABTATACAAATAAAGATTTTAATAABAACTTCAATGGCGGTGATTTCAATTACAAAT
TTCTAATTAAAAACAAATTTAATTAACAGAGACTCACTCCCCAAAACCCCTGCACACTTAGAAMITACTTCACTAGCAATCCTTABTATACAAATAAAGATTTTAATAABAACTTCAATGGCGGTGATTTCAATTACAAAT

290 300 310 320 330 340 350 360 370 380 390 400 410 420

FI0 310_homozygous TAAATAATACTACAACTAGTGTATCACATAGTCAGTCTACTCTTTCCATAAGCAAAAATGATA- - - - - - - e e e e e ' - - - GAAAATAACAACAACC
FID 510_allelel TAAATAATACTACAACAAGTGTATONCATAGTCAGT CTACTGT TTCCATAAGCAAAAAT GA T A- = = = = o = o o o o o o o o o o o o o e o o e o o e o e e e e e e e e e o o e o e o e o e o e o o o GAAAATAACAACAACC
FID 510_allele2 TAAATAATACTACAACTAGEBGTATCACATAGT CARTCTACT CTTT CCATAAGCAAAAAT GA T A- = = = = o o s oo o o o o o o o o o o o o o oo o e o e o e oo mm oo e e oo oo GAAAATAGCAACAACC
290 300 310 320 330 310 350 360 370 380 390 400 410 420

MIC_11396_TEBPb  TAAATAATACTACAACTAGTGTATCACATAGTCAGTCTACTCTTTCCATAAGCAAAAATGATACATATATTATACTATTTAAATTTACTTAAAGTATAATAATATTACTCAAATTATAATGATAGAAAATAACAACAACE

Al a G
Lao ComiglI36MDSL ... ... Contigll3%6MDS2 __ __ J»:
1-2 » 1-2 »

FEV clonel
FEV clone4
FEY clone5
Fil clone24
FEY clone41
FEY clone8

Filr clone12
FEY clone33
FEY clone2

FEV clone3

FEY clone26

FUl 310_homozygous
FUp 510_allelel
FUB510_allele2

- - GAAAATAACAACAACC

TAAATAATACTACAACTAGTGTATCACATAGTCAGT CTACTCTTTCCATAAGCAAAAATGATA- - -
TAAATAATACTACAACTAGTGTATCACATAGT CAGT CTACT CTTTCCATAAGCAAAAATGATA = = = = = = =« @ = % e @ e @ et @ m e e @t @ e e e f e et d e ieoameeeamaiaaao s GAAAATAACAACAACC
TAAATAATACTACAACTAGTGTATCACATAGT CAGT CTACT CTTTCCATAAGCAAAAATGATA- = - = = - = = = & = & x & o @t e @t e o bt i f oo i oo iioo oo GAAAATAACAACAACC
TAAATAATACTACAACTAGTGTAT CACATAGT CAGT CTACT CTTTCCATAAGCAAAAATGATA- = - - = = = =« & = & x e e e e e e et i et it i e iioiiiaioia o GAAAATAACAACAACC
TAAATAATACTACAACBHAGTGTATClICATAGT CAGT CTACTGT TTCCATAAGCAAAAATGATA- = - - - = = = = = = s m e e e e e o e e e e e e e e e oo ee oo GAAAATAACAACAACC
TAAATAATACTACAACBAGTGTATClICATAGT CAGT CTACTGT TTCCATAAGCAAAAATGATA- = = = = = = -« & = & o @ o @ & e @ o et ot i oo i if oot GAAAATAACAACAACC
TAAATAATACTACAACBAAGTGTAT ClICATAGT CAGT CTACTGT TTCCATAAGCAAAAATGATA- = - = = = = =« & = & o x e o et et e e e e e it i i i e iioiiioioia o GAAAATAACAACAACC
TAAATAATACTACAACBAGTGTATClICATAGT CAGT CTACTGT TTCCATAAGCAAAAATGATA = - = = = = =« & = % x @t @ et @ m e e @t @ et f e f e o e d e i e oamemeeiaieaaa s GAAAATAACAACAACC
TAAATAATACTACAACBAGTGTATClICATAGT CAGT CTACTGT TTCCATAAGCAAAAATGATA- = - = = = = =« & = & o @ o @t e @ f e i@t i oo if it iioo oo GAAAATAACAACAACC
TAAATAATACTACAACIAGTGTATCICATAGTCAGTCTACTGTTTCCATAAGCAAAAATGATA ------------------------------------------------------------- GAAAATAACAACAACC

430 470 480 490 500 510 520 530 540 550 560
AAAAACATTTAAGAAATCGTAAACTTTACAAAGACCAATTGAAAACAGAATGTATAATGGTTATAATTAATAGGATTTAAGCAGTGATGATTCCACGGTACTCGATTAATATCAGAAGAATTCATCTATAGTAATTAAAT
AAAAACATTTAAGAAATCGTAAACTTTACAAAGA CCAATBGAAAACAGAATGTATAATGGTTATAATTAATAGGATTTAAGCAGTGATGATTCCACIGTACT CGATTAATATIIAGAAGAATTCATCTATAGTAATTAAAT
AAAAGCATTTAAGAAATCGTAAACTTTACAAAGACCAA TBGAAAACAGAATGTATAATGGTTATAATTAATAGGATTTAAGCAGT GABGATTCCACEGTGCT CGATTAATATCAGAAGAATTCATCTIITAGTAATTAAAT

MIC_11396_TEBPb

FEV clonel
FEV clone4
FEY clone5
Fil clone24
FEY clone41
FEY clone8
Filr clone12
FEY clone33
FEY clone2
REV clone3
FEY clone26

—G_G_G_G_G-G_GG—GG_G-GIG-G_GG_G—G-G_G—
iIiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiIIiIiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiili

AAAAA CA AAGAAA AAA ACAAAGA AA AAAACAGAA ATAA ATAA AATA A AA A A A A A A AATA AGAAGAA A ATA AA AAA

AAAAACATTTAAGAAATCGTAAACTTTACAAAGACCAATTGAAAACAGAATGTATAATGGTTATAATTAATAGGATTTAAGCAGTGATGATTCCACGGTACTCGATTAATATCAGAAGAATTCATCTATAGTAATTAAAT
AAAAACATTTAAGAAATCGTAAACTTTACAAAGACCAATTGAAAACAGAATGTATAATGGTTATAATTAATAGGATTTAAGCAGTGATGATTCCACGGTACTCGATTAATATCAGAAGAATTCATCTATAGTAATTAAAT
AAAAACATTTAAGAAATCGTAAACTTTACAAAGACCAATTGAAAACAGAATGTATAATGGTTATAATTAATAGGATTTAAGCAGTGATGATTCCACGGTACTCGATTAATATCAGAAGAATTCATCTATAGTAATTAAAT
AAAAACATTTAAGAAATCGTAAACTTTACAAAGACCAATTGAAAACAGAATGTATAATGGTTATAATTAATAGGATTTAAGCAGTGATGATTCCACGGTACTCGATTAATATCAGAAGAATTCATCTATAGTAATTAAAT
AAAAACATTTAAGAAATCGTAAACTTTACAAAGACCAATIBGAAAACAGAATGTATAATGGTTATAATTAATAGGATTTAAGCAGTGATGATTCCACHIGTACTCGATTAATATIIAGAAGAATTCATCTATAGTAATTAAAT
AAAAACATTTAAGAAATCGTAAACTTTACAAAGACCAATIBGAAAACAGAATGTATAATGGTTATAATTAATAGGATTTAAGCAGTGATGATTCCACIMIGTACTCGATTAATATIIAGAAGAATTCATCTATAGTAATTAAAT
AAAAACATTTAAGAAATCGTAAACTTTACAAAGACCAATIBGAAAACAGAATGTATAATGGTTATAATTAATAGGATTTAAGCAGTGATGATTCCACIMIGTACTCGATTAATATIIAGAAGAATTCATCTATAGTAATTAAAT
AAAAACATTTAAGAAATCGTAAACTTTACAAAGACCAATIBGAAAACAGAATGTATAATGGTTATAATTAATAGGATTTAAGCAGTGATGATTCCACHIGTACTCGATTAATATIIAGAAGAATTCATCTATAGTAATTAAAT
AAAAACATTTAAGAAATCGTAAACTTTACAAAGACCAATIBGAAAACAGAATGTATAATGGTTATAATTAATAGGATTTAAGCAGTGATGATTCCACIMIGTACTCGATTAATATIIAGAAGAATTCATCTATAGTAATTAAAT
AAAAACATTTAAGAAATCGTAAACTTTACAAAGACCAATIBGAAAACAGAATGTATAATGGTTATAATTAATAGGATTTAAGCAGTGATGATTCCACIMIGTACTCGATTAATATIIAGAAGAATTCATCTATAGTAATTAAAT



FUl 310_homozygous
FUp 510_allelel
FUB510_allele2

570 580 590 600 610 660 690 700
CAAAGGGAAGTGTTATAAAATAGGAAAGTTTAGTTAATTCATAAACCAAGTCAGATTGCATGTTTAAAGTTGTTTTGCTTGGGGACAGCTAAGTTGGTAAAACAAGCATTGTACATCGATTAGTTGTAAGATAGCAAAAA
CAAAGGGAAGBGTTATAAAATAGGAAAGTTTAGT TAATTCATAAA CBAABT CAGATTGCATGTTTAAAGT TGTET TGCT TGGGGA CAGHITAAGT TGGTAAAA CAAGIIATTGTACATCGATTAGT TGTAAGATAGCAAAAA
CAAAGGGAAGBGT TATAAAATAGGAAAGT TTAGT TAATTCATAAACCAAGT CAGATTGCATGTTTAAAGT TGTRITTGCT TGGGGACAGMTAAGT TGGTAAAACAAGCATTGTACATCGATTAGT TGTAAGATAGCAAAAA

MIC_11396_TEBPb

FEV clonel
FEV clone4
FEY clone5
Fil clone24
FEY clone41
FEY clone8
Filr clone12
FEY clone33
FEY clone2
FEV clone3
FEY clone26

FUl 310_homozygous
FUp 510_allelel
FUB510_allele2

_GGG-GIG—GG-G_G—G-G-G-G_G-G-G-GGGG-G_G-GG_G-G_G_G-G-G-G_
iIiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiIIiIiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiili

AAA AA ATAAAATA AAA A AA ATAAA AA AGA A AAA A CA AA AAAA CAA A A CA A A AAGATA AAAAA

CAAAGGGAAGTGTTATAAAATAGGAAAGTTTAGTTAATTCATAAACCAAGT CAGATTGCATGTTTAAAGTTGTTTTGCT TGGGGA CAGCTAAGT TGGTAAAACAAGCATTGTACATCGATTAGT TGTAAGATAGCAAAAA
CAAAGGGAAGTGTTATAAAATAGGAAAGTTTAGTTAATTCATAAACCAAGT CAGATTGCATGTTTAAAGTTGTTTTGCT TGGGGA CAGCTAAGT TGGTAAAACAAGCATTGTACATCGATTAGT TGTAAGATAGCAAAAA
CAAAGGGAAGTGTTATAAAATAGGAAAGTTTAGTTAATTCATAAACCAAGT CAGATTGCATGTTTAAAGTTGTTTTGCT TGGGGA CAGCTAAGT TGGTAAAACAAGCATTGTACATCGATTAGT TGTAAGATAGCAAAAA
CAAAGGGAAGTGTTATAAAATAGGAAAGTTTAGTTAATTCATAAACCAAGT CAGATTGCATGTTTAAAGTTGTTTTGCT TGGGGA CAGCTAAGT TGGTAAAACAAGCATTGTACATCGATTAGT TGTAAGATAGCAAAAA
CAAAGGGAAGBGT TATAAAATAGGAAAGTTTAGT TAATTCATAAA OBAABT CAGATTGCATGTTTAAAGT TGTATTGCT TGGGGA CAGHITAAGT TGGTAAAACAAGIIATTGTACATCGATTAGT TGTAAGATAGCAAAAA
CAAAGGGAAGBGTTATAAAATAGGAAAGTTTAGT TAATTCATAAA CBAABT CAGATTGCATGTTTAAAGT TGTITTGCT TGGGGA CAGHITAAGT TGGTAAAA CAAGIIATTGTACATCGATTAGT TGTAAGATAGCAAAAA
CAAAGGGAAGBGT TATAAAATAGGAAAGTTTAGT TAATTCATAAA CBAABT CAGATTGCATGTTTAAAGT TGTATTGCT TGGGGA CAGETAAGT TGGTAAAA CAAGIIATTGTACATCGATTAGT TGTAAGATAGCAAAAA
CAAAGGGAAGBGT TATAAAATAGGAAAGTTTAGT TAATTCATAAA OBAABT CAGATTGCATGTTTAAAGT TGTATTGCT TGGGGA CAGHITAAGT TGGTAAAA CAAGIIATTGTACATCGATTAGT TGTAAGATAGCAAAAA
CAAAGGGAAGBGTTATAAAATAGGAAAGTTTAGTTAATTCATAAA CBAABT CAGATTGCATGTTTAAAGT TGTITTGCT TGGGGA CAGHITAAGT TGGTAAAA CAAGIIATTGTACATCGATTAGT TGTAAGATAGCAAAAA
CAAAGGGAAGBGT TATAAAATAGGAAAGTTTAGT TAATTCATAAA CBAABT CAGATTGCATGTTTAAAGT TGTATTGCT TGGGGA CAGEITAAGT TGGTAAAACAAGIIATTGTACATCGATTAGT TGTAAGATAGCAAAAA

710 720 730 740 750 760 770 780 790 800 810 820 830 840
TATATAGACTATAACATTGATTTTTATCTTATCAATCTTTGAATTCAAAGTTAATCATTATTTTAGGACTCATCATTTATATTGGAACATCAGCCAACTCTAGGATTTGATTTTGTAAGAGCTCTTTATCATTTTATAAT
TATATAGACTATAACATTEIATTTTTATCTTATCAATCTTTGAATTCAAAGTTAATCATTATTTTAGGACTCATCATTTATATTGGAACAT CAGCCAACTCTAGGATTTGATTTTGTAAGAGCTCTTTGTAATTTTATAAT
TATHTAGAMTATAACATAGA TR TTGT OBTAT CAABCTT THGA T TRIAABT TAATCATTATTTTAGGACT CGTCATTTATATTGGAACATCAGCCAACT CTAGGATTTGATTTTGTAAGAGCTCTTTGTBATTTTATAAT

MIC_11396_TEBPb

FEV clonel
FEV clone4
FEY clone5
Fil clone24
FEY clone41
FEY clone8
Filr clone12
FEY clone33
FEY clone2
FEV clone3
FEY clone26

FUl 310_homozygous
FUp 510_allelel
FUB510_allele2

_G_G—G—G—GG—GG—G—GG-G_G-G-G?
L — 41

TATATAGACTATAACATTGATTTTTATCTTATCAATCTTTGAATTCAAAGTTAATCATTATTTTAGGACT CATCATTTATATTGGAACATCAGCCAACT CTAGGATTTGATTTTGTAAGAGCTCTTTATCATTTTATAAT
TATATAGACTATAACATTGATTTTTATCTTATCAATCTTTGAATTCAAAGTTAATCATTATTTTAGGACT CATCATTTATATTGGAACATCAGCCAACT CTAGGATTTGATTTTGTAAGAGCTCTTTATCATTTTATAAT
TATATAGACTATAACATTGATTTTTATCTTATCAATCTTTGAATTCAAAGTTAATCATTATTTTAGGACT CATCATTTATATTGGAACATCAGCCAACT CTAGGATTTGATTTTGTAAGAGCTCTTTATCATTTTATAAT
TATATAGACTATAACATTGATTTTTATCTTATCAATCTTTGAATTCAAAGTTAATCATTATTTTAGGACT CATCATTTATATTGGAACATCAGCCAACT CTAGGATTTGATTTTGTAAGAGCTCTTTATCATTTTATAAT
TATATAGACTATAACATTEIATTTTTATCTTATCAATCTTTGAATTCAAAGTTAATCATTATTTTAGGACTCATCATTTATATTGGAACAT CAGCCAACTCTAGGATTTGATTTTGTAAGAGCTCTTTGTAATTTTATAAT
TATATAGACTATAACATTEIATTTTTATCTTATCAATCTTTGAATTCAAAGTTAATCATTATTTTAGGACTCATCATTTATATTGGAACAT CAGCCAACTCTAGGATTTGATTTTGTAAGAGCTCTTTGTAATTTTATAAT
TATATAGACTATAACATTIATTTTTATCTTATCAATCTTTGAATTCAAAGTTAATCATTATTTTAGGACT CATCATTTATATTGGAACATCAGCCAACT CTAGGATTTGATNTTGTAAGAGCTCTTTGTAATTTTATAAT
TATATAGACTATAACATTEIATTTTTATCTTATCAATCTTTGAATTCAAAGTTAATCATTATTTTAGGACTCATCATTTATATTGGAACAT CAGCCAACTCTAGGATTTGATTTTGTAAGAGCTCTTTGTAATTTTATAAT
TATATAGACTATAACATTEIATTTTTATCTTATCAATCTTTGAATTCAAAGTTAATCATTATTTTAGGACTCATCATTTATATTGGAACAT CAGCCAACTCTAGGATTTGATTTTGTAAGAGCTCTTTGTAATTTTATAAT
TATATAGACTATAACATTIATTTTTATCTTATCAATCTTTGAATTCAAAGTTAATCATTATTTTAGGACT CATCATTTATATTGGAACATCAGCCAACT CTAGGATTTGATTTTGTAAGAGCTCTTTGTAATTTTATAAT

850 860 870 880 890 900 910 920 930 940 950 960 970 980
TAAATAATTTAGAGTTTCAAGAAGATGAGAAT TGGAGAAAAGGTTATCAGTCTGTAAATTGTAAGAAAAATTCAGTTATTTATTTTTATTTCAGT TTGACACAGCGGGT TTAGACAGATTCAACAGTCTEGTAAGCAGCT
TAAATAATTTAGAGTTTCAABAAGA TGAGAAT TGGAGAAAABGTTATCAGTCTBTAAATTGTAA- - - MAATT- ABTHABGTIBAT T TAA T TEIIAGT TTGA CACAGCGGGT T TGGA CAGATTCAACAGT CTCGTAAGCAGCT
TAAATAATTTAGAGTTTCAAGAAGATGAGAATTGGAGAAAABGT TATCAGT CTGTAAATTGTAAGAAAAATT CAGTTATT TATTTTTATTTCAGTTTGACACAGOBGGT T TGGAIAGATTCAACAGT CTBGTAAGCAGCT

MIC_11396_TEBPb

FEV clonel
FEV clone4
FEY clone5
Fil clone24
FEY clone41
FEY clone8
Filr clone12
FEY clone33
FEY clone2
FEV clone3
FEY clone26

FUl 310_homozygous
FUp 510_allelel
FUB510_allele2

850 900 910 920 930 960 980

—GIG—G-G-GIG_GGIG_GG_G-G_G-G—G_G-G_GIGGG_G-G_G-G-G-G-
iIiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiIIiIiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiili

AAATAA AGA AAGAAGA AGAA AGAAAA A A AAA AAGAAAAA A A A A A A CA CA AGA CAGA AA CA AA A

TAAATAATTTAGAGTTTCAAGAAGATGAGAATTGGAGAAAAGGTTATCAGTCTGTAAATTGTAAGAAAAATTCAGTTATTTATTTTTATTTCAGTTTGACACAGCGGGTTTAGACAGATTCAACAGTCTCGTAAGCAGCT
TAAATAATTTAGAGTTTCAAGAAGATGAGAATTGGAGAAAAGGTTATCAGTCTGTAAATTGTAAGAAAAATTCAGTTATTTATTTTTATTTCAGTTTGACACAGCGGGTTTAGACAGATTCAACAGTCTCGTAAGCAGCT
TAAATAATTTAGAGTTTCAAGAAGATGAGAATTGGAGAAAAGGTTATCAGTCTGTAAATTGTAAGAAAAATTCAGTTATTTATTTTTATTTCAGTTTGACACAGCGGGTTTAGACAGATTCAACAGTCTCGTAAGCAGCT
TAAATAATTTAGAGTTTCAAGAAGATGAGAATTGGAGAAAAGGTTATCAGTCTGTAAATTGTAAGAAAAATTCAGTTATTTATTTTTATTTCAGTTTGACACAGCGGGTTTAGACAGATTCAACAGTCTCGTAAGCAGCT
TAAATAATTTAGAGT TTCAABAAGATGAGAATTGGAGAAAABGTTATCAGTCTHTAAATTGTAA- - - IAATT- ABTEABRGTEBATTTHATTEMIAGTTTGACACAGCGGGTTTGGACAGATTCAACAGT CTCGTAAGCAGCT
TAAATAATTTAGAGT TTCAABAAGATGAGAATTGNAGAAAABAGTTATCAGTCTBTAAATTGTAA- - - IAATT- ABTAARGTIBATTTAATTAMAGT TTGACACAGCGGGTTTGGACAGATTCAACAGTCTCGTAAGCAGCT
TAAATAATTTAGAGTTTCAABAAGATGAGAATTGGAGAAAABGTTATCAGTCTRTAAATTGTAA- - IAATT- ABTAAAGTBATTTRATTAMAGT TTGACACAGCGGGTTTGGACAGATTCAACAGTCTCGTAAGCAGCT
TAAATAATTTAGAGT TTCAABAAGATGAGAATTGGAGAAAABGTTATCAGTCTBTAAATTGTAA- - - IAATT- ABTAAAGTIBAT T TRATTAMAGTTTGACACAGCGGGTTTGGACAGATTCAACAGTCTCGTAAGCAGCT

TAAATAATTTAGAGTTTCAABAAGATGAGAATTGGAGAAAABGT TATCAGT CTATAAATTGTAA- - - AATT- ABTAABGTBAT T TAAT TAMIAGT TTGACACAGCGGGT T TGGA CAGATTCAACAGT CTCGTAAGCAGCT
TAAATAATTTAGAGTTTCAABAAGATGAGAAT TGGAGAAAABGTTATCAGTCTBTAAATTGTAA- - - AATT- ABTAABGTIBAT T TEA T TRIIAGT TTGACACAGCGGGT TTGGA CAGATTCAACAGT CTCGTAAGCAGCT

990 1,000 1,010 1,020 1,030 1,040 1,050 1,060 1,070 1,080 1,090 1,100 1,110 1,120
ATTTCAAGTAATATATCTTAATTATACTTATCAATTCTATGAGAGAGGTGCGCAGGGTTTCGTATGCATCTTCGATCAATCTAAGAAGT CCTCTTGTGAAAATATAGCCAAATGGGT TCAATAAATTCGGGTGAATGCCT
ATTTCAAGTAATATATCTBAATTATGIITTATCAATTCTATGAGAGAGGTGCGCAGGGTTTCGTATGCATCTTCGATCAATCTAABAAGT CCTCTTGTGAAAATATAGOBAAAATGGGTGCAATAAAT TAGAGTGAATGOMT
ATTTCAAGTAATATATCTBAATTATGRTTATCAATTCTATGAGAGAGGT GCGCAGGGT TTCGTATGCATCTTCGAT CAATCTAAGAAGT CCTCTTGTGAAAABATAGCGAAATGGGT TCAATAGAT TRGBGTGAATGART

MIC_11396_TEBPb

FEV clonel
FEV clone4
FEY clone5
Fil clone24
FEY clone41
FEY clone8
Filr clone12
FEY clone33
FEY clone2
REV clone3
FEY clone26

1,120

_G—GIGIGIGGIGIG-GGG_G-G—G—G-G_GIG_G—GGG_GGGIG-G-
iIiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiIIiIiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiili

A AA AATATA AA ATA A AA A AGAGA A A A A AA AAGAA AAAATATA AAA AATAAA AA

ATTTCAAGTAATATATCTTAATTATACTTATCAATTCTATGAGAGAGGTGCGCAGGGTTTCGTATGCATCTTCGATCAATCTAAGAAGTCCTCTTGTGAAAATATAGCCAAATGGGTTCAATAAATTCGGGTGAATGCCT
ATTTCAAGTAATATATCTTAATTATACTTATCAATTCTATGAGAGAGGTGCGCAGGGTTTCGTATGCATCTTCGATCAATCTAAGAAGTCCTCTTGTGAAAATATAGCCAAATGGGTTCAATAAATTCGGGTGAATGCCT
ATTTCAAGTAATATATCTTAATTATACTTATCAATTCTATGAGAGAGGTGCGCAGGGTTTCGTATGCATCTTCGATCAATCTAAGAAGTCCTCTTGTGAAAATATAGCCAAATGGGTT CAATAAATTCGGGTGAATGCCT
ATTTCAAGTAATATATCTTAATTATACTTATCAATTCTATGAGAGAGGTGCGCAGGGTTTCGTATGCATCTTCGATCAATCTAABAAGTCCTCTTGTGAAAATATAGOAAAATGGGTGCAATAAATTRGAGTGAATGOET
ATTTCAAGTAATATATCTBAATTATGETTATCAATTCTATGAGAGAGGTGCGCAGGGTTTCGTATGCATCTTCGATCAATCTAABAAGTCCTCTTGTGAAAATATAGCAAAATGGGTGCAATAAATTRGAGTGAATGAET
ATTTCAAGTAATATATCTBAATTATGEITTATCAATTCTATGAGAGAGGTGCGCAGGGTTTCGTATGCATCTTCGATCAATCTAABAAGTCCTCTTGTGAAAATATAGCOAAAATGGGTGCAATAAATTRGAGTGAATGOET
ATTTCAAGTAATATATCTBAATTATGETTATCAATTCTATGAGAGAGGTGCGCAGGGTTTCGTATGCATCTTCGATCAATCTAABAAGTCCTCTTGTGAAAATATAGOAAAATGGGTGCAATAAATTRGAGTGAATGOET
ATTTCAAGTAATATATCTBAATTATGETTATCAATTCTATGAGAGAGGTGCGCAGGGTTTCGTATGCATCTTCGATCAATCTAABAAGTCCTCTTGTGAAAATATAGCAAAATGGGTGCAATAAATTRGAGTGAATGAET
ATTTCAAGTAATATATCTBAATTATGEITTATCAATTCTATGAGAGAGGTGCGCAGGGTTTCGTATGCATCTTCGATCAATCTAABAAGTCCTCTTGTGAAAATATAGCOAAAATGGGTGCAATAAATTRGAGTGAATGOET
ATTTCAAGTAATATATCTBAATTATGETTATCAATTCTATGAGAGAGGTGCGCAGGGTTTCGTATGCATCTTCGATCAATCTAABAAGTCCTCTTGTGAAAATATAGOAAAATGGGTGCAATAAATTRGAGTGAATGOET



1,130 1,140 1,150 1,160 1,170 1,180 1,190 1,200 1,210 1,220 1,230 1,240 1,250 1,260
FID 310_homozygous CTATTGAAAATCCAACAATTATGGTTCTTGGGAATAAGAGAGATTTGGATTAAACGCTGAGATAAGCAGT TTTCAAAGAAATTGAAGAGT TCCAAGCCAATCCAAATCATCGAGATGTGATTTATGCAGAAGTCTCTGCA
FiD 510_allelel CTATTGAAAATCCAACHIATTATGGT TCTTGGAAATAAGAGAGATTTGGATTAAICGCTGAGATAAGCAGTTTTCAAAGAAAT TGAAGAGT TCIIAAGCCAAT CCAAAT CATCGBGATGTGATTTATGCAGAAGT CTCTGCA
FUD 510_allele2 CTATTGAAAABCCAACAATTATGGTTCTTGGGAATAAGAGAGATTTGGATTAABICGCTGAGATAAGCAGT TTTCAAAGAAATTGAAGAGT T CIAAGCGAAT CCAAATCAT CGBGATGTBATTTATGCAGAAGT CTCTGCA

MIC_11396_TEBPb _G—GG_GGG_GIGIG-GG_G-G-G-G-G_G_G-GIG_G_GIG-GIG_G-G-G_G-
Al
iIiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiIIiIiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiili

Tevdonel  CTATTGAAAATCCAACAATTATGGTTCTTGGGAATAAGAGAGAT TTGGATTAAACGCTGAGATAAGCAGT TTTCAAAGAAATTGAAGAGT TCCAAGCCAATCCAAATCATCGAGATGTGATTTATGCAGAAGTCTCTGCA
Rev cloned CTATTGAAAATCCAACAATTATGGTTCTTGGGAATAAGAGAGATTTGGATTAAACGCTGAGATAAGCAGT TTTCAAAGAAATTGAAGAGT TCCAAGCCAAT CCAAATCATCGAGATGTGATTTATGCAGAAGT CTCTGCA
Rev clones CTATTGAAAATCCAACAATTATGGTTCTTGGGAATAAGAGAGATTTGGATTAAACGCTGAGATAAGCAGT TTTCAAAGAAATTGAAGAGT TCCAAGCCAAT CCAAATCATCGAGATGTGATTTATGCAGAAGT CTCTGCA
Fip clone24 CTATTGAAAATCCAACAATTATGGTTCTTGGGAATAAGAGAGATTTGGATTAAACGCTGAGATAAGCAGTTTTCAAAGAAAT TGAAGAGT TCCAAGCCAAT CCAAAT CATCGAGATGTGATTTATGCAGAAGT CTCTGCA
REv cloned 1 CTATTGAAAATCCAACGEATTATGGTTCTTGGAAATAAGAGAGATTTGGATTAAMICGCTGAGATAAGCAGT TTTCAAAGAAATTGAAGAGT TCIAAGCCAAT CCAAATCATCGBGATGTGATTTATGCAGAAGT CTCTGCA
Rev clone8 CTATTGAAAATCCAAQEATTATGGTTCTTGGAAATAAGAGAGATTTGGATTAAICGCTGAGATAAGCAGT TTTCAAAGAAATTGAAGAGT TOIAAGCCAAT CCAAATCATCGBGATGTGATTTATGCAGAAGT CTCTGCA
Fip clone12 CTATTGAAAATCCAACHIATTATGGT TCTTGGAAATAAGAGAGATTTGGATTAAICGCTGAGATAAGCAGTTTTCAAAGAAATTGAAGAGT TAIAAGCCAAT CCAAAT CATCGBGATGTGATTTATGCAGAAGT CTCTGCA
REV clone33 CTATTGAAAATCCAAQEATTATGGTTCTTGGAAATAAGAGAGATTTGGATTAAICGCTGAGATAAGCAGT TTTCAAAGAAATTGAAGAGT TOIAAGCCAAT CCAAATCATCGBGATGTGATTTATGCAGAAGT CTCTGCA
Rev clone2 CTATTGAAAATCCAAQEATTATGGTTCTTGGAAATAAGAGAGATTTGGATTAAICGCTGAGATAAGCAGT TTTCAAAGAAATTGAAGAGT TOIAAGCCAAT CCAAATCATCGBGATGTGATTTATGCAGAAGT CTCTGCA
rev clone3 CTATTGAAAATCCAACHIATTATGGT TCTTGGAAATAAGAGAGATTTGGATTAAICGNTGAGATAAGCAGTTTTCAAAGAAAT TGAAGAGT TAIAAGCCAAT CCAAAT CATCGBGATGTGATTTATGCAGAAGT CTCTGCA
Rev clone26 CTATTGAAAATCCAAQEATTATGGTTCTTGGAAATAAGAGAGATTTGGATTAAICGCTGAGATAAGCAGT TTTCAAAGAAATTGAAGAGT TOIAAGCCAAT CCAAATCATCGBGATGTGATTTATGCAGAAGT CTCTGCA
1,270 1,280 1,290 1,300 1,310 1,320 1,330 1,340 1,350 1,360 1,370 1,380 1,390 1,400
FID 310_homozygous CGAACTGGATTTATGATTAATGAGTCTTTTCGGACTCTTGGTTAAAAAATGATGGAGAAAGGA CACCAAATTGAAGT TAGTGGGTTTAAGAT CCAAGCCAACAATAACAATACAAGT CATAATCACAGCAAGCATGATAT
FiD 510_allelel BGAACTGGATTTATGATTAATGAGTCTTTTCGGAB T TAGGT TAAAAAATGATGGAGAAAGGA CAICAAA TBGAAGTBAGTGGGT TTAAGAT CCAAGCCAACAATAACAATACAAGT CATAATCACAGCAAGCATGATAT
FUD 510_allele2 CGAACTGGATTTATGATTAATGAGTCTTTTCGGACT CTBGGT TAAAAAATGATGGAGAAAGGA CAICAAA TIBGAAGTIBAGTGGGT TTAAGATBCAAGCCAACAATAACAATACAAGT CABAAT CACAGCAAGCATGATAT
MIC_11396_TEBPb IG-GG_G—GIG_GG_GG—G-GGIG-GG—G-G-GIGGG_G_G—G_G-G-G-
Al Al @ @l A
iIiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiIIiIiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiiii
Tevdonel  CGAACTGGATTTATGATTAATGAGTCTTTTCGGACT CTTGGTTAAAAAATGATGGAGAAAGGA CACCAAATTGAAGT TAGTGGGTTTAAGAT CCAAGCCAACAATAACAATACAAGT CATAATCACAGCAAGCATGATAT
Rev cloned CGAACTGGATTTATGATTAATGAGTCTTTTCGGACTCTTGGT TAAAAAATGATGGAGAAAGGA CACCAAATTGAAGTTAGTGGGTTTAAGAT CCAAGCCAACAATAACAATACAAGT CATAATCACAGCAAGCATGATAT
Rev clones CGAACTGGATTTATGATTAATGAGTCTTTTCGGACTCTTGGT TAAAAAATGATGGAGAAAGGA CACCAAATTGAAGTTAGTGGGTTTAAGAT CCAAGCCAACAATAACAATACAAGT CATAATCACAGCAAGCATGATAT
Fip clone24 CGAACTGGATTTATGATTAATGAGT CTTTTCGGACTCTTGGT TAAAAAATGATGGAGAAAGGA CACCAAATTGAAGT TAGTGGGT T TAAGAT CCAAGCCAACAATAACAATACAAGT CATAATCACAGCAAGCATGATAT
REv cloned 1 BGAACTGGATTTATGATTAATGAGT CTTTTCGGAB T TAIGGT TAAAAAATGATGGAGAAAGGA CAlICAAA TBGAAGTBAGTGGGT TTAAGAT CCAAGCCAACAATAACAATACAAGT CATAAT CACAGCAAGCATGATAT
Fev clone8 BGAACTGGATTTATGATTAATGAGTCTTTTCGGAB T TAGGT TAAAAAATGATGGAGAAAGGA CAICAAA TIBGAAGTIAGTGGGT TTAAGAT CCAAGCCAA CAATAACAATACAAGT CATAATCACAGCAAGCATGATAT
Fip clone12 BGAACTGGATTTATGATTAATGAGTCTTTTCGGAB T TAGGT TAAAAAATGATGGAGAAAGGA CAIICAAA TIBGAAGTAGTGGGT TTAAGAT CCAAGCCAACAATAACAATACAAGT CATAATCACAGCAAGCATGATAT
REV clone33 BAGAACTGGATTTATGATTAATGAGT CTTTTCGGAB T TAIGGT TAAAAAATGATGGAGAAAGGA CAICAAA TBGAAGTBAGTGGGTNTAAGAT CCAAGCCAACAATAACAATACAAGT CATAAT CACAGCAAGCATGATAT
Fev clone2 BGAACTGGATTTATGATTAATGAGTCTTTTCGGAB T TAGGT TAAAAAATGATGGAGAAAGGA CAICAAA TIBGAAGTIAGTGGGT TTAAGAT CCAAGCCAA CAATAACAATACAAGT CATAATCACAGCAAGCATGATAT
rev clone3 BGAACTGGATTTATGATTAATGAGTCTTTTCGGAB T TAGGT TAAAAAATGATGGAGAAAGGA CAICAAA TIBGAAGTAGTGGGT TTAAGAT CCAAGCCAACAATAACAATACAAGT CATAATCACAGCAAGCATGATAT
REV clone26 BAGAACTGGATTTATGATTAATGAGT CTTTTCGGAB T TAIGGT TAAAAAATGATGGAGAAAGGA CAICAAA TBGAAGTBAGTGGGT TTAAGAT CCAAGCCAACAATAACAATACAAGT CATAAT CACAGCAAGCATGATAT
1,410 1,420 1,430 1,440 1,450 1,460 1,470 1,480 1,490 1,500 1,510 1,520 1,530 1.5‘40
FID 310_homozygous ATATGGGAGGTGCTAATCTAACAGCAGCAATAATATGAGAGTAATGCTTCATGGTACTCETGGGAAAT CAAGCATTAGTAAAAGGCT CAGTAAAAATTAATTAATGCCAGCTAATGCACATGGAATGTGET
FID 510 _allele 1 MTATGGBAGGTGCTAATCTAAMAGCAGCAATAATATGAGAGTAATGCTTCATGGTACT CCTGGGAAATCAAGCATTAGTAAGAGACT CAGTAAAAATTAATTGATGCCAGCTAATGCACATGGAATGTGCT
FUD 510_allele2 ATATGGGAGGTGCTAATCTAAMAGCAGIAATAATATGAGAGTAATGCTTCATGGTACT CCTGGGAAAT CAAGCATTAGTAAAAGGCT CAGTAAAAATTAATTAATGCCAGCTAATGCACATGGAATGTGCT

1,410 1,420 1,430 1,440 1,450 1,460 1,470 1,480 1,490 1,500 1,510 1,520 1,530 1,540

MIC_11396_TEBPb  ATATGGGAGGTGETAATCTAACAGCAGCAATAATATGAGAGTAATGETTCATGGTACTCETGGGAAATICAAGCATTAGTAAAAGGETCAGTAAAAATTAATTAATGECAGCTAATGCACATGGAATGTGETGTTAAGGTG
a Al a [ G
1 — 41

REY clonel ATATGGGAGGTGCTAATCTAACAGCAGCAATAATATGAGAGTAATGCTTCATGGTACTCCTGGGAAATCAAGCATTAGTAAAAGGCTCAGTAAAAATTAATTAATGCCAGCTAATGCACATGGAATGTGCTGTTAAGGTG
FEY clone4 ATATGGGAGGTGCTAATCTAACAGCAGCAATAATATGAGAGTAATGCTTCATGGTACTCCTGGGAAATCAAGCATTAGTAAAAGGCTCAGTAAAAATTAATTAATGCCAGCTAATGCACATGGAATGTGCTGTTAAGGTG
FEY clone’ ATATGGGAGGTGCTAATCTAACAGCAGCAATAATATGAGAGTAATGCTTCATGGTACT CCTGGGAAATCAAGCATTAGTAAAAGGCTCAGTAAAAATTAATTAATGCCAGCTAATGCACATGGAATGTGCTGTTAAGGTG
Fup clone24 ATATGGGAGGTGCTAATCTAACAGCAGCAATAATATGAGAGTAATGCTTCATGGTACTCCTGGGAAAT CAAGCATTAGTAAAAGGCTCAGTAAAAATTAATTAATGCCAGCTAATGCACATGGAATGTGCTGTTAAGGTG
FEY clone4 1 ATATGGGAGGTGCTAATCTAANMAGCAGIIAATAATATGAGAGTAATGCTTCATGGTACTCCTGGGAAATCAAGCATTAGTAAAAGGCT CAGTAAAAATTAATTAATGCCAGCTAATGCACATGGAATGTGCTGTTAAGGTG
FEY clone8 BTATGGAAGGTGCTAATCTAABAGCAGCAATAATATGAGAGTAATGCTTCATGGTACTCCTGGGAAAT CAAGCATTAGTAAGAGACT CAGTAAAAATTAATTGATGCCAGCTAATGCACATGGAATGTGCTGTTAARGTG
Fup clone12 MTATGGAAGGTGCTAATCTAABIAGCAGCAATAATATGAGAGTAATGCTTCATGGTACT CCTGGGAAAT CAAGCATTAGTAAGAGACT CAGTAAAAATTAATTGATGCCAGCTAATGCACATGGAATGTGCTGTTAARGTG
FEY clone33 MTATGGAAGGTGCTAATCTAAMAGCAGCAATAATATGAGAGTAATGCTTCATGGTACT CCTGGGAAAT CAAGCATTAGTAAGAGACT CAGTAAAAATTAATTGATGCCAGCTAATGCACATGGAATGTGCTGTTAARGTG
FEV clone2 MTATGGBAGGTGCTAATCTAABIAGCAGCAATAATATGAGAGTAATGCTTCATGGTACT CCTGGGAAAT CAAGCATTAGTAAGAGACT CAGTAAAAATTAATTGATGCCAGCTAATGCACATGGAATGTGCTGTTAARGTG
REV clone3 MTATGGAAGGTGCTAATCTAABIAGCAGCAATAATATGAGAGTAATGCTTCATGGTACT CCTGGGAAAT CAAGCATTAGTAAGAGACT CAGTAAAAATTAATTGATGCCAGCTAATGCACATGGAATGTGCTGTTAARGTG
FEY clone26 MTATGGBAGGTGCTAATCTAAMAGCAGCAATAATATGAGAGTAATGCTTCATGGTACT CCTGGGAAAT CAAGCATTAGTAAGAGACT CAGTAAAAATTAATTGATGCCAGCTAATGCACATGGAATGTGCTGTTAARGTG

1,550 1,560 1,570 1,580 1,590 1,600 1,610 1,620 1,630 1,640 1,650 1,660 1,670 1,680
) ) ) ) ) ' i i i ' i ' i )
FUIr 310_homozygous
Fup 510_allelel
FUB 510 _allele2

1,550 1,560 1,570 1,580 1,590 1,600 1,610 1,620 1,630 1,640 1,650 1,660 1,670 1,680

MIC_11396_TEBPb -GG-G-G-G_G_GIG-G-G-G_G_G_G_G_GI

EBPb 27nt RNA

TEBPb_MDS_7

cpl. P2, cpg, Pl
REV clonel TGGTAGTAGAAGCAATAGAAATAAGTGCTGTACAGTATGAATATTTTCAATTAAATCAATCTAAT
FEV clone4 CTGGTAGTAGAAGCAATAGAAATAAGTGCTGTACAGTATGAATATTTTCAATTAAATCAATCTAATG - - CTTCACAAAATATAAAGAACATGAGTAATTTAACCCATCCAATACA

Fev clones CTGGTAGTAGAAGCAATAGAAATAAGTGCTGTACAGTATGAATATTTTCAATTAAATCAATCTAATG- - - - - s s e o s mmmmm e e mee e oo o CTTCACAAAATATAAAGAACATGAGTAATTTAACCCATCCAATACA
Fip clone24 CTGGTAGTAGAAGCAATAGAAATAAGTGCTGTACAGTATGAATATTTTCAATTAAATCAAT CTAATG- = = = = == === - o mmm oo mmme oo CTTCACAAAATATAAAGAACATGAGTAATTTAACCCATCCAATACA
RV clone4 1 CTGGTAGTAGAAGCAATAGAAATAAGTGCTGTACAGTATGAATATTTTCAATTAAATCAATCTAATGTTTAAATGTTATAATTTACCATTTATGCTTCACAAAATATAAAGAACATGAGTAATTTAACCCATCCAATACA
Fev clones CTGGTAGTAGAAGCAATAGAAATAAGTGCTGTACAGTATGAATATTTTCAATTAAATCAATCTAATG - = - = - m s s mmmmmemmmm o e o CTTCACAAAATATAAAGAACATGAGTAATTTAACCCATCCAATACA
Fip clone12 CTGGTAGTAGAAGCAATAGAAATAAGTGCTGTACAGTATGAATATTTTCAATTAAATCAAT CTAATG- = - - - === s mmmmm oo mma oo CTTCACAAAATATAAAGAACATGAGTAATTTAACCCATCCAATACA
RV clone33 CTGGTAGTAGAAGCAATAGAAATAAGTGCTGTACAGTATGAATATTTTCAATTAAATCAATCTAATG: = = = - m s s oo s mmwem e o mmeea oo CTTCACAAAATATAAAGAACATGAGTAATTTAACCCATCCAATACA
Fev clone2 CTGGTAGTAGAAGCAATAGAAATAAGTGCTGTACAGTATGAA- = = = = = = = = = = =@ = m e m @@ e s @ @ @ et e @ @ @ et e o @ f e af o i eeaoommsaaa e mmeaaon s CATGAGTAATTTAACCCATCCAATACA
rev clone3 CTGGTAGTAGAAGCAATAGAAATAAGTGCTGTACAGTATGAA- - = = = = = & = = x & & & & ot & & & f ot f @ it b o et b i i oo i oo oo CATGAGTAATTTAACCCATCCAATACA

Rev clone26 CTGGTAGTAGAAGCAATAGAAATAAGTGCTGTACAGTATGAA- = - = = = = = = & = & & & & @ & = & m @& @ttt o & m @t et ot oo i i ot oo oiioiioioooooooo CATGAGTAATTTAACCCATCCAATACA



1,690 1,700 1,710 1,720 1,730 1,740 1,750 1,760 1,770 1,780 1,790 1,800 1,810 1,820
FUIr 310_homozygous

FIx 510_allelel

FI510_allele2

1,690 1,700 1,710 1,720 1,730 1,740 1,750 1,760 1,770 1,780 1,790 1,800 1,810 1,820

MIC_11396 TEBPb  GAAAAGTGTAAATTAAATTTAATAACTTAACAATTACATTTCAGATAAATTCGAACTTTAAAATCTTAAAAAACTTTACCTTTAAATTCATGCTTCAAAACACTATCTAAGACACTTACAATTTTCTCTAAAGTGAAACG

TEBPb_MDS_7

REY clonel GAAAAGTGTAAATTAAATTTAATAACTTAACAATTACATTTCAGATAAATTCGAACTTTAAAATCTTAAAAAACTTTACCTTTAAATTCATGCTTCAAAACACTATCTAAGACACTTACAATTTTCTCTAAAGTGAAACG
FEY clone4 GAAAAGTGTAAATTAAATTTAATAACTTAACAATTACATTTCAGATAAATTCGAACTTTAAAATCTTAAAAAACTTTACCTTTAAATTCATGCTTCAAAACACTATCTAAGACACTTACAATTTTCTCTAAAGTGAAACG
FEY clone’ GAAAAGTGTAAATTAAATTTAATAACTTAACAATTACATTTCAGATAAATTCGAACTTTAAAATCTTAAAAAACTTTACCTTTAAATTCATGCTTCAAAACACTATCTAAGACACTTACAATTTTCTCTAAAGTGAAACG
Fup clone24 GAAAAGTGTAAATTAAATTTAATAACTTAACAATTACATTTCAGATAAATTCGAACTTTAAAATCTTAAAAAACTTTACCTTTAAATTCATGCTTCAAAA- AlITATCTAAGACACTTACAATTTTCTOAAAAGTGAAACG
FEY clone4 1 GAAAAGTGTAAATTAAATTTAATAACTTAACAATTACATTTCAGATAAATTCGAACTTTAAAATCTTAAAAAACTTTACCTTTAAATTCATGCTTCAAAA- AlITATCTAAGACACTTACAATTTTCTOAAAAGTGAAACG
FEY clone8 GAAAAGTGTAAATTAAATTTAATAACTTAACAATTACATTTCAGATAAATTCGAACTTTAAAATCTTAAAAAACTTTACCTTTAAATTCATGCTTCAAAA- AITATCTAAGACACTTACAATTTTCTOBAAAGTGAAACG
Fup clone12 GAAAAGTGTAAATTAAATTTAATAACTTAACAATTACATTTCAGATAAATTCGAACTTTAAAATCTTAAAAAACTTTACCTTTAAATTCATGCTTCAAAA- AlITATCTAAGACACTTACAATTTTCTOAAAAGTGAAACG
FEY clone33 GAAAAGTGTAAATTAAATTTAATAACTTAACAATTACATTTCAGATAAATTCGAACTTTAAAATCTTAAAAAACTTTACCTTTAAATTCATGCTTCAAAA- AlITATCTAAGACACTTACAATTTTCTOAAAAGTGAAACG
FEY clone2 GAAAAGTGTAAATTAAATTTAATAACTTAACAATTACATTTCAGATAAATTCGAACTTTAAAATCTTAAAAAACTTTACCTTTAAATTCATGCTTCAAAA- AITATCTAAGACACTTACAATTTTCTOBAAAGTGAAACG
REV clone3 GAAAAGTGTAAATTAAATTTAATAACTTAACAATTACATTTCAGATAAATTCGAACTTTAAAATCTTAAAAAACTTTACCTTTAAATTCATGCTTCAAAA- AlITATCTAAGACACTTACAATTTTCTOAAAAGTGAAACG
FEY clone26 GAAAAGTGTAAATTAAATTTAATAACTTAACAATTACATTTCAGATAAATTCGAACTTTAAAATCTTAAAAAACTTTACCTTTAAATTCATGCTTCAAAA- AlITATCTAAGACACTTACAATTTTCTOAAAAGTGAAACG

1,830 1,840 1,850 1,860 1,870 1,880 1,890 1,900 1,910 1,920 1,930 1,940 1,950 1,960
FUr 310_homozygous

FUD 510_allele1

FUB 510 _allele2

1,830 1,840 1,850 1,860 1,870 1,880 1,890 1,900 1,910 1,920 1,930 1,940 1,950 1,960

MIC_11396_TEBPb ~ AGAAGTGAAAGTTTTTATGAAAAAGTTAGTAATATAATTATTTAGAAGAGTGAGGTTTATATTTGAAAAATTAGGGCAAAAATTAAICTCAAACTAATGAC

TEBPb_MDS_7

REV clone 1 AGAAGTGAAAGTTTTTATGAAAAAGTTAGTAATATAATTATTTAGAAGAGTGAGGTTTATATTTGAAAAATTAGGGCAAAAATTAACT CAAACTAATGAGTTATATTCATCAATTAGTACGTATATTAAATTCACTTTAT
FEV clone4 AGAAGTGAAAGTTTTTATGAAAAAGTTAGTAATATAATTATTTAGAAGAGTGAGGTTTATATTTGAAAAATTAGGGCAAAAATTAACTCAAACTAATGAGTTATATTCATCAATTAGTACGTATATTAAATTCACTTTAT
FEV clone5 AGAAGTGAAAGTTTTTATGAAAAAGTTAGTAATATAATTATTTAGAAGAGTGAGGTTTATATTTGAAAAATTAGGGCAAAAATTAACTCAAACTAATGAGTTATATTCATCAATTAGTACGTATATTAAATTCACTTTAT
FuD clone24 AGAAGTGAAAMTTTTTATGAAMIGAGTTAGTEI TATHAATABT TAGAAGAGTGAGGTTTATATTTGAAAAATTAGG- CAAAAATTAACTCAAACTAATGAGTTATATTCATCAATTAGTACGTATATTAAATTCACTTTAT
FEV clone4 1 AGAAGTGAAAMTTTTTATGAAMIGAGTTAGTIEI TATHAATABT TAGAAGAGTGAGGTTTATATTTGAAAAATTAGG- CAAAAATTAACT CAAACTAATGAGTTATATTCATCAATTAGTACGTATATTAAATTCACTTTAT
FEY clone8 AGAAGTGAAAMTTTTTATGAAMIGAGTTAGTE TATHABATABT TAGAAGAGTGAGGTTTATATTTGAAAAATTAGG- CAAAAATTAACTCAAACTAATGAGTTATATTCATCAATTAGTACGTATATTAAATTCACTTTAT
FuD clone12 AGAAGTGAAAMTTTTTATGAAMIGAGTTAGTIE TATHAATABT TAGAAGAGTGAGGTTTATATTTGAAAAATTAGG- CAAAAATTAACTCAAACTAATGAGTTATATTCATCAATTAGTACGTATATTAAATTCACTTTAT
FEV clone33 AGAAGTGAAAMITTTTTATGAAMIGAGTTAGTIEMI TATHAATABT TAGAAGAGTGAGGTTTATATTTGAAAAATTAGG- CAAAAATTAACT CAAACTAATGAGTTATATTCATCAATTAGTACGTATATTAAATTCACTTTAT
FEY clone2 AGAAGTGAAAMTTTTTATGAAMIGAGTTAGTE TATHABATABT TAGAAGAGTGAGGTTTATATTTGAAAAATTAGG- CAAAAATTAACTCAAACTAATGAGTTATATTCATCAATTAGTACGTATATTAAATTCACTTTAT
REV clone3 AGAAGTGAAAMTTTTTATGAAMIGAGTTAGTIE TATHAATABT TAGAAGAGTGAGGTTTATATTTGAAAAATTAGG- CAAAAATTAACTCAAACTAATGAGTTATATTCATCAATTAGTACGTATATTAAATTCACTTTAT
FEV clone26 AGAAGTGAAAMTTTTTATGAAMIGAGTTAGTI TATHAATABT TAGAAGAGTGAGGTTTATATTTGAAAAATTAGG- CAAAAATTAACTCAAACTAATGAGTTATATTCATCAATTAGTACGTATATTAAATTCACTTTAT

1,970 1,980 1,990 2,000 2,010 2,q20 2,q30 2,q40 2,q50 2,q60 2,q70 2,q80 2,q90 Z.IPD
FUIr 310_homozygous ' ' ' ' '
FUD 510_allele1
FUB 510_allele2

1,970 2,000 2,010 2,020 2,0 2,040 2,070 2,080 2,090 2,100
MIC_11396_TEBPb IGG—G-G—G-G_G-G_GG-G—GIGG-GGIGG-G-GGIGGIGG-G-G—GIGG_GIGG_G-G-G-GIGG

~stop J

revclonel TGGTATCATCAAGAAGTCATCNTGAATCGATTTGATTGCTCATTTCTTGGTTGATCTCTTTGAGGCCTTGGAGGCTTTGCCGGAGGTGGCTGAAGCCTTACCAGCGGATCTCTTTCCGAGGACCTTGCCGCCTGATGAGG
FEV clone4 TGGTATCATCAAGAAGTCATCCTGAATCGATTTGATTGCTCATTTCTTGGTTGATCTCTTTGAGGCCT TGGAGGCTTTGCCGGAGGTGGCTGAAGCCTTACCAGCGGATCTCTTTCCGAGGACCTTGCCGCCTGATGAGG
FEV clone5 TGGTATCATCAAGAAGTCATCCTGAATCGATTTGATTGCTCATTTCTTGGTTGATCTCTTTGAGGCCT TGGAGGCTTTGCCGGAGGTGGCTGAAGCCTTACCAGCGGATCTCTTTCCGAGGACCTTGCCGCCTGATGAGG
Fub clone24 TGGTATCATCAAGAAGT CATOMITGAATCGATTTGATTGCTCATTTCTTGGTTGATCTCTTTGAGGCCTTHGAGGCTTTGCCGGAGGTGGCTGAAGCCTTACCAGCGGATCTCTTTCCGAGGACCTTGCCGCCTGATGAGG
FEV clone4 1 TGGTATCATCAAGAAGTCATARTGAATCGATTTGATTGCTCATTTCTTGGTTGATCTCTTTGAGGCCT TMIGAGGCTTTGCCGGAGGTGGCTGAAGCCTTACCAGCGGATCTCTTTCCGAGGACCTTGCCGCCTGATGAGG
FEV clone8 TGGTATCATCAAGAAGT CATONITGAATCGATTTGATTGCTCATTTCTTGGTTGATCTCTTTGAGGCCTTHGAGGCTTTGCCGGAGGTGGCTGAAGCCTTACCAGCGGATCTCTTTCCGAGGACCTTGCCGCCTGATGAGG
Fub clone12 TGGTATCATCAAGAAGT CATOMITGAATCGATTTGATTGCTCATTTCTTGGTTGATCTCTTTGAGGCCTTHGAGGCTTTGCCGGAGGTGGCTGAAGCCTTACCAGCGGATCTCTTTCCGAGGACCTTGCCGCCTGATGAGG
FEV clone33 TGGTATCATCAAGAAGTCATARTGAATCGATTTGATTGCTCATTTCTTGGTTGATCTCTTTGAGGCCT TlIGAGGCTTTGCCGGAGGTGGCTGAAGCCTTACCAGCGGATCTCTTTCCGAGGACCTTGCCGCCTGATGAGG
FEV clone2 TGGTATCATCAAGAAGT CATOEITGAATCGATTTGATTGCTCATTTCTTGGTTGATCTCTTTGAGGCCTTHGAGGCTTTGCCGGAGGTGGCTGAAGCCTTACCAGCGGATCTCTTTCCGAGGACCTTGCCGCCTGATGAGG
REV clone3 TGGTATCATCAAGAAGT CATOMITGAATCGATTTGATTGCTCATTTCTTGGTTGATCTCTTTGAGGCCTTHGAGGCTTTGCCGGAGGTGGCTGAAGCCTTACCAGCGGATCTCTTTCCGAGGACCTTGCCGCCTGATGAGG
FEV clone26 TGGTATCATCAAGAAGTCATANTGAATCGATTTGATTGCTCATTTCTTGGTTGATCTCTTTGAGGCCT THIGAGGCTTTGCCGGAGGTGGCTGAAGCCTTACCAGCGGATCTCTTTCCGAGGACCTTGCCGCCTGATGAGG

2,110 2,120 2,130 2,140 2,150 2,160 2,170 2,180 2,190 2,200 2,210 2,220 2,230 2,240
FUIr 310_homozygous

FIp 510_allele1

FUB 510 _allele2

2,110 2,120 2,140 2,150 2,160 2,170 2,180 2,190 2,240

MIC_11396_TEBPb —G_GlG—GlGG—G—GGG—GG—G-eeiGG—GG-G—GGGG-GGG-GG-GG-GGG_G—GIGGIGG-

TEBPb_MDS_7

revclonel T CTTGCCAACATTCTTCTTTTCGTGCCATTCGAGGTATCTCTTGAATTGGGCCATGGTCATTTGATCGGTGGTCTTGGTTGACTTCTTTCCACTTGGGGATGGGTTGGCTGGAAGGGTCTTCTTTGAACCAGTGGTGGTC
FEY clone4 TCTTGCCAACATTCTTCTTTTCGTGCCATTCGAGGTATCTCTTGAATTGGGCCATGGTCATTTGATCGGTGGTCTTGGTTGACTTCTTTCCACTTGGGGATGGGTTGGCTGGAAGGGTCTTCTTTGAACCAGTGGTGGTC
FEY clone’ TCTTGCCAACATTCTTCTTTTCGTGCCATTCGAGGTATCTCTTGAATTGGGCCATGGTCATTTGATCGGTGGTCTTGGTTGACTTCTTTCCACTTGGGGATGGGT TGGCTGGAAGGGTCTTCTTTGAACCAGTGGTGGTC
Fup clone24 TCTTGCCAACATTCTTCTTTTCGTGCCATTCGAGGTATCTCTTGAATTGGGCCATGGTCATTTGATCGGTGGTCTTGGTTGACTTCTTTCCACTTGGGGATGGGT TGGCTGGAAGGGTCTTCTTTGAACCAGTGGTAGTC
FEY clone4 1 TCTTGCCAACATTCTTCTTTTCGTGCCATTCGAGGTATCTCTTGAATTGGGCCATGGTCATTTGATCGGTGGTCTTGGTTGACTTCTTTCCACTTGGGGATGGGT TGGCTGGAAGGGTCTTCTTTGAACCAGTGGTARGTC
FEY clone8 TCTTGCCAACATTCTTCTTTTCGTGCCATTCGAGGTATCTCTTGAATTGGGCCATGGTCATTTGATCGGTGGTCTTGGTTGACTTCTTTCCACTTGGGGATGGGT TGGCTGGAAGGGTCTTCTTTGAACCAGTGGTAGTC
Fup clone12 TCTTGCCAACATTCTTCTTTTCGTGCCATTCGAGGTATCTCTTGAATTGGGCCATGGTCATTTGATCGGTGGTCTTGGTTGACTTCTTTCCACTTGGGGATGGGT TGGCTGGAAGGGTCTTCTTTGAACCAGTGGTAGTC
FEY clone33 TCTTGCCAACATTCTTCTTTTCGTGCCATTCGAGGTATCTCTTGAATTGGGCCATGGTCATTTGATCGGTGGTCTTGGTTGACTTCTTTCCACTTGGGGATGGGT TGGCTGGAAGGGTCTTCTTTGAACCAGTGGTRGTC
FEY clone2 TCTTGCCAACATTCTTCTTTTCGTGCCATTCGAGGTATCTCTTGAATTGGGCCATGGTCATTTGATCGGTGGTCTTGGTTGACTTCTTTCCACTTGGGGATGGGT TGGCTGGAAGGGTCTTCTTTGAACCAGTGGTAGTC
REV clone3 TCTTGCCAACATTCTTCTTTTCGTGCCATTCGAGGTATCTCTTGAATTGGGCCATGGTCATTTGATCGGTGGTCTTGGTTGACTTCTTTCCACTTGGGGATGGGT TGGCTGGAAGGGTCTTCTTTGAACCAGTGGTAGTC

FEY clone26 TCTTGCCAACATTCTTCTTTTCGTGCCATTCGAGGTATCTCTTGAATTGGGCCATGGTCATTTGATCGGTGGTCTTGGTTGACTTCTTTCCACTTGGGGATGGGT TGGCTGGAAGGGTCTTCTTTGAACCAGTGGTARGTC



2,250 2,260 2,270 2,280 2,290 2,300 2,310 2,320 2,330 2,340 2,350 2,360 2,370 2,380
FUIr 310_homozygous ' ' ' ' '
FIx 510_allelel
FIx510_allele2

2,250 2,260 2,290 2,300 2,310 2,320 2,330 2,340 2,350 2,360 2,370 2,380
MIC_11396_TEBPb _GG-G-G—G-GGG-G-G-GG_G—G—GIG_ GTATTTATGGTTGTTTGTTTTTTTTTATTATGGTAAAATATGAAAA

-6-7

REY clone 1 TTCTTGGCAGAT GAT TTACCAG LT GGGA CT GAT TGA CT - = = = = 5 s = s s s o s s o s e s s e o s et o s et o st s o st s o m ot s o m e s e m e e e e e e e e e s e e s e e e e e e e e e e e e e e e e e e e e e e
FEU clone4 TTCTTGGCAGATGATTTACCAGCTGGGA CTGAT TGACT - = = = = = = o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e m e e e e e e m e m e e m e s o e e e e e mm e e s mmmmmemomoemeeemememeo
FEU cloneS TTCTTGGCAGATGAT TTACCAGATGGGA CT GAT TGA CT - = = = = = = = = = s & o e o o e o o e e o o e o o e o o e m oo o oo o o o e o o oo oo o oo m o et o e o o e o oot o oo o oo m oo m oo o oo moommmmm oo
Fus clone24 TTCTTGGCAGATGATTTACCGGCTGGGA CTGAT TGA CT - = = = = = = = s e o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e m e e e e e e e e d e e e e e e e e e m e e e e e e e mmm e mmmmmm e o
FEU clone41 TTCTTGGCAGATGATTTACCGGCTGGGA CTGAT TGACT - = = = = = = = o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e m e e m e e o e e m e e e e e e o e e s mm e e e mmmmmcmmmeemeemememeo
FEU clone8 TTCTTGGCAGATGATTTACCGGCTGGGA CT GAT TGA CT - = = = = = = = = = s s o e o o e o o e o o e o o e o o e o oo o oo o o e o oo o oo o oo o o et o e oo e oo oo oo m o e o oo o oo oo mmommmmmomm o
FUb clone 12 TTCTTGGCAGATGATTTACCGGCTGGGA CTGAT TGA CT - = = = = = = = s e o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e m e e e e e e e e e d e e e e e e e e m e e e e e e mmmmmmmmmm e o
FEU clone33 TTCTTGGCAGATGATTTACCGGCTGGGA CTGAT TGACT - = = = = = = = o e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e m m e m e e o e e m e e e e s e e e e e s mm e e s mmmmmemmmoeeeemeeemeo
FEU clone2 TTCTTGGCAGATGATTTACCGGCTGGGA CT GAT TGA CT - = = = = = = = = = s o o e o o e o o e o o e ot e o o e o oo o oo o m o e o oo m oo o oo oo e oo o o e o oo o e s oo o oo oo o oo o oo mmmmomm o
REY clone3 TTCTTGGCAGATGAT T TACCGGCTGGGA CT GAT TGA CT - = = = = = = = 5 s o s s o o o o o o o m o o m o o o o ot o ot o ot o ot o ot o o o o o o o o o m o o m o o m o o m o o m oo m e o e e mm oo mm oo
FEU clone26 TTCTTGGCAGATGATTTACCGGCTGGGA CTGAT TGACT - = = = = = = = o e e e e e e e e e e e e e e e e e e e e e e e e e o e e e e e e e e e m e m e e e e e e m e e e e e e e s e e s mm e e e mmmmmommmo e mmemmmeo

2,390 2,400 2,410 2,420 2,430 2,440 2,450 2,460 2,470 2,480 2,490 2,500 2,510 2,520
FUr 310_homozygous ' ' ' ' '
FIx 510_allelel
FI510_allele2

2,390 2,400 2,410 2,420 2,430 2,440 2,450 2,460 2,470 2,480 2,490 2,500 2,510 2,520
MIC_11396_TEspb  INTINNICAT GEAAACATIGA GITT
(R s Y e I e i T e T
REVCIONE4 = = = = = = = = = @ = & o e e e e e s e e mmmmmmeommmmmoemommmommoemeomommommomeomommommoeeeommommoememmmmommmommmmommmommommmmmmmmm=mmomm = =&-=%%&%@%@%%%2se%@02%=22%+=2==%=2=@2+==%2=%2=»=====2======
[T 1o 1Y e I T e T T I
L (o T e e
[ Y e i T i
[T oY - S e e e e I I N
L (o T e e e e
[T T S e i i i i
R YTy R e e e e I I
[ 1Y S T T T R T
[T YTy X S e i T i i

2,530 2,540 2,550 2,560 2,570 2,580 2,590 2,600 2,610 2,620 2,630 2,640 2,650 2,660
FUIr 310_homozygous ' ' ' ' '
FIx 510_allelel
FI510_allele2

2,530 2,540 2,550 2,560 2,570 2,580 2,590 2,600 2,610 2,620 2,630 2,640 2,650 2,660

MIC_11396_TEBPb

G_GIG_G_GIGGGG—G-G-GG-G-GGGGGIG—G_G_G—z-GG-G-G-

TEBPb_MDS_6

6-7

REY clone 1 TTTTGT TTTCT TGAAGCA
FEVclone4 - - s s s s s o s e m o e o oo o - o oo oo oo s-om-o------- CTTTTGTGGGGTCTCCTTTCTGCTTGATGGCTTGTTGGGAGTGTACTTAACGATCTTGTCAACGCTCTTTCTGACATCGGCTGAAGCA
e LT R I N I R I R T R I I R I T CTTTTGTGGGGTCTCCTTTCTGCTTGATGGCTTGTTGGGAGTGTACTTAACGATCTTGTCAACGCTCTTTCTGACATCGGCTGAAGCA
FUDClONe24 = - s s - s - s m - o o e o o e o s e o o e oo - o - - o - - - - - - - - - - o CTTTTGTGGGGTCTCCTTTCTGCTTGATGGCTTGT TGGGGGTGTACTTAACGATCTTGTCAACGCTCTTTCTHACATCGGCTGAAGCA
e LT T I I O N CTTTTGTGGGGTCTCCTTTCTGCTTGATGGCTTGT TGGGGGTGTACTTAACGATCTTGTCAACGCTCTTTCTHACATCGGCTGAAGCA
[ LT e I CTTTTGTGGGGTCTCCTTTCTGCTTGATGGCTTGTTGGGGGTGTACTTAACGATCTTGTCAACGCTCTTTCTHAACATCGGCTGAAGCA
Lo a 1T T i I CTTTTGTGGGGTCTCCTTTCTGCTTGATGGCTTGT TGGGGGTGTACTTAACGATCTTGTCAACGCTCTTTCTACATCGGCTGAAGCA
e T = T I O I CTTTTGTGGGGTCTCCTTTCTGCTTGATGGCTTGTTGGGGGTGTACTTAACGATCTTGTCAACGCTCTTTCTHACATCGGCTGAAGCA
FEVClONe2 - s m s s m s s e s s m s o - o m - s m s s s s m - s m--om--o------o CTTTTGTGGGGTCTCCTTTCTGCTTGATGGCTTGTTGGGGGTGTACTTAACGATCTTGTCAACGCTCTTTCTAACATCGGCTGAAGCA
e 1T T T e I I CTTTTGTGGGGTCTCCTTTCTGCTTGATGGCTTGT TGGGGGTGTACTTAACGATCTTGTCAACGCTCTTTCTAACATCGGCTGAAGCA
e T - T CTTTTGTGGGGTCTCCTTTCTGCTTGATGGCTTGTTGGGGGTGTACTTAACGATCTTGTCAACGCTCTTTCTIHACATCGGCTGAAGCA

2,670 2,680 2,690 2,700 2,710 2,720 2,730 2,740 2,750 2,760 2,770 2,780 2,790 2,800
FUIr 310_homozygous ' ' ' ' '
FIp 510_allele1
FUB 510 _allele2

2,670 2,680 2,690 2,700 2,730 2,740 2,750 2,760 2,770 2,780 2,790 2,800
Wic 11306 T [BEAACGTECGEETTCTTGGET GAAGEETTCTTTEETCT GGEAGET GATT TAGAGGEAGECTTT GETTTAGETET GGEACEATEETT GCCTAATTTGCTGAGAGCATCTTT

g

revclonel CCAACGTCGGCCTTCTTGGCTGAACCCTTCTTTCCTCTGGCAGCTGATTTAGAGGCAGCCTTTGCTTTACCTCTGGCACCACCCTTGACCTTTACGTCTCCTTCTCCGCCTAATTTGCTGAGAGCATCTTTGCCCTTTTC
FEY clone4 CCAACGTCGGCCTTCTTGGCTGAACCCTTCTTTCCTCTGGCAGCTGATTTAGAGGCAGCCTTTGCTTTACCTCTGGCACCACCCTTGACCTTTACGTCTCCTTCTCCGCCTAATTTGCTGAGAGCATCTTTGCCCTTTTC
FEY clone5 CCAACGTCGGCCTTCTTGGCTGAACCCTTCTTTCCTCTGGCAGCTGATTTAGAGGCAGCCTTTGCTTTACCTCTGGCACCACCCTTGACCTTTACGTCTCCTTCTCCGCCTAATTTGCTGAGAGCATCTTTGCCCTTTTC
FUD clone24 CCAACGTCGGCCTTCTTGGCTGAACCCTTCTTTCCTCTGGCAGCTGATTTAGAGGCAGCCTTTGCTTTACCTCTGGCACCACCCTTGACCTTIBACGTCTCCTTCTCCGCCTAABTTGCTGAGAGCATCTTTGCCCTTTTC
FEY clone4 1 CCAACGTCGGCCTTCTTGGCTGAACCCTTCTTTCCTCTGGCAGCTGATTTAGAGGCAGCCTTTGCTTTACCTCTGGCACCACCCTTGACCTTIBACGTCTCCTTCTCCGCCTAABTTGCTGAGAGCATCTTTGCCCTTTTC
FEY clone8 CCAACGTCGGCCTTCTTGGCTGAACCCTTCTTTCCTCTGGCAGCTGATTTAGAGGCAGCCTTTGCTTTACCTCTGGCACCACCCTTGACCTTBACGTCTCCTTCTCCGCCTAABTTGCTGAGAGCATCTTTGCCCTTTTC
FUD clone12 CCAACGTCGGCCTTCTTGGCTGAACCCTTCTTTCCTCTGGCAGCTGATTTAGAGGCAGCCTTTGCTTTACCTCTGGCACCACCCTTGACCTTIBACGTCTCCTTCTCCGCCTAABTTGCTGAGAGCATCTTTGCCCTTTTC
FEY clone33 CCAACGTCGGCCTTCTTGGCTGAACCCTTCTTTCCTCTGGCAGCTGATTTAGAGGCAGCCTTTGCTTTACCTCTGGCACCACCCTTGACCTTIBACGTCTCCTTCTCCGCCTAABTTGCTGAGAGCATCTTTGCCCTTTTC
FEY clone2 CCAACGTCGGCCTTCTTGGCTGAACCCTTCTTTCCTCTGGCAGCTGATTTAGAGGCAGCCTTTGCTTTACCTCTGGCACCACCCTTGACCTTBACGTCTCCTTCTCCGCCTAABTTGCTGAGAGCATCTTTGCCCTTTTC
REV clone3 CCAACGTCGGCCTTCTTGGCTGAACCCTTCTTTCCTCTGGCAGCTGATTTAGAGGCAGCCTTTGCTTTACCTCTGGCACCACCCTTGACCTTIBACGTCTCCTTCTCCGCCTAABTTGCTGAGAGCATCTTTGCCCTTTTC
FEY clone26 CCAACGTCGGCCTTCTTGGCTGAACCCTTCTTTCCTCTGGCAGCTGATTTAGAGGCAGCCTTTGCTTTACCTCTGGCACCACCCTTGACCTTIBACGTCTCCTTCTCCGCCTAABTTGCTGAGAGCATCTTTGCCCTTTTC



2,810 2,820 2,830 2,840 2,850 2,860 2,870 2,880 2,890 2,900 2,910 2,920 2,930 2,940
FUIr 310_homozygous
FIx 510_allelel
FI510_allele2

2,810 2,830 2,840 2,850 2,860 2,870 2,880 2,890 2,900 2,910 2,920 2,930 2,940

MIC_11396_TEBPb -GG-G—G-GG_G-GG-G-G_G_G_G-GIG—G-GIG-G—G-G-G-G-GGIG_G-
<

5-6 5-6

REY clone 1 ACGAAAATGTCTTGGATTCTGAT

FEV clone4 TTGGACGAAAATGTCTTGGATTCTGATGGTAGCAGT ------------------------------------------------------------------ GTTGCCTTCTTTGAATGAGAAGTCGGAGAATTCGTCAC
FEV clone5 TTGGACGAAAATGT CTTGGAT TCTGATGGTAGCAGT- = - = = - = = s s s s o m e e e e o e e e o e e o e e e o e e e o e oo e e o e e o e oo o oo oo oo mm o GTTGCCTTCTTTGAATGAGAAGT CGGAGAATTCGTCAC
FulD clone24 TTGGACGAAAATGT CTTGGAT TCTGAT GG TAG CAGT - - - - - - - = - - o o o o m o o o o o o o o o e o o e b o e o e o o oo oo oo oo oo oo GTTGCCTTCTTTGAATGAGAAGT CGGAGAABTCGTCAC
FEV clone4 1 TTGGACGAAAATGT CTTGGAT TCTGATGGTAGCAGT - = = = = - = = - s o e e o m e o m e o e e e o m e e m o o e e o m oo oo oo o oo oo oo mmm s GTTGCCTTCTTTGAATGAGAAGT CGGAGAABTCGTCAC
FEV clone8 TTGGACGAAAATGT CTTGGAT TCTGATGGTAGCAGT- = - = = = = = s s m s s e e e e e e o e e e o e e e e e o o e e e e e o e e oo e oo e oo oo oo oo mm - GTTGCCTTCTTTGAATGAGAAGT CGGAGAABTCGTCAC
Fuld clone 12 TTGGACGAAAATGT CTTGGAT TCTGAT GG TAG CAGT - - - - - - - = - - o o o o m o o o o o o o e o o e o o e o e e o e o e oo oo oo oo oo GTTGCCTTCTTTGAATGAGAAGT CGGAGAABTCGTCAC
FEV clone33 TTGGACGAAAATGT CTTGGAT TCTGATGGTAGCAGT - = = = = = = = s o s e o m e e m e o et o m e e e e o e e o m oo e oo oo oo oo oo o mmm o GTTGCCTTCTTTGAATGAGAAGT CGGAGAABTCGTCAC
FEV clone2 TTGGACGAAAATGT CTTGGAT TCTGATGGTAGCAGT- = - = = = = = - s m o m s e o e e e o e e e o e e e e e o e e e e e e o m oo e oo o oo oo oo o mmm o GTTGCCTTCTTTGAATGAGAAGT CGGAGAABT CGTCAC
FEV clone3 TTGGACGAAAATGT CTTGGAT TCTGAT GG TAG CAGT - - - - - - - = - - o o o o m o o o o o o o o o e o o e o e e o e o oo oo oo oo oo oo GTTGCCTTCTTTGAATGAGAAGT CGGAGAABTCGTCAC
FEV clone26 TTGGACGAAAATGT CTTGGAT TCTGATGGTAGCAGT - = = = = - = = s s e e o m e o m o o e e e o m e e m o e e o m o e oo oo o oo oo oo mmm o GTTGCCTTCTTTGAATGAGAAGT CGGAGAABTCGTCAC

2,950 2,960 2,970 2,980 2,990 3,000 3,010 3,020 3,030 3,040 3,050 3,060 3,070 3,080
FUr 310_homozygous
FUD 510_allele1
FUB 510 _allele2

2,950 2,960 2,970 2,980 2,990 3,000 3,010 3,020 3,040 3,050 3,060 3,070 3,080

MIC_11396_TEBPb _GGIGG-G-GG-G_GG-G_GG_G—GIG_GG_GG_G_G-GIGG_GGIGIG-G-

TEBPb_MDS_5

REY clonel CCTTGGAGGTGCTGGCTCTGACAATACCGGCATCGACCTTGGCCTTCTTGTCACCACCAGTGACCTTGGCAATATCTGGAATGTTCTCTTGCTTGAGGTTCTTGGCGAGTGATTGCTAAAATCATAATATTAATATATTT
FEY clone4 CCTTGGAGGTGCTGGCTCTGACAATACCGGCATCGACCTTGGCCTTCTTGTCACCACCAGTGACCTTGGCAATATCTGGAATGTTCTCTTGCTTGAGGTTCTTGGCGAGTGATTGCTAAAATCATAATATTAATATATTT
FEY clone’ CCTTGGAGGTGCTGGCTCTGACAATACCGGCATCGACCTTGGCCTTCTTGTCACCACCAGTGACCTTGGCAATATCTGGAATGTTCTCTTGCTTGAGGTTCTTGGCGAGTGATTGCTAAAATCATAATATTAATATATTT
Fup clone24 CCTTGGAGGTGCTGGCTCTGACAATACCGGCATOAACCTTGGCCTTCTTGTCACCACCAGTGACCTTGGCAATATCTGGAATGTTCTCTTGCTTGAGGTTCTTGGCGAGTGATTGCTAAAATCATAATATTAATATATTT
FEY clone4 1 CCTTGGAGGTGCTGGCTCTGACAATACCGGCATOAACCTTGGCCTTCTTGTCACCACCAGTGACCTTGGCAATATCTGGAATGTTCTCTTGCTTGAGGTTCTTGGCGAGTGATTGCTAAAATCATAATATTAATATATTT
FEV clone8 CCTTGGAGGTGCTGGCTCTGACAATACCGGCATCOAACCTTGGCCTTCTTGTCACCACCAGTGACCTTGGCAATATCTGGAATGTTCTCTTGCTTGAGGTTCTTGGCGAGTGATTGCTAAAATCATAATATTAATATATTT
Fup clone12 CCTTGGAGGTGCTGGCTCTGACAATACCGGCATOAACCTTGGCCTTCTTGTCACCACCAGTGACCTTGGCAATATCTGGAATGTTCTCTTGCTTGAGGTTCTTGGCGAGTGATTGCTAAAATCATAATATTAATATATTT
FEY clone33 CCTTGGAGGTGCTGGCTCTGACAATACCGGCATOAACCTTGGCCTTCTTGTCACCACCAGTGACCTTGGCAATATCTGGAATGTTCTCTTGCTTGAGGTTCTTGGCGAGTGATTGCTAAAATCATAATATTAATATATTT
FEV clone2 CCTTGGAGGTGCTGGCTCTGACAATACCGGCATCOAACCTTGGCCTTCTTGTCACCACCAGTGACCTTGGCAATATCTGGAATGTTCTCTTGCTTGAGGTTCTTGGCGAGTGATTGCTAAAATCATAATATTAATATATTT
REV clone3 CCTTGGAGGTGCTGGCTCTGACAATACCGGCATOAACCTTGGCCTTCTTGTCACCACCAGTGACCTTGGCAATATCTGGAATGTTCTCTTGCTTGAGGTTCTTGGCGAGTGATTGCTAAAATCATAATATTAATATATTT
FEY clone26 CCTTGGAGGTGCTGGCTCTGACAATACCGGCATOAACCTTGGCCTTCTTGTCACCACCAGTGACCTTGGCAATATCTGGAATGTTCTCTTGCTTGAGGTTCTTGGCGAGTGATTGCTAAAATCATAATATTAATATATTT

3,090 3,100 3,110 3,120 3,130 3,140 3,150 3,160 3,170 3,180 3,190 3,200 3,210 3,220
FUIr 310_homozygous
FUD 510_allele1

FI510_allele2
3,090 3,100 3,110 3,130 3,140 3,160 3,170 3,190 3,200 3,210 3,220

MIC_11396_TEBPb G_G—G_GGG-GIGIG—GGIGIG_G-G-G-G—G—G-G—
Al

I o ———————————— <€

\____J Q

RV clonel AACTCCTTATTTATAATTCATTTTGACT TAGAAA CAGGGAAGAGAGAAATTTATACTTACTT TTGAT I R R
Rev cloned GAACTCCTTATTTATAATTCATTTTGACTTAGAAACAGGGAAGAGAGAAATTTATACTTACTTGGAGAGCTTGATGTCTGAAGT --------------------------------------------------------
Rev clones GAACTCCTTATTTATAATTCATTTTGACT TAGAAA CAGGGAAGAGAGAAATTTATACT TACT TGGAGAGCT TGATGT CTGAAGT- = = - = = = = = = = = = = = x @t e @ e f et @ e f et o i oo oo oo oao oo
Fub clone24 GAACTCCNTATTTATAATTCATTTTGACT TAGAAA CAGBGAAGAGAGAAATTTATACT TACTTGGAGAGCT TGATGT CTGAAGT - = - = = = = = = & = = & & = s @ e oot ot oot o m o oo o oo o meooe oo
REv cloned 1 GAACTCCTTATTTATAATTCATTTTGACT TAGAAA CAGBGAAGAGAGAAATTTATACT TACT TGGAGAGCT TGATGT CTGAAGT - = = = = = = = = = = = % @ m e @ e m @ et e e @t e e e o eomeaoieema o meas
Rev clone8 GAACTCCTTATTTATAATTCATTTTGACT TAGAAA CAGBGAAGAGAGAAATTTATACT TACTTGGAGAGCT TGATGT CTGAAGT- = - = = = = = = = =« = = = x @ et @ e @ e f ot o et o i i ie o iiooao oo
Fup clone 12 GAACTCCTTATTTATAATTCATTTTGACT TAGAAA CAGBGAAGAGAGAAATTTATACT TACT TGGAGAGCT TGATGT CTGAAGT - = - = = = = = = & = = & & e @ e @@t o e oot o f oo ieo oo o iecoeo oo
REV clone33 GAACTCCTTATTTATAATTCATTTTGACT TAGAAA CAGBGAAGAGAGAAATTTATACT TACT TGGAGAGCT TGATGT CTGAAGT - = = = = = = = = = = = % = = x @ e m @ e @ e e @ e o e e o e o mda o meemao e e
REV clone2 GAACTCCTTATTTATAATTCATTTTGACT TAGAAA CAGBGAAGAGAGAAATTTATACT TACT TGGAGAGCT TGATGT CTGAAGT = = = = = = = = = = = = = = = @ e e @ e o e oo e oo oo oo o oo oo oo oo
Rev clone3 GAACTCCTTATTTATAATTCATTTTGACT TAGAAA CAGBGAAGAGAGAAATTTATACT TACT TGGAGAGCT TGATGT CTGAAGT - = - = = = = = = & = = & @ s o e o @t ot oot o f oo ieo oo o meoie oo
REV clone26 GAACTCCTTATTTATAATTCATTTTGACT TAGAAA CAGBGAAGAGAGAAATTTATACT TACT TGGAGAGCT TGATGT CTGAAGT - = = = = = = = = & = = % @ m e f e e @ e o e e @t e i e e o edmda o ieemao e e

3,230 3,240 3,250 3,260 3,270 3,280 3,290 3,300 3,310 3,320 3,330 3,340 3,350 3,360
FUIr 310_homozygous
FIp 510_allele1
FUB 510 _allele2

3,230 3,240 3,250 3,260 3,270 3,280 3,290 3,300 3,310 3,320 3,330 3,340 3,350 3,360

MIC_11396_TEBPb  GAAGTGTTGGATGGTGGTETTGAATTICGTEGTETCTGTACAAGTTGACT GGGTATICT GGTTGGGTTGAGTETETICTTGGAGGTTTGGETTGAATGAGT GGACGAT GAGTIET GGEETICAAGGTT GGCATAAGAAGT GAAAA
g

TEBPb_MDS_4

4-5

Revclonel - ---- GTTGGATGGTGGTCTTGAATTCGTCGTCTCTGTACAAGTTGACTGGGTATCTGGTTGGGTTGAGTCTCTCTTGGAGGTTTGGCTTGAATGAGTGGACGATGAGT CTGGCCTCAAGGTTGGCATAAGAAGTGAAAA
FE/clone4d - - - - - GTTGGATGGTGGTCTTGAATTCGTCGTCTCTGTACAAGTTGACTGGGTATCTGGTTGGGTTGAGTCTCTCTTGGAGGTTTGGCTTGAATGAGTGGACGATGAGT CTGGCCTCAAGGTTGGCATAAGAAGTGAAAA
FE/clone5 - - - - - GTTGGATGGTGGTCTTGAATTCGTCGTCTCTGTACAAGTTGACTGGGTATCTGGTTGGGTTGAGTCTCTCTTGGAGGTTTGGCTTGAATGAGTGGACGATGAGT CTGGCCTCAAGGTTGGCATAAGAAGTGAAAA
Fuoclone24 - - - - - GTTGGATGGTGGTCTTGAATTCGTCGTCTCTGTACAAGTTGACTGGGTATCTGGTGGGGTTGAGTCTCTCTTGGAGGTTTGGCTTGAATGAGTGGACGATGAGT CTGGCCTCAAGGTTGGCATAAGAAGTGAAAA
FE/clone4l - - - - - GTTGGATGGTGGTCTTGAATTCGTCGTCTCTGTACAAGTTGACTGGGTATCTGGTGGGGTTGAGTCTCTCTTGGAGGTTTGGCTTGAATGAGTGGACGATGAGTCTGGCCTCAAGGTTGGCATAAGAAGTGAAAA
FEUclone8 - - - - - GTTGGATGGTGGTCTTGAATTCGTCGTCTCTGTACAAGTTGACTGGGTATCTGGTGGGGTTGAGTCTCTCTTGGAGGTTTGGCTTGAATGAGTGGACGATGAGT CTGGCCT CAAGGTTGGCATAAGAAGTGAAAA
Fuclonel2 - - - - - GTTGGATGGTGGTCTTGAATTCGTCGTCTCTGTACAAGTTGACTGGGTATCTGGTGGGGTTGAGTCTCTCTTGGAGGTTTGGCTTGAATGAGTGGACGATGAGT CTGGCCTCAAGGTTGGCATAAGAAGTGAAAA
L R GTTGGATGGTGGTCTTGAATTCGTCGTCTCTGTACAAGTTGACTGGGTATCTGGTGGGGTTGAGTCTCTCTTGGAGGTTTGGCTTGAATGAGTGGACGATGAGT CTGGCCTCAAGGTTGGCATAAGAAGTGAAAA
FEUclone2 - - - - - GTTGGATGGTGGTCTTGAATTCGTCGTCTCTGTACAAGTTGACTGGGTATCTGGTGGGGTTGAGTCTCTCTTGGAGGTTTGGCTTGAATGAGTGGACGATGAGTCTGGCCT CAAGGTTGGCATAAGAAGTGAAAA
revclone3 - - - - - GTTGGATGGTGGTCTTGAATTCGTCGTCTCTGTACAAGTTGACTGGGTATCTGGTGGGGTTGAGTCTCTCTTGGAGGTTTGGCTTGAATGAGTGGACGATGAGT CTGGCCTCAAGGTTGGCATAAGAAGTGAAAA

FE/clone26 - - - - - GTKGGATGGTGGTCTTGAATTCGTCGTCTCTGTACAAGTTGACTGGGTATCTGGTGGGGTTGAGTCTCTCTTGGAGGTTTGGCTTGAATGAGTGGACGATGAGTCTGGCCTCAAGGTTGGCATAAGAAGTGAAAA



3,370 3,380 3,390 3,400 3,410 3,420 3,430 3,440 3,450 3,460 3,470 3,480 3,490 3,500
FUIr 310_homozygous
FIx 510_allelel
FI510_allele2

3,370 3,380 3,390 3,400 3,410 3,420 3,430 3,440 3,450 3,460 3,470 3,500

MIC_11396_TEBPb —G-GiG-G—GlG-GiG—G_GlGiG—G-G-G—G_G-GIGGIGG-G-G-G-G-GGGG—GIGIGG-

FEV clonel

FEV clone4 CCTCAGCTGAGTTGACTCTTCTGAGCTCGAGT -------------------------------------- GACCAGTTGTTGATAACGATAACCTTGTCGTGGAGGT CGACGATGTTTACGT TGGGGAACTTAGAGTGGA
FEV clone5 CCTCAGCTGAGTTGACTCTTCTGAGCTCGAGT - - = - = == = = s s - s e e e e e e e e e e o e e oo o mm - - GACCAGTTGTTGATAACGATAACCTTGTCGTGGAGGT CGACGATGTTTACGT TGGGGAACTTAGAGTGGA
FuD clone24 CCTCAGCTGAGTTGACTCTTCTGAGCTCGAGT - - - - - = = - - - - - s oo o e oo oo e o oo oo - GACCAGTTGTTGATAACGATAACCTTGTCGTGGAGGT CGACGATGTTTACGT TGGGGAACTTAGAGTGGA
FEV clone41 CCTCAGCTGAGTTGACTCTTCTGAGCTCGAGT- == - = == = == = = s s s o e e o e e e e e e oo m oo m o s GACCAGTTGTTGATAACGATAACCTTGTCGTGGAGGT CGACGATGTTTACGT TGGGGAACTTAGAGTGGA
FEV clone8 CCTCAGCTGAGTTGACTCTTCTGAGCTCGAGT- == - === = = s s = s e e e e e e o e oo oo o m - - GACCAGTTGTTGATAACGATAACCTTGTCGTGGAGGT CGACGATGTTTACGT TGGGGAACTTAGAGTGGA
FuD clone12 CCTCAGCTGAGTTGACTCTTCTGAGCTCGAGT - - - - - = = - - - - - m o oo o e oo oo oo GACCAGTTGTTGATAACGATAACCTTGTCGTGGAGGT CGACGATGTTTACGT TGGGGAACTTAGAGTGGA
FEV clone33 CCTCAGCTGAGTTGACTCTTCTGAGCTCGAGT- == - = == = == = = s s s o e e o e e e e o e e e m oo m o s GACCAGTTGTTGATAACGATAACCTTGTCGTGGAGGT CGACGATGTTTACGT TGGGGAACTTAGAGTGGA
FEV clone2 CCTCAGCTGAGTTGACTCTTCTGAGCTCGAGT- == - === = = s s = e o e e e e e o e oo oo m - - GACCAGTTGTTGATAACGATAACCTTGTCGTGGAGGT CGACGATGTTTACGT TGGGGAACTTAGAGTGGA
REV clone3 CCTCAGCTGAGTTGACTCTTCTGAGCTCGAGT - - - - - = = - - - - - o s oo oo oo m o oo oo - GACCAGTTGTTGATAACGATAACCTTGTCGTGGAGGT CGACGATGTTTACGT TGGGGAACTTAGAGTGGA
FEV clone26 CCTCAGCTGAGTTGACTCTTCTGAGCTCGAGT- == = = == = == = = s s s e e e o e e e e o e e e m oo oo o s GACCAGTTGTTGATAACGATAACCTTGTCGTGGAGGT CGACGATGTTTACGTTGGGGAACTTAGAGTGGA

3,510 3,520 3,530 3,540 3,550 3,560 3,570 3,580 3,590 3,600 3,610 3,620 3,630 3,640
FUr 310_homozygous
FUD 510_allele1
FUB 510 _allele2

3,510 3,520 3,530 3,540 3,550 3,570 3,580 3,590 3,600 3,610 3,620 3,630 3,640

MIC_11396_TEBPb _G-GG_GGIG-G-GGGG-G-G_GG_GG-G_G—G_GIGGG-G—G-G-G—G

b Tewss ] < e
2-3 2-3

e clone 1 ATT TT AAGTAT AAGAAATAACCATCGGTAACAAGGAAATGT- - -~ ---rosososoararosoaoaoararoroaoaonmn- TATGATTCTTTGACGTAGCACTTCAAT
Rev cloned ATTCAGT CACGACCT CCTTOOT GAAGT ATGOGGT CA COAAGAAATAA CCAT COOTAACAAGOAAATGT - - - - - - -1 1111111111111111111111iiiiiiis GGGTATGATTCTTTGACGTAGCACTTCAATG
rev clones ATTCAGTCACGGCCTCCTTGGTGAAGTATGGGGT CACGAAGAAATAACCAT CGGTAACAAGGAAATGT- - = - = - = - = - o mo e o s o e oo oo o o oioo oo GGGTATGATTCTTTGACGTAGCACTTCAATG
Fub clone24 ATTCAGTCACGGCCTCCTTGGTGAAGTATGGGGT CACGAAGAAATAACCAT CGGTAACAAGGAAATGT- - - - = - = - = n o os o s o i oo oooioioioooooo o GGGTATGATTCTTTGACGTAGCACTTCAATG
Rev cloned 1 ATTCAGTCACGGCCTCCTTGGTGAAGTATGGGGT CACGAAGAAATAACCAT CGGTAACAAGGAAATGT- - « - = = = = & m o e o s o s oe oo o oioioa oo GGGTATGATTCTTTGACGTAGCACTTCAATG
Fev clone8 ATTCAGTCACGGCCTCCTTGGTGAAGTATGGGGT CACGAAGAAATAACCATCGGTAACAAGGAAATGT- - « - = = = = = @ moe o e meme oo oo eia oo e GGGTATGATTCTTTGACGTAGCACTTCAATG
Fub clone12 ATTCAGTCACGGCCTCCTTGGTGAAGTATGGGGT CACGAAGAAATAACCAT CGGTAACAAGGAAATGT- - « - = - = - = m oo oe ot o s oo o ooioioioo oo GGGTATGATTCTTTGACGTAGCACTTCAATG
Rev clone33 ATTCAGTCACGGCCTCCTTGGTGAAGTATGGGGT CACGAAGAAATAACCAT CGGTAACAAGGAAATGT- - « - = = = = & m o s o e o e o e o oo oioioa oo GGGTATGATTCTTTGACGTAGCACTTCAATG
Rev clone2 ATTCAGTCACGGCCTCCTTGGTGAAGTATGGGGT CACGAAGAAATAACCATCGGTAACAAGGAAATGT- - = - =« = = = @ moeoememe oo oo ema oo oe s GGGTATGATTCTTTGACGTAGCACTTCAATG
rev clone3 ATTCAGTCACGGCCTCCTTGGTGAAGTATGGGGT CACGAAGAAATAACCAT CGGTAACAAGGAAATGT- - - - = - = - = n oo s o s o soo oo oo GGGTATGATTCTTTGACGTAGCACTTCAATG
Rev clone26 ATTCAGTCACGGCCTCCTTGGTGAAGTATGGGGT CACGAAGAAATAACCAT CGGTAACAAGGAAATGT- - - - =« = o m o e o s o e oa i oo oioiia oo GGGTATGATTCTTTGACGTAGCACTTCAATG

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 3,780
FUIr 310_homozygous
FUD 510_allele1
FUB 510_allele2

3,650 3,670 3,750 3,760 3,770 3,780

MIC_11396_TEBPb G—G-G-GIG_G-G-G_G-G-G—G-GGIG-GIG-G-G-GGIG—G-G-G_G-GIG_G—G—G
< 1-2

FEV clonel
FEV clone4 GCTTCTTTAAGTTGTTTGAGACCTTGCCGAAGTCACCACCGTTGTTGAATAGCTCGGTGTAGAGTTGCTTGAAGGCGCTTTGTTGTTGAACTTGTTGTGATTTGCTCATTATTACT - - = = = - = = = - s o - s e oo e e oo oo o
FEU clone5 GCTTCTTTAAGTTGTTTGAGACCTTGCCGAAGTCACCACCGTTGTTGAATAGCTCGGTGTAGAGTTGCTTGAAGGCGCTTTGTTGTTGAACTTGTTGTGATTTGCTCATTATTACT- - - - - - - - s e s e e e e e e e e oo
Fub clone24 GCTTCTTTAAGTTGTTTGAGACCTTGCCGAAGTCACCACCGTTGTTGAATAGCTCGGTGTAGAGTTGCTTGAAGGCGCTTTGTTGTTGAACTTGTTGTGATTTGCTCATTATTACT- - - - - - s e e e e e e e e e oo
FEV clone4 1 GCTTCTTTAAGTTGTTTGAGACCTTGCCGAAGTCACCACCGTTGTTGAATAGCTCGGTGTAGAGTTGCTTGAAGGCGCTTTGTTGTTGAACTTGTTGTGATTTGCTCATTATTACT- - - - m - e e e e e e e e e e e oo
FEU clone8 GCTTCTTTAAGTTGTTTGAGACCTTGCCGAAGTCACCACCGTTGTTGAATAGCTCGGTGTAGAGTTGCTTGAAGGCGCTTTGTTGTTGAACTTGTTGTGATTTGCTCATTATTACT- - - - - - - s s s e e e e e e e oo o
Fub clone12 GCTTCTTTAAGTTGTTTGAGACCTTGCCGAAGTCACCACCGTTGTTGAATAGCTCGGTGTAGAGTTGCTTGAAGGCGCTTTGTTGTTGAACTTGTTGTGATTTGCTCATTATTACT- - - - - - s e e e e e e e e e oo
FEV clone33 GCTTCTTTAAGTTGTTTGAGACCTTGCCGAAGTCACCACCGTTGTTGAATAGCTCGGTGTAGAGTTGCTTGAAGGCGCTTTGTTGTTGAACTTGTTGTGATTTGCTCATTATTACT- - - - m - - e e e e e e e e e oo
FEU clone2 GCTTCTTTAAGTTGTTTGAGACCTTGCCGAAGTCACCACCGTTGTTGAATAGCTCGGTGTAGAGTTGCTTGAAGGCGCTTTGTTGTTGAACTTGTTGTGATTTGCTCATTATTACT- - - - - - e e e e e e e e e e oo -
REV clone3 GCTTCTTTAAGTTGTTTGAGACCTTGCCGAAGTCACCACCGTTGTTGAATAGCTCGGTGTAGAGTTGCTTGAAGGCGCTTTGTTGTTGAACTTGTTGTGATTTGCTCATTATTACT- - - - - - s e e e e e e e e e oo
FEU clone26 GCTTCTTTAAGTTGTTTGAGACCTTGCCGAAGTCACCACCGTTGTTGAATAGCTCGGTGTAGAGTTGCTTGAAGGCGCTTTGTTGTTGAACTTGTTGTGATTTGCTCATTATTACT- - - - m - - e e e e e e e e e oo

3,790 3,800 3,810 3,820 3,830 3,840 3,850 3,860 3,870 3,880 3,890 3,900 3,910 3,920
FUIr 310_homozygous
FIp 510_allele1

FI510_allele2
3,790 3,800 3,810 3,820 3,830 3,840 3,850 3,870 3,880 3,890 3,900 3,910 3,920

MIC_11396_TEBPb —G—G—Gie—ele—e—e—e—e—e-e—e—e_ele-

TEBPb_MDS_1

1-2

TGTTTAGAGATTGTTTAAGAAAAGTTTATAAGACTTGTTTTGTTTAAAGTATTGAAAATTAATTTTA
GTGTTTAGAGATTGTTTAAGAAAAGTTTATAAGACTTGTTTTGTTTAAAGTATTGAAAATTAATTTTAGCGC
GTGTTTAGAGATTGTTTAAGAAAAGTTTATAAGACTTGTTTTGTTTAAAGTATTGAAAATTAATTTTAGCGC

FEV clonel
FEV clone4
FEY clone5

e GTGTTTAGAGATTGTTTAAGAAAAGTTTATAABACTTGTTTTGTTTAAAGTATTGAAAATTAATTTTAGCGC
e GTGTTTAGAGATTGTTTAAGAAAAGTTTATAABACTTGTTTTGTTTAAAGTATTGAAAATTAATTTTAGCGC
REUCIONES = e e m e e e e e e e e e e e e e GTGTTTAGAGATTGTTTAAGAAAAGTTTATAABACTTGTTTTGTTTAAAGTATTGAAAATTAATTTTAGCGC
S GTGTTTAGAGATTGTTTAAGAAAAGT TTATAABACTTGTTTTGTTTAAAGTATTGAAAATTAATTTTAGCGC
REVCIONE33 = - m - mm e e m e e e e el GTGTTTAGAGATTGTTTAAGAAAAGTTTATAABACTTGTTTTGTTTAAAGTATTGAAAATTAATTTTAGCGC
REUCIONE2 % e e m e e e e e e e e e e e e e e GTGTTTAGAGATTGTTTAAGAAAAGTTTATAABACTTGTTTTGTTTAAAGTATTGAAAATTAATTTTAGCGC
REVCIONE3 = e m e m e e mmm e e o e iiioiooooo.. GTGTTTAGAGATTGTTTAAGAAAAGTTTATAABACTTGTTTTGTTTAAAGTATTGAAAATTAATTTTAGCGC

e GTGTTTAGAGATTGTTTAAGAAAAGT TTATAABACTTGTTTTGTTTAAAGTATTGAAAATTAATTTTAGCGC



3,930 3,940 3,950 3,960 3,970 3,980 3,990 4,000 4,010 4,020 4,032
FUIr 310_homozygous
FIx 510_allelel
FI510_allele2

3,930 3,940 3,950 3,960 3,970 3,980 3,990 4,000 4,010 4,020 4,032

MIC_11396_TeBPb  TATCTAAAAATTAAAATTTGATAAATCAATATTTAATTAAAAGCCTTAAAATTATTGGTCTATATCTTGCAAATTGTTATTTTTCAACTTGAAATCATAAATCTTAAACGGG

TEBPb_MDS_1

REV clone 1 TATCTAAAAATTAAAATTTGATAAATCAATATTTAATTAAAAGCCTTAAAATTATTGGTCTATATCTTGCAAATTG
FEY clone4 TATCTAAAAATTAAAATTTGATAAATCAATATTTAATTAAAAGCCTTAAAATTATTGGTCTATATCTTGCAAATTG
FEV clone5 TATCTAAAAATTAAAATTTGATAAATCAATATTTAATTAAAAGCCTTAAAATTATTGGTCTATATCTTGCAAATTG
Fub clone24 TATCTAAAAGATAAAATTTG

FEY clone4 1 TATCTAAAAGATAAAATTTGATAAATCAATATTTAATTAAAAGCCTTAAAATTATTGGTCTATATCTTGC

FEY clone8 TATCTAAAAGATAAAATTTGATAAATCAATATTTAATTAAAAGCCTTAAAATTATTGGTCTATATCTTGCAAATTG
Fub clone12 TATCTAAAAGATAAAATTTGATAAATCAATATTTAATTAAAAGCCTTAAAATTATTGGTCTATATCTTGCAAATTG
FEY clone33 TATCTAAAAGATAAAATTTGATAAATCAATATTTAATTAAAAGCCTTAAAATTATTGGTCTATATCTTGCAAATTG
FEY clone2 TATCTAAAAGATAAAATTTGATAAATCAATATTTAATTAAAAGCCTTAAAATTATTGGTCTATATCTTGCAAATT
REV clone3 TATCTAAAAGATAAAATTTGATAAATCAATATTTAATTAAAAGCCTTAAAATTATTGGTCTATATCTTGCAAATTG

FEV clone26 TATCTAAAAGATAAAATT



