(13,989 .. 14,008) gRNA Protospacer
(13,884 .. 13,903) Sanger Sequencing |\ Donor Template REV -> SNV (13,971 .. 14,070)
(13,565 .. 13,589) PCR Forward \ PCR Reverse (14,493 .. 14,517)

10,000 20,000 30,000
| MATR3 >
| MATR3 201 >
Y TR =T F PR~
MATR3-201

Donor Template SNV -> REV

Protospacer Sequence

SNV

INK2J00014R_MATR3_S85C_CO06_AA
38,004 bp



GGGTTTGTTCTTGGGCTGCAGCCGCTGCCGCCGCTTCTCGCCAGCGCCGTTGCTGCGGGGGATTGTGGGAGTCTCCGCGTCCCGC

CCCAAACAAGAACCCGACGTCGGCGACGGCGGCGAAGAGCGGTCGCGGCAACGACGCCCCCTAACACCCTCAGAGGCGCAGGGCG

e Y >

| MATR3-201 >

TCGCTGGGAGAGAGGTACCTCTCCTTTTCCCTCTCCCTTTCCCTAAGGTAGGCGTGAAGCGGGTAAGAGTCGGGGTCGGGTGGCT

AGCGACCCTCTCTCCATGGAGAGGAAAAGGGAGAGGGAAAGGGATTCCATCCGCACTTCGCCCATTCTCAGCCCCAGCCCACCGA

I - R

MATR3-201 :>

GGGGGTTCTCCGTGTCCGCCGGGAGGGGACAACGACGGCGACAGGGGCTGCGGGGAGCCGGCGGCGCGCCTTTCTTGCTCGCTCC

CCCCCAAGAGGCACAGGCGGCCCTCCCCTGTTGCTGCCGCTGTCCCCGACGCCCCTCGGCCGCCGCGCGGAAAGAACGAGCGAGG

v [

MATR3-201 :>

CGCTCTGCCTCCCTCCGCGTTGCGTATGTGAGCCGCCTGATCGGCGGCCGCCATGTTAGGAGCGCAGTGGCGGCGCAACCAGCCT

GCGAGACGGAGGGAGGCGCAACGCATACACTCGGCGGACTAGCCGCCGGCGGTACAATCCTCGCGTCACCGCCGCGTTGGTCGGA

w1

MATR3-201 >

TCTAGGGCGGCGGAGGTGAGCGGTCCGGGAGGGAAACACGCGGCCGGCCAAGGGCCCAGGGTGCGGCGGGAGATTTTGGGTGAAG

AGATCCCGCCGCCTCCACTCGCCAGGCCCTCCCTTTGTGCGCCGGCCGGTTCCCGGGTCCCACGCCGCCCTCTAAAACCCACTTC

I | >

MATR3-201 :>

AGGTGCGCTGACCGGCCGAGCTTCCTGCGCGTCCTGGGCTCGTTGTGGGCGGGGGCGGGACGACTAGCCCGTTACACGCGGGCCG

TCCACGCGACTGGCCGGCTCGAAGGACGCGCAGGACCCGAGCAACACCCGCCCCCGCCCTGCTGATCGGGCAATGTGCGCCCGGC

I - R

MATR3-201 :>

CGGCGCTGAGGGGGAGGGAGGAGCTCGCTCGAGGCCTGAGGGACAGACTGTACACTGGGGGCTTGCCGTTTGAGGAGGATGGTTA

GCCGCGACTCCCCCTCCCTCCTCGAGCGAGCTCCGGACTCCCTGTCTGACATGTGACCCCCGAACGGCAAACTCCTCCTACCAAT

v [

MATR3-201 :>

AGATATCTAAGTCCTTGGGTAGCGCCAGTGCCAAATAACCCGTTCGCCTTTTTTTCTCTGAAAATGTTCCCCCAAAATGGAGGAT

TCTATAGATTCAGGAACCCATCGCGGTCACGGTTTATTGGGCAAGCGGAAAAAAAGAGACTTTTACAAGGGGGTTTTACCTCCTA

w1

MATR3-201 >

TTCGCAGACTCTGAAGAGCCTGCTTGTTTGAGCAGCGTTTCTTTCTTTTCCCGGTGTCTCGGCCTTCACGCCGCTCCTTGCCCAT

AAGCGTCTGAGACTTCTCGGACGAACAAACTCGTCGCAAAGAAAGAAAAGGGCCACAGAGCCGGAAGTGCGGCGAGGAACGGGTA

I | >

MATR3-201 :>

CGCCTCAGAGCGCCCCCTAAGACTCCCGGCCCACACGCGCGCGCGCGCGCGGCGTTAGCTGGACATCAGAAACAATTCCTCCCCG

GCGGAGTCTCGCGGGGGATTCTGAGGGCCGGGTGTGCGCGCGCGCGCGCGCCGCAATCGACCTGTAGTCTTTGTTAAGGAGGGGC

I - R

MATR3-201 :>

85

170

340

425

680

765

850



CCCCCCATCGCGTAAAAATGGCCGAAAAATGAAACGTTAACGCTTGTTTTTCGTACTGCGTCGTGGAACAAGCCGCCTGCAGTAC

GGGGGGTAGCGCATTTTTACCGGCTTTTTACTTTGCAATTGCGAACAAAAAGCATGACGCAGCACCTTGTTCGGCGGACGTCATG

I | >

MATR3-201 :>

AGTGCGAGGCGGGTGATTTGCACTTGTTTAGTCAAGTCACCTCACATCCTTTTTCTCTTTATCAAAATAGTATTAGTCCAGGTTC

TCACGCTCCGCCCACTAAACGTGAACAAATCAGTTCAGTGGAGTGTAGGAAAAAGAGAAATAGTTTTATCATAATCAGGTCCAAG

I - R

MATR3-201 :>

CTCCAGAGAGGATCGTGTGGTGTGGGACCTTCCGGTTTCCAGACAAAGGGTTTTGGAGTACCGTGGTGTAGTCGCCGCATCGTTC

GAGGTCTCTCCTAGCACACCACACCCTGGAAGGCCAAAGGTCTGTTTCCCAAAACCTCATGGCACCACATCAGCGGCGTAGCAAG

v [

MATR3-201 :>

TTTGCATTTCGAGCTCTGTGCCATGTTCTGTGTTCGGCATTTACCGTGGATGAATATCCCCTAGGTGTTTATCCTGCTCTGTGGC

AAACGTAAAGCTCGAGACACGGTACAAGACACAAGCCGTAAATGGCACCTACTTATAGGGGATCCACAAATAGGACGAGACACCG

w1

MATR3-201 >

CCTGTTCTGTGGAATATTCCTATTGGATCAGTTACAGTTTTTTAGCCAGATATTTCTAGAACGGTTATGGTGGTTCTGAAATGGC

GGACAAGACACCTTATAAGGATAACCTAGTCAATGTCAAAAAATCGGTCTATAAAGATCTTGCCAATACCACCAAGACTTTACCG

I | >

MATR3-201 :>

TAGTCTTTCGGGCGCGCTGGAATAATGTGAAGAATCGTTGATTTCGTAGGTAGGGGTCACGAGATTTTGTATTGGTACTGCGTTC

ATCAGAAAGCCCGCGCGACCTTATTACACTTCTTAGCAACTAAAGCATCCATCCCCAGTGCTCTAAAACATAACCATGACGCAAG

I - R

MATR3-201 :>

TGTGTTTTAAACCTTGGCTTAAGATTTCTGAATAGTCGGTAAAATACATTTTTCTCCCAGGGAAATCTAAACAGTTGACTATGCG

ACACAAAATTTGGAACCGAATTCTAAAGACTTATCAGCCATTTTATGTAAAAAGAGGGTCCCTTTAGATTTGTCAACTGATACGC

v [

MATR3-201 :>

GACAAAAATGATGTTTCAGGCTATTTTAATAAATGTTTAAAATTTCCCTTTAAAAACATTTCTTTACTAATGGCTCAGTCATCTA

CTGTTTTTACTACAAAGTCCGATAAAATTATTTACAAATTTTAAAGGGAAATTTTTGTAAAGAAATGATTACCGAGTCAGTAGAT

w1

MATR3-201 >

CGCAGTCTATCGACGTTTTTCACAGTATTGTTTTAAAAATCAAGAAAGGCTTGACATTTTCGTTGCAAAAACGCTCTGGATGATG

GCGTCAGATAGCTGCAAAAAGTGTCATAACAAAATTTTTAGTTCTTTCCGAACTGTAAAAGCAACGTTTTTGCGAGACCTACTAC

I | >

MATR3-201 :>

CCTTTTCCACTTAAATAGAATGTTTTTGCAAACTCGAAATTAAACAACATTAAAATACTGCATGAAGTTTCTTGGTTATGTAAGA

GGAAAAGGTGAATTTATCTTACAAAAACGTTTGAGCTTTAATTTGTTGTAATTTTATGACGTACTTCAAAGAACCAATACATTCT

I - R

MATR3-201 :>

935

1020

1105

1190

1275

1360

1445

1530

1615

1700



TTTGGAAAAGATCATTTAGCCAGATGTGTGTTGAAGTGCTTTAAATTTGTATTTCTTCCTTTGCACTTAACAGTATATACTTAGA

AAACCTTTTCTAGTAAATCGGTCTACACACAACTTCACGAAATTTAAACATAAAGAAGGAAACGTGAATTGTCATATATGAATCT

I | >

MATR3-201 :>

ACATTACTTTGTACTTTACCCAGAGAAGTTTCGCTTTATCATCTTTATATATTTTTCAGCCGTGTACAGCTTTTATATCACATTT

TGTAATGAAACATGAAATGGGTCTCTTCAAAGCGAAATAGTAGAAATATATAAAAAGTCGGCACATGTCGAAAATATAGTGTAAA

I - R

MATR3-201 :>

TGAACTAACTTGGAAGGATTTAACTACCCTTGATCTGTGCATTTGTTTTAGTCTTTAAACATACTAATTTTTTTACTAATGCTTT

ACTTGATTGAACCTTCCTAAATTGATGGGAACTAGACACGTAAACAAAATCAGAAATTTGTATGATTAAAAAAATGATTACGAAA

v [

MATR3-201 :>

TAGAGTTTGTAAACGCTAATATTACAAGTCAGTTAATGGTTTTTACTGAGGAGTGCAACGGTGGTGTCGTATTTTAGGAGCATCA

ATCTCAAACATTTGCGATTATAATGTTCAGTCAATTACCAAAAATGACTCCTCACGTTGCCACCACAGCATAAAATCCTCGTAGT

w1

MATR3-201 >

CGTAGTTCAAATCCCTAATTTTATAGAAGAGAAGGTTAAAGCCCAGATAGGTCGTGACCAGTTGCAAATAGTAGCAGTGCTGTCA

GCATCAAGTTTAGGGATTAAAATATCTTCTCTTCCAATTTCGGGTCTATCCAGCACTGGTCAACGTTTATCATCGTCACGACAGT

I | >

MATR3-201 :>

GTGTGGTCTACAGAGGTCTTGGATCTTTTTTTTCTCTGAAACAGGATCGCTCTGTTGCCCAGACTGGAGTGCAGTGGTATGATCA

CACACCAGATGTCTCCAGAACCTAGAAAAAAAAGAGACTTTGTCCTAGCGAGACAACGGGTCTGACCTCACGTCACCATACTAGT

I - R

MATR3-201 :>

GTGGCTCACGGCTCACAGCAGCCTCGACCTCCCAGGCTTAAGTAATCCTCCCACCTCAGCCTCCTGGGTAGCTGAGATCACAGGC

CACCGAGTGCCGAGTGTCGTCGGAGCTGGAGGGTCCGAATTCATTAGGAGGGTGGAGTCGGAGGACCCATCGACTCTAGTGTCCG

v [

MATR3-201 :>

GCGCGCCACCACACCAAGCTAATTTTTTGATCGTCTGTAGAGACGTGTTCTCACAATATGGCCCAGGCTGGTGTTGAACTCTCGG

CGCGCGGTGGTGTGGTTCGATTAAAAAACTAGCAGACATCTCTGCACAAGAGTGTTATACCGGGTCCGACCACAACTTGAGAGCC

w1

MATR3-201 >

AGCTCTTAGATGTTGATTCAGACTCCTTCATAGTATAATAGGCTTAAAATGGAAAGACTGTGCGTACAGGAATTTATCCTAAGGA

TCGAGAATCTACAACTAAGTCTGAGGAAGTATCATATTATCCGAATTTTACCTTTCTGACACGCATGTCCTTAAATAGGATTCCT

I | >

MATR3-201 :>

AGTAATGTGTCAGATTTGCGTATATAAATTTAATATCAGTTATTAAGAATTTTTTTTAAAATTAAATATTCAAGTTTTGGGAATC

TCATTACACAGTCTAAACGCATATATTTAAATTATAGTCAATAATTCTTAAAAAAAATTTTAATTTATAAGTTCAAAACCCTTAG

I - R

MATR3-201 :>

1785

1870

1955

2040

2125

2210

2295

2380

2465

2550



TGCTAATTCTGTTGTGAAAGTGGAAATCTATACAGCCACTTAAAACAGTATCGTAGGTGAAGAGTATGATGGGAAAATGGTAACG

ACGATTAAGACAACACTTTCACCTTTAGATATGTCGGTGAATTTTGTCATAGCATCCACTTCTCATACTACCCTTTTACCATTGC

I | >

MATR3-201 :>

GTATACAGTTTTAACTGGAAAGGAAAATGTTGGAAAACTGCTAATGTCGTTTGATTGTTTTTTAAACGACAATGTAAACATGAAA

CATATGTCAAAATTGACCTTTCCTTTTACAACCTTTTGACGATTACAGCAAACTAACAAAAAATTTGCTGTTACATTTGTACTTT

I - R

MATR3-201 :>

ATAGAGATATACCCCAAAATGTTTGCTCAGATGTTGGCATTGTTTACTCCCTGATGTTTTTCTGAATTTACCACGAGAAATAACA

TATCTCTATATGGGGTTTTACAAACGAGTCTACAACCGTAACAAATGAGGGACTACAAAAAGACTTAAATGGTGCTCTTTATTGT

v [

MATR3-201 :>

TCAACTTTTGTAATGAGAGAAAAAAATGAAAAACATATTTTGTAAATACTGTAACTGCTTAAAATATTAGAGTCCTCTGTATTTT

AGTTGAAAACATTACTCTCTTTTTTTACTTTTTGTATAAAACATTTATGACATTGACGAATTTTATAATCTCAGGAGACATAAAA

w1

MATR3-201 >

TAAGCGAAATTGGCATAGACAAACTAGCTGCTTCAAGTCTGAAGTGAAAAGTACTGAGAAGTGACAGAAAGTAGTGCTTGTGTAA

ATTCGCTTTAACCGTATCTGTTTGATCGACGAAGTTCAGACTTCACTTTTCATGACTCTTCACTGTCTTTCATCACGAACACATT

I | >

MATR3-201 :>

CATTTTGGATATTGGGTATAAGCAAACACAGGAATCAGAATATTCTTAGGCAAAAATGTTAAAATCATTATTATTGGAAATAGTA

GTAAAACCTATAACCCATATTCGTTTGTGTCCTTAGTCTTATAAGAATCCGTTTTTACAATTTTAGTAATAATAACCTTTATCAT

I - R

MATR3-201 :>

CTAATTAGCTTACAATATGAATTGCAGCCAAAGAATTGAATAATGGTTAGATGTTCTTAGAACATCTTTTTGTTAGGGATACTTG

GATTAATCGAATGTTATACTTAACGTCGGTTTCTTAACTTATTACCAATCTACAAGAATCTTGTAGAAAAACAATCCCTATGAAC

v [

MATR3-201 :>

ATTTTATATATCTCCTTTAGTTAGAATTACAGTACAGCTATCCCACACTTCTGGCAACAGGTTCTAAAAGTGGATGATTGCGGCC

TAAAATATATAGAGGAAATCAATCTTAATGTCATGTCGATAGGGTGTGAAGACCGTTGTCCAAGATTTTCACCTACTAACGCCGG

w1

MATR3-201 >

AGTGGCCCGTGATCCCAGCACATTAGGAGGCCAAGGCGGGCGGATCATCTGAGGTAAAGAGTTCTGAGACCAGCTTGCCCAACAT

TCACCGGGCACTAGGGTCGTGTAATCCTCCGGTTCCGCCCGCCTAGTAGACTCCATTTCTCAAGACTCTGGTCGAACGGGTTGTA

I | >

MATR3-201 :>

GGCGAAACCCCATTTCTACTAAAAATTACAAAAATTAGCCGGGCGTGGTGGCAGGCACCTGTAATGTAATCCCAGCTACTTGGGA

CCGCTTTGGGGTAAAGATGATTTTTAATGTTTTTAATCGGCCCGCACCACCGTCCGTGGACATTACATTAGGGTCGATGAACCCT

I - R

MATR3-201 :>

2635

2720

2805

2890

2975

3060

3145

3230

3315

3400



GGGTGAGGGAGGAGAAATCACTTGAACCCAGGAGGCGGAGGTAGCAGTTAGCCGAGGTGGCGCCACTGCATTCCAGCCTGGGCAA

CCCACTCCCTCCTCTTTAGTGAACTTGGGTCCTCCGCCTCCATCGTCAATCGGCTCCACCGCGGTGACGTAAGGTCGGACCCGTT

I | >

MATR3-201 :>

CAGAGCGGGACTCCATCTCAAAAAAAAGTAAAGTGGATGATTGACTTAACATTTGGGATGGACAGTGCTAAGTTTGTTGGGATGG

GTCTCGCCCTGAGGTAGAGTTTTTTTTCATTTCACCTACTAACTGAATTGTAAACCCTACCTGTCACGATTCAAACAACCCTACC

I - R

MATR3-201 :>

ATTGGAAGGGTTATAGGCTGGGAGTGTAGTTTTGCCATTTTCTGTATATGTGGTTGGTTATTCTAAGGCACAACGCTGTCCAAGA

TAACCTTCCCAATATCCGACCCTCACATCAAAACGGTAAAAGACATATACACCAACCAATAAGATTCCGTGTTGCGACAGGTTCT

v [

MATR3-201 :>

AATAAAGTGCTGTAATTTATAATTATTAGCTATGTAGCAAACCTTTCTCATTGGATCATTAGGATTAAGGGCTCTGAAGTTCTTG

TTATTTCACGACATTAAATATTAATAATCGATACATCGTTTGGAAAGAGTAACCTAGTAATCCTAATTCCCGAGACTTCAAGAAC

w1

MATR3-201 >

ATAAAAGTTTATGTGTAGAAAATTTAATGGATAATTAAAAGTAAAACAGAAAACAAGCCTATGGGTTGAGTTTTAGATATGTACC

TATTTTCAAATACACATCTTTTAAATTACCTATTAATTTTCATTTTGTCTTTTGTTCGGATACCCAACTCAAAATCTATACATGG

I | >

MATR3-201 :>

TTTAAAGGGGTTTTATGTGTAATTTAAAAAATTGAGTATAAGTGTTAGGTTTTAACGCATTTCTATTATAATCCTATTTGTAATA

AAATTTCCCCAAAATACACATTAAATTTTTTAACTCATATTCACAATCCAAAATTGCGTAAAGATAATATTAGGATAAACATTAT

I - R

MATR3-201 :>

CAGTAAAAGTTACATGATAAAGTGCTGTTATCTGACCTAACCTGAATATAATTTATTACTGTGGCACTTCTGTGTGGATGGAGTG

GTCATTTTCAATGTACTATTTCACGACAATAGACTGGATTGGACTTATATTAAATAATGACACCGTGAAGACACACCTACCTCAC

v [

MATR3-201 :>

CGGAGTGCCTTTGATGTGATGTATAATTTTCCAGTTGTACATCAAGCCCTAATGTTCTCTGTATAGATAAAGCTCAAGGCTCTTT

GCCTCACGGAAACTACACTACATATTAAAAGGTCAACATGTAGTTCGGGATTACAAGAGACATATCTATTTCGAGTTCCGAGAAA

w1

MATR3-201 >

GGAAGTGGAAAATAAAAAGTGAAGTAGTAATGAAAGCTTAGGTTTGAAAAAATTTTAAAGCTATTCCAAAATTTAAAGTATGCTT

CCTTCACCTTTTATTTTTCACTTCATCATTACTTTCGAATCCAAACTTTTTTAAAATTTCGATAAGGTTTTAAATTTCATACGAA

I | >

MATR3-201 :>

GCTCCCCACCCACCAAACCTTAAAAACATCTTATCTGACATTCTCTTTAATGTGGTTCAGGCAGAAACAGGTTAGTAGGAAAACA

CGAGGGGTGGGTGGTTTGGAATTTTTGTAGAATAGACTGTAAGAGAAATTACACCAAGTCCGTCTTTGTCCAATCATCCTTTTGT

I - R

MATR3-201 :>

3485

3570

3655

3740

3825

3910

3995

4080

4165

4250



AGAGGGGAGCTTGCCTGTGGAGAAGGAGAGAGTAGTTGCAGATGGGTAAGAAAAGTAAAAGCAGAGTGCCTATGGTAAATGTCTT

TCTCCCCTCGAACGGACACCTCTTCCTCTCTCATCAACGTCTACCCATTCTTTTCATTTTCGTCTCACGGATACCATTTACAGAA

I | >

MATR3-201 :>

AGTGGGCCAGCAGTAAATGCAGCAAGTATGGAAAGTAGTCATTTAATTAATATTAGGGAGCAGTATTATCTGCATTTACTTCATG

TCACCCGGTCGTCATTTACGTCGTTCATACCTTTCATCAGTAAATTAATTATAATCCCTCGTCATAATAGACGTAAATGAAGTAC

I - R

MATR3-201 :>

AAGATGCATAACTTTCAGATCTTTTAGGATGATGTGTTTGGTTTTTTTCCTCCTTTGTGAGGATTATTAGGATATTAACCGTCCC

TTCTACGTATTGAAAGTCTAGAAAATCCTACTACACAAACCAAAAAAAGGAGGAAACACTCCTAATAATCCTATAATTGGCAGGG

v [

MATR3-201 :>

TCTTAACACACGGGAACCTATACCATATGTGAAAATTAAAAGTCAATTATTTGAGCACTCAACTTAAGCAGTAGTTGGGGAAAGA

AGAATTGTGTGCCCTTGGATATGGTATACACTTTTAATTTTCAGTTAATAAACTCGTGAGTTGAATTCGTCATCAACCCCTTTCT

w1

MATR3-201 >

ATAATGTCAAAGAAATACAAACATTTGGCTGGGTGCAGTGATTCACACCTGTAATCCCAGCACTTTGGGGGCTGAGGTGGGCAGA

TATTACAGTTTCTTTATGTTTGTAAACCGACCCACGTCACTAAGTGTGGACATTAGGGTCGTGAAACCCCCGACTCCACCCGTCT

I | >

MATR3-201 :>

TCACTTCAGGCCAGGAGTTCGAGACCAACCTGGGCAACATACGGAAAACCCCGTCTCTACTAAAAATACAAAAATTAGCGGGTCG

AGTGAAGTCCGGTCCTCAAGCTCTGGTTGGACCCGTTGTATGCCTTTTGGGGCAGAGATGATTTTTATGTTTTTAATCGCCCAGC

I - R

MATR3-201 :>

TGATGGCGCGTTCCTGTAATTCCAGCTGTTGGAGACGCTGAAGCAGAATTGCTTGAACCTGGGAGGCGGAAGTTGCAGTGAGGCG

ACTACCGCGCAAGGACATTAAGGTCGACAACCTCTGCGACTTCGTCTTAACGAACTTGGACCCTCCGCCTTCAACGTCACTCCGC

v [

MATR3-201 :>

AGATCGTGCCACTGCACTCCAAGGCTGGTGACAGAGCAAGACTGTCTCAAAAAGAAAAGAAACACAAATATTTGAACTCCAAATA

TCTAGCACGGTGACGTGAGGTTCCGACCACTGTCTCGTTCTGACAGAGTTTTTCTTTTCTTTGTGTTTATAAACTTGAGGTTTAT

w1

MATR3-201 >

TTCTTTGTGTGTAGAAAAATCTAATGGATAATTAAAACTAGAGCAGAGAGAAAAGCCTAGGAGTTGAGAGATTTTTAGATACGTG

AAGAAACACACATCTTTTTAGATTACCTATTAATTTTGATCTCGTCTCTCTTTTCGGATCCTCAACTCTCTAAAAATCTATGCAC

I | >

MATR3-201 :>

ACTGAAAAGATTGGAAAAGGCTATCAGTTTTAATGCTTGTGTCTGTCTTTGTGTGGGCCATGGTATTTTGGAAGAGCACCATGGA

TGACTTTTCTAACCTTTTCCGATAGTCAAAATTACGAACACAGACAGAAACACACCCGGTACCATAAAACCTTCTCGTGGTACCT

I - R

MATR3-201 :>

4335

4420

4505

4590

4675

4760

4845

4930

5015

5100



GGAGGAAGTTTTGCAGTTTTGCACCAAGGGACACCAAGAAACAGCGTTGTTCTTGGTAATGGCAAGAAATTGAAAACAACTTAAA

CCTCCTTCAAAACGTCAAAACGTGGTTCCCTGTGGTTCTTTGTCGCAACAAGAACCATTACCGTTCTTTAACTTTTGTTGAATTT

I | >

MATR3-201 :>

TGTTCATCATCTGCAGAATAAAGTACATGTGCATACATAATGATACCTATATTGCAGTGAAAATGTAGGTTTAACTCACAATTGT

ACAAGTAGTAGACGTCTTATTTCATGTACACGTATGTATTACTATGGATATAACGTCACTTTTACATCCAAATTGAGTGTTAACA

I - R

MATR3-201 :>

GGATAAATCAGTTTTTAAAAGCAAGTCAGAACAGTACATTTTAAGTCAATTTGCATGAAGTTCAGAAATGCAAAAATAACACTTT

CCTATTTAGTCAAAAATTTTCGTTCAGTCTTGTCATGTAAAATTCAGTTAAACGTACTTCAAGTCTTTACGTTTTTATTGTGAAA

v [

MATR3-201 :>

TTAAGGGTACATACATTAAGTAGTCAAACTTAAACACAAGGGGAGGGAGTCGTTGGAAATTGCTATGTAGATTTATTTCCAAAGT

AATTCCCATGTATGTAATTCATCAGTTTGAATTTGTGTTCCCCTCCCTCAGCAACCTTTAACGATACATCTAAATAAAGGTTTCA

w1

MATR3-201 >

CTCGTTAATGTTTTGTTTCGTATTTTTATATACACTGGTTTGTATAATACATTGAATGATTAAAAGGGGATGCTGGGCCTTGAGA

GAGCAATTACAAAACAAAGCATAAAAATATATGTGACCAAACATATTATGTAACTTACTAATTTTCCCCTACGACCCGGAACTCT

I | >

MATR3-201 :>

AAATAACTGGTATTACATGAAATGACAGAGGGATGCCTCCCAGCTAATAATTTTATTTACACAAGCATTGAGTAGTTTCTGTAAA

TTTATTGACCATAATGTACTTTACTGTCTCCCTACGGAGGGTCGATTATTAAAATAAATGTGTTCGTAACTCATCAAAGACATTT

I - R

MATR3-201 :>

TGGAATAGTAAGCAGACGTTTCTGTAAGGTGTTTGGTTATGGTTGGGGAAAAGGTTTAGAGAAGTAGAATGGAACCAACACATGA

ACCTTATCATTCGTCTGCAAAGACATTCCACAAACCAATACCAACCCCTTTTCCAAATCTCTTCATCTTACCTTGGTTGTGTACT

v [

MATR3-201 :>

AAGGCAGTGAAAATTATATGTGAGGCAGGGCACAGTGGTTCATGTCTATAACCTCAGCACTTTGGGAGGCTGAGGGAGGAGGATC

TTCCGTCACTTTTAATATACACTCCGTCCCGTGTCACCAAGTACAGATATTGGAGTCGTGAAACCCTCCGACTCCCTCCTCCTAG

w1

MATR3-201 >

ACTTGAACCCAGGAGTTCATGACCAGCTCATGCAACGTAGTGAGACCTTGTCTCTACTAAAAATGTTAAAAATTAGTCGGGTATA

TGAACTTGGGTCCTCAAGTACTGGTCGAGTACGTTGCATCACTCTGGAACAGAGATGATTTTTACAATTTTTAATCAGCCCATAT

I | >

MATR3-201 :>

GTGGTGCATGCCTGTGGTCCCTGCTGAGACCAAGGAGGATCACTTGAGCCCAAGAGATTGAGTCTGCAATGAGCCAAGATTGTGC

CACCACGTACGGACACCAGGGACGACTCTGGTTCCTCCTAGTGAACTCGGGTTCTCTAACTCAGACGTTACTCGGTTCTAACACG

I - R

MATR3-201 :>

5185

5270

5355

5440

5525

5610

5695

5780

5865

5950



CACTGCACTGGGCAACAGAGGAAGACCCTGTCTTGAAAAAGGAAATCGTAGTGTGGATTTCATGTGGTAAGTGGTAGGGAGTAGT

GTGACGTGACCCGTTGTCTCCTTCTGGGACAGAACTTTTTCCTTTAGCATCACACCTAAAGTACACCATTCACCATCCCTCATCA

I | >

MATR3-201 :>

AGGTTTTTGAGCCAGGAGAGTGTGAAATGAGTGATGTTTCAGGTTGTTTATGTTGAAAGGTGATGAGGTGTGAGCTTTGATGCCA

TCCAAAAACTCGGTCCTCTCACACTTTACTCACTACAAAGTCCAACAAATACAACTTTCCACTACTCCACACTCGAAACTACGGT

I - R

MATR3-201 :>

GGAGGCTAGCTAAAAAGCAGGAGGACTAAGATTATGGCAGAGAGAATAGAAAGGTAAGATCTATGGCCATACCACCCTAAACGCA

CCTCCGATCGATTTTTCGTCCTCCTGATTCTAATACCGTCTCTCTTATCTTTCCATTCTAGATACCGGTATGGTGGGATTTGCGT

v [

MATR3-201 :>

CCTGATTTCGTCTGATCTTGGAAGCTAAGCAGTGTTGGGCCTGGTTAGTGCTTGGATGGGAAACAGGTTAAGGATGCAGGGTGAA

GGACTAAAGCAGACTAGAACCTTCGATTCGTCACAACCCGGACCAATCACGAACCTACCCTTTGTCCAATTCCTACGTCCCACTT

w1

MATR3-201 >

GGGTGATTTAAACACAGGTTGGCAATACAGAATGAAGAAGGAAGATGTTTAATTTTTCCACTTTTACTAGAATTACTGCAATATA

CCCACTAAATTTGTGTCCAACCGTTATGTCTTACTTCTTCCTTCTACAAATTAAAAAGGTGAAAATGATCTTAATGACGTTATAT

I | >

MATR3-201 :>

GATAGTGTATTGTTCTTTAGCTTGTCTGTTGAAAGTTACTACCAGTTGGCTCACACCTGTAATCCCAGCACTTTGGGAGGCCAAG

CTATCACATAACAAGAAATCGAACAGACAACTTTCAATGATGGTCAACCGAGTGTGGACATTAGGGTCGTGAAACCCTCCGGTTC

I - R

MATR3-201 :>

GTGGGTGAATCACAAGGTCAGGAGTTCGAGACCAGTCTGGCCAACATGGTGAAACCTTGTCTCTACTAAAAAATACAGAAAATTT

CACCCACTTAGTGTTCCAGTCCTCAAGCTCTGGTCAGACCGGTTGTACCACTTTGGAACAGAGATGATTTTTTATGTCTTTTAAA

v [

MATR3-201 :>

GCCAGGTGTGGTGGTGTGCACCTGTAACCCCAGCTACTCCAGAGGCTGAGGCAGGAGAATCACGGGAACCCGAGAGGCGGAGGTT

CGGTCCACACCACCACACGTGGACATTGGGGTCGATGAGGTCTCCGACTCCGTCCTCTTAGTGCCCTTGGGCTCTCCGCCTCCAA

w1

MATR3-201 >

GCAGTGAGCCAAGATCACGCCATTGCACTCCAGGCCTGGCAACTGTGCGAGACTCTGTCTCAAAAACAAAAGTTACTACCAGTCT

CGTCACTCGGTTCTAGTGCGGTAACGTGAGGTCCGGACCGTTGACACGCTCTGAGACAGAGTTTTTGTTTTCAATGATGGTCAGA

I | >

MATR3-201 :>

TTAAGTCTGTTTTTGAAAGCTGATTCCTGGTGACCAGTATGACATTAAAGTTGATACATGAAAGAGACTACGGTGCAGATAAAAA

AATTCAGACAAAAACTTTCGACTAAGGACCACTGGTCATACTGTAATTTCAACTATGTACTTTCTCTGATGCCACGTCTATTTTT

I - R

MATR3-201 :>

6035

6120

6205

6290

6375

6460

6545

6630

6715

6800



GTTTATAAGCTCTTTATTCATTTGTCTTTGGATCTCAGTCCTTTTGCCTCTAAAAGTTTTTCTCATCTAAAAATAAAGAAAAATA

CAAATATTCGAGAAATAAGTAAACAGAAACCTAGAGTCAGGAAAACGGAGATTTTCAAAAAGAGTAGATTTTTATTTCTTTTTAT

I | >

MATR3-201 :>

GATTTTACCTTCTTAGTTTTATGAGGATCAGATTATACCAAATGAGATGATTACTACGGTGCTGTGTGTCAGACACTATTTTAAA

CTAAAATGGAAGAATCAAAATACTCCTAGTCTAATATGGTTTACTCTACTAATGATGCCACGACACACAGTCTGTGATAAAATTT

I - R

MATR3-201 :>

TGTTTTATTTAGACTAATTTATTAAGTCTTTTTGAGTCAGAGTCTCACTCTGTCACCCAGGCTGCAGTGGCTCACTGCAACCTCT

ACAAAATAAATCTGATTAAATAATTCAGAAAAACTCAGTCTCAGAGTGAGACAGTGGGTCCGACGTCACCGAGTGACGTTGGAGA

v [

MATR3-201 :>

GCCTCCAGGGTTCAAGTGATTCTTCTGCCTCAGCCTCCCCAGTAGCTGGGATTACAGGCACATGCCACCACACCTGGCTGATTTT

CGGAGGTCCCAAGTTCACTAAGAAGACGGAGTCGGAGGGGTCATCGACCCTAATGTCCGTGTACGGTGGTGTGGACCGACTAAAA

w1

MATR3-201 >

TGGTGTTTTGTTGTTTTGAGACAGAGTTTTGCTCTTGTTGCCCAGGCTGGAGTGCAATGGCATGATCTCAGCTCACTGCAACCTC

ACCACAAAACAACAAAACTCTGTCTCAAAACGAGAACAACGGGTCCGACCTCACGTTACCGTACTAGAGTCGAGTGACGTTGGAG

I | >

MATR3-201 :>

CGTCTTCTGGGTTCAAGTGATTCTCCTGCCTCAGCCTCCCGAGTAGCTGGGATTACAGGCGCCTGCCACCACACCTGGCTCTTTT

GCAGAAGACCCAAGTTCACTAAGAGGACGGAGTCGGAGGGCTCATCGACCCTAATGTCCGCGGACGGTGGTGTGGACCGAGAAAA

I - R

MATR3-201 :>

TTGTATTTTTGGGTAGAGACAGGGTTTCCCCATGTTGGCCAAGCTGGTCTCGAACTTGTGGCCTTAAGTGATTCTCCCACCTCAG

AACATAAAAACCCATCTCTGTCCCAAAGGGGTACAACCGGTTCGACCAGAGCTTGAACACCGGAATTCACTAAGAGGGTGGAGTC

v [

MATR3-201 :>

CTTCCCAAAGTGCTAGGATTACAGCCATGAGCCACTGTGCCTGGCCTAATTTATCGAGTCTTTATGGCCTTATGAAGTAGGTATT

GAAGGGTTTCACGATCCTAATGTCGGTACTCGGTGACACGGACCGGATTAAATAGCTCAGAAATACCGGAATACTTCATCCATAA

w1

MATR3-201 >

ATTTTTATTTCCCACCACCCTTTTTGGCTCAAGGTCACACAGCTGTTTGTAATAGAACCAGGATTCACACGAAGGCTTTTGGGCC

TAAAAATAAAGGGTGGTGGGAAAAACCGAGTTCCAGTGTGTCGACAAACATTATCTTGGTCCTAAGTGTGCTTCCGAAAACCCGG

I | >

MATR3-201 :>

CCCAAAATTCAGTATGTATGAAATAGTTGTAGAAATGTTTATGGAAGTCAAGAGAATAGGGCTCTTAGGGATACAGAATGGAGCC

GGGTTTTAAGTCATACATACTTTATCAACATCTTTACAAATACCTTCAGTTCTCTTATCCCGAGAATCCCTATGTCTTACCTCGG

I - R

MATR3-201 :>

6885

6970

7055

7140

7225

7310

7395

7480

7565

7650



TTTTTTCTTTATTTGAGACAGAGTCTCACTCTGTCACCCAGGCTGGAGTACAGTGGCACAATCTTGGCTCACTGCAGCCTCCACC

AAAAAAGAAATAAACTCTGTCTCAGAGTGAGACAGTGGGTCCGACCTCATGTCACCGTGTTAGAACCGAGTGACGTCGGAGGTGG

I | >

MATR3-201 :>

TCCCGGGTTCAAGAGATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGTGTGCCACCACACCCGGCTAATTTTTGT

AGGGCCCAAGTTCTCTAAGAGGACGGAGTCGGAGGGTTCATCGACCCTGATGTCCGCACACGGTGGTGTGGGCCGATTAAAAACA

I - R

MATR3-201 :>

ATTTTTTAGTAGAGATGGGGTTTCAGCGTATTGGCCAGGCTGGTCTCGGACTCCTGACCTTAAAGTGATCCTCTCGCCTCGGCCT

TAAAAAATCATCTCTACCCCAAAGTCGCATAACCGGTCCGACCAGAGCCTGAGGACTGGAATTTCACTAGGAGAGCGGAGCCGGA

v [

MATR3-201 :>

CCCAAAGGGCTGGGATTACAGGTATAAGCCACCGCGCCCAGCCCAGAATGGAGCCTTGAAAGAAATCACTGATTTTGCTTAAGCA

GGGTTTCCCGACCCTAATGTCCATATTCGGTGGCGCGGGTCGGGTCTTACCTCGGAACTTTCTTTAGTGACTAAAACGAATTCGT

w1

MATR3-201 >

GAGAAGAAAGTAAAGAGCCAAGTTTATGTCGTAGTTCAAATAGACAATGAACATCATCAGGTACACGGGGTAACTTTCTATCTTG

CTCTTCTTTCATTTCTCGGTTCAAATACAGCATCAAGTTTATCTGTTACTTGTAGTAGTCCATGTGCCCCATTGAAAGATAGAAC

I | >

MATR3-201 :>

TAATACGGGTTTACTTCATCAATTCTGTGTAGTTCTAATCTGAAACTATTTCTTGCCTGATTGAAGGTCACTGGGAAAAAATTTT

ATTATGCCCAAATGAAGTAGTTAAGACACATCAAGATTAGACTTTGATAAAGAACGGACTAACTTCCAGTGACCCTTTTTTAAAA

I - R

MATR3-201 :>

AAACCTAGGAAGAAGACAGTATTATTCCAGGTCTGAGTGGGAATTTCTTACACTGGTTAACAAGTAGTTTTCTGTCTTCTCAGCA

TTTGGATCCTTCTTCTGTCATAATAAGGTCCAGACTCACCCTTAAAGAATGTGACCAATTGTTCATCAAAAGACAGAAGAGTCGT

v [

MATR3-201 :>

GCTGACGCCACTCTGCAACATTCTTGTCATTCATTAGCCTAAGGATCAAGAAGTGGACTAAAAATTGACTTCACGTCTGTTAGAT

CGACTGCGGTGAGACGTTGTAAGAACAGTAAGTAATCGGATTCCTAGTTCTTCACCTGATTTTTAACTGAAGTGCAGACAATCTA

w1

MATR3-201 >

GGATTAAGAACAGTGGTCTTAAAGCACTTGAAAATATTCATGCTTGTATTTCAGCCTTCCTGGCACTACACTTTTTTATCTTTTC

CCTAATTCTTGTCACCAGAATTTCGTGAACTTTTATAAGTACGAACATAAAGTCGGAAGGACCGTGATGTGAAAAAATAGAAAAG

I | >

MATR3-201 :>

TATTGTATGATGACACATGCTACTTTACCACACCCACCTAATTTTTGCATTTTTAGTAGAGACGGGGTTTCACCATGTTGGCCGG

ATAACATACTACTGTGTACGATGAAATGGTGTGGGTGGATTAAAAACGTAAAAATCATCTCTGCCCCAAAGTGGTACAACCGGCC

I - R

MATR3-201 :>

7735

7820

7905

7990

8075

8160

8245

8330

8415

8500



GCTGGTCTCAAACTCCTGACCTCAGGTAATCTGCCCGCCTCGGCCTCCCAAAGTGCAGGATTACAGGTGTGAGCCACTGCGCCTG

CGACCAGAGTTTGAGGACTGGAGTCCATTAGACGGGCGGAGCCGGAGGGTTTCACGTCCTAATGTCCACACTCGGTGACGCGGAC

I | >

MATR3-201 :>

GCCTATTTTAAAAACTCTTAAGCCACTCAAGGTACATGCCATACTGAGATGAGATTGTGACACTCAAAAACATAGATTAGAGAGC

CGGATAAAATTTTTGAGAATTCGGTGAGTTCCATGTACGGTATGACTCTACTCTAACACTGTGAGTTTTTGTATCTAATCTCTCG

I - R

MATR3-201 :>

ATAAGATTTGAAAGTGGCTGAAACTCTAGGAAAAAAATGTAGTTCTTCAGCATACTTCAAAAAAACCCTTAAATGAAATAATTGT

TATTCTAAACTTTCACCGACTTTGAGATCCTTTTTTTACATCAAGAAGTCGTATGAAGTTTTTTTGGGAATTTACTTTATTAACA

v [

MATR3-201 :>

TACAAAATATGTTAGGAAATATTATATACACCATTAAAATGAAAACTTGTAGTACTTTTAAAATGGAAACTATGGTAAATTCTTT

ATGTTTTATACAATCCTTTATAATATATGTGGTAATTTTACTTTTGAACATCATGAAAATTTTACCTTTGATACCATTTAAGAAA

w1

MATR3-201 >

ATAAAACCATTATAAAATTTAATAAATGAAGAAAAATTTAAATAGTAACTGAAACCTGTTCTTGAATTGAAAATAAGTTGGATGC

TATTTTGGTAATATTTTAAATTATTTACTTCTTTTTAAATTTATCATTGACTTTGGACAAGAACTTAACTTTTATTCAACCTACG

I | >

MATR3-201 :>

TTGGTTTGAAAGTCCTGACCGCAGGAATCAATATTTTTGTGTGATTTATGACAAAAATCAAGCAGCTACCTTCCAAATGGTGCTG

AACCAAACTTTCAGGACTGGCGTCCTTAGTTATAAAAACACACTAAATACTGTTTTTAGTTCGTCGATGGAAGGTTTACCACGAC

I - R

MATR3-201 :>

CTTTGAAATTACTGACAGTCAACTATGTCTGCCATCTATCAGTGACATAGGTTAAGACATTTTTACTAAATTGGTATTGTTGATT

GAAACTTTAATGACTGTCAGTTGATACAGACGGTAGATAGTCACTGTATCCAATTCTGTAAAAATGATTTAACCATAACAACTAA

v [

MATR3-201 :>

GCTACCTAAAACATATTTGGTATATTTTCACATGAATAAGCTAATAAATGATCAAGGTGATTGGCCTTGATAGAACATTTGGAAA

CGATGGATTTTGTATAAACCATATAAAAGTGTACTTATTCGATTATTTACTAGTTCCACTAACCGGAACTATCTTGTAAACCTTT

w1

MATR3-201 >

ATCTGAGCATTTCTTGCAATTCAGAAGAGGAAAATATAAGAAACTGTAGTTTTCTAGCTGTTGCTTGTAAGTTTCAATGTGAAGT

TAGACTCGTAAAGAACGTTAAGTCTTCTCCTTTTATATTCTTTGACATCAAAAGATCGACAACGAACATTCAAAGTTACACTTCA

I | >

MATR3-201 :>

TAAAATAATGTCATTATGAAGGTATTTTTTTCCCTGAGTATCTCTAGTTTTATGGTTAAACCATAAATAATCTTTCATAGTTTTA

ATTTTATTACAGTAATACTTCCATAAAAAAAGGGACTCATAGAGATCAAAATACCAATTTGGTATTTATTAGAAAGTATCAAAAT

I - R

MATR3-201 :>

8585

8670

8755

8840

8925

9010

9095

9180

9265

9350



TGGGTAAACCATCTCAAATTAGTTGTTTTTTTTTTTTTTAATTCTGACTACAAAGACTGAGAAGAGAAAAATTATTTTTTTATTT

ACCCATTTGGTAGAGTTTAATCAACAAAAAAAAAAAAAATTAAGACTGATGTTTCTGACTCTTCTCTTTTTAATAAAAAAATAAA

I | >

MATR3-201 :>

GTTTTGTTTTTTGAGACGATGTTTGCTCTGTGGCCCAGGCTGGAGTGCAGTGCCCCAATCTCGGCTCAGTGCAGCCTCCATCTCC

CAAAACAAAAAACTCTGCTACAAACGAGACACCGGGTCCGACCTCACGTCACGGGGTTAGAGCCGAGTCACGTCGGAGGTAGAGG

I - R

MATR3-201 :>

CAGGTTCAAGTGATTCTCCGGCCTTAGCCTCCCACGTAGGTGGGACTACAGGTGCGTGCCACCATGCCCAGCTAATTTTTATATT

GTCCAAGTTCACTAAGAGGCCGGAATCGGAGGGTGCATCCACCCTGATGTCCACGCACGGTGGTACGGGTCGATTAAAAATATAA

v [

MATR3-201 :>

TTTAGTAGAGACGAGGTTTCACCATGTTGGCCAGGATGGTCTTGATCTCTTGACCTCGTGATCAACCCACCTCGGCTTCCCAAAG

AAATCATCTCTGCTCCAAAGTGGTACAACCGGTCCTACCAGAACTAGAGAACTGGAGCACTAGTTGGGTGGAGCCGAAGGGTTTC

w1

MATR3-201 >

TGCAGGGATTACAGGCGTGAGCCACTGCGCCCTGCCAGAGAAAAATTATTTAAAGGAGTGATTATCTCACACAGTTGAGAGCATA

ACGTCCCTAATGTCCGCACTCGGTGACGCGGGACGGTCTCTTTTTAATAAATTTCCTCACTAATAGAGTGTGTCAACTCTCGTAT

I | >

MATR3-201 :>

GCTGAAGATCCATGTGGAGTAGTAGATACCTCTTAGCATTTTGGGAGGTCAAGGCGGGAGGATTGCTTGAGCCCAGGAGTTCGAG

CGACTTCTAGGTACACCTCATCATCTATGGAGAATCGTAAAACCCTCCAGTTCCGCCCTCCTAACGAACTCGGGTCCTCAAGCTC

I - R

MATR3-201 :>

ACCAGCCTGGCCAACATGGTGAAAACCCCCTCTCTACCAAAACAATGAAAACTAGCCGAGCATGGTGGCATGTGTCTGTAGTCCC

TGGTCGGACCGGTTGTACCACTTTTGGGGGAGAGATGGTTTTGTTACTTTTGATCGGCTCGTACCACCGTACACAGACATCAGGG

v [

MATR3-201 :>

GGCTACTTGGGCTGAGGTGGGAGGATGGTTTGAGCCTGGGAGGCAGAGGTTACAGTGAGCCTGGGCAATGCACTCCCAGGTGTGA

CCGATGAACCCGACTCCACCCTCCTACCAAACTCGGACCCTCCGTCTCCAATGTCACTCGGACCCGTTACGTGAGGGTCCACACT

w1

MATR3-201 >

TGCCATTCCACTCCAGCCTGGGCAATGAAGGAGTCAGACACTGTCTTTTTTTTTTAAACTAAAAATCTTTTCATTTTTTTCTAAT

ACGGTAAGGTGAGGTCGGACCCGTTACTTCCTCAGTCTGTGACAGAAAAAAAAAATTTGATTTTTAGAAAAGTAAAAAAAGATTA

I | >

MATR3-201 :>

ACCTTCTAAGAAATTAAAGTTAGCTTGCGCTTATTTTAGTAATTCTGCTAGATATTACTCTGAAAGAATGACTAAGGACTTACCG

TGGAAGATTCTTTAATTTCAATCGAACGCGAATAAAATCATTAAGACGATCTATAATGAGACTTTCTTACTGATTCCTGAATGGC

I - R

MATR3-201 :>

9435

9520

9605

9690

9775

9860

9945

10,030

10,115

10,200



GTAATCTTTAAGGAAATTTAGATCTGGAACAGCTGTTTGCTTCTGTTCTCCGTGAATTTTCAGGGTATGTGAAATTTTTCAGAAA

CATTAGAAATTCCTTTAAATCTAGACCTTGTCGACAAACGAAGACAAGAGGCACTTAAAAGTCCCATACACTTTAAAAAGTCTTT

I | >

MATR3-201 :>

TATTTTAGTACTCTAGTTCTTTTAATTGGAGAAGAAAAAGCCAATAACAAAAATCAGATTCTCATGTAATGGGAGGTAGAATATT

ATAAAATCATGAGATCAAGAAAATTAACCTCTTCTTTTTCGGTTATTGTTTTTAGTCTAAGAGTACATTACCCTCCATCTTATAA

I - R

MATR3-201 :>

AACTGAAACGTTTCCTAACCATACATAGGGATGATACTCAGATTTGTTTAGATGTTGAATGTGAAGCTAACATTTTTAAACAGCT

TTGACTTTGCAAAGGATTGGTATGTATCCCTACTATGAGTCTAAACAAATCTACAACTTACACTTCGATTGTAAAAATTTGTCGA

v [

MATR3-201 :>

TAAAATTGTATCATAAAATAATTTTAAGTTACAGTTTGTTTTGAGTTGCCTATAAAAATGAATTTTTAAGCTAATTTGTTAAGAA

ATTTTAACATAGTATTTTATTAAAATTCAATGTCAAACAAAACTCAACGGATATTTTTACTTAAAAATTCGATTAAACAATTCTT

w1

MATR3-201 >

TTTGGTTATCGGGCCAGGCGTGGTGGCTCATGCCTATATAATCCCAGCACTTTGAGAGGACGAGGCAGGGGGATCACCTGAGGTC

AAACCAATAGCCCGGTCCGCACCACCGAGTACGGATATATTAGGGTCGTGAAACTCTCCTGCTCCGTCCCCCTAGTGGACTCCAG

I | >

MATR3-201 :>

GAGACCAGCCTGACCAACATGGAGAAACCCCGTCTCTACTAAAAATACAAAATTAGCTGGAAGTGGTGGTGTGTGTCTGTAATTT

CTCTGGTCGGACTGGTTGTACCTCTTTGGGGCAGAGATGATTTTTATGTTTTAATCGACCTTCACCACCACACACAGACATTAAA

I - R

MATR3-201 :>

CAGCTACTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCTAGGAGGCAGAGGTTGCAGTGAGCTGAGATCGTGCCATTGCATTC

GTCGATGAACCCTCCGACTCCGTCCTCTTAGTGAACTTGGATCCTCCGTCTCCAACGTCACTCGACTCTAGCACGGTAACGTAAG

v [

MATR3-201 :>

CAGCCTGGGCATCAAGAGTGAAACTCCATCTGAAAAAAAAAAAAAAAGAATTTGGTTATCAAGATTGTAGTAAATGGCATTTGTG

GTCGGACCCGTAGTTCTCACTTTGAGGTAGACTTTTTTTTTTTTTTTCTTAAACCAATAGTTCTAACATCATTTACCGTAAACAC

w1

MATR3-201 >

TAGTGAAATTGTGGGTAATGTTGATAGTTTTTAGGGGGGTGCAGGTGCTTTCTTTTTTGGAAGTGAAGGGTTCTGCATTGATGGG

ATCACTTTAACACCCATTACAACTATCAAAAATCCCCCCACGTCCACGAAAGAAAAAACCTTCACTTCCCAAGACGTAACTACCC

I | >

MATR3-201 :>

CATTTACACTAGTATATAGAGATTTTAAATAGGTAAATTGGATTTTGATAATAAATGTTCTCCCAAAGCTACTATATTTAAAATT

GTAAATGTGATCATATATCTCTAAAATTTATCCATTTAACCTAAAACTATTATTTACAAGAGGGTTTCGATGATATAAATTTTAA

I - R

MATR3-201 :>

10,285

10,370

10,455

10,540

10,625

10,710

10,795

10,880

10,965

11,050



GTTTTAACCTCTAGTGCAGTTTCCTATAGAAAGGCAATTTTATAATTACAGGAAAAAACAATACAGTAAAAGGAGCTAATCTTTT

CAAAATTGGAGATCACGTCAAAGGATATCTTTCCGTTAAAATATTAATGTCCTTTTTTGTTATGTCATTTTCCTCGATTAGAAAA

I | >

MATR3-201 :>

GTAAATCTTTAGTAAGTGTCTCCATATTGTGCTGCCTTTGCTAATAGGCAGTGGGGCCCATGTGAATGAGCCTTTAAAAGTGGCT

CATTTAGAAATCATTCACAGAGGTATAACACGACGGAAACGATTATCCGTCACCCCGGGTACACTTACTCGGAAATTTTCACCGA

I - R

MATR3-201 :>

TGTACATCTTATGTTCAGCATTGACATGATAGAGGAACTGTTTTCATTAATGCTTTTTCAACAATGTTGCCACATCTGGTTTCTC

ACATGTAGAATACAAGTCGTAACTGTACTATCTCCTTGACAAAAGTAATTACGAAAAAGTTGTTACAACGGTGTAGACCAAAGAG

v [

MATR3-201 :>

CCAACTTTGTTCTAATAAAACCATTTTTAAGAATTTGGTTTATTTGTGGTTTAATCCAAAATCTAACTTAAGTTGCTTTTCACTA

GGTTGAAACAAGATTATTTTGGTAAAAATTCTTAAACCAAATAAACACCAAATTAGGTTTTAGATTGAATTCAACGAAAAGTGAT

w1

MATR3-201 >

ATTTTACCCTAATATCCTTGATGGAGCTGCATTTTACGTTGAAACTGAGTATCTTAAAACTACTAAGGTGGTTATGGAATTACAC

TAAAATGGGATTATAGGAACTACCTCGACGTAAAATGCAACTTTGACTCATAGAATTTTGATGATTCCACCAATACCTTAATGTG

I | >

MATR3-201 :>

GTTGTCATGGGATTTACATTGTTTGTCTTGACTCTTTTCTGAGTTTTTCTGACATTCATTTTCTGTTTGTCTTAAGGTTATCCTT

CAACAGTACCCTAAATGTAACAAACAGAACTGAGAAAAGACTCAAAAAGACTGTAAGTAAAAGACAAACAGAATTCCAATAGGAA

I - R

MATR3-201 :>

TACCTTTGCTTCTCTTAACTTTTTCCTTTTGTTGATCCACTGTTTTCCTATGAGCTACCAAAAAATGTAATTCAGAGCTCTGTAG

ATGGAAACGAAGAGAATTGAAAAAGGAAAACAACTAGGTGACAAAAGGATACTCGATGGTTTTTTACATTAAGTCTCGAGACATC

v [

MATR3-201 :>

TCTAACAGTCACATTTCCTTAAAATATGGCCGTTTTAAAAATTTTAAACATAATTGTAATACCATTATATAATTTCTCTTAGGGA

AGATTGTCAGTGTAAAGGAATTTTATACCGGCAAAATTTTTAAAATTTGTATTAACATTATGGTAATATATTAAAGAGAATCCCT

w1

MATR3-201 >

AAAAATAATTCAAAAGACTGACTTTTCAGTAATGCAAAGCTTTGGCTACAACATGAAGGTCAAAGCTGCAATTAATAACCCTGAT

TTTTTATTAAGTTTTCTGACTGAAAAGTCATTACGTTTCGAAACCGATGTTGTACTTCCAGTTTCGACGTTAATTATTGGGACTA

I | >

MATR3-201 :>

ACTTCAACATTTTTATTTTGAAAAACCCTCTAAAGGATTTGATTTGTAAAAATATGTGTGAAAATTTAGAGGGTCCACCACCATT

TGAAGTTGTAAAAATAAAACTTTTTGGGAGATTTCCTAAACTAAACATTTTTATACACACTTTTAAATCTCCCAGGTGGTGGTAA

I - R

MATR3-201 :>

11,135

11,220

11,305

11,390

11,475

11,560

11,645

11,730

11,815

11,900



TACATAGCATCTCAGCCGCCATTCTGTCTGGCATTTATAAGACATATCAAAGAAACTTTCATCTGAAGAAGTCCACTTATTCTCG

ATGTATCGTAGAGTCGGCGGTAAGACAGACCGTAAATATTCTGTATAGTTTCTTTGAAAGTAGACTTCTTCAGGTGAATAAGAGC

I | >

MATR3-201 :>

TCTTTATTAATCTTAAAGCTTAAGTAGTTTACATAGTGGATCTTGTCTAGAACTATTAATAGTTTCTTTGGTGTATTTTCTCAAA

AGAAATAATTAGAATTTCGAATTCATCAAATGTATCACCTAGAACAGATCTTGATAATTATCAAAGAAACCACATAAAAGAGTTT

I - R

MATR3-201 :>

TTCATCTTTCTTGGTGTGCAAAAACATCTTCCTGTAACTCCAGCCACCTCTTATAGCATTTCTGTGTCTTTTAAAACTTGATTAT

AAGTAGAAAGAACCACACGTTTTTGTAGAAGGACATTGAGGTCGGTGGAGAATATCGTAAAGACACAGAAAATTTTGAACTAATA

v [

MATR3-201 :>

ATCTATTTTTTAAAATCCAGTCTAAATCTTTCTTGCCTGCAACTTTTTTTATACTTCCTTTGCCACTGTATTTGTCCATTGTATC

TAGATAAAAAATTTTAGGTCAGATTTAGAAAGAACGGACGTTGAAAAAAATATGAAGGAAACGGTGACATAAACAGGTAACATAG

w1

MATR3-201 >

CTTGCTTTAATCTATCATTGGTGAAATTGATCCTGTAATAGACTTGTAACTACTGGATATTGTCTGGTTTTACTGTTAAAGTTTC

GAACGAAATTAGATAGTAACCACTTTAACTAGGACATTATCTGAACATTGATGACCTATAACAGACCAAAATGACAATTTCAAAG

I | >

MATR3-201 :>

ACATATTAAGCTACCAGTGCTGAGTGTATTGGTGATCAAAAAATAGAAAATTTAAGCAATGCCTCATAGAATTCTGTACCAAACA

TGTATAATTCGATGGTCACGACTCACATAACCACTAGTTTTTTATCTTTTAAATTCGTTACGGAGTATCTTAAGACATGGTTTGT

I - R

MATR3-201 :>

ACTTCAGATTTACCTCTGTATGTAGTTGTGATTATAAAATTGTTTCACTGAAGATGTTATGTATATCTTTCAACTAATATTTTAT

TGAAGTCTAAATGGAGACATACATCAACACTAATATTTTAACAAAGTGACTTCTACAATACATATAGAAAGTTGATTATAAAATA

v [

MATR3-201 :>

GACAATCGTGATATAAAAGATTTGGAAATTCTTATGTGACAGTTTCTGAGGTACAACAATAATGATTTAAGAAAGAAAACAATTT

CTGTTAGCACTATATTTTCTAAACCTTTAAGAATACACTGTCAAAGACTCCATGTTGTTATTACTAAATTCTTTCTTTTGTTAAA

w1

MATR3-201 >

CATCTAGAAACACGTCTTGGGGGATCATAATCAGAACATAAATTTACCAGGTGATTTGGGCTATTCTTGTGAAAAGTTTACAGGA

GTAGATCTTTGTGCAGAACCCCCTAGTATTAGTCTTGTATTTAAATGGTCCACTAAACCCGATAAGAACACTTTTCAAATGTCCT

I | >

MATR3-201 :>

AACTGTGTAACCAAGATCTCATTTTCATTTTTACCTGTTTTGTGCTCTAGATGTGCTGTAGCCCTGAGCATTAAATGAGTACTGA

TTGACACATTGGTTCTAGAGTAAAAGTAAAAATGGACAAAACACGAGATCTACACGACATCGGGACTCGTAATTTACTCATGACT

I - R

MATR3-201 :>

11,985

12,070

12,155

12,240

12,325

12,410

12,495

12,580

12,665

12,750



TGGATGCTGATTTGGGGAGTTCCCTTCTTTAAATCACCTGTATTTCCTGTACCTAGGTTTTTTCTTGGGAGGGCTCCTATTCCTG

ACCTACGACTAAACCCCTCAAGGGAAGAAATTTAGTGGACATAAAGGACATGGATCCAAAAAAGAACCCTCCCGAGGATAAGGAC

I | >

MATR3-201 :>

TACTGACCAGAGTTAGTTCTCCTTACTTTAAAAGACTAGATATGAAGTAAACACTGCCTGATGTAGGATGGTCAGTAAGAAGGCA

ATGACTGGTCTCAATCAAGAGGAATGAAATTTTCTGATCTATACTTCATTTGTGACGGACTACATCCTACCAGTCATTCTTCCGT

I - R

MATR3-201 :>

ATTAGTTGTATAACTTAAATTTGGGCAGCAATCCTTAAAACTATAGGAAATGACTTATTTTTCTTATTCACATCTATCTTCACCT

TAATCAACATATTGAATTTAAACCCGTCGTTAGGAATTTTGATATCCTTTACTGAATAAAAAGAATAAGTGTAGATAGAAGTGGA

v [

MATR3-201 :>

CAAATTGATTTTGCTGTATAAAGGTCTCAGCTATTATGTTTGGTCTTATATCTTACATTAGGTACTTGAAACCTAAGCTTCATTT

GTTTAACTAAAACGACATATTTCCAGAGTCGATAATACAAACCAGAATATAGAATGTAATCCATGAACTTTGGATTCGAAGTAAA

w1

MATR3-201 >

ACTTGTGATTTTACTTGGTTCTTTCTGATAGTGATAATAGGTCTCATTTTCCAAAGCACAGTACAACTGATTCATCTTTGACTTG

TGAACACTAAAATGAACCAAGAAAGACTATCACTATTATCCAGAGTAAAAGGTTTCGTGTCATGTTGACTAAGTAGAAACTGAAC

I | >

MATR3-201 :>

CTGACCTTGATTTTTTTGTTTTTAGTCTTCTGGAACTTAAGCATCATACTATAGGGTGTATTTTTATTCTTCTAAAAGAAGAAAC

GACTGGAACTAAAAAAACAAAAATCAGAAGACCTTGAATTCGTAGTATGATATCCCACATAAAAATAAGAAGATTTTCTTCTTTG

I - R

MATR3-201 :>

CCATCTATATTTTTACTGAAATTTTGATGTACTCAGACATCTAACCTTTCAATTTACATGTTTTTAAACTCAGTATGAAAGTCCC

GGTAGATATAAAAATGACTTTAAAACTACATGAGTCTGTAGATTGGAAAGTTAAATGTACAAAAATTTGAGTCATACTTTCAGGG

v [

MATR3-201 :>

TTTAATAGTTAAGCTTTAGCATGAAATACTACTTTTTAAATATCTATATGCAGGCTCTGCATACATCAGGAATCTGTTTAAGATA

AAATTATCAATTCGAAATCGTACTTTATGATGAAAAATTTATAGATATACGTCCGAGACGTATGTAGTCCTTAGACAAATTCTAT

w1

MATR3-201 >

TGTAATAAATTCCTTGTAAGTTTGAGATCTTAAATGTTTTTTTTTTAAATCAACATGATGCATAAGTTTTTTTTTCTTAAAAAAA

ACATTATTTAAGGAACATTCAAACTCTAGAATTTACAAAAAAAAAATTTAGTTGTACTACGTATTCAAAAAAAAAGAATTTTTTT

I | >

MATR3-201 :>

12,835

12,920

13,005

13,090

13,175

13,260

13,345

13,430

13,515



PCR Forward
IGAGTTGTCTGCTGGTTCTCAGCTTG

CGGCATCTGCTTAAAGGGATTTATGACTAAAATTGCTTATTTTTCTACAGAGTTGTCTGCTGGTTCTCAGCTTGAAGAAGATTCT

GCCGTAGACGAATTTCCCTAAATACTGATTTTAACGAATAAAAAGATGTCTCAACAGACGACCAAGAGTCGAACTTCTTCTAAGA

>

MATR3-201 >

GCAGTCCTTATTGATCCTTTTTCTTGGCGTTACCATTTTTGAAGCAAAGTTAACCTAGCTTTCTAGTTTGAGCTTTCTTTTTGGC

CGTCAGGAATAACTAGGAAAAAGAACCGCAATGGTAAAAACTTCGTTTCAATTGGATCGAAAGATCAAACTCGAAAGAAAAACCG

>

MATR3-201 >

CGTCTTTAAAAAAATTTTTTTTTTTAATCTATAAAATAGACAAGAGCTAGTTCTACAATGTCCAAGTCATTCCAGCAGTCATCTC

GCAGAAATTTTTTTAAAAAAAAAAATTAGATATTTTATCTGTTCTCGATCAAGATGTTACAGGTTCAGTAAGGTCGTCAGTAGAG

v [

MATR3-201 >

1 L L L 5 L L L
M S

K S F Q Q S s
ENSE00003774855 >
MATR3-201

TCAGTAGGGACTCACAGGGTCATGGGCGTGACCTGTCTGCGGCAGGAATAGGCCTTCTTGCTGCTGCTACCCAGTCTTTAAGTAT

AGTCATCCCTGAGTGTCCCAGTACCCGCACTGGACAGACGCCGTCCTTATCCGGAAGAACGACGACGATGGGTCAGAAATTCATA

MATR3-201 >
0, ., A5 200 28 300,38,
L S R D S Q G H G R D L S A A G I G L L A A A T Q S L S M
ENSE00003774855 >
MATR3-201
Sanger Sequencing
[EGTACTGCACGCCTTGCTAG
GCCAGCATCTCTTGGAAGGATGAACCAGGGTACTGCACGCCTTGCTAGTTTAATGAATCTTGGAATGAGTTCTTCATTGAATCAA
CGGTCGTAGAGAACCTTCCTACTTGGTCCCATGACGTGCGGAACGATCAAATTACTTAGAACCTTACTCAAGAAGTAACTTAGTT
MATR3-201 >
, 40 . . ., 45 ., . . 50 ., ., ., ., 85 ., 60 ., ., ., &5
P A S L G R M N Q G T A R L A S L M N L G M S S S L N Q
ENSE00003774855 >

MATR3-201

13,600

13,685

13,770

13,855

13,940



gRNA Protospacer
IG5l
ITTGCAGTnTATATTTAACAT

CAAGGAGCTCATAGTGCACTGTCTTCTGCTAGTACTTCTTCCCATAATTTGCAGTCTATATTTAACATTGGAAGTAGAGGTCCAC

GTTCCTCGAGTATCACGTGACAGAAGACGATCATGAAGAAGGGTATTAAACGTCAGATATAAATTGTAACCTTCATCTCCAGGTG

MATR3 >
MATR3-201 >
L L L 70 L L L L 75 L L L L 80 L L L L 85 L L L L 90 L L L L
A H S A L S S A S T S S H N L Q S 1 F N 1 G S R G P
ENSE00003774855 >
MATR3-201

[ Donor Template SNV -> REV

Protospacer Sequence ]

PAM
O

SNV

TCATGAAGAAGGGTATTAAACGTCAGATATAAATTGTAACCTTCATCTCCAGGTG
Donor Template REV -> SNV

TCCCTTTATCTTCTCAACACCGTGGAGATGCAGACCAGGCCAGTAACATTTTGGCCAGCTTTGGTCTGTCTGCTAGAGACTTAGA

AGGGAAATAGAAGAGTTGTGGCACCTCTACGTCTGGTCCGGTCATTGTAAAACCGGTCGAAACCAGACAGACGATCTCTGAATCT

MATR3 >
MATR3-201 >
95 1 1 1 1 100 1 1 1 1 105 1 1 1 1 110 1 1 1 1 115 1 1 1 1 120 1 1 1
L P L S S Q H R G D A D Q A S N 1 L A S F G L S A R D L D
ENSE00003774855 >

MATR3-201
Donor Template SNV -> REV |

AGGGAAATAGAAGAGTTGTGGCACCTCTACGTCTGGTCCGGTCAT|
Donor Template REV -> SNV

TGAACTGAGTCGTTATCCAGAGGACAAGATTACTCCTGAGAATTTGCCCCAAATCCTTCTACAGCTTAAAAGGAGGAGAACTGAA

ACTTGACTCAGCAATAGGTCTCCTGTTCTAATGAGGACTCTTAAACGGGGTTTAGGAAGATGTCGAATTTTCCTCCTCTTGACTT

MATR3 >
MATR3-201 >
! 125 ! ! ! ! 130 ! ! ! ! 135 ! ! ! ! 140 ! ! ! ! 145 ! ! ! ! 150 !
E L S R Y P E D K I T P E N L P Q I L L Q L K R R R T E
ENSE00003774855 >
MATR3-201

GAAGGCCCTACCTTGAGTTATGGTAGAGATGGCAGATCTGCTACACGGGAGCCACCATACAGAGTACCTAGGGATGATTGGGAAG

CTTCCGGGATGGAACTCAATACCATCTCTACCGTCTAGACGATGTGCCCTCGGTGGTATGTCTCATGGATCCCTACTAACCCTTC

MATR3 >
MATR3-201 >
L L 155 L L 160 L L . 165 L L 170 L L 175 L L

E G P T L S Y G R D G R S A T R E P P Y R \ P R D D W E
ENSE00003774855 >

MATR3-201

AAAAAAGGCACTTTAGAAGAGATAGTTTTGATGATCGTGGTCCTAGTCTCAACCCAGTGCTTGATTATGACCATGGAAGTCGTTC

TTTTTTCCGTGAAATCTTCTCTATCAAAACTACTAGCACCAGGATCAGAGTTGGGTCACGAACTAATACTGGTACCTTCAGCAAG
MATR3 >

MATR3-201 >

180 L L L 185 L L L 190, L L L 195, L L 200, L L 205 L 1

E K R H F R R D S F D D R G P S L N P \ L D Y D H G S R S
ENSE00003774855 >

MATR3-201

14,025

14,110

14,195

14,280

14,365



TCAAGAATCTGGTTATTATGACAGAATGGATTATGAAGATGACAGATTAAGAGATGGAGAAAGGTGTAGGGATGATTCTTTTTTT

AGTTCTTAGACCAATAATACTGTCTTACCTAATACTTCTACTGTCTAATTCTCTACCTCTTTCCACATCCCTACTAAGAAAAAAA

MATR3-201 >
210, L L 215 L L 220 L L 225 L L 230 L L 235
Q E S G Y Y D R M D Y E D D R L R D G E R C R D D S F F
ENSE00003774855 >
MATR3-201

GGTGAGACCTCGCATAACTATCATAAATTTGACAGTGAGTATGAGAGAATGGGACGTGGTCCTGGCCCCTTACAAGAGAGATCTC

CCACTCTGGAGCGTATTGATAGTATTTAAACTGTCACTCATACTCTCTTACCCTGCACCAGGACCGGGGAATGTTCTCTCTAGAG

MATR3-201 >
. ., 240 ., . ., 245 ., . ., 250 ., ., ., 255 ., . . 20 ., ., .,
G E T S H N H K F D S E Y E R M G R G G P L Q E R S
ENSE00003774855 >
MATR3-201
CTCTCTTACCCTGCACCAGGACCGG|
PCR Reverse

TCTTTGAGAAAAAGAGAGGCGCTCCTCCAAGTAGCAATATTGAAGACTTCCATGGACTCTTACCGAAGGGTTATCCCCATCTGTG

AGAAACTCTTTTTCTCTCCGCGAGGAGGTTCATCGTTATAACTTCTGAAGGTACCTGAGAATGGCTTCCCAATAGGGGTAGACAC
MATR3-201 >

05 ., ., ., 270 , ., ., 275 ., . ., ., 280 ., ., ., ., 285 ., ., 290 ., .,

L F E K K R G A P P S S N I E D F H G L L P K G Y P H L C
ENSE00003774855 >

MATR3-201

CTCTATATGTGATTTGCCAGTTCATTCTAATAAGGTGAGTTAACTCAACAGATGCTTCTAATTTCTTTTACATTGTAGTGCCTAT

GAGATATACACTAAACGGTCAAGTAAGATTATTCCACTCAATTGAGTTGTCTACGAAGATTAAAGAAAATGTAACATCACGGATA
MATR3-201 >

L 295 ., 300 o
S I C D L P V H S N K

ENSE00003774855 [ L L L L T LT >

MATR3-201

TTACCTATATCTTTGACTCTAATTCTGTAGTCTGATGACATTGAGTTGATCAAGCATTTTTAAACTTTTGAGAACACTTACTTTA

AATGGATATAGAAACTGAGATTAAGACATCAGACTACTGTAACTCAACTAGTTCGTAAAAATTTGAAAACTCTTGTGAATGAAAT

v [

MATR3-201 >

MATR3-201

TTTGGAAGGTAATTGTTTTTGAGCATTTTAAACCAGGGCTTTACATTAATATATTCTGCCTAGATTACTTCTGGCCACAAAGCTA

AAACCTTCCATTAACAAAAACTCGTAAAATTTGGTCCCGAAATGTAATTATATAAGACGGATCTAATGAAGACCGGTGTTTCGAT

w1

MATR3-201 >

MATR3-201

14,450

14,535

14,620

14,705

14,790

14,875



TCATCCACTGAGATTATCTTGTTGGTTTTTGGCATCAATATGTTCTTCTTAATCATATATTTAAGCAGGTTTTTTTTGTCTGCTT

AGTAGGTGACTCTAATAGAACAACCAAAAACCGTAGTTATACAAGAAGAATTAGTATATAAATTCGTCCAAAAAAAACAGACGAA

I | >

MATR3-201 >

MATR3-201

TGTTGAATTGTTTTAAGTATTTTTTTTGCAGTCAATGTGCTCTGCCATTCAGGATGCTAGATTTCAGCTCTCCATCTGTCTTGAT

ACAACTTAACAAAATTCATAAAAAAAACGTCAGTTACACGAGACGGTAAGTCCTACGATCTAAAGTCGAGAGGTAGACAGAACTA

I - R

MATR3-201 >

MATR3-201

TGCTGATTTGTATGTAGTAAAGATGTATTCTTGAACAATTCTCTTTTTTTCCTTATCTGTGGCTACAGGGAAAGAGTTAATGTAG

ACGACTAAACATACATCATTTCTACATAAGAACTTGTTAAGAGAAAAAAAGGAATAGACACCGATGTCCCTTTCTCAATTACATC

v [

MATR3-201 >

MATR3-201

AGCCCTGGTGTTTGTTTCAGTATGTTTCATATTTTAGATTAGTTCATTCTTCCTTTTTTAATTTCCCTTTAACACAAACTCTCAT

TCGGGACCACAAACAAAGTCATACAAAGTATAAAATCTAATCAAGTAAGAAGGAAAAAATTAAAGGGAAATTGTGTTTGAGAGTA

w1

MATR3-201 >

MATR3-201

ACTATGACTGAAATTTTTCATCATTTTTTTTCTCCTTTTCCACAACTTTCTTAAACATACTTCAAAACTCACTTTTTATTATCCC

TGATACTGACTTTAAAAAGTAGTAAAAAAAAGAGGAAAAGGTGTTGAAAGAATTTGTATGAAGTTTTGAGTGAAAAATAATAGGG

I | >

MATR3-201 >

MATR3-201

ATGTTACATCTGTCCCTTTAGAGACTTGGACAAATCAACTACTACAGTATCCTGCTCTGTGTTCCTCATAAACAAATTCTTTTTC

TACAATGTAGACAGGGAAATCTCTGAACCTGTTTAGTTGATGATGTCATAGGACGAGACACAAGGAGTATTTGTTTAAGAAAAAG

I - R

MATR3-201 >

MATR3-201

TGAGTTAGGCTTAGACTTCTGAAATAGTCATTTGAAAAGAAAATCTAATTCTCCTTTGCTTTAATTATCACATCTGGCAAAATGG

ACTCAATCCGAATCTGAAGACTTTATCAGTAAACTTTTCTTTTAGATTAAGAGGAAACGAAATTAATAGTGTAGACCGTTTTACC

v [

MATR3-201 >

MATR3-201

14,960

15,045

15,130

15,215

15,300

15,385

15,470



GAACTTTTTCAAAATGCCCTTTTAAATATGTTGTCCTTTCTCTTTCAACTTTTTCAGTGTTACTCATTCTGACTTTTTTTCCCCC

CTTGAAAAAGTTTTACGGGAAAATTTATACAACAGGAAAGAGAAAGTTGAAAAAGTCACAATGAGTAAGACTGAAAAAAAGGGGG

I | >

MATR3-201 >

MATR3-201

AATATATGGTGCAGTTGACTTAAAGTCATTGTTATAGCACCCCACTAGCTTGATCTATAATCTGTGACCGTCCATTTTTTCCTGA

TTATATACCACGTCAACTGAATTTCAGTAACAATATCGTGGGGTGATCGAACTAGATATTAGACACTGGCAGGTAAAAAAGGACT

I - R

MATR3-201 >

MATR3-201

TGTGCTCTACTTAACTGGAACAAGTTGCTGCCATGAAATTGATTTGATGGTTACTGTTACAGGGTTTTTCTTTACAGTAACATCT

ACACGAGATGAATTGACCTTGTTCAACGACGGTACTTTAACTAAACTACCAATGACAATGTCCCAAAAAGAAATGTCATTGTAGA

v [

MATR3-201 >

MATR3-201

GGAAGGGTCATTTTCTTTTCATAGCTAATCCTTTGATAAGCATTTTTTAGTAAATGAGTATGGATTTTTTTTTAGTAGACTAAAT

CCTTCCCAGTAAAAGAAAAGTATCGATTAGGAAACTATTCGTAAAAAATCATTTACTCATACCTAAAAAAAAATCATCTGATTTA

w1

MATR3-201 >

MATR3-201

CATACCATTGTTTTTAATATTCTGTTAAAGAGTATTACCAGTCACTCCCTTTCCTTGTGTTTGGATCTCAGTATTTTTGTCTTTT

GTATGGTAACAAAAATTATAAGACAATTTCTCATAATGGTCAGTGAGGGAAAGGAACACAAACCTAGAGTCATAAAAACAGAAAA

I | >

MATR3-201 >

MATR3-201

AATCTTTAATCTGTACCAAAGTAAATTAACATAAATGCTAAATTTAGGTTTATTTAAACATTTAAGAAGATGTATTTTCATTAAG

TTAGAAATTAGACATGGTTTCATTTAATTGTATTTACGATTTAAATCCAAATAAATTTGTAAATTCTTCTACATAAAAGTAATTC

I - R

MATR3-201 >

MATR3-201

AAATACAACCCCAGACTCACAAAAGCCAGCAAATTTTAATTGGTATATGTTTTGGGTGTTACCTTTTCCTAAATTTGTTGGCTCT

TTTATGTTGGGGTCTGAGTGTTTTCGGTCGTTTAAAATTAACCATATACAAAACCCACAATGGAAAAGGATTTAAACAACCGAGA

v [

MATR3-201 >

MATR3-201

15,555

15,640

15,725

15,810

15,895

15,980

16,065



ACTAAATATATCATGGAATTCATTTTAGTTTCTGATCAGCACTAAACTTTAAATTTTAGGTCCCGTGTGAATTCATAGAATGAAA

TGATTTATATAGTACCTTAAGTAAAATCAAAGACTAGTCGTGATTTGAAATTTAAAATCCAGGGCACACTTAAGTATCTTACTTT

I | >

MATR3-201 >

MATR3-201

AGGTCCATTAAACACTGGTGACTCCAATTTTTTCTGCGTTATTTCTTGCCTGTTTATAAGGAAATAATAGCAGAAATGTCAGTAT

TCCAGGTAATTTGTGACCACTGAGGTTAAAAAAGACGCAATAAAGAACGGACAAATATTCCTTTATTATCGTCTTTACAGTCATA

I - R

MATR3-201 >

MATR3-201

GACCAATATTCTCAGAAAGGGTCTCTAAATTCTGAGGAAAATAGATAGTTACAAGTGTCTCAAATGAGAGTGATGTGAAGGGACT

CTGGTTATAAGAGTCTTTCCCAGAGATTTAAGACTCCTTTTATCTATCAATGTTCACAGAGTTTACTCTCACTACACTTCCCTGA

v [

MATR3-201 >

MATR3-201

TAAAAAATCTTCGCTACTGGAGTCATTAAGCTGTTGGGACATCATGAACACAATGGAACCATGAGAGGACTTCGAGAAAAGTTTC

ATTTTTTAGAAGCGATGACCTCAGTAATTCGACAACCCTGTAGTACTTGTGTTACCTTGGTACTCTCCTGAAGCTCTTTTCAAAG

w1

MATR3-201 >

MATR3-201

TGTTTTTATGTATGATTATGCTTTTTTCCTTCAAATTTTGCTACTTTCTAGTTCCTGAAGAAGGCTAATAACTTAAATGGATCTA

ACAAAAATACATACTAATACGAAAAAAGGAAGTTTAAAACGATGAAAGATCAAGGACTTCTTCCGATTATTGAATTTACCTAGAT

I | >

MATR3-201 >

MATR3-201

AATTAACAAAAGAGCAGTTTTTACATATTTTGATGAAACTATGGATTCAAGAGTAAGATACACTACCCTAGTGCAAGAGGTACTT

TTAATTGTTTTCTCGTCAAAAATGTATAAAACTACTTTGATACCTAAGTTCTCATTCTATGTGATGGGATCACGTTCTCCATGAA

I - R

MATR3-201 >

MATR3-201

TTAGCCTGTAAAAATGCTTAGGTCCTAGCTAGTTTTGGTATTCTGTCAAAATACTGAGTACATTTGAGAACTATTTTAGAGGCCT

AATCGGACATTTTTACGAATCCAGGATCGATCAAAACCATAAGACAGTTTTATGACTCATGTAAACTCTTGATAAAATCTCCGGA

v [

MATR3-201 >

MATR3-201

16,150

16,235

16,320

16,405

16,490

16,575

16,660



TTTGTTTAATTCTGTGGTTTAAATGTGTAAATTGGACCAACTTTAAGAAGTTTAAACACATGGATTATCTGAATTTCTAGTTTTC

AAACAAATTAAGACACCAAATTTACACATTTAACCTGGTTGAAATTCTTCAAATTTGTGTACCTAATAGACTTAAAGATCAAAAG

I | >

MATR3-201 >

MATR3-201

TAGTTGCTTTACTATGTTTTTTACGTATATGCATTATATTGAAAAAATCTTTACTCACTTTAGCAGTGGACCCTCTATAACCGCT

ATCAACGAAATGATACAAAAAATGCATATACGTAATATAACTTTTTTAGAAATGAGTGAAATCGTCACCTGGGAGATATTGGCGA

I - R

MATR3-201 >

MATR3-201

ATAGAAATGACCTTAGAGAAAATTTCTGTGATGGAAGTAGATAATGAAAAATTTTTAAACATTTAATCCTGCTCTCTGGTATTGC

TATCTTTACTGGAATCTCTTTTAAAGACACTACCTTCATCTATTACTTTTTAAAAATTTGTAAATTAGGACGAGAGACCATAACG

v [

MATR3-201 >

MATR3-201

TGCATAACTTGGAAAATCTGTTCTTTTTACTTAGTGGTATTGTTAAATAGTCTACATGATCAAAAATTCTTACTGTGAAGTAAGA

ACGTATTGAACCTTTTAGACAAGAAAAATGAATCACCATAACAATTTATCAGATGTACTAGTTTTTAAGAATGACACTTCATTCT

w1

MATR3-201 >

MATR3-201

AACTTAAGTTGAAAATAATTTGTCATGGAGTGTCATTATTTTTAGGTGACTTAAAGTGATGGTGGTGTTTTTATTTCTTTATAGG

TTGAATTCAACTTTTATTAAACAGTACCTCACAGTAATAAAAATCCACTGAATTTCACTACCACCACAAAAATAAAGAAATATCC

I | >

MATR3-201 >

MATR3-201

TCATTTTAGGTCATCAAATTGCTTTTCTTTTCTTTTCTTTTTTTCTTTTTTTTTTTGAGACGGAGTTTCACTTTTGTTGCCCAGG

AGTAAAATCCAGTAGTTTAACGAAAAGAAAAGAAAAGAAAAAAAGAAAAAAAAAAACTCTGCCTCAAAGTGAAAACAACGGGTCC

I - R

MATR3-201 >

MATR3-201

CTGTAATGAGTGCAATGGTGCGATCTCGGCTCACCGCAACCTCCGCCTCCCAGGTTCAAGCAATTCTCCTGCTTCAGCCTTCCGA

GACATTACTCACGTTACCACGCTAGAGCCGAGTGGCGTTGGAGGCGGAGGGTCCAAGTTCGTTAAGAGGACGAAGTCGGAAGGCT

v [

MATR3-201 >

MATR3-201

16,745

16,830

16,915

17,000

17,085

17,170

17,255



GTAGCTGGGATTACAGGCATGCGCCACCACGCCCAGCTAATTTTATATTTTTAGAGCCAGGGTTTCTCCATGTTGGTCAGGCTGG

CATCGACCCTAATGTCCGTACGCGGTGGTGCGGGTCGATTAAAATATAAAAATCTCGGTCCCAAAGAGGTACAACCAGTCCGACC

I | >

MATR3-201 >

MATR3-201

TCTTGAACTCCTGACCTCAGGTGATTCACTGCCTTGGCCTCCCAAAGTCCTGGGATTACAGGTGTGAGCCATCGCACCCAGTCAT

AGAACTTGAGGACTGGAGTCCACTAAGTGACGGAACCGGAGGGTTTCAGGACCCTAATGTCCACACTCGGTAGCGTGGGTCAGTA

I - R

MATR3-201 >

MATR3-201

CAGATTGCTTTTCTATGCAATCTCAAGCTTTCTCAGCTTCCTTTCACTTAAAGAAAATTACCCACTACAGCACTTTGGCTGTCTT

GTCTAACGAAAAGATACGTTAGAGTTCGAAAGAGTCGAAGGAAAGTGAATTTCTTTTAATGGGTGATGTCGTGAAACCGACAGAA

v [

MATR3-201 >

MATR3-201

GTCACTTGAGTTTATATTAAGTTATACTTTTTTCTGCCATTCTGTAAGTGCTTCCCAAATTCTTTTTTTTCTCTCTATAAGGTAT

CAGTGAACTCAAATATAATTCAATATGAAAAAAGACGGTAAGACATTCACGAAGGGTTTAAGAAAAAAAAGAGAGATATTCCATA

w1

MATR3-201 >

MATR3-201

CTCAGATACATCAAGGTGAATGTAGTTTTCCTACAGAAATGTCTGAATTTAAAAAGTGCACGAATCCTTTATTAATCTGATTTTA

GAGTCTATGTAGTTCCACTTACATCAAAAGGATGTCTTTACAGACTTAAATTTTTCACGTGCTTAGGAAATAATTAGACTAAAAT

I | >

MATR3-201 >

MATR3-201

CAGGAGTTACCTCAGTGTAGAGTCCAGGGATATATATTTTTATAAAACTCTTTCACTTAGTCCCCACCGTAAACCAACCAGTAAT

GTCCTCAATGGAGTCACATCTCAGGTCCCTATATATAAAAATATTTTGAGAAAGTGAATCAGGGGTGGCATTTGGTTGGTCATTA

I - R

MATR3-201 >

MATR3-201

AGATCAGTAGTACAGATTAGTCATTGGATGAGTTTGGGAGGTATGTGATTGATTTTTTGATCTTGGCCTTCCTTTTTTCACTTTG

TCTAGTCATCATGTCTAATCAGTAACCTACTCAAACCCTCCATACACTAACTAAAAAACTAGAACCGGAAGGAAAAAAGTGAAAC

v [

MATR3-201 >

MATR3-201

17,340

17,425

17,510

17,595

17,680

17,765

17,850



AAAGACCAGACACACTTTTCCCCTAAGTTTGAACCTTTAAACAACGTGGAGGATTGGATATAATTTCTGTTCAGCTATGTACCCT

TTTCTGGTCTGTGTGAAAAGGGGATTCAAACTTGGAAATTTGTTGCACCTCCTAACCTATATTAAAGACAAGTCGATACATGGGA

I | >

MATR3-201 >

MATR3-201

TTCTAGCTCCTATGAAATAGAAGCATGCGTAGTAGGATAACATTTATTTCTCTCCCACAACTTAAGAATATTTTAAGTAAAATCT

AAGATCGAGGATACTTTATCTTCGTACGCATCATCCTATTGTAAATAAAGAGAGGGTGTTGAATTCTTATAAAATTCATTTTAGA

I - R

MATR3-201 >

MATR3-201

GAATATTTTTAGTTCAGAGAATTGTAAGTCGTTAATTGGTATTTGTTTAATTAATCCTTTTTTTTTTTTTTTTTTTTTTTTTITTT

CTTATAAAAATCAAGTCTCTTAACATTCAGCAATTAACCATAAACAAATTAATTAGGAAAAAAAAAAAAAAAAAAAAAAAAAAAA

v [

MATR3-201 >

MATR3-201

TTTTTTTGAGAAGGTTTCTCGCTCTGTGTCCCAGGCTGGAGTACAGTGGCGTGATCTTGGCTCACTGCATCCTCTGCCTTTCGGG

AAAAAAACTCTTCCAAAGAGCGAGACACAGGGTCCGACCTCATGTCACCGCACTAGAACCGAGTGACGTAGGAGACGGAAAGCCC

w1

MATR3-201 >

MATR3-201

TTCAAGCAATTCTCCTGCCTCAGCATCCCAGGTAGCTGGGATTACAGGCATACATCACCATGCCCAGCTAATTTTTTTGTATTTT

AAGTTCGTTAAGAGGACGGAGTCGTAGGGTCCATCGACCCTAATGTCCGTATGTAGTGGTACGGGTCGATTAAAAAAACATAAAA

I | >

MATR3-201 >

MATR3-201

TAGTAGAGACGGGTTTCACCATGTTAGCCAGGCTGGTCTCTAACTCCTGGCCTCAGGTGATCCGCCTGCCCCGGCCTCCCAAAGT

ATCATCTCTGCCCAAAGTGGTACAATCGGTCCGACCAGAGATTGAGGACCGGAGTCCACTAGGCGGACGGGGCCGGAGGGTTTCA

I - R

MATR3-201 >

MATR3-201

GCTGGGATTACAAGTATGAGCCACCACGCCCAGCCAAGGCTTCTAAATTTTGTGAACTTACCTGTGGCTCCTCTGACTTAGAGCC

CGACCCTAATGTTCATACTCGGTGGTGCGGGTCGGTTCCGAAGATTTAAAACACTTGAATGGACACCGAGGAGACTGAATCTCGG

v [

MATR3-201 >

MATR3-201

17,935

18,020

18,105

18,190

18,275

18,360

18,445



ATTTTTATTTTATTTTATTTTGTTTTATGTTTTTGAGAAAGGGTCTTTTGCTTTGTAGCCCACGCTGAAGTGCGCTTAGGTGTTC

TAAAAATAAAATAAAATAAAACAAAATACAAAAACTCTTTCCCAGAAAACGAAACATCGGGTGCGACTTCACGCGAATCCACAAG

I | >

MATR3-201 >

MATR3-201

GCAGCTCATTGCACTCTCTACCACCCAGGCTCAAGTGACGCATGTACCACCACCACATCTGGCGTTTTTTTCTTGATAGAGATCG

CGTCGAGTAACGTGAGAGATGGTGGGTCCGAGTTCACTGCGTACATGGTGGTGGTGTAGACCGCAAAAAAAGAACTATCTCTAGC

I - R

MATR3-201 >

MATR3-201

GGTTTCACTGTGTTGCCCAGGCTGGTCTCAAACTCCTGGGCTCAAGTAATCTGCCTGCTTTGGCCTCCCAGAGTGCTGGGATCGT

CCAAAGTGACACAACGGGTCCGACCAGAGTTTGAGGACCCGAGTTCATTAGACGGACGAAACCGGAGGGTCTCACGACCCTAGCA

v [

MATR3-201 >

MATR3-201

ATGCGTGAGCCACTGCACCCGGCCCTTACAAGCCATTTTAAAACTGGTCCCCAAGAAGGCAGTGGTCCATTACTTTCCAGTTGAA

TACGCACTCGGTGACGTGGGCCGGGAATGTTCGGTAAAATTTTGACCAGGGGTTCTTCCGTCACCAGGTAATGAAAGGTCAACTT

w1

MATR3-201 >

MATR3-201

ACTTTAGATATCCCAAATAGCTGATGATTAGAGAGCCAGCTGGAGAGATCTTGAGTTCCTTAGCTATTAGCCATTATTTTAAAAA

TGAAATCTATAGGGTTTATCGACTACTAATCTCTCGGTCGACCTCTCTAGAACTCAAGGAATCGATAATCGGTAATAAAATTTTT

I | >

MATR3-201 >

MATR3-201

GATAATCTAGCTTTGAGAGACCTGGAAATAGTAGTTTATAGCTTCCAACATTTTAAGGAAGGTACCATTCTATTTGGATGAGTTC

CTATTAGATCGAAACTCTCTGGACCTTTATCATCAAATATCGAAGGTTGTAAAATTCCTTCCATGGTAAGATAAACCTACTCAAG

I - R

MATR3-201 >

MATR3-201

CATTTTAGTTTACAGGATTTTATTTTTATTTATTTATTTATTTTTGAGACAGTTTCACTCTTGCCCAGACTGGAGTGCAATGGTG

GTAAAATCAAATGTCCTAAAATAAAAATAAATAAATAAATAAAAACTCTGTCAAAGTGAGAACGGGTCTGACCTCACGTTACCAC

v [

MATR3-201 >

MATR3-201

18,530

18,615

18,700

18,785

18,870

18,955

19,040



TGATCTTGGCTCACTGCAACCTCTGCCTCCCAGGTTCAAGCTATTCTCCTGCCTTAGCCTCCCAAGTAGCTGGAATTACAGGCAC

ACTAGAACCGAGTGACGTTGGAGACGGAGGGTCCAAGTTCGATAAGAGGACGGAATCGGAGGGTTCATCGACCTTAATGTCCGTG

I | >

MATR3-201 >

MATR3-201

CTGCCACCATGCCTGGCTAATTTTTGTATTTTTAATAAAGACAGCGTTTCACCATGTTGGCCAGGCTGGTCTTGAACTCCTGACC

GACGGTGGTACGGACCGATTAAAAACATAAAAATTATTTCTGTCGCAAAGTGGTACAACCGGTCCGACCAGAACTTGAGGACTGG

I - R

MATR3-201 >

MATR3-201

TCAGTTGATGCTCCCACCTTGGCCTTCCAAAGTGCTGGGACTGCAGGCCTGAGCCACCGCACCTGGCCTTTCACAGGATTTTAGA

AGTCAACTACGAGGGTGGAACCGGAAGGTTTCACGACCCTGACGTCCGGACTCGGTGGCGTGGACCGGAAAGTGTCCTAAAATCT

v [

MATR3-201 >

MATR3-201

TAATTTTACTAGAGCATAGGAATGTACCTAAACTGTTGTCAGGTAAATATAAACCAGTTTTTTTTTTTTTTTTTTTTAGGAGCTC

ATTAAAATGATCTCGTATCCTTACATGGATTTGACAACAGTCCATTTATATTTGGTCAAAAAAAAAAAAAAAAAAAATCCTCGAG

w1

MATR3-201 >

MATR3-201

ATTTATAAAATACCAATCCGCAGCTTTTTGAAAGCACGTATCTTGTAATTTGGTACCTTGGTACCTTACTCTAATTTAGTTCAGC

TAAATATTTTATGGTTAGGCGTCGAAAAACTTTCGTGCATAGAACATTAAACCATGGAACCATGGAATGAGATTAAATCAAGTCG

I | >

MATR3-201 >

MATR3-201

TCTCAGTGAGACATCCCCCTTTAAAAACACATCGCCTGACCATGTTTTATATTCCAAATATAATTGTATTGGGTAGTGTGGGTGT

AGAGTCACTCTGTAGGGGGAAATTTTTGTGTAGCGGACTGGTACAAAATATAAGGTTTATATTAACATAACCCATCACACCCACA

I - R

MATR3-201 >

MATR3-201

TACAGAAATTACCTCAATTTGTGGGAGTTTGTGAAACATCAATAATAGTTGTAAAGCAGGAATTGTAAAACAAGACTGCTTTATA

ATGTCTTTAATGGAGTTAAACACCCTCAAACACTTTGTAGTTATTATCAACATTTCGTCCTTAACATTTTGTTCTGACGAAATAT

v [

MATR3-201 >

MATR3-201

19,125

19,210

19,295

19,380

19,465

19,550

19,635



ATCAGTGTAATAATAGTTCTTTTTTTTTTTTTTTTTTTAGCACATTCCATGTGCCTGGCAAGGGTCTGATAAGCAGTTTACCTTT

TAGTCACATTATTATCAAGAAAAAAAAAAAAAAAAAAATCGTGTAAGGTACACGGACCGTTCCCAGACTATTCGTCAAATGGAAA

I | >

MATR3-201 >

MATR3-201

ATTGACTCATTTGCTTTTCACAACAACCCTATGAGACTCTTGTCCCAGTGAATTTAAATAACACGGACCAAAGATTCACATCTTT

TAACTGAGTAAACGAAAAGTGTTGTTGGGATACTCTGAGAACAGGGTCACTTAAATTTATTGTGCCTGGTTTCTAAGTGTAGAAA

I - R

MATR3-201 >

MATR3-201

GTAATTTGGGAGTGAACCTAGGCAGTCTAATAGCAGAGCCCACTTTTTGTAACTTCTCTTTCTTACATTGCCTAAAAAGTTAACT

CATTAAACCCTCACTTGGATCCGTCAGATTATCGTCTCGGGTGAAAAACATTGAAGAGAAAGAATGTAACGGATTTTTCAATTGA

v [

MATR3-201 >

MATR3-201

CATTTATATCTGCATTTTTTTCCTAAAGAAATTTATTTGAATAAAATAAGAGTTACTTCAATTTAAAGTAAACCATAAAAGAGTA

GTAAATATAGACGTAAAAAAAGGATTTCTTTAAATAAACTTATTTTATTCTCAATGAAGTTAAATTTCATTTGGTATTTTCTCAT

w1

MATR3-201 >

MATR3-201

AATAGTGAAAGAATGTCATGTTTCCCACCCTAAATTTGGAAAGAGGCACTCCTTAAATTTGCTTATTTTGGGGAAATACAAAGGG

TTATCACTTTCTTACAGTACAAAGGGTGGGATTTAAACCTTTCTCCGTGAGGAATTTAAACGAATAAAACCCCTTTATGTTTCCC

I | >

MATR3-201 >

MATR3-201

AGCATAATATTTTGATAAATGGGATTCGTTTTCTAGAAAAGCCATTCCTGTTGAATCATGTTAGCATTTTATGGTAATGCTAATC

TCGTATTATAAAACTATTTACCCTAAGCAAAAGATCTTTTCGGTAAGGACAACTTAGTACAATCGTAAAATACCATTACGATTAG

I - R

MATR3-201 >

MATR3-201

ATGGTGTATTTTTCATTCACTGTGTATTTAGTAGGTAGTAAACCTGGAACATCCTCAAAAGCTGGATGTGATTAAAGTTTTAGTT

TACCACATAAAAAGTAAGTGACACATAAATCATCCATCATTTGGACCTTGTAGGAGTTTTCGACCTACACTAATTTCAAAATCAA

v [

MATR3-201 >

MATR3-201

19,720

19,805

19,890

19,975

20,060

20,145

20,230



TTTGTTTTTGTTTTTGTTTTGTTTTGTTTTGTTTTGAGACGGAGTCTTTGTCATCCAGGCTGGAGTGCAGTGGCGCAGTCTCAGC

AAACAAAAACAAAAACAAAACAAAACAAAACAAAACTCTGCCTCAGAAACAGTAGGTCCGACCTCACGTCACCGCGTCAGAGTCG

I | >

MATR3-201 >

MATR3-201

TCACTGGAATCTCCGCCTTTTGGGTTCAAGAGATTCTGCTGCCTCAGCCTTCCAAGTAGCTGGGACTACAGGCGTGTGCCACCAC

AGTGACCTTAGAGGCGGAAAACCCAAGTTCTCTAAGACGACGGAGTCGGAAGGTTCATCGACCCTGATGTCCGCACACGGTGGTG

I - R

MATR3-201 >

MATR3-201

GCCCGGCTAAATTTTGTATTTTTTGTAGAGATGGGGTTTCGCCATGTTGGCTAGGCTGGTTTCAAACTCCTGGTCTCAAATGATC

CGGGCCGATTTAAAACATAAAAAACATCTCTACCCCAAAGCGGTACAACCGATCCGACCAAAGTTTGAGGACCAGAGTTTACTAG

v [

MATR3-201 >

MATR3-201

CATCCATCTCAGCCTCCCAAAGTGTTGGGATTATAGGCATGAGCCACCATGCTCGGCCTAAAAGATTCTATTTTAACTAATTGTT

GTAGGTAGAGTCGGAGGGTTTCACAACCCTAATATCCGTACTCGGTGGTACGAGCCGGATTTTCTAAGATAAAATTGATTAACAA

w1

MATR3-201 >

MATR3-201

CACATTTATAGTATATAGTTTCTAGAAAAGTAGATATAAACATGGATGTTTTATTCAGAGTGCTATAAAGTAGCATACAATGAAT

GTGTAAATATCATATATCAAAGATCTTTTCATCTATATTTGTACCTACAAAATAAGTCTCACGATATTTCATCGTATGTTACTTA

I | >

MATR3-201 >

MATR3-201

ACTTCAGTTTGGTCCACAGTAAAAATTAATAAGCCTTGCTGATCTCAAGGTTAGTTACTACTCTTGATCTTTATTAACTCTATAT

TGAAGTCAAACCAGGTGTCATTTTTAATTATTCGGAACGACTAGAGTTCCAATCAATGATGAGAACTAGAAATAATTGAGATATA

I - R

MATR3-201 >

MATR3-201

CTTTTCCCTGTCAAATATCTTAAGTATGTTGACAAGTTAATCCAGTTTTTCCAAGAATGTGCATAGCGTATTTGAGGGCAGGATC

GAAAAGGGACAGTTTATAGAATTCATACAACTGTTCAATTAGGTCAAAAAGGTTCTTACACGTATCGCATAAACTCCCGTCCTAG

v [

MATR3-201 >

MATR3-201

20,315

20,400

20,485

20,570

20,655

20,740

20,825



AAGCCTCAAGGATTCAGAGAAATGGTTTTAAATTAAATCAATGTGATTTAGTGAATGGGCAGGTGTTTGTACAGCCTATGATACT

TTCGGAGTTCCTAAGTCTCTTTACCAAAATTTAATTTAGTTACACTAAATCACTTACCCGTCCACAAACATGTCGGATACTATGA

I | >

MATR3-201 >

MATR3-201

GCATAGACATTAATATCCTAGAGTTTGAATGGTTCAGATGAAAATATTTCAGCTTTATTTTTGTTAATTCTACTAATTTACTTTG

CGTATCTGTAATTATAGGATCTCAAACTTACCAAGTCTACTTTTATAAAGTCGAAATAAAAACAATTAAGATGATTAAATGAAAC

I - R

MATR3-201 :>

MATR3-201

CTGCAGGAGTGGAGTCAACATATCAATGGAGCAAGTCACAGTCGTCGATGCCAGCTTCTTCTTGAAATGTAGGAGTTTGAAATAC

GACGTCCTCACCTCAGTTGTATAGTTACCTCGTTCAGTGTCAGCAGCTACGGTCGAAGAAGAACTTTACATCCTCAAACTTTATG

v [

MATR3-201 >
05, ., ., ., 30 , ., ., ., 315 , ., ., ., 320 ., ., ., ., 325
E W S Q H I N G A S H S R R C Q L L L E I
----- ENSE00003765447 LR
MATR3-201

CTTTAAAACATCCTTATCGTGAATCAGAATCAGCCATTATTGGTTTTTGGGAGTTCATCATTTACTTGTAATATCCACAATGTTA

GAAATTTTGTAGGAATAGCACTTAGTCTTAGTCGGTAATAACCAAAAACCCTCAAGTAGTAAATGAACATTATAGGTGTTACAAT

IESSS————S—S—S——E—~—~~~————————————————————-—————————————— >

MATR3-201 :>

MATR3-201

ATATCACATAGTGGTACTGTATGGACAATACTATTTACAAGTAAAATGTTTAGATCTGGAAATTTCATATTGAATATTAGATGCA

TATAGTGTATCACCATGACATACCTGTTATGATAAATGTTCATTTTACAAATCTAGACCTTTAAAGTATAACTTATAATCTACGT

e [

MATR3-201 :>

MATR3-201

GTAATAATATTTTGTTATTTAACATTTCTAGGATACATATATATTGGTCATTATACAAATTGGTGATTTTTACTAGACATAGTGA

CATTATTATAAAACAATAAATTGTAAAGATCCTATGTATATATAACCAGTAATATGTTTAACCACTAAAAATGATCTGTATCACT

INSSSSSS———S—S—SS—S—S—S—SSS—T———————— >

MATR3-201 :>

MATR3-201

AAGATAGTATTTGATATGTAGAGTGGATTAAACAGTAGCATTTTTAATAATACATGCTCTAAAAATGTAAAAGATACGGAAAAGA

TTCTATCATAAACTATACATCTCACCTAATTTGTCATCGTAAAAATTATTATGTACGAGATTTTTACATTTTCTATGCCTTTTCT

I | >

MATR3-201 >

MATR3-201

20,910

20,995

21,080

21,165

21,250

21,335

21,420



GGGTAGGTTATTAAAAGATTCTAATTCATTGTCCAGCAAAATCCTTGGTGATGAATTTTTTTTTTTTTTTTGCTTTTGAGATCTT

CCCATCCAATAATTTTCTAAGATTAAGTAACAGGTCGTTTTAGGAACCACTACTTAAAAAAAAAAAAAAAACGAAAACTCTAGAA

I | >

MATR3-201 >

MATR3-201

TGGTTTTGAGTTCAGGCTGCTACCATGAAATGGAATTCCTAAAGAAACTCCCTGCTTAAGCAGCACACAGTGCCCATTGTTCACT

ACCAAAACTCAAGTCCGACGATGGTACTTTACCTTAAGGATTTCTTTGAGGGACGAATTCGTCGTGTGTCACGGGTAACAAGTGA

I - R

MATR3-201 >

MATR3-201

GGAGTTGGAATTTTCACATATGCCTAACTCTGTTGGGGCTATTCTTTCTTTCTAATGTCACAACTCAACTGTGCTCTTGGTATTA

CCTCAACCTTAAAAGTGTATACGGATTGAGACAACCCCGATAAGAAAGAAAGATTACAGTGTTGAGTTGACACGAGAACCATAAT

v [

MATR3-201 >

MATR3-201

ATATTGGAGAAGGAAAATCTGTGCTCTGTTCTTGTTTCTATGTAACCCACATTTCTAATTCTTTGTGCGGCACTTCCTCCTTACA

TATAACCTCTTCCTTTTAGACACGAGACAAGAACAAAGATACATTGGGTGTAAAGATTAAGAAACACGCCGTGAAGGAGGAATGT

w1

MATR3-201 >

MATR3-201

ATTTAACAAATAGAGGAAAAACTTAATTTCAACATTATCTGCATTTGCAAGCAATACAAAACAAGTTTATTCTCGTGGATTATTT

TAAATTGTTTATCTCCTTTTTGAATTAAAGTTGTAATAGACGTAAACGTTCGTTATGTTTTGTTCAAATAAGAGCACCTAATAAA

I | >

MATR3-201 >

MATR3-201

TGAAGTTCTGAAATTTTTCTTTTGAAATATCTATTGGAAATGCTTTAAAACTATGTTTCTAACACTTAGACTCTCAGATAACTTT

ACTTCAAGACTTTAAAAAGAAAACTTTATAGATAACCTTTACGAAATTTTGATACAAAGATTGTGAATCTGAGAGTCTATTGAAA

I - R

MATR3-201 >

MATR3-201

ACTAATAAATGATCTCTATTTTAGAGGCCAAACAAGGCTGTTTTGTGAAAAGGACAGTTTTATTTTAAAGTTAATTTTCTGGTCT

TGATTATTTACTAGAGATAAAATCTCCGGTTTGTTCCGACAAAACACTTTTCCTGTCAAAATAAAATTTCAATTAAAAGACCAGA

v [

MATR3-201 >

MATR3-201

21,505

21,590

21,675

21,760

21,845

21,930

22,015



TTTTAAAGCTACCCAGAATGGAATCCTGACAATGATACAGGACACACAATGTAAGTTAAATTTTTTAAGCTACCATTTGTAAAGG

AAAATTTCGATGGGTCTTACCTTAGGACTGTTACTATGTCCTGTGTGTTACATTCAATTTAAAAAATTCGATGGTAAACATTTCC

I | >

MATR3-201 >
.., 330, 335
Y P E W N P D N D T G H T M
------- ENSE00003761650 B
MATR3-201

AGATCAATGTAAGGAATTCAGGTTTCACTTTCAACATTTCATAAACAAAGTATTTTCAGAATTTCTTTACTGAAAATGAGACTTT

TCTAGTTACATTCCTTAAGTCCAAAGTGAAAGTTGTAAAGTATTTGTTTCATAAAAGTCTTAAAGAAATGACTTTTACTCTGAAA

INSSSSSS———S—S—SS—S—S—S—SSS—T———————— >

MATR3-201 :>

MATR3-201

GATAAAATTCACTTTGGTTAACAATTTTTAGAATATATATTATGTAGTAATTTGTATTCTTTTATTGTTAATGTAGACTTTGACC

CTATTTTAAGTGAAACCAATTGTTAAAAATCTTATATATAATACATCATTAAACATAAGAAAATAACAATTACATCTGAAACTGG

I | >

MATR3-201 >

MATR3-201

TAGTTACTTCACAGATACTCTGAAAGATTGAAGTGGTTGTGGTCATATATTGGGGTGCTTTAACATTTAATCTTAATTCTTTCCA

ATCAATGAAGTGTCTATGAGACTTTCTAACTTCACCAACACCAGTATATAACCCCACGAAATTGTAAATTAGAATTAAGAAAGGT

IESSS————S—S—S——E—~—~~~————————————————————-—————————————— >

MATR3-201 :>

MATR3-201

ATGGACCTCTTTATTATGATTTATATTTTATGTCTTCACTTTACTAGGGGTGATCCATTCATGTTGCAGCAGTCTACAAATCCAG

TACCTGGAGAAATAATACTAAATATAAAATACAGAAGTGAAATGATCCCCACTAGGTAAGTACAACGTCGTCAGATGTTTAGGTC

e [

MATR3-201 >
340 , ., ., ., 345 , ., ., ., 350
G D P F M L Q Q S T N P
-------------------------------------- ENSE00003768530 >
MATR3-201

CACCAGGAATTCTGGGACCTCCACCTCCCTCATTTCATCTTGGGGGACCAGCAGTTGGACCAAGAGGAAATCTGGGTAATTATAT

GTGGTCCTTAAGACCCTGGAGGTGGAGGGAGTAAAGTAGAACCCCCTGGTCGTCAACCTGGTTCTCCTTTAGACCCATTAATATA

I | >

MATR3-201 :>
L L 355 L L 360 L L 365 L L . 370 L L 375
A P G 1 L G P P P P S F H L G G P A \ G P R G N L
ENSEOOOO3768530 AR :>
MATR3-201

AAAATTCATGTTACTTTTCCCTACAGAGCCGTTACTGAAAATTTTTCTTTTTATTTATTTATTTGAGATGGGGTTTTGCTCTTAT

TTTTAAGTACAATGAAAAGGGATGTCTCGGCAATGACTTTTAAAAAGAAAAATAAATAAATAAACTCTACCCCAAAACGAGAATA

INSSSSSS———S—S—SS—S—S—S—SSS—T———————— >

MATR3-201 :>

MATR3-201

22,100

22,185

22,270

22,355

22,440

22,525

22,610



CGCCCAGGCTGGAGTGCAATGGCACGATCTCGACTCACTGCAACCTCTGCCTCCTGGGTGCAAGCAGTTCTCCTGCTTCAGCCTA

GCGGGTCCGACCTCACGTTACCGTGCTAGAGCTGAGTGACGTTGGAGACGGAGGACCCACGTTCGTCAAGAGGACGAAGTCGGAT

I | >

MATR3-201 >

MATR3-201

CCGAGTAGCTGGGATTACAGGTGCCCACCACCACGCCCAGCTAATTTTCGTATTTTTAGTAGAGACGGGGTTTCACCGCGTTGGC

GGCTCATCGACCCTAATGTCCACGGGTGGTGGTGCGGGTCGATTAAAAGCATAAAAATCATCTCTGCCCCAAAGTGGCGCAACCG

I - R

MATR3-201 >

MATR3-201

CAGACTAGTCTCGAACTCTTGGCCTCAGGTGGACTACCCGCCTCAGCCTCCAAAGTGCTAGGATTGCAGGTGCGAGCCACTGTGC

GTCTGATCAGAGCTTGAGAACCGGAGTCCACCTGATGGGCGGAGTCGGAGGTTTCACGATCCTAACGTCCACGCTCGGTGACACG

v [

MATR3-201 >

MATR3-201

CAGGCCGCAAATTTTACTTATTTATTTTAGACAGATTCTCACTCCGTCACTCAGGCTAGAGTGTAACGGTGCAATCTCTGCTCAC

GTCCGGCGTTTAAAATGAATAAATAAAATCTGTCTAAGAGTGAGGCAGTGAGTCCGATCTCACATTGCCACGTTAGAGACGAGTG

w1

MATR3-201 >

MATR3-201

TGCAACCCCTGCCTCCCGGGTTAAAGCTATTCTCATGCTTCAGCCTCTCCTGAGTAACTGGGATTACAAGTATGTGCCACCACAC

ACGTTGGGGACGGAGGGCCCAATTTCGATAAGAGTACGAAGTCGGAGAGGACTCATTGACCCTAATGTTCATACACGGTGGTGTG

I | >

MATR3-201 >

MATR3-201

CCAGCTAATTTTTATATTTTTGGTAGAGGCAGGGGTTTCGCGGTGTTGCCCAGGCTGGTCTCAAACACCTGGCCTCAAATGATCT

GGTCGATTAAAAATATAAAAACCATCTCCGTCCCCAAAGCGCCACAACGGGTCCGACCAGAGTTTGTGGACCGGAGTTTACTAGA

I - R

MATR3-201 >

MATR3-201

GCTCAGCCTCCCAAAGTGCTGGGATTACAGGTTTGAGTCACCACACCCGGCCCCATTCTGAAAATTAAAGGCAATGATTATAGGT

CGAGTCGGAGGGTTTCACGACCCTAATGTCCAAACTCAGTGGTGTGGGCCGGGGTAAGACTTTTAATTTCCGTTACTAATATCCA

v [

MATR3-201 >

MATR3-201

22,695

22,780

22,865

22,950

23,035

23,120

23,205



GAAAGAAGGCTCATTCAAATATTACACAGAAAAAACATTGCATGAAAAGTGATGGTAATCATATATTTGTAAGAGCTTTTCATTT

CTTTCTTCCGAGTAAGTTTATAATGTGTCTTTTTTGTAACGTACTTTTCACTACCATTAGTATATAAACATTCTCGAAAAGTAAA

I | >

MATR3-201 :>

MATR3-201

GTGTTTGGAAGATGCACGTTTTTCAGTAAAATTGCTTCTTTAAGCAAGTATAGTGATTACAAGACTGAAAACTTTCTCTTCCCAT

CACAAACCTTCTACGTGCAAAAAGTCATTTTAACGAAGAAATTCGTTCATATCACTAATGTTCTGACTTTTGAAAGAGAAGGGTA

I - R

MATR3-201 :>

MATR3-201

AAAGGTGCTGGAAATGGAAACCTGCAAGGACCTAGACACATGCAGAAAGGCAGAGTGGTCAGTAATGAAGCTTTTGGTTTTACTG

TTTCCACGACCTTTACCTTTGGACGTTCCTGGATCTGTGTACGTCTTTCCGTCTCACCAGTCATTACTTCGAAAACCAAAATGAC

v [

MATR3-201 >
. ., 380 ., ., ., ., 38 _, ., ., ., 390 ., ., .,
G A G N G N L Q G P R H M Q K G R \
v =] ENSE00003768804 R I T >
MATR3-201

TATTTATGATTTTTGGGAATATGATTTGACCTAAATCCTTACTAGTTGAGTATGTATCGTGGTCCTTATGGGAACATTGCTGTAA

ATAAATACTAAAAACCCTTATACTAAACTGGATTTAGGAATGATCAACTCATACATAGCACCAGGAATACCCTTGTAACGACATT

IESSS————S—S—S——E—~—~~~————————————————————-—————————————— >

MATR3-201 :>

MATR3-201

TTTGAAAACAATCACGTTTTTCTATGGCTTTGATAACAGTTAAAACTTTAAATTTTGTATGCCCATAGTCCAGTGAGGTCACCTT

AAACTTTTGTTAGTGCAAAAAGATACCGAAACTATTGTCAATTTTGAAATTTAAAACATACGGGTATCAGGTCACTCCAGTGGAA

e [

MATR3-201 :>

MATR3-201

AATTCAGCATCTTGGAAGCTTTGCTGTCCAGTTACGCGTACAATATTTAATTTAAAAATCACTACAGAGAGTATGTTTTGACACT

TTAAGTCGTAGAACCTTCGAAACGACAGGTCAATGCGCATGTTATAAATTAAATTTTTAGTGATGTCTCTCATACAAAACTGTGA

INSSSSSS———S—S—SS—S—S—S—SSS—T———————— >

MATR3-201 :>

MATR3-201

TTGAAGTAGTTTAACCGTTTGGTTATGGTCAGAAAGAACTTACCCAGTGACGTTTGATATGTAGCTTTAAAATTCTCTAGAATGT

AACTTCATCAAATTGGCAAACCAATACCAGTCTTTCTTGAATGGGTCACTGCAAACTATACATCGAAATTTTAAGAGATCTTACA

I | >

MATR3-201 >

MATR3-201

23,290

23,375

23,460

23,545

23,630

23,715

23,800



TATGAGTTGTTTTACTTACACTCTCCTGGTTAATTATAGATTATAAAAAGTCCTAATGCGTAATTGGTTTCATATTGCTTTAAAG

ATACTCAACAAAATGAATGTGAGAGGACCAATTAATATCTAATATTTTTCAGGATTACGCATTAACCAAAGTATAACGAAATTTC

I | >

MATR3-201 :>

MATR3-201

AGACTTAATTGCTTGGTTTTTTTCCCCTAATGGATAGGAAACTAGCAGAGTTGTTCACATCATGGATTTTCAACGAGGGAAAAAC

TCTGAATTAACGAACCAAAAAAAGGGGATTACCTATCCTTTGATCGTCTCAACAAGTGTAGTACCTAAAAGTTGCTCCCTTTTTG

I - R

MATR3-201 >
395, ., 400 ., ., ., ., 405 ., ., ., ., 410
E T S R \ \ H 1 M D F Q R G K N
------------------------------ ENSE00003788732 >
MATR3-201

TTGAGATACCAGCTATTACAGCTGGTAGAACCATTTGGAGTCATTTCAAATCATCTGATTCTAAATAAAATTAATGAGGTATGAA

AACTCTATGGTCGATAATGTCGACCATCTTGGTAAACCTCAGTAAAGTTTAGTAGACTAAGATTTATTTTAATTACTCCATACTT

I | >

MATR3-201 >
. . ., a5 ., 4 ., ., ., ., 45 ., ., ., ., 430 ., ., ., ., a35
L R Y Q L L Q L \ E P F G V I S N H L I L N K I N E
ENSE00003788732 ... et >
MATR3-201

TTGAAATATTGGTATTATTCATTTATTCATGCCACTAATATATGTTCTGCAAGAATTAAATGATTTTGTATTAGAAAAATAAAAC

AACTTTATAACCATAATAAGTAAATAAGTACGGTGATTATATACAAGACGTTCTTAATTTACTAAAACATAATCTTTTTATTTTG

v [

MATR3-201 :>

MATR3-201

TCAAGGTAATCTTAAGTTTATCAAATGCAGAATGTAGTAGAGGAAAAGGCCAGTAGTTGATGAATATAATAGGGTACTAATGGAT

AGTTCCATTAGAATTCAAATAGTTTACGTCTTACATCATCTCCTTTTCCGGTCATCAACTACTTATATTATCCCATGATTACCTA

w1

MATR3-201 >

MATR3-201

TATTAGTAACTATAAATTATGATCCTTAGGTAGTAATTGTCATTATACTACTATAAAAGTTGTAAAAGGAAAATTCTGTGGAAAG

ATAATCATTGATATTTAATACTAGGAATCCATCATTAACAGTAATATGATGATATTTTCAACATTTTCCTTTTAAGACACCTTTC

I | >

MATR3-201 :>

MATR3-201

CCATTTCAGATCTATACCAAAATGATGGTTTCAAGTCATTATTTTTAGTCCAATTGGCATAGTAAATGATAAAGTAATGCAGTAG

GGTAAAGTCTAGATATGGTTTTACTACCAAAGTTCAGTAATAAAAATCAGGTTAACCGTATCATTTACTATTTCATTACGTCATC

I - R

MATR3-201 :>

MATR3-201

23,885

23,970

24,055

24,140

24,225

24,310

24,395



AAAATTAATCTGAGGTGGCCTTTGTAATAAAATAGCAAATTGGCAACACTGTTTTTTGGGGTTTTTTTGTTTCTTTGTTTTGGGA

TTTTAATTAGACTCCACCGGAAACATTATTTTATCGTTTAACCGTTGTGACAAAAAACCCCAAAAAAACAAAGAAACAAAACCCT

I | >

MATR3-201 >

MATR3-201

GTCGGAGTCTCGCTCTGTCACCCAGGCTGGAGTGCAGTGGCGCGATCTCAGCTCACTGCAACCTTCGCCTCCTGTGTTCAAGCGA

CAGCCTCAGAGCGAGACAGTGGGTCCGACCTCACGTCACCGCGCTAGAGTCGAGTGACGTTGGAAGCGGAGGACACAAGTTCGCT

I - R

MATR3-201 >

MATR3-201

TTCTCCTACCTCAGCCTCCCAAGTAGCTGGGATTACAGCCGCCCACTATCATGCTCAGCTGATTTTTGTATTTTTAGTAGAGATG

AAGAGGATGGAGTCGGAGGGTTCATCGACCCTAATGTCGGCGGGTGATAGTACGAGTCGACTAAAAACATAAAAATCATCTCTAC

v [

MATR3-201 >

MATR3-201

GGGTTTCACCATGTTGGCCAGGCTGGTCTCGAAGTCCTGACCTCAGGTGATCCACCCGCCTTGGCCTCCCAAAGTGCTGGGATTA

CCCAAAGTGGTACAACCGGTCCGACCAGAGCTTCAGGACTGGAGTCCACTAGGTGGGCGGAACCGGAGGGTTTCACGACCCTAAT

w1

MATR3-201 >

MATR3-201

CAGGCGTCGGCCATTACACCCGGCCAACATTTTTGTTCGTTTGTTTTTGTTTTGTTTTGTGTTTGAGTGTCACTCTGTCACCTGG

GTCCGCAGCCGGTAATGTGGGCCGGTTGTAAAAACAAGCAAACAAAAACAAAACAAAACACAAACTCACAGTGAGACAGTGGACC

I | >

MATR3-201 >

MATR3-201

GCTGGAGTGCAGTGAGGTTCACTGCAGCCTCCACCTCCCAGGTTCAAGCCATTCTCCTGCCTCAGCCTCCTCCCAAGTAGCTGGG

CGACCTCACGTCACTCCAAGTGACGTCGGAGGTGGAGGGTCCAAGTTCGGTAAGAGGACGGAGTCGGAGGAGGGTTCATCGACCC

I - R

MATR3-201 >

MATR3-201

ACTACAGACGTCCACCATTACGCCCAGCTAATTTTTGTATTTTTAGTAGAGACGGGGTTTCACCATGTTGGTCGGCCAGGATGGT

TGATGTCTGCAGGTGGTAATGCGGGTCGATTAAAAACATAAAAATCATCTCTGCCCCAAAGTGGTACAACCAGCCGGTCCTACCA

v [

MATR3-201 >

MATR3-201

24,480

24,565

24,650

24,735

24,820

24,905

24,990



CTTGATCTTTCAACCTCGTGATCCGCCTGCCTCGGCCTCCCGAAGTGTTGGGATTACAGGCATGAGATACTGGGCCCAGCCTCTT

GAACTAGAAAGTTGGAGCACTAGGCGGACGGAGCCGGAGGGCTTCACAACCCTAATGTCCGTACTCTATGACCCGGGTCGGAGAA

I | >

MATR3-201 >

MATR3-201

TTGTTTTGTATTTTGATTCTTGAAAGTATTTTCTACTTAATGATTAAATATATCTGAAAAGATTTGGGGCATTGTTATTTTTTAG

AACAAAACATAAAACTAAGAACTTTCATAAAAGATGAATTACTAATTTATATAGACTTTTCTAAACCCCGTAACAATAAAAAATC

I - R

MATR3-201 >

MATR3-201

GAAAAAAAATCTTTAGTTCAATGTGAGAAAGCTGATTGGAAAAAACAGAGAAATAACTTTTTGTATAATTTCAGGCATTTATTGA

CTTTTTTTTAGAAATCAAGTTACACTCTTTCGACTAACCTTTTTTGTCTCTTTATTGAAAAACATATTAAAGTCCGTAAATAACT

v [

MATR3-201 >

! ! L 440
A F I E

------------------------------------------------------------ ENSE00003765... 3

MATR3-201

AATGGCAACCACAGAGGATGCTCAGGCCGCAGTGGATTATTACACAACCACACCAGCGTTAGTATTTGGCAAGCCAGTGAGAGTT

TTACCGTTGGTGTCTCCTACGAGTCCGGCGTCACCTAATAATGTGTTGGTGTGGTCGCAATCATAAACCGTTCGGTCACTCTCAA

IESSS————S—S—S——E—~—~~~————————————————————-—————————————— >

MATR3-201 >
L L L 445 L L 450 L L 455 L L 460 L L 465 L L
M A T T E D A Q A A \ D Y Y T T T P A L \ F G K P \ R \
ENSE00003765367 >
MATR3-201

CATTTATCCCAGAAGTATAAAAGAATAAAGGTAATGTTTATTTTTTTCAAGCTGTATATCAGTTTAACAAATGATTTTAATAGTT

GTAAATAGGGTCTTCATATTTTCTTATTTCCATTACAAATAAAAAAAGTTCGACATATAGTCAAATTGTTTACTAAAATTATCAA

w1

MATR3-201 >
L 470, ., a5
H L S Q K Y K R I K
ENSEO0003765367 | NSy ey ey oy >
MATR3-201

ATTAACTGTGGTTATTTCAAATTATTGCTAAGGCCAGGTGTGGTGGCTCACGCCTGTAATCCCAGCACCTTGGGAGGCCAAGGTC

TAATTGACACCAATAAAGTTTAATAACGATTCCGGTCCACACCACCGAGTGCGGACATTAGGGTCGTGGAACCCTCCGGTTCCAG

e [

MATR3-201 >

MATR3-201

AGAAGGATTATGTGAGGCCCAGGAGTTCCAGGCAAGCCTGGGCAACATAGCAAGACCTCGTCTCTATAAAAATAAAACAATTGGT

TCTTCCTAATACACTCCGGGTCCTCAAGGTCCGTTCGGACCCGTTGTATCGTTCTGGAGCAGAGATATTTTTATTTTGTTAACCA

INSSSSSS———S—S—SS—S—S—S—SSS—T———————— >

MATR3-201 >

MATR3-201

25,075

25,160

25,245

25,330

25,415

25,500

25,585



AAAGACTAGGATGTTTTTAACTGTTAACTAATAATTATTGCACATTTGTCCTTTTGTTGTTGTTATTTATTAAAGAAACCTGAAG

TTTCTGATCCTACAAAAATTGACAATTGATTATTAATAACGTGTAAACAGGAAAACAACAACAATAAATAATTTCTTTGGACTTC

I | >

MATR3-201 >
. 480
K P E
------------------------------------------------------------- ENSE0000377... 3
MATR3-201

GAAAGCCAGATCAGAAGTTTGATCAAAAGCAAGAGCTTGGACGTGTGATACATCTCAGCAATTTGCCGCATTCTGGCTATTCTGA

CTTTCGGTCTAGTCTTCAAACTAGTTTTCGTTCTCGAACCTGCACACTATGTAGAGTCGTTAAACGGCGTAAGACCGATAAGACT

INSSSSSS———S—S—SS—S—S—S—SSS—T———————— >

MATR3-201 >
L L L 485 L L L 490 L L L 495 L L . 500 L L L 505 L L . 510
G K P D Q K F D Q K Q E L G R Vv 1 H L S N L P H S G Y S D
ENSE00003770784 >
MATR3-201

TAGTGCTGTTCTCAAGCTTGCTGAGCCTTATGGGAAAATAAAGAATTACATATTGATGAGGATGAAAAGTCAGGTAATATACATA

ATCACGACAAGAGTTCGAACGACTCGGAATACCCTTTTATTTCTTAATGTATAACTACTCCTACTTTTCAGTCCATTATATGTAT

I - R

MATR3-201 >
L L L . 515 L L . 520 L L . 525 L L . 530 L L L
S A \ L K L A E P Y G K 1 K N Y 1 L M R M K S Q
ENSE00003770784  SEEEEEE >
MATR3-201

AGGAAGTTTTAGAGAAGATAATTTATTAAAATCCTTAAGATTTTTCAATATGGAGCTGGGCGTCATTCCTCAACCTGTAATCCCA

TCCTTCAAAATCTCTTCTATTAAATAATTTTAGGAATTCTAAAAAGTTATACCTCGACCCGCAGTAAGGAGTTGGACATTAGGGT

I | >

MATR3-201 >

MATR3-201

GCAGTTTGGGAGGCCAAGGCAGGCAAATCACCTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAGCATGGTGAAATCGTATCTCTA

CGTCAAACCCTCCGGTTCCGTCCGTTTAGTGGACTCCAGTCCTCAAGCTCTGGTCGGACCGGTCGTACCACTTTAGCATAGAGAT

IESSS————S—S—S——E—~—~~~————————————————————-—————————————— >

MATR3-201 :>

MATR3-201

TTAAAAATACAAAAATTATCCAGGCGTGATGTGCCTGTAATCCCAGCTACTTGGGAGGCTGAGGCAGGAGAATTGCTTAACTGGC

AATTTTTATGTTTTTAATAGGTCCGCACTACACGGACATTAGGGTCGATGAACCCTCCGACTCCGTCCTCTTAACGAATTGACCG

e [

MATR3-201 :>

MATR3-201

AGGGGGCGGAGGTTGCAGTGAGCTGAGATTGCACCACTGCACTCCAGCCTGGGCAGCAGAGCGAGACTCCCAACTCAAAAAAAAA

TCCCCCGCCTCCAACGTCACTCGACTCTAACGTGGTGACGTGAGGTCGGACCCGTCGTCTCGCTCTGAGGGTTGAGTTTTTTTTT

INSSSSSS———S—S—SS—S—S—S—SSS—T———————— >

MATR3-201 :>

MATR3-201

25,670

25,755

25,840

25,925

26,010

26,095

26,180



AATTTGCTTTTTTTTTTTTTTTTTTTTTTTTTTTTAAAGTATATCCCTATTTTTAGTGATGAAATCTGGAGGACTAGTTGTTTGC

TTAAACGAAAAAAAAAAAAAAAAAAAAAAAAAAAATTTCATATAGGGATAAAAATCACTACTTTAGACCTCCTGATCAACAAACG

I | >

MATR3-201 >

MATR3-201

TTTTCTTTTCTTTTTTTTTTTTTTGAGACAGGGTCTCAAAAATTAATATTTCATACTTTTTTTTCTTGTATTTAAAAAATATAGA

AAAAGAAAAGAAAAAAAAAAAAAACTCTGTCCCAGAGTTTTTAATTATAAAGTATGAAAAAAAAGAACATAAATTTTTTATATCT

I - R

MATR3-201 >

MATR3-201

GTTAGCCAGTCGCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCGGAGGCAGGCAGATCACGAGGTCAGGAGATTGAGA

CAATCGGTCAGCGTCACCGAGTGCGGACATTAGGGTCGTGAAACCCTCCGCCTCCGTCCGTCTAGTGCTCCAGTCCTCTAACTCT

v [

MATR3-201 >

MATR3-201

TCATCCTGGCTAACACAGTGAAACCCCCTCTCTCCTAAAAATACAAAAAAATTAGCTGGGCGTGGTGGCGTGCGCCTGTTGTCCC

AGTAGGACCGATTGTGTCACTTTGGGGGAGAGAGGATTTTTATGTTTTTTTAATCGACCCGCACCACCGCACGCGGACAACAGGG

w1

MATR3-201 >

MATR3-201

AGCTGTTGGGGAGGCTGAGGCAGGAGAATGGCATGAACCCGGGAGGCGGAGCTTGCAATGACTCGAGATTGTGCCACTGCACCCA

TCGACAACCCCTCCGACTCCGTCCTCTTACCGTACTTGGGCCCTCCGCCTCGAACGTTACTGAGCTCTAACACGGTGACGTGGGT

I | >

MATR3-201 >

MATR3-201

TCCTGGGTGACAGAGCAAGACTCCATCTCAAAAAAAAAAATTTAGAGTTAGGCTGGATGCATTGGCTCATGCCTGTAAATCCCTA

AGGACCCACTGTCTCGTTCTGAGGTAGAGTTTTTTTTTTTAAATCTCAATCCGACCTACGTAACCGAGTACGGACATTTAGGGAT

I - R

MATR3-201 >

MATR3-201

GACATTGGGAGGCTGAGGCCAGAGTTGCCCAGGAGTTTGAGACCGCCCTGACAACATATTGAGGCCACATCTGTACAAAAAAAAA

CTGTAACCCTCCGACTCCGGTCTCAACGGGTCCTCAAACTCTGGCGGGACTGTTGTATAACTCCGGTGTAGACATGTTTTTTTTT

v [

MATR3-201 >

MATR3-201

26,265

26,350

26,435

26,520

26,605

26,690

26,775



TTTTTTTTAACCAGGCAAAGTGGCATGCTCGTACAGTTTTAGCTACGGGAGTCTGAAGTCAGGTGGAACACTTAACCCAGGAGTC

AAAAAAAATTGGTCCGTTTCACCGTACGAGCATGTCAAAATCGATGCCCTCAGACTTCAGTCCACCTTGTGAATTGGGTCCTCAG

I | >

MATR3-201 >

MATR3-201

CAAGGTTTGTAGTGGGCTATGATTGTGCCACTGTACTTCAGCATAGGCAGTGGAGTGAGACCCTGTCTCAAAAAGGAAATAAGGA

GTTCCAAACATCACCCGATACTAACACGGTGACATGAAGTCGTATCCGTCACCTCACTCTGGGACAGAGTTTTTCCTTTATTCCT

I - R

MATR3-201 >

MATR3-201

TGAGGAGAACATCTTTTTTGTTTTTCTTTTTTTGTTTTAAACACTTCTGTAATTCAGCATTGCAAGTTTGTGTTCTTCCAGACTT

ACTCCTCTTGTAGAAAAAACAAAAAGAAAAAAACAAAATTTGTGAAGACATTAAGTCGTAACGTTCAAACACAAGAAGGTCTGAA

v [

MATR3-201 >

MATR3-201

TTATTTTTCTTACACTATTTTAATATCTTAAGCTTATTACTTTTTTTTTTTTTTTTTTTTTTGAGACAGAGTCTCGCTCTGTCAC

AATAAAAAGAATGTGATAAAATTATAGAATTCGAATAATGAAAAAAAAAAAAAAAAAAAAAACTCTGTCTCAGAGCGAGACAGTG

w1

MATR3-201 >

MATR3-201

CCCGGCTGTAGTGCAGTGGTGCAATCTCAGCTTACTGCAAGTTCTGCCTCCCCGGTTCATGGCATTCTCCTGCCTCAGCTTCCCC

GGGCCGACATCACGTCACCACGTTAGAGTCGAATGACGTTCAAGACGGAGGGGCCAAGTACCGTAAGAGGACGGAGTCGAAGGGG

I | >

MATR3-201 >

MATR3-201

AGTAGCTGGGACCACAGGCACCCGCCACCACGCCTGGCTAATTTTTTTTTTTTTTTTTTTGTATTTTTACTAGAGACGGGTTTCA

TCATCGACCCTGGTGTCCGTGGGCGGTGGTGCGGACCGATTAAAAAAAAAAAAAAAAAAACATAAAAATGATCTCTGCCCAAAGT

I - R

MATR3-201 >

MATR3-201

CCATCCACAGGATGGTCTCGATCCCCTGACCTTGTGATCCGCCCGTCTCGGCCTCCCAAAGTGCTGGGATTACAGGCTGAGCCAC

GGTAGGTGTCCTACCAGAGCTAGGGGACTGGAACACTAGGCGGGCAGAGCCGGAGGGTTTCACGACCCTAATGTCCGACTCGGTG

v [

MATR3-201 >

MATR3-201

26,860

26,945

27,030

27,115

27,200

27,285

27,370



CGCGCCCAGCCAGCTTATTACTTTTTTGCAGAGTGTATATAGATGGCTTAGTATTTGGCACTAAAGTGATTCTTGGGGATTTTGT

GCGCGGGTCGGTCGAATAATGAAAAAACGTCTCACATATATCTACCGAATCATAAACCGTGATTTCACTAAGAACCCCTAAAACA

I | >

MATR3-201 >

MATR3-201

AAATCTGACAGGTTGGTTTTTTGGTTTTTGGTTTTTTCTGAGATGGAGTCTTGCTCTGTCGCCCAGTCTAGAGTGCAGTGGTGCC

TTTAGACTGTCCAACCAAAAAACCAAAAACCAAAAAAGACTCTACCTCAGAACGAGACAGCGGGTCAGATCTCACGTCACCACGG

I - R

MATR3-201 >

MATR3-201

ATCTTGGCTTGCTATAAACTCCGCCTCCTGGGTTCAAGCAGTTCTCCTATGTCAGCCTTCCAAGTAGCTGGTACTACAGTAGGCA

TAGAACCGAACGATATTTGAGGCGGAGGACCCAAGTTCGTCAAGAGGATACAGTCGGAAGGTTCATCGACCATGATGTCATCCGT

v [

MATR3-201 >

MATR3-201

CACTCCACCAGGCCCAGCTGATTTTTGCATTTGTAGTAGAGATGGGGTTTCACCATACTGGTCAGGCTGTTCTCGGAATTCCTGA

GTGAGGTGGTCCGGGTCGACTAAAAACGTAAACATCATCTCTACCCCAAAGTGGTATGACCAGTCCGACAAGAGCCTTAAGGACT

w1

MATR3-201 >

MATR3-201

CCTCAGGTGAGCCACCCGCCTTGGCCTCCCAAAGTGTTGGGATTACAGGTGTGAGCCACTGCGCCCAGCCCTGATATTCAGTGAA

GGAGTCCACTCGGTGGGCGGAACCGGAGGGTTTCACAACCCTAATGTCCACACTCGGTGACGCGGGTCGGGACTATAAGTCACTT

I | >

MATR3-201 >

MATR3-201

TTTTTAACTCTGTGCTAAAGATTAAAATTTTTAGCCGGGTGTGGTTGCTGTCACCTGTAATCCCAGCACTTTGTGAGGCCAAAGC

AAAAATTGAGACACGATTTCTAATTTTAAAAATCGGCCCACACCAACGACAGTGGACATTAGGGTCGTGAAACACTCCGGTTTCG

I - R

MATR3-201 >

MATR3-201

AGGAGGATTGCCTGAGTCCAGGAGCCCGAGACCAGTCTAGGCAACATGGCGAAACTGCACCTCTACAAAAAATACAAAAATTAGC

TCCTCCTAACGGACTCAGGTCCTCGGGCTCTGGTCAGATCCGTTGTACCGCTTTGACGTGGAGATGTTTTTTATGTTTTTAATCG

v [

MATR3-201 >

MATR3-201

27,455

27,540

27,625

27,710

27,795

27,880

27,965



CAGGCATTGGTGGTGCATGCCTGTAGACCTAGCTACTGGGGGGCTAAGGTGGGAGGATCAGTTGGGCCCAGTACATCAACGCTTC

GTCCGTAACCACCACGTACGGACATCTGGATCGATGACCCCCCGATTCCACCCTCCTAGTCAACCCGGGTCATGTAGTTGCGAAG

I | >

MATR3-201 >

MATR3-201

AGCAAGCCAGGATTGCGCCACTGCATTCCAGCCTGGGTGACACAGTGAGACCCTGTCTCAAAAAAGAAAAAAAGTAATGAAAATT

TCGTTCGGTCCTAACGCGGTGACGTAAGGTCGGACCCACTGTGTCACTCTGGGACAGAGTTTTTTCTTTTTTTCATTACTTTTAA

I - R

MATR3-201 :>

MATR3-201

TTCTAACCAGTAGGTAGAATACATAATAAGGTTTTATACAATTTTGTAAAATATAATGTGCTTTGTGGTTTCTTTTCTTTCTTTT

AAGATTGGTCATCCATCTTATGTATTATTCCAAAATATGTTAAAACATTTTATATTACACGAAACACCAAAGAAAAGAAAGAAAA

v [

MATR3-201 :>

MATR3-201

TAAGGCTTTTATTGAGATGGAGACAAGAGAAGATGCAATGGCAATGGTTGACCATTGTTTGAAAAAAGCCCTTTGGTTTCAGGGG

ATTCCGAAAATAACTCTACCTCTGTTCTCTTCTACGTTACCGTTACCAACTGGTAACAAACTTTTTTCGGGAAACCAAAGTCCCC

w1

MATR3-201 >
535, ., ., ., sa0 ., ., . . 545 ., ., ., . 550 ., ., . ., 555 ., . . . 560
A F I E M E T R E D A M A M \" D H C L K K A L W F Q G
- m ENSE00003765354 >
MATR3-201

AGATGTGTGAAGGTTGACCTGTCTGAGAAATATAAAAAACTGGTTCTGAGGGTATGTAGTATTTGATTTGTCATCATTTAACAGC

TCTACACACTTCCAACTGGACAGACTCTTTATATTTTTTGACCAAGACTCCCATACATCATAAACTAAACAGTAGTAAATTGTCG

e [

MATR3-201 >
L L L 565 L L L L 570 L L L L 575 L L L
R C \ K \ D L S E K Y K K L \ L R
ENSE00003765354 R e >
MATR3-201

TTGTTTTTACATATTTAAAGCCACAACATTCTTTTAAACATTTTTGTATGCTAAAAATACAGGATTATTGAAACCTATTGAAATA

AACAAAAATGTATAAATTTCGGTGTTGTAAGAAAATTTGTAAAAACATACGATTTTTATGTCCTAATAACTTTGGATAACTTTAT

I | >

MATR3-201 :>

MATR3-201

AGTTATTGAAAGAGAACAACCTTTTTTTCTGGTCTTTAATGGCAGAAGTTTTTAAACGAGTCTTCCCTAAAGGACACCTTCATTG

TCAATAACTTTCTCTTGTTGGAAAAAAAGACCAGAAATTACCGTCTTCAAAAATTTGCTCAGAAGGGATTTCCTGTGGAAGTAAC

I - R

MATR3-201 :>

MATR3-201

28,050

28,135

28,220

28,305

28,390

28,475

28,560



CTCTTATCTGTTTAAGTTTTTCATAGCGTTCTGCTACCAGAATGTTTTATTTTCCACTTCTCTGTTGGTATGGTCATGATGAATG

GAGAATAGACAAATTCAAAAAGTATCGCAAGACGATGGTCTTACAAAATAAAAGGTGAAGAGACAACCATACCAGTACTACTTAC

I | >

MATR3-201 :>

MATR3-201

TCTGTAGGCAGCTTAGGTTCTCAAATAAGGTTACGGGAATTGAATAAGCTGAGTTGATTATAGGGATTGTCTCCAATTATTAATT

AGACATCCGTCGAATCCAAGAGTTTATTCCAATGCCCTTAACTTATTCGACTCAACTAATATCCCTAACAGAGGTTAATAATTAA

I - R

MATR3-201 :>

MATR3-201

CACTGGATAATTGTGTATTCTGCAAATGTGTTAACTTCTGCAAAACTTTTGTCTTTTAGATTCCAAACAGAGGCATTGATTTACT

GTGACCTATTAACACATAAGACGTTTACACAATTGAAGACGTTTTGAAAACAGAAAATCTAAGGTTTGTCTCCGTAACTAAATGA

v [

MATR3-201 >
, 580 , ., ., ., 58 ,
I P N R G I D L L
------------------------------------------------ ENSE00003771409 >
MATR3-201

GAAAAAAGATAAATCCCGGTAATTTCATTTTGTTTTTCATATGTGTGAGTATATTCAACTTTACTTTTTCAGACAACAAATTAAT

CTTTTTTCTATTTAGGGCCATTAAAGTAAAACAAAAAGTATACACACTCATATAAGTTGAAATGAAAAAGTCTGTTGTTTAATTA

IESSS————S—S—S——E—~—~~~————————————————————-—————————————— >

MATR3-201 >
L. 5%
K K D K S R
ENSE00003771409 [ e e >
MATR3-201

TGTGGTGTGTCCTTTTGATTTCAGAAAAAGATCTTACTCTCCAGATGGCAAAGAATCTCCAAGTGATAAGAAATCCAAAACTGAT

ACACCACACAGGAAAACTAAAGTCTTTTTCTAGAATGAGAGGTCTACCGTTTCTTAGAGGTTCACTATTCTTTAGGTTTTGACTA

w1

MATR3-201 >
L 595 ., ., 600 ., . ., . 605 , ., ., ., 610 , .,
K R S Y S P D G K E S P S D K K S K T D
-------------------- ENSE00003768022 >
MATR3-201

GGTTCCCAGAAGACTGAGAGTTCAACCGAAGGTAAAGAACAAGAAGAGAAGTCCGGTGAAGATGGTGAGAAAGACACAAAGGATG

CCAAGGGTCTTCTGACTCTCAAGTTGGCTTCCATTTCTTGTTCTTCTCTTCAGGCCACTTCTACCACTCTTTCTGTGTTTCCTAC

e [

MATR3-201 :>

L 615 L L L 620 L L L 625 L L L 630 L L L 635 L L L 640
G S Q K T E S S T E G K Q E E K S G E D G E K D T K D

E
ENSE00003768022

MATR3-201

ACCAGACAGAGCAGGAACCTAATATGCTTCTTGAATCTGAAGATGAGCTACTTGTAGATGAAGAAGAAGCAGCAGCACTGCTAGA

TGGTCTGTCTCGTCCTTGGATTATACGAAGAACTTAGACTTCTACTCGATGAACATCTACTTCTTCTTCGTCGTCGTGACGATCT

I | >

MATR3-201 :>

L L 645 L L . 650 L L . 655 L L . 660 L L . 665 L L 670

D Q T E Q E P N M L L E S E D E L L \ D E E E A A A L L E
ENSE00003768022 >

MATR3-201

28,645

28,730

28,815

28,900

28,985

29,070

29,155



AAGTGGCAGTTCAGTGGGAGACGAGACCGATCTTGCTAATTTAGGTGATGTGGCTTCTGATGGGAAAAAGGAACCATCAGATAAA

TTCACCGTCAAGTCACCCTCTGCTCTGGCTAGAACGATTAAATCCACTACACCGAAGACTACCCTTTTTCCTTGGTAGTCTATTT

I | >

MATR3-201 >
L L L . 675 L L ., 680 L L ., 685 L L . 690 L L . 695 L L
S G S S \ G D E T D L A N L G D \ A S D G K K E P S D K
ENSE00003768022 >
MATR3-201

GCTGTGAAAAAAGATGGAAGTGCTTCAGCAGCAGCAAAGAAAAAGCTTAAAAAGGTAAAGAAAGATACATTGATTTGTTTTAATA

CGACACTTTTTTCTACCTTCACGAAGTCGTCGTCGTTTCTTTTTCGAATTTTTCCATTTCTTTCTATGTAACTAAACAAAATTAT

INSSSSSS———S—S—SS—S—S—S—SSS—T———————— >

MATR3-201 >
L 700, ., ., ., 705 ., ., ., ., 710, ., ., ., 715
A \ K K D G S A S A A A K K K L K K
SN - - -------------=-—ccc-. >
MATR3-201

GAACATTAGATCAGATCAGTATTTCAAGTTATTTACCTAAGCAGGATCAGATAGAATTATATGATTTAAATCAGAAAATAAATCA

CTTGTAATCTAGTCTAGTCATAAAGTTCAATAAATGGATTCGTCCTAGTCTATCTTAATATACTAAATTTAGTCTTTTATTTAGT

I - R

MATR3-201 >

MATR3-201

GATATGAACCAGAATATAAACATTTAAATCTAAACTCTGCAATAAATAATTAAATAAGACATTTTATTATAGTTGGCAAAAAACA

CTATACTTGGTCTTATATTTGTAAATTTAGATTTGAGACGTTATTTATTAATTTATTCTGTAAAATAATATCAACCGTTTTTTGT

v [

MATR3-201 >

MATR3-201

TCAGCTCAAAGAGGAAACTTTTCAGTAAAAATGAGGGAGAAAGACTCAAAATATATGTGCTTCTGTATTGTAGTGGTGTAGTGGT

AGTCGAGTTTCTCCTTTGAAAAGTCATTTTTACTCCCTCTTTCTGAGTTTTATATACACGAAGACATAACATCACCACATCACCA

w1

MATR3-201 >

MATR3-201

AGCATATAGGTAGGCAGCCTTATAGTGTAGCTTTGAAAAAAAAAATACAGGACGTGAGTTTGCAGTAAGTTAACTGACCCAACAT

TCGTATATCCATCCGTCGGAATATCACATCGAAACTTTTTTTTTTATGTCCTGCACTCAAACGTCATTCAATTGACTGGGTTGTA

I | >

MATR3-201 >

MATR3-201

AGTTAAAACTTTTGCCACTCATTCAAAAATTATTGAATAATTTTTCCTATTTGAGAAATGTTGGCCTGGTCAGATACCTTAGTAT

TCAATTTTGAAAACGGTGAGTAAGTTTTTAATAACTTATTAAAAAGGATAAACTCTTTACAACCGGACCAGTCTATGGAATCATA

I - R

MATR3-201 >

MATR3-201

29,240

29,325

29,410

29,495

29,580

29,665

29,750



CCTTTAAAACAATTTTATTTGAACAAGTAAGTCATTTAGAAGCCATGTATAAAGTGAATATAAATATAAAAATACACACATGCTA

GGAAATTTTGTTAAAATAAACTTGTTCATTCAGTAAATCTTCGGTACATATTTCACTTATATTTATATTTTTATGTGTGTACGAT

I | >

MATR3-201 >

MATR3-201

TAAAGAAGAGTAAACAAAGGACCCACATTGAGCTGACTGCCTAGCTTAAGGAGTAGGGCATTAAAATGCCTTTGAGGCAAACTTT

ATTTCTTCTCATTTGTTTCCTGGGTGTAACTCGACTGACGGATCGAATTCCTCATCCCGTAATTTTACGGAAACTCCGTTTGAAA

I - R

MATR3-201 >

MATR3-201

TTATGTTAAATGGCTCATAAAATGTCGGAGTCAGGCGGGCCCAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCCCAGCA

AATACAATTTACCGAGTATTTTACAGCCTCAGTCCGCCCGGGTCACCGAGTGCGGACATTAGGGTCGTGAAACCCTCCGGGTCGT

v [

MATR3-201 >

MATR3-201

GATCAGTTGAGGCCAGGAGTTCAAGACCAACATGGTGAAACCCCGTCTCTACTAAAAATATGAAAATTAGCCGGGCGTGGTGGCA

CTAGTCAACTCCGGTCCTCAAGTTCTGGTTGTACCACTTTGGGGCAGAGATGATTTTTATACTTTTAATCGGCCCGCACCACCGT

w1

MATR3-201 >

MATR3-201

CATACCTGTAGCAGCTACTTGGAAGGCTGAGACAGGAGAATTGCTTGAATCTGGGAGGCAGAAGTTGCAGTTAGCCAAGATCACA

GTATGGACATCGTCGATGAACCTTCCGACTCTGTCCTCTTAACGAACTTAGACCCTCCGTCTTCAACGTCAATCGGTTCTAGTGT

I | >

MATR3-201 >

MATR3-201

TCACTGTACTCCAGCCTGGGTGACAAGAGCAAGACTGTCTCAAGAAAAAAAAAAAGTAGAGCGAAATGAGATTTTTGCCATCCTA

AGTGACATGAGGTCGGACCCACTGTTCTCGTTCTGACAGAGTTCTTTTTTTTTTTCATCTCGCTTTACTCTAAAAACGGTAGGAT

I - R

MATR3-201 >

MATR3-201

TTCCATATTCCATTGGTTCCTTTTATGCAACATTCAACTCAAAACCAATATTTACCTCAGTTTTTATTTGATGGCTTGGTCAAAT

AAGGTATAAGGTAACCAAGGAAAATACGTTGTAAGTTGAGTTTTGGTTATAAATGGAGTCAAAAATAAACTACCGAACCAGTTTA

v [

MATR3-201 >

MATR3-201

29,835

29,920

30,005

30,090

30,175

30,260

30,345



AACTTCATTAATTTTTCTCACTAGAGCTGATCATTATGTTTACATTTGTAAATGCTAATAATTACTGATGTTTATGGCATTTAAT

TTGAAGTAATTAAAAAGAGTGATCTCGACTAGTAATACAAATGTAAACATTTACGATTATTAATGACTACAAATACCGTAAATTA

I | >

MATR3-201 >

MATR3-201

GCCATACGTTTTTCTAAGTTTAAATTTATTAATTTAATCCTCACAGTAACCATATGCATCTCATACTGTGATCTCCAGTCCATAA

CGGTATGCAAAAAGATTCAAATTTAAATAATTAAATTAGGAGTGTCATTGGTATACGTAGAGTATGACACTAGAGGTCAGGTATT

I - R

MATR3-201 >

MATR3-201

ATGAGGAAAATTGAAATATGGAGAAGTTAAATAATCCCATACTGCTTATAAGACACAGAGCCAAAATTTAAACTTGGGCAGTCAT

TACTCCTTTTAACTTTATACCTCTTCAATTTATTAGGGTATGACGAATATTCTGTGTCTCGGTTTTAAATTTGAACCCGTCAGTA

v [

MATR3-201 >

MATR3-201

TCTTCAGAGCATGATTGTTTTTTTTTTTTTTTTTTTTGGAGACGGAGTCTTGCTCTGTTGCCCAGGCTGGAGTGCGGTGGTGTGA

AGAAGTCTCGTACTAACAAAAAAAAAAAAAAAAAAAACCTCTGCCTCAGAACGAGACAACGGGTCCGACCTCACGCCACCACACT

w1

MATR3-201 >

MATR3-201

TCTCAGCTAACTGCAACCTCCACCTCCCAGGTTCAAGTTCTGCTGCCTCAGCCTCCCAAGTAGCTGGGATTACAGGTGTCCACCA

AGAGTCGATTGACGTTGGAGGTGGAGGGTCCAAGTTCAAGACGACGGAGTCGGAGGGTTCATCGACCCTAATGTCCACAGGTGGT

I | >

MATR3-201 >

MATR3-201

CCACACGAGGCTAATTCTTGTATTTTTAGTAGAAACGAGGTTTCGCCATGTTGGCCTGGCTGGTATTGAACTCCTGAGATCTCAG

GGTGTGCTCCGATTAAGAACATAAAAATCATCTTTGCTCCAAAGCGGTACAACCGGACCGACCATAACTTGAGGACTCTAGAGTC

I - R

MATR3-201 >

MATR3-201

GGTGATCCGCCCACCTCAGCCTCCCAAAGTGCTGGAATTACAGGTGTGAGCCACCATGCCTGGCCCAGAGCTTGGTTTTTTAGCC

CCACTAGGCGGGTGGAGTCGGAGGGTTTCACGACCTTAATGTCCACACTCGGTGGTACGGACCGGGTCTCGAACCAAAAAATCGG

v [

MATR3-201 >

MATR3-201

30,430

30,515

30,600

30,685

30,770

30,855

30,940



ATTACACTGTTTGAGTATTTGCTCTAAAGAGTAGGTATTTGCAGTATACTGTCTTACAAAGGATATTGCTCAACTTTTACCAAAT

TAATGTGACAAACTCATAAACGAGATTTCTCATCCATAAACGTCATATGACAGAATGTTTCCTATAACGAGTTGAAAATGGTTTA

I | >

MATR3-201 >

MATR3-201

CAAGTTTTTTACACATTGCCTAGCAGCATTGTAGTCTCAGAAAAGATAAAATATGAATATTCCTATCTCATTTAACTTCTGCTCT

GTTCAAAAAATGTGTAACGGATCGTCGTAACATCAGAGTCTTTTCTATTTTATACTTATAAGGATAGAGTAAATTGAAGACGAGA

I - R

MATR3-201 >

MATR3-201

TTGTGTGAGGCAGACCTTCCATTTTTTAGTTTTAAAATAAGCTAAATTATTTTTCAAATTATCAGTAATTTTTTGGAAGAAAGGA

AACACACTCCGTCTGGAAGGTAAAAAATCAAAATTTTATTCGATTTAATAAAAAGTTTAATAGTCATTAAAAAACCTTCTTTCCT

v [

MATR3-201 >

MATR3-201

AGAAGTTACTATTTTGAGCCAATGAATAAAGACAAAGACGCGGCCGGGCACGGTGGCTCACGCCTGTAATCCTAGCACTTTGGGA

TCTTCAATGATAAAACTCGGTTACTTATTTCTGTTTCTGCGCCGGCCCGTGCCACCGAGTGCGGACATTAGGATCGTGAAACCCT

w1

MATR3-201 >

MATR3-201

GGCCGAGGTGGGTGGATCACGAGGTCAGGAGATCGAGACCATCCTGGCTAACACAGTGAAACCCCGTCTCTACTAAAATTACAAA

CCGGCTCCACCCACCTAGTGCTCCAGTCCTCTAGCTCTGGTAGGACCGATTGTGTCACTTTGGGGCAGAGATGATTTTAATGTTT

I | >

MATR3-201 >

MATR3-201

AAAAATTAGCCGGGCGTGGTGGCGTGCGCCTGTAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATGGCGTGAACCAGGGAGG

TTTTTAATCGGCCCGCACCACCGCACGCGGACATCAGGGTCGATGAGCCCTCCGACTCCGTCCTCTTACCGCACTTGGTCCCTCC

I - R

MATR3-201 >

MATR3-201

CGGAGGTTGCAGTGAGCCGAGATCGCGCCACTGCACCCCAGCCTGGTCGACAGAGCAAGACTCCGTCTCAAAAAAAAAAAGGCAA

GCCTCCAACGTCACTCGGCTCTAGCGCGGTGACGTGGGGTCGGACCAGCTGTCTCGTTCTGAGGCAGAGTTTTTTTTTTTCCGTT

v [

MATR3-201 >

MATR3-201

31,025

31,110

31,195

31,280

31,365

31,450

31,535



AGACGCTATCCGTTTCCCTTCAAGTAAAGCAGACAGAAGGGATGCTGCAGGATAATTGTTGCAGAGTAAATTTGTCTTTCTTAAC

TCTGCGATAGGCAAAGGGAAGTTCATTTCGTCTGTCTTCCCTACGACGTCCTATTAACAACGTCTCATTTAAACAGAAAGAATTG

I | >

MATR3-201 :>

MATR3-201

AGCGTCGTTTTCCAGGGAGTATGGAAGGTTTTGTCACTCTAGATGAGGTTGGTGATGAGGAAGATTCGGAACTTCAGAAACTTCG

TCGCAGCAAAAGGTCCCTCATACCTTCCAAAACAGTGAGATCTACTCCAACCACTACTCCTTCTAAGCCTTGAAGTCTTTGAAGC

I - R

MATR3-201 :>

MATR3-201

TAAATCGGGCATGGCATTTAAATCTGGTGACAAAAATGATGATGGTTTGGTTGAAATTAAGGTGGACAAGATCGAGGAACTTGAT

ATTTAGCCCGTACCGTAAATTTAGACCACTGTTTTTACTACTACCAAACCAACTTTAATTCCACCTGTTCTAGCTCCTTGAACTA

v [

MATR3-201 >
L7200
\2 D K I E E L D
------------------------------------------------- ENSE00003774904 >
MATR3-201

CAAGAAAACGAAGCAGCGTTGGAAAATGGAATTAAAAATGAGGAAAACACAGAACCAGGTGCTGAATCTTCTGAGAACGCTGATG

GTTCTTTTGCTTCGTCGCAACCTTTTACCTTAATTTTTACTCCTTTTGTGTCTTGGTCCACGACTTAGAAGACTCTTGCGACTAC

IESSS————S—S—S——E—~—~~~————————————————————-—————————————— >

MATR3-201 :>
725 L L 730, L L 735 L L L 740 L L L 745 L L 750
Q E N E A A L E N G 1 K N E E N T E P G A E S S E N A D
ENSE00003774904 :>
MATR3-201

ATCCCAACAAAGATACAAGTGAAAACGCAGATGGTCAAAGTGATGAGAACAAGGACGACTATACAATCCCAGATGAGTATAGAAT

TAGGGTTGTTTCTATGTTCACTTTTGCGTCTACCAGTTTCACTACTCTTGTTCCTGCTGATATGTTAGGGTCTACTCATATCTTA

w1

MATR3-201 >
. . 755 ., . 760 ., ., ., ., 765 ., ., ., 770 ., ., ., ., 775 ., ., . ., 780
D P N K D T S E N A D G Q S D E N K D D Y T I P D E Y R I
ENSE00003774904 >
MATR3-201

TGGACCATATCAGCCCAATGTTCCTGTTGGTGAGATTTAAGTCTTTGTTCTTCACCTTCCTCACTCTCCTCAAAACAAACTCTTA

ACCTGGTATAGTCGGGTTACAAGGACAACCACTCTAAATTCAGAAACAAGAAGTGGAAGGAGTGAGAGGAGTTTTGTTTGAGAAT

e [

MATR3-201 >
L. 785 ., ., 7%
G P Y Q P N \ P \
ENSE00003774904 [ e e >
MATR3-201

GGTTTTAAAATAAGATTTTAAAGTTGGTCTTACATAAGCTGTGATAGCATTTTAAATTTGCTTTGTTTCTATGGGGAACAATTTA

CCAAAATTTTATTCTAAAATTTCAACCAGAATGTATTCGACACTATCGTAAAATTTAAACGAAACAAAGATACCCCTTGTTAAAT

I | >

MATR3-201 :>

MATR3-201

31,620

31,705

31,790

31,875

31,960

32,045

32,130



TAAATCTTAATTGATATATTTTCCTCTCATGCATGTCTCTGATTTTGTATTATTTTCTGTTGTTATTCCACAATGTGTTCCCTTT

ATTTAGAATTAACTATATAAAAGGAGAGTACGTACAGAGACTAAAACATAATAAAAGACAACAATAAGGTGTTACACAAGGGAAA

I | >

MATR3-201 :>

MATR3-201

TTTCGTAAAATTTCTTGCAAGTTACACGCTTTTGTTTTGCTTTTCTGTGTTGTTTTTCTGTATTATATTTCTTTTTTTAAGAATA

AAAGCATTTTAAAGAACGTTCAATGTGCGAAAACAAAACGAAAAGACACAACAAAAAGACATAATATAAAGAAAAAAATTCTTAT

I - R

MATR3-201 :>

MATR3-201

CAGTTAGGTGAGACCTCAAACATCAATTAGGTAAAAGCAAAATATGGTTCGGTTTTTGTTTTTTATCTTAGGCTGTATTGGACTT

GTCAATCCACTCTGGAGTTTGTAGTTAATCCATTTTCGTTTTATACCAAGCCAAAAACAAAAAATAGAATCCGACATAACCTGAA

v [

MATR3-201 :>

MATR3-201

CTCAAAAACATGTTGTTTCATTTAAATTATGTTGACAGGTGAAATTGTGAATACTAAATAAAATCTTCAGTTTAATTTGTAAGAA

GAGTTTTTGTACAACAAAGTAAATTTAATACAACTGTCCACTTTAACACTTATGATTTATTTTAGAAGTCAAATTAAACATTCTT

w1

MATR3-201 >

MATR3-201

TGTATGTTTGTATTTCTAGGTATAGACTATGTGATACCTAAAACAGGGTTTTACTGTAAGCTGTGTTCACTCTTTTATACAAATG

ACATACAAACATAAAGATCCATATCTGATACACTATGGATTTTGTCCCAAAATGACATTCGACACAAGTGAGAAAATATGTTTAC

I | >

MATR3-201 >

. . ., 795 ., ., ., ., 8OO ., ., ., ., 85 ., ., ., ., 80 ,

G 1 D Y vV 1 P K T G F Y C K L C S L F Y T N
---------------- ENSE00003772777 >

MATR3-201

AAGAAGTTGCAAAGAATACTCATTGCAGCAGCCTTCCTCATTATCAGAAATTAAAGGTAAGGTTGAATGTAAAACAGTTCTTTTG

TTCTTCAACGTTTCTTATGAGTAACGTCGTCGGAAGGAGTAATAGTCTTTAATTTCCATTCCAACTTACATTTTGTCAAGAAAAC

INSSSSSS———S—S—SS—S—S—S—SSS—T———————— >

MATR3-201 >
. ., 815 ., ., ., ., 80 ., ., ., ., 85 ., ., ., ., 8%0
E E \2 A K N T H C S S L P H Y Q K L K
ez - - - - ------------ . >
MATR3-201

TGAAAACTTAACAAGTTATGGAAATAAGTGGGGTATATAAGTAAAATGTGTATAGTGTTCTCTCTAGACTCAGTGCAGTGCTTTC

ACTTTTGAATTGTTCAATACCTTTATTCACCCCATATATTCATTTTACACATATCACAAGAGAGATCTGAGTCACGTCACGAAAG

I - R

MATR3-201 :>

MATR3-201

32,215

32,300

32,385

32,470

32,555

32,640

32,725



TCCTGAAGATAACTTTTTATTTACTTTTTTTTTTTTTTTTAAAGACAGTTTCTCTCTTGTTGCCCAGGTTGGATTGCAATGGTGC

AGGACTTCTATTGAAAAATAAATGAAAAAAAAAAAAAAAATTTCTGTCAAAGAGAGAACAACGGGTCCAACCTAACGTTACCACG

I | >

MATR3-201 >

MATR3-201

AATCTTGGCTCACTGCAACCTCTACCTCCTGGGTTCAAGCAATTTTCCTGCCTCAGCCTCCCAAGTAGCTGAGATTACAGGCATG

TTAGAACCGAGTGACGTTGGAGATGGAGGACCCAAGTTCGTTAAAAGGACGGAGTCGGAGGGTTCATCGACTCTAATGTCCGTAC

I - R

MATR3-201 >

MATR3-201

CACCACCACACCCAGCTAATTTTTGTATTTTTAGTAGAAATGGGGTTTCACCATGTTGGCTAGCCTGGCTGGTCTTGAACTCCTG

GTGGTGGTGTGGGTCGATTAAAAACATAAAAATCATCTTTACCCCAAAGTGGTACAACCGATCGGACCGACCAGAACTTGAGGAC

v [

MATR3-201 >

MATR3-201

ACCTCAGGTGATCCACCCACCTCAGCCTCCCAAAGTGCTGGGATTACAGGCATGAGCCACCGCGCCTGGCCTTTTCTTTCTTTAT

TGGAGTCCACTAGGTGGGTGGAGTCGGAGGGTTTCACGACCCTAATGTCCGTACTCGGTGGCGCGGACCGGAAAAGAAAGAAATA

w1

MATR3-201 >

MATR3-201

TGATGGGTTATCAAAACATCTGTTGAACCTCTTGTCATAGTTTACCCTTGCTACATAACAATTTAGTGTTTTCTAACCATATTAT

ACTACCCAATAGTTTTGTAGACAACTTGGAGAACAGTATCAAATGGGAACGATGTATTGTTAAATCACAAAAGATTGGTATAATA

I | >

MATR3-201 >

MATR3-201

AAATTCTGTGGTAGAATTAAACTTATTCAAGTATTCTCAGATTGTTGTTGGGCTGTACTTTCTCTAATTTGAAAGATGCTGGGAG

TTTAAGACACCATCTTAATTTGAATAAGTTCATAAGAGTCTAACAACAACCCGACATGAAAGAGATTAAACTTTCTACGACCCTC

I - R

MATR3-201 >

MATR3-201

TCTGAATACTAAAAGTGGCATGACCATTCATATTAAAATAATTTTTAATATTGACATTATTATTGACACTTCAGTTATTTTTATG

AGACTTATGATTTTCACCGTACTGGTAAGTATAATTTTATTAAAAATTATAACTGTAATAATAACTGTGAAGTCAATAAAAATAC

v [

MATR3-201 >

MATR3-201

32,810

32,895

32,980

33,065

33,150

33,235

33,320



ACCAAAAGTATATAAAGATCAAAAGCATAAATACATAAACCACAACATCACTAAAGAATAATTCCTATTGAGATATATTGAAATT

TGGTTTTCATATATTTCTAGTTTTCGTATTTATGTATTTGGTGTTGTAGTGATTTCTTATTAAGGATAACTCTATATAACTTTAA

I | >

MATR3-201 >

MATR3-201

TGTTTTTGTAATTATCAGCTTCTTTGGACTACCTATTGAAATAGTGACTGAAACTTAAAAGTAGTTGCTAAACAAGTCAATTATA

ACAAAAACATTAATAGTCGAAGAAACCTGATGGATAACTTTATCACTGACTTTGAATTTTCATCAACGATTTGTTCAGTTAATAT

I - R

MATR3-201 >

MATR3-201

GATACCTTGGTTTTTCACACTGCTTTATAATAAGTTAACTATAGTTACTCAGTCATTAGATATGTTCTCTGTTGACTAAATGGAT

CTATGGAACCAAAAAGTGTGACGAAATATTATTCAATTGATATCAATGAGTCAGTAATCTATACAAGAGACAACTGATTTACCTA

v [

MATR3-201 >

MATR3-201

GAATGTAATCTTTAATTTTGGAAATAATTCAAGTTCTTGGCTGTGTGTCACTTCTGTTTTTTTTTTTTTTTTTAAATGTAACTGC

CTTACATTAGAAATTAAAACCTTTATTAAGTTCAAGAACCGACACACAGTGAAGACAAAAAAAAAAAAAAAAATTTACATTGACG

w1

MATR3-201 >

MATR3-201

TCTTTGCCACCTATATGTCTTTTACCATCCTGTATATGAAGAAAGAATTGTGGCTATTTGCAATGGTAGCAGCAATGTAGTACAA

AGAAACGGTGGATATACAGAAAATGGTAGGACATATACTTCTTTCTTAACACCGATAAACGTTACCATCGTCGTTACATCATGTT

I | >

MATR3-201 >

MATR3-201

ATTATTTTATTTTATTTTTTTGAGACAGTTTTGCTCTTGTTGCCCAAGGCTGAAGTGCAATGGCGCGATTTTGGCTCACCCCAAC

TAATAAAATAAAATAAAAAAACTCTGTCAAAACGAGAACAACGGGTTCCGACTTCACGTTACCGCGCTAAAACCGAGTGGGGTTG

I - R

MATR3-201 >

MATR3-201

CCCCGCCTCCCAGGTTCAAGCCATTCTCTTGCCTCAGCCTCCTGAGTATCTGGGATTACAGGCATGCGCCACCATGCCCAGCTAA

GGGGCGGAGGGTCCAAGTTCGGTAAGAGAACGGAGTCGGAGGACTCATAGACCCTAATGTCCGTACGCGGTGGTACGGGTCGATT

v [

MATR3-201 >

MATR3-201

33,405

33,490

33,575

33,660

33,745

33,830

33,915



TTTTGTATTTTTAGTGGAAATGGGGTTTCTCCATGTTGGTCAGACTGGTCTTGAACTCCCAGCTTCAGATGATCCTCCCACCTCA

AAAACATAAAAATCACCTTTACCCCAAAGAGGTACAACCAGTCTGACCAGAACTTGAGGGTCGAAGTCTACTAGGAGGGTGGAGT

I | >

MATR3-201 >

MATR3-201

GCCTCCCAAAATGCTGGGATTACAGGCCTGAGCCATAGTGCCCGCCCTGGTACAAATATTTTTATCTGCTTTGATTTTAAGCTGT

CGGAGGGTTTTACGACCCTAATGTCCGGACTCGGTATCACGGGCGGGACCATGTTTATAAAAATAGACGAAACTAAAATTCGACA

I - R

MATR3-201 >

MATR3-201

TTGGGGTCAAAAACTATATGTATTGTCGAGAAGAATATGGAAATAATATAAAAGATTGCTAGGTGCTTCTTGTGGCTCCTTTTAT

AACCCCAGTTTTTGATATACATAACAGCTCTTCTTATACCTTTATTATATTTTCTAACGATCCACGAAGAACACCGAGGAAAATA

v [

MATR3-201 >

MATR3-201

TATTTCCTTATATTTTATTTATTTTTTTTTTATTTGAGACAGAATTTTGCTCTTGTTCCCCAAGCTGGAGTGCAATGGCACAATC

ATAAAGGAATATAAAATAAATAAAAAAAAAATAAACTCTGTCTTAAAACGAGAACAAGGGGTTCGACCTCACGTTACCGTGTTAG

w1

MATR3-201 >

MATR3-201

TCAGCTCACTGCAACCTCTGCGTCCCGGGTTCAAGCAATTCTCCTGCCTCAGGCTCCCGAGTAGCTGGTATTACAGGCGTGTGCC

AGTCGAGTGACGTTGGAGACGCAGGGCCCAAGTTCGTTAAGAGGACGGAGTCCGAGGGCTCATCGACCATAATGTCCGCACACGG

I | >

MATR3-201 >

MATR3-201

ACTTCGCCTGGCTAATTTTTTGTATTTTTAGTAGAAACGGGGTTTCACCATGTTAGCCAGGCTGGTCTTGAACTTCTGACCTCAG

TGAAGCGGACCGATTAAAAAACATAAAAATCATCTTTGCCCCAAAGTGGTACAATCGGTCCGACCAGAACTTGAAGACTGGAGTC

I - R

MATR3-201 >

MATR3-201

GTGATCGCCTGCCTCAGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGCCATCATGCCCGGCCTATTATTTCCTTTTATTAAAAA

CACTAGCGGACGGAGTCGGAGGGTTTCACGACCCTAATGTCCGCACTCGGTAGTACGGGCCGGATAATAAAGGAAAATAATTTTT

v [

MATR3-201 >

MATR3-201

34,000

34,085

34,170

34,255

34,340

34,425

34,510



AAAAAAAAAAACTTTGTCACCTTCATCAAGAAACTGTTAAGCATTACAGTAACTTGCTAATGGTAAATTGATACTTTCCTAACTG

TTTTTTTTTTTGAAACAGTGGAAGTAGTTCTTTGACAATTCGTAATGTCATTGAACGATTACCATTTAACTATGAAAGGATTGAC

I | >

MATR3-201 >

MATR3-201

GATGTTTGTGGGGTGATTTTTTGTTGTTGTTGTTTTTCTTTAAAAGATATAATGGCTTTTAATTCTTACTATTTTGCATTAACTA

CTACAAACACCCCACTAAAAAACAACAACAACAAAAAGAAATTTTCTATATTACCGAAAATTAAGAATGATAAAACGTAATTGAT

I - R

MATR3-201 >

MATR3-201

TATAAAGTTGAAATTCCAATGAGATGGAAAGAAGCTTTGGACATTTTAGGTTAGATTTTTTAATATGTCTTTTGTACTTTCATTA

ATATTTCAACTTTAAGGTTACTCTACCTTTCTTCGAAACCTGTAAAATCCAATCTAAAAAATTATACAGAAAACATGAAAGTAAT

v [

MATR3-201 >

MATR3-201

GTGTCTTAATGGAGCTCCCGTGTCTAGAAACTCTAGCAGTCACAGGTTTAATGGCAGGGGTCAGCAAGCTACACTCGTGGCTCAG

CACAGAATTACCTCGAGGGCACAGATCTTTGAGATCGTCAGTGTCCAAATTACCGTCCCCAGTCGTTCGATGTGAGCACCGAGTC

w1

MATR3-201 >

MATR3-201

TCATCTGTTTTTGTAAGGTTTTATTAGAACCCACAGCCATAATCATTTAAGTGTCATCTATAGTTGTTTTAGTTTATAATTGAGT

AGTAGACAAAAACATTCCAAAATAATCTTGGGTGTCGGTATTAGTAAATTCACAGTAGATATCAACAAAATCAAATATTAACTCA

I | >

MATR3-201 >

MATR3-201

GCAGGATTGAGTAGTTGTAACAAAGACTGAATGGCCCAATGAGTCTAAAATATTTACTGCTGGCCTTGCAAGAAAATGTTTGTTC

CGTCCTAACTCATCAACATTGTTTCTGACTTACCGGGTTACTCAGATTTTATAAATGACGACCGGAACGTTCTTTTACAAACAAG

I - R

MATR3-201 >

MATR3-201

AGGTGATTTAATGAGTAGTGCATTGAGGCCAGATGTGATAGCTCTTGCCTGTAATCCCAGCACTTTGGGAGGCGGGGACAGGCAG

TCCACTAAATTACTCATCACGTAACTCCGGTCTACACTATCGAGAACGGACATTAGGGTCGTGAAACCCTCCGCCCCTGTCCGTC

v [

MATR3-201 >

MATR3-201

34,595

34,680

34,765

34,850

34,935

35,020

35,105



ATCACCTGAGATCAGGAGTTTGAGACCAGCCTGGCCAACACGGTGAAAACCCCGTCTCTACCAAAAGTACAAAAAAATTAACTGG

TAGTGGACTCTAGTCCTCAAACTCTGGTCGGACCGGTTGTGCCACTTTTGGGGCAGAGATGGTTTTCATGTTTTTTTAATTGACC

I | >

MATR3-201 >

MATR3-201

GCTTGGTGGCGGGTGCCTGTAATCCCAGCTGCTTGGGAGGCTGAGGCAGGAGAATCACTTGAACCTGGGAGGTGGAGGTTGCAGT

CGAACCACCGCCCACGGACATTAGGGTCGACGAACCCTCCGACTCCGTCCTCTTAGTGAACTTGGACCCTCCACCTCCAACGTCA

I - R

MATR3-201 >

MATR3-201

TAGCCGAGATCACGACACTGCACTCCAGCCTGGGCAACAGAGCAAAACTCTCCCTCAAAAAAAAAAGAATAAAAGTGCATGTCAT

ATCGGCTCTAGTGCTGTGACGTGAGGTCGGACCCGTTGTCTCGTTTTGAGAGGGAGTTTTTTTTTTCTTATTTTCACGTACAGTA

v [

MATR3-201 >

MATR3-201

TTAAACCCATAGTTCTTGAATAGTGTCAGTTCAGTGTGACTGTGGTCTTTGTTTTCTCATCTCTAAAAATTAGGGTTAATTATAA

AATTTGGGTATCAAGAACTTATCACAGTCAAGTCACACTGACACCAGAAACAAAAGAGTAGAGATTTTTAATCCCAATTAATATT

w1

MATR3-201 >

MATR3-201

CATTTGAAATACCCATTTTATACCTTTTACCATTTTTTCCCCGTGCCTTATTGTAATGTCCTGAAAGTTTTTGTGTGCTAATGAG

GTAAACTTTATGGGTAAAATATGGAAAATGGTAAAAAAGGGGCACGGAATAACATTACAGGACTTTCAAAAACACACGATTACTC

I | >

MATR3-201 >

MATR3-201

GATTAACTAATTGTTGAAAATATTGACAAAATTATAGTTTAAGTCCCTAAACTTGGATATAGGATATTTGATTTTGGAATTAATC

CTAATTGATTAACAACTTTTATAACTGTTTTAATATCAAATTCAGGGATTTGAACCTATATCCTATAAACTAAAACCTTAATTAG

I - R

MATR3-201 >

MATR3-201

CATTTTGCTGCATTTCTCTTAGGTGACTTAATGGCTGTAATTCTCTTTCTTTATAGAAATTTCTGAATAAATTGGCAGAAGAACG

GTAAAACGACGTAAAGAGAATCCACTGAATTACCGACATTAAGAGAAAGAAATATCTTTAAAGACTTATTTAACCGTCTTCTTGC

v [

MATR3-201 >
.., 85 ., ., ., ., 840
K F L N K L A E E R
--------------------------------------------- ENSE00001407316 >

MATR3-201

35,190

35,275

35,360

35,445

35,530

35,615

35,700



CAGACAGAAGAAGGAAACTTAAGATGTGCAAGGAGATTTAATGATTTCAAAGAAAATAATGGTTCTTTGTTTTTAATGTTAACCT

GTCTGTCTTCTTCCTTTGAATTCTACACGTTCCTCTAAATTACTAAAGTTTCTTTTATTACCAAGAAACAAAAATTACAATTGGA

I | >

MATR3-201 :>

. ., 845 .,
R Q K K E T @

ENSE00001407316

MATR3-201

TTTTTAAATACAATACTGATAGTTAGAAGAAAACTATTGTACTCTTTTGTTTTAGTGGAGAAATAATAGATGTCTGTTCATGTGT

AAAAATTTATGTTATGACTATCAATCTTCTTTTGATAACATGAGAAAACAAAATCACCTCTTTATTATCTACAGACAAGTACACA

INSSSSSS———S—S—SS—S—S—S—SSS—T———————— >

MATR3-201 :>

TAAGTGTTATAGCAAAAAAAATACACATATGGTTAAGTTAATGAATAGTTTTTGTTTTATCAGAATGGCAACAGACAGAAGTACT

ATTCACAATATCGTTTTTTTTATGTGTATACCAATTCAATTACTTATCAAAAACAAAATAGTCTTACCGTTGTCTGTCTTCATGA

I | >

MATR3-201 >

TTGTAGAGATTGACTTCCTAAGCTACTTAAGACAACTTGCACCACTAAGAAAAAAATGTAGAACCATTTGGAAAAATGAAATTTA

AACATCTCTAACTGAAGGATTCGATGAATTCTGTTGAACGTGGTGATTCTTTTTTTACATCTTGGTAAACCTTTTTACTTTAAAT

IESSS————S—S—S——E—~—~~~————————————————————-—————————————— >

MATR3-201 :>

GTAGTTCCAAGTTTCAAAGAAATGTCAACATTTTATTCCATTCAATAAAGAACAAAACCAATAGTGTTTTTATTACTTTCATCTG

CATCAAGGTTCAAAGTTTCTTTACAGTTGTAAAATAAGGTAAGTTATTTCTTGTTTTGGTTATCACAAAAATAATGAAAGTAGAC

e [

MATR3-201 :>

AAACATTCCATGTTTTAATCTGAGCCTTGCAGACTTTCATTTGGAGTTTGAACCCGTTTTGGTTGCATTTCATTTTTGGAGAACT

TTTGTAAGGTACAAAATTAGACTCGGAACGTCTGAAAGTAAACCTCAAACTTGGGCAAAACCAACGTAAAGTAAAAACCTCTTGA

INSSSSSS———S—S—SS—S—S—S—SSS—T———————— >

MATR3-201 :>

TAATTAACGTGAGATTGGCAATTGAAATGCAGGTGCAGTTTTCTGTTAATGTCATGCTGTTGTTTAGGTAATAAGAAATATTAAG

ATTAATTGCACTCTAACCGTTAACTTTACGTCCACGTCAAAAGACAATTACAGTACGACAACAAATCCATTATTCTTTATAATTC

I | >

MATR3-201 >

TAATTGGCTTTAGATTTTGTAATTTTTTTCCCTGAGTTCCTGCTAGATTTCGTATTCTAGTAGTCAATGTATTTTCAGTGAAATG

ATTAACCGAAATCTAAAACATTAAAAAAAGGGACTCAAGGACGATCTAAAGCATAAGATCATCAGTTACATAAAAGTCACTTTAC

IESSS————S—S—S——E—~—~~~————————————————————-—————————————— >

MATR3-201 :>

CAAAAATATTCCCGTTATCTTTGACCAGTATTAATTTTTGAGATCTTACTGCTTGTCACTTGAATCCCGTGATTGTCATACATCT

GTTTTTATAAGGGCAATAGAAACTGGTCATAATTAAAAACTCTAGAATGACGAACAGTGAACTTAGGGCACTAACAGTATGTAGA

e [

MATR3-201 :>

35,785

35,870

35,955

36,040

36,125

36,210

36,295

36,380

36,465



CTGGTATAAGCAACATTTGATTTTTGAAGTGTGTAGACCATCTCTTCATATTTTCAAGATGTAATTTTACATTTCTGCATTTTTA

GACCATATTCGTTGTAAACTAAAAACTTCACACATCTGGTAGAGAAGTATAAAAGTTCTACATTAAAATGTAAAGACGTAAAAAT

I | >

MATR3-201 :>

AAACAGTTTGGCCATAATCCTAGATGCACGCTTCTAATTCATGTACCTGCACATGTGACCTTTGTGAACAGAAATTTGCATGTAT

TTTGTCAAACCGGTATTAGGATCTACGTGCGAAGATTAAGTACATGGACGTGTACACTGGAAACACTTGTCTTTAAACGTACATA

I - R

MATR3-201 :>

AATTTGTGTTTACTTGTAACTTTCTGGTTATATACTGCTTATATCTGTGGATTCAAGTTACTGAAGTGAATACCAATAAAAAGAA

TTAAACACAAATGAACATTGAAAGACCAATATATGACGAATATAGACACCTAAGTTCAATGACTTCACTTATGGTTATTTTTCTT

v [

MATR3-201 :>

AACCCTAGGCCATGTTAATTGGTTATACATGTTTGGAATGTTAACCAACGTATTTGTCAGTTGTGGTTTTTATTCGCTCTTAAAC

TTGGGATCCGGTACAATTAACCAATATGTACAAACCTTACAATTGGTTGCATAAACAGTCAACACCAAAAATAAGCGAGAATTTG

w1

MATR3-201 >

TTTGTGCATGCTTTAACAATTTATTACTTTTAAATCTAGAGTGAATTCTAAAGACTGCCGCTAAAGATCTGAGTTTTAAAAATGT

AAACACGTACGAAATTGTTAAATAATGAAAATTTAGATCTCACTTAAGATTTCTGACGGCGATTTCTAGACTCAAAATTTTTACA

I | >

MATR3-201 :>

TGTTGCTGGTGGATTTCTTGTTCCTGTTACATAACTAAAAGTGAGGCCATTTGTGGTTTTTAAAAACCTTATGAATTAAAAATGC

ACAACGACCACCTAAAGAACAAGGACAATGTATTGATTTTCACTCCGGTAAACACCAAAAATTTTTGGAATACTTAATTTTTACG

I - R

MATR3-201 :>

TACAGGTGAACAAACAGAAGCTTATGTTTAGAGATATTGATGACTTAACAGTACAATTGGAAGTAATACGGATGAGCAAGAATTA

ATGTCCACTTGTTTGTCTTCGAATACAAATCTCTATAACTACTGAATTGTCATGTTAACCTTCATTATGCCTACTCGTTCTTAAT

v [

MATR3-201 :>

GTTCTGCAGCTTTTCAAAATAATTACGTAGAGACTCTTGGTATATTGGATTATCTGTTGTAAACAATTTTTTTTTCTTCCCTGAC

CAAGACGTCGAAAAGTTTTATTAATGCATCTCTGAGAACCATATAACCTAATAGACAACATTTGTTAAAAAAAAAGAAGGGACTG

w1

MATR3-201 >

ACAGGGTCTCACTCTGTCACCCAGACTGGAGTGCAGTGGCACAGTTCTCTGCAACCTCAGCCTTTGGGCTCAAATGACCCTCCTA

TGTCCCAGAGTGAGACAGTGGGTCTGACCTCACGTCACCGTGTCAAGAGACGTTGGAGTCGGAAACCCGAGTTTACTGGGAGGAT

I | >

MATR3-201 :>

CCTCAGTCTCCTGAGTAGCTGGGACTACAGGCTCATGCCACTATACCTGGCTAGTTTTTGGTTTTTTTGTATAGATGGGGCTTTG

GGAGTCAGAGGACTCATCGACCCTGATGTCCGAGTACGGTGATATGGACCGATCAAAAACCAAAAAAACATATCTACCCCGAAAC

I - R

MATR3-201 :>

36,550

36,635

36,720

36,805

36,890

36,975

37,060

37,145

37,230

37,315



CCATGTTGCCCAGGTTGATCTTGAATTCCTGGGCCCAAGTGATCTGCTCGCTTCAGCCTCCCAAAGTGCTGGGACTGTAGGCATG

GGTACAACGGGTCCAACTAGAACTTAAGGACCCGGGTTCACTAGACGAGCGAAGTCGGAGGGTTTCACGACCCTGACATCCGTAC

I | >

MATR3-201 :>

AGCCACCATCCCTGGCCAAGAAACAAAGTTTTAATTTCAAAAAAATCTACAAAAACAGGATAGGCATTGTCTTTCAAATGTTCAG

TCGGTGGTAGGGACCGGTTCTTTGTTTCAAAATTAAAGTTTTTTTAGATGTTTTTGTCCTATCCGTAACAGAAAGTTTACAAGTC

I - R

MATR3-201 :>

ACCCCAGTTTATTAAAGGATACTTCAAATAGTTGGCTAAATTTTATGATCTCTCCCGTTGAAAAGTAGGTGATGATTTTAATGTG

TGGGGTCAAATAATTTCCTATGAAGTTTATCAACCGATTTAAAATACTAGAGAGGGCAACTTTTCATCCACTACTAAAATTACAC

v [

MATR3-201 :>

ACATGCACAAAAAATCCTTGCCAGTTTACTTCTGCAATTTAATTTTAGCCTTTACTAATTACCCACTTCTGTTTAATTCCAATTT

TGTACGTGTTTTTTAGGAACGGTCAAATGAAGACGTTAAATTAAAATCGGAAATGATTAATGGGTGAAGACAAATTAAGGTTAAA

w1

MATR3-201 >

TTAACAGCAGGTACATAAAGCATTATGTGCACAATGGAGTTCTTCAGTGTTTCCTTTCAGTGATGGCTTTTTCATAGCTTCAACT

AATTGTCGTCCATGTATTTCGTAATACACGTGTTACCTCAAGAAGTCACAAAGGAAAGTCACTACCGAAAAAGTATCGAAGTTGA

I | >

MATR3-201 :>

TTGTTGGATTTAGCAAGTTGAAGGAAAGAATGCTATGTTTTTAATACCTACATTTGAGAGCATTTAGAAATCAGAAATTATAATA

AACAACCTAAATCGTTCAACTTCCTTTCTTACGATACAAAAATTATGGATGTAAACTCTCGTAAATCTTTAGTCTTTAATATTAT

I - R

MATR3-201 :>

AGCTGTTAGTGATAAATCTGTAACAGCCCTTCGATTACGAGAAAACCTCTTTTTAGTAGGAATGTTTCCACTCATGTTTGCTGTA

TCGACAATCACTATTTAGACATTGTCGGGAAGCTAATGCTCTTTTGGAGAAAAATCATCCTTACAAAGGTGAGTACAAACGACAT

v [

MATR3-201 :>

AAGTTTAAGAACATTTTTCCTACGGCTATGTCAGCCCTTAGTTTAATCTTACATTATCCTACAAAAGTGAATGAAACTTCTAGAA

TTCAAATTCTTGTAAAAAGGATGCCGATACAGTCGGGAATCAAATTAGAATGTAATAGGATGTTTTCACTTACTTTGAAGATCTT

w1

MATR3-201 >
GTACCTTGA 3
38,004
CATGGAACT 5

MATR3-201 >

37,400

37,485

37,570

37,655

37,740

37,825

37,910

37,995



Feature Location Size 0 +* Type

MATR3 1 .. 38,004 38,004 bp = -+ gene
/note = gene ENSG00000015479

Protein coding
MATR3-220 1 .. 25,314 25,314 bp [m] — prim_transcript
/note = primary transcript ENST00000512876
MATR3-222 7 .. 24,012 24,006 bp [} -+ prim_transcript
/note = primary transcript ENST00000513678
MATR3-221 43 .. 21,484 21,442 bp [} —+ prim_transcript
/note = primary transcript ENST00000513121

Retained intron
MATR3-208 45 .. 24,040 23,996 bp [} —+ prim_transcript
/note = primary transcript ENST00000504045
MATR3-209 46 .. 25,269 25,224 bp m] —+ prim_transcript
/note = primary transcript ENST00000504311
MATR3-203 49 .. 36,732 36,684 bp [} —+ prim_transcript
/note = primary transcript ENST00000502499
MATR3-215 57 .. 36,087 36,031 bp [} —+ prim_transcript
/note = primary transcript ENST00000510056
MATR3-216 64 .. 25,797 25,734 bp [} -+ prim_transcript
/note = primary transcript ENST00000511249
MATR3-201 67 .. 38,004 37,938 bp [m| — prim_transcript
/note = primary transcript ENST00000394805
MATR3-212 69 .. 21,541 21,473 bp [} —+ prim_transcript
/note = primary transcript ENST00000507860

Retained intron
MATR3-214 70 .. 28,321 28,252 bp [} = prim_transcript
/note = primary transcript ENST00000509918

protein_coding_CDS_not_defined
MATR3-206 77 .. 36,329 36,253 bp [m] —+ prim_transcript
/note = primary transcript ENST00000503811
MATR3-218 77 .. 28,356 28,280 bp (] —+ prim_transcript
/note = primary transcript ENST00000511978

protein_coding_CDS_not_defined
MATR3-227 105 .. 36,768 36,664 bp [} —+ prim_transcript
/note = primary transcript ENST00000618441
MATR3-213 279 .. 13,977 13,699 bp o —+ prim_transcript
/note = primary transcript ENST00000508689
MATR3-225 292 .. 24,048 23,757 bp =] —+ prim_transcript
/note = primary transcript ENST00000514528
MATR3-206 308 .. 35,722 35,415 bp =] —* CDSs
F 14 segments = 1680 bp
/note = coding sequence ENSP00000423587
/translation = MLGAQWRRNQPSRAAE,EWSQHINGASHSRRCQLLLEI,,YPEWNPDNDTGHTM,GDPFMLQQSTNPAPGILGPPPPSFHLGGPAVGPRGNL,,

GAGNGNLQGPRHMQKGRV,ETSRVVHIMDFQRGKNLRYQLLQLVEPFGVISNHLILNKINE, AFIEMATTEDAQAAVDYYTTTPALVFGKPVR

VHLSQKYKRIK, KPEGKPDQKFDQKQELGRVIHLSNLPHSGYSDSAVLKLAEPYGKIKNYILMRMKSQ,AFIEMETREDAMAMVDHCLKKALWF
QGRCVKVDLSEKYKKLVLR,IPNRGIDLLKKDKSR,KRSYSPDGKESPSDKKSKTDGSQKTESSTEGKEQEEKSGEDGEKDTKDDQTEQEPNML
LESEDELLVDEEEAAALLESGSSVGDETDLANLGDVASDGKKEPSDKAVKKDGSASAAAKKKLKK,VDKIEELDQENEAALENGIKNEENTEPG
AESSENADDPNKDTSENADGQSDENKDDYTIPDEYRIGPYQPNVPV,GIDYVIPKTGFYCKLCSLFYTNEEVAKNTHCSSLPHYQKLK, KFLNKL

BEGRRQIKETEs = 62.6 kDa
MATR3-225 308 .. 24,048 23,741bp W —+ CDS

F 6 segments = 516 bp

/note = coding sequence ENSP00000427557

/translation = MLGAQWRRNQPSRAAEVSGPGGKHAAGQGPRVRREILGEE,EWSQHINGASHSRRCQLLLEI,YPEWNPDNDTGHTM,GDPFMLQQSTNPA
PGILGPPPPSFHLGGPAVGPRGNL,GAGNGNLQGPRHMQKGRV,ETSRVVHIMDFQRGKNLRYQLLQLVEPFGVISNHLILNKINE

172 amino acids = 18.9 kDa



Feature

MATR3-210

/note =

MATR3-224

/note =
MATR3-205

/note =
MATR3-207

/note =
RNA5SP195

/note =

RNA5SP195-201

/note =

MATR3-201

F 14 segments =

/note =
/translation =

MATR3-227

F 14 segments =

/note =
/translation =

MATR3-215

F 13 segments =

/note =
/translation =

MATR3-208
F 6 segments =

/note =
/translation =

MATR3-224

/note =
/translation =

Location Size ] = Type
310 .. 29,275 28,966 bp [m]

1

prim_transcript

primary transcript ENST00000504643
Retained intron

857 .. 14,042 13,186 bp (] b prim_transcript

primary transcript ENST00000514488
913 .. 14,004 13,092 bp [} -+ prim_transcript

primary transcript ENST00000503340
965 .. 13,975 13,011 bp [} —+ prim_transcript

primary transcript ENST00000504023
6179 .. 6295 117 bp =] —* gene

gene ENSG00000199545
rRNA_pseudogene

6179 .. 6295 117 bp [m] — prim_transcript

primary transcript ENST00000362675
rRNA_pseudogene

13,743 .. 35,722  21,980bp B -+ cDs
2544 bp

coding sequence ENSP00000378284

MSKSFQQSSLSRDSQGHGRDLSAAGIGLLAAATQSLSMPASLGRMNQGTARLASLMNLGMSSSLNQQGAHSALSSASTSSHNLQSIFNIGSR
GPLPLSSQHRGDADQASNILASFGLSARDLDELSRYPEDKITPENLPQILLQLKRRRTEEGPTLSYGRDGRSATREPPYRVPRDDWEEKRHFRRD
SFDDRGPSLNPVLDYDHGSRSQESGYYDRMDYEDDRLRDGERCRDDSFFGETSHNYHKFDSEYERMGRGPGPLQERSLFEKKRGAPPSSNIEDF
HGLLPKGYPHLCSICDLPVHSNK,EWSQHINGASHSRRCQLLLEI,YPEWNPDNDTGHTM,GDPFMLQQSTNPAPGILGPPPPSFHLGGPAVGP
RGNL,GAGNGNLQGPRHMQKGRV,ETSRVVHIMDFQRGKNLRYQLLQLVEPFGVISNHLILNKINE, AFIEMATTEDAQAAVDYYTTTPALVFG
KPVRVHLSQKYKRIK,KPEGKPDQKFDQKQELGRVIHLSNLPHSGYSDSAVLKLAEPYGKIKNYILMRMKSQ, AFIEMETREDAMAMV DHCLKK
ALWFQGRCVKVDLSEKYKKLVLR,IPNRGIDLLKKDKSR, KRSYSPDGKESPSDKKSKTDGSQKTESSTEGKEQEEKSGEDGEKDTKDDQTEQE
PNMLLESEDELLVDEEEAAALLESGSSVGDETDLANLGDVASDGKKEPSDKAVKKDGSASAAAKKKLKK,VDKIEELDQENEAALENGIKNEEN
BED GABSSENAD RPOIKBTSENADGQSDENKDDYTIPDEYRIGPYQPNVPV, GIDYVIPKTGFYCKLCSLFYTNEEVAKNTHCSSLPHYQKLK,,K

FLNKLAEERRQKKET *
13,743 .. 35,722  21,980bp B -+ cDs

2544 bp

coding sequence ENSP00000482895

MSKSFQQSSLSRDSQGHGRDLSAAGIGLLAAATQSLSMPASLGRMNQGTARLASLMNLGMSSSLNQ QGAHSALSSASTSSHNLQSIFNIGSR
GPLPLSSQHRGDADQASNILASFGLSARDLDELSRYPEDKITPENLPQILLQLKRRRTEEGPTLSYGRDGRSATREPPYRVPRDDWEEKRHFRRD
SFDDRGPSLNPVLDYDHGSRSQESGYYDRMDYEDDRLRDGERCRDDSFFGETSHNYHKFDSEYERMGRGPGPLQERSLFEKKRGAPPSSNIEDF
HGLLPKGYPHLCSICDLPVHSNK,EWSQHINGASHSRRCQLLLEI,,YPEWNPDNDTGHTM,GDPFMLQQSTNPAPGILGPPPPSFHLGGPAVGP
RGNL, GAGNGNLQGPRHMQKGRV, ETSRVVHIMDFQRGKNLRYQLLQLVEPFGVISNHLILNKINE, AFIEMATTEDAQAAVDYYTTTPALVFG
KPVRVHLSQKYKRIK, KPEGKPDQKFDQKQELGRVIHLSNLPHSGYSDSAVLKLAEPYGKIKNYILMRMKSQ, AFIEMETREDAMAMYV DHCLKK
ALWFQGRCVKVDLSEKYKKLVLR, IPNRGIDLLKKDKSR, KRSYSPDGKESPSDKKSKTDGSQKTESSTEGKEQEEKSGEDGEKDTKDDQTEQE
PNMLLESEDELLVDEEEAAALLESGSSVGDETDLANLGDVASDGKKEPSDKAVKKDGSASAAAKKKLKK,VDKIEELDQENEAALENGIKNEEN
BED GAFSSENADP RPIKBTGRENADGQSDENKDDYTIPDEYRIGPYQPNVPV, GIDYVIPKTGFYCKLCSLFYTNEEVAKNTHCSSLPHYQKLK,,K

FLNKLAEERRQKKET*
Q 13,743 .. 35,685 21,943 bp =] —* CDs

2385 bp

coding sequence ENSP00000426743

MSKSFQQSSLSRDSQGHGRDLSAAGIGLLAAATQSLSMPASLGRMNQGTARLASLMNLGMSSSLNQQGAHSALSSASTSSHNLQSIFNIGSR

GPLPLSSQHRGDADQASNILASFGLSARDLDELSRYPEDKITPENLPQILLQLKRRRTEEGPTLSYGRDGRSATREPPYRVPRDDWEEKRHFRRD

SFDDRGPSLNPVLDYDHGSRSQESGYYDRMDYEDDRLRDGERCRDDSFFGETSHNYHKFDSEYERMGRGPGPLQERSLFEKKRGAPPSSNIEDF
HGLLPKGYPHLCSICDLPVHSNK,EWSQHINGASHSRRCQLLLEI,YPEWNPDNDTGHTM,GDPFMLQQSTNPAPGILGPPPPSFHLGGPAVGP
RGNL,GAGNGNLQGPRHMQKGRV,ETSRVVHIMDFQRGKNLRYQLLQLVEPFGVISNHLILNKINE, AFIEMATTEDAQAAVDYYTTTPALVFG
KPVRVHLSQKYKRIK, KPEGKPDQKFDQKQELGRVIHLSNLPHSGYSDSAVLKLAEPYGKIKNYILMRMKSQ, AFIEMETREDAMAMV DHCLKK
ALWFQGRCVKVDLSEKYKKLVLR,IPNRGIDLLKKDKSR,KRSYSPDGKESPSDKKSKTDGSQKTESSTEGKEQEEKSGEDGEKDTKDDQTEQE

PNMLLESEDELLVDEEEAAALLESGSSVGDETDLANLGDVASDGKKEPSDKAVKKDGSASAAAKKKLKK,VDKIEELDQENEAALENGIKNEEN
75 GAFSSENAD RPYKRTGSRENADGQSDENKDDYTIPDEYRIGPYQPNVPV, EISE*

13,743 .. 24,040 10,298 bp ] —+ CDs
1300 bp

coding sequence ENSP00000423290

MSKSFQQSSLSRDSQGHGRDLSAAGIGLLAAATQSLSMPASLGRMNQGTARLASLMNLGMSSSLNQQGAHSALSSASTSSHNLQSIFNIGSR

GPLPLSSQHRGDADQASNILASFGLSARDLDELSRYPEDKITPENLPQILLQLKRRRTEEGPTLSYGRDGRSATREPPYRVPRDDWEEKRHFRRD

SFDDRGPSLNPVLDYDHGSRSQESGYYDRMDYEDDRLRDGERCRDDSFFGETSHNYHKFDSEYERMGRGPGPLQERSLFEKKRGAPPSSNIEDF
HGLLPKGYPHLCSICDLPVHSNK,EWSQHINGASHSRRCQLLLEI,YPEWNPDNDTGHTM,GDPFMLQQSTNPAPGILGPPPPSFHLGGPAVGP
REA bnGAGNGNLQ GPRHMOKGRV,, ETSRVVHIMDFQRGKNLRYQLLQLVEPFGVISNHLILNK

13,743 .. 14,042 300 bp ] —+ CDs

coding sequence ENSP00000426801
MSKSFQQSSLSRDSQGHGRDLSAAGIGLLAAATQSLSMPASLGRMNQGTARLASLMNLGMSSSLNQQGAHSALSSASTSSHNLQSIFNIGSR
EBb RSB acids = 10.2 kDa



AN

Feature Location Size 0 = Type

MATR3-205 13,743 .. 14,004 262 bp ] —+ CDS

/note = coding sequence ENSP00000422590

/translation = MSKSFQQSSLSRDSQGHGRDLSAAGIGLLAAATQSLSMPASLGRMNQGTARLASLMNLGMSSSLNQQGAHSALSSASTSSHNLQSIF
87 amino acids = 8.9 kDa

MATR3-213 13,743 .. 13,977 235 bp ] —+ CDS

/note = coding sequence ENSP00000422137

/translation = MSKSFQQSSLSRDSQGHGRDLSAAGIGLLAAATQSLSMPASLGRMNQGTARLASLMNLGMSSSLNQQGAHSALSSAST
78 amino acids = 7.9 kDa

MATR3-207 13,743 .. 13,975 233 bp ] —# CDS

/note = coding sequence ENSP00000421145

/translation = MSKSFQQSSLSRDSQGHGRDLSAAGIGLLAAATQSLSMPASLGRMNQGTARLASLMNLGMSSSLNQQGAHSALSSAS
77 amino acids = 7.8 kDa

Donor Template SNV -> REV 13,971 .. 14,070 100 bp (] [ misc_feature

Protospacer Sequence 13,989 .. 14,008 20 bp -] H misc_feature

SNV 13,996 .. 13,996 1 bp [m} L misc_feature

/note = REV =C
SNV =G

PAM 14,009 .. 14,011 3 bp O H misc_feature

MATR3-226 14,422 .. 28,344 13,923 bp ] —+ CDS

F 8 segments = 1001 bp

/note = coding sequence ENSP00000422054

/translation = EKGVGMILFLVRPRITIINLTVSMREWDVVLAPYKRDLSLRKREALLQVAILKTSMDSYRRVIPICALYVICQFILIR,SGVNISMEQVTVVDASFF
LK,,WWVIHSCCSSLQIQHQEFWDLHLPHFILGDQQLDQEEIW,VLEMETCKDLDTCRKAEW,KLAELFTSWIFNEGKT*DTSYYSW*NHLESFQII
*FX¥IKLMR, HLLKWQPQRMLRPQWIITQPHQR*YLASQ*EFIYPRSIKE*R, NLKESQIRSLIKSKSLDV*YISAICRILAILIVLFSSLLSLMGK*RI
TY**G*KVR,LLLRWRQEKMQWQWLTIV*KKPFGFRGDV *RLTCLRNIK

333 codons (14 internal stop codons)

MATR3-226 14,422 .. 28,344 13,923 bp =] — prim_transcript
/note = primary transcript ENST00000515833
MATR3-223 14,570 .. 21,472 6903 bp [} =" prim_transcript
/note = primary transcript ENST00000514402

Retained intron
MATR3-211 16,370 .. 36,764 20,395 bp [} —+ prim_transcript
/note = primary transcript ENST00000505625

Retained intron
MATR3-230 17,564 .. 14,041 34,482 bp [m] —+ prim_transcript
/note = primary transcript ENST00000502394

Protein coding
MATR3-233 19,542 .. 13,883 32,346 bp =] -+ prim_transcript
/note = primary transcript ENST00000505016

Protein coding
MATR3-235 19,549 .. 23,997 4449 bp [} -+ prim_transcript
/note = primary transcript ENST00000509644

Protein coding
MATR3-238 19,569 .. 14,064 32,500 bp ] —* prim_transcript
/note = primary transcript ENST00000514694

Protein coding
MATR3-229 19,569 .. 37,998 18,430 bp [} —+ prim_transcript
/note = primary transcript ENST00000394800

Protein coding
MATR3-231 19,569 .. 36,755 17,187 bp [m] —+ prim_transcript
/note = primary transcript ENST00000502929

Protein coding
MATR3-232 19,569 .. 36,084 16,516 bp =] —+ prim_transcript
/note = primary transcript ENST00000504203

Protein coding
MATR3-228 19,570 .. 36,721 17,152 bp [m] —+ prim_transcript
/note = primary transcript ENST00000361059

Protein coding



Feature Location Size 0 = Type

MATR3-237 19,835 .. 22,420 2586 bp [} —+ prim_transcript
/note = primary transcript ENST00000512107
Protein coding
MATR3-234 19,884 .. 22,475 2592 bp [m] —* prim_transcript
/note = primary transcript ENST00000506147
Protein coding
MATR3 19,921 .. 37,998 18,078 bp =] —¥ gene
/note = gene ENSG00000280987
Protein coding
MATR3-236 19,921 .. 35,731 15,811 bp [m] —* prim_transcript
/note = primary transcript ENST00000509990
Protein coding
MATR3-222 21,062 .. 24,012 2951 bp =] —* CDS
F 4 segments = 258 bp
/note = coding sequence ENSP00000424646
/translation = M,GDPFMLQQSTNPAPGILGPPPPSFHLGGPAVGPRGNL,GAGNGNLQGPRHMQKGRV, ETSRVVHIMDFQRGKNLRYQLLQLVEPFGV
86 amino acids = 9.2 kDa
MATR3-217 21,674 .. 23,432 1759 bp [m] —+ prim_transcript
/note = primary transcript ENST00000511333
Retained intron
MATR3-203 22,064 .. 35,722 13,659 bp =] —+ CDS
F 12 segments = 1530 bp
/note = coding sequence ENSP00000426030
/translation = M,GDPFMLQQSTNPAPGILGPPPPSFHLGGPAVGPRGNL,GAGNGNLQGPRHMQKGRV, ETSRVVHIMDFQRGKNLRYQLLQLVEPFGVISNH

LILNKINE, AFIEMATTEDAQAAVDYYTTTPALVFGKPVRVHLSQKYKRIK,KPEGKPDQKFDQKQELGRVIHLSNLPHSGYSDSAVLKLAEPYG
KIKNYILMRMKSQ ,AFIEMETREDAMAMVDHCLKKALWFQGRCVKVDLSEKYKKLVLR,IPNRGIDLLKKDKSR,,KRSYSPDGKESPSDKKSKTD
GSQKTESSTEGKEQEEKSGEDGEKDTKDDQTEQEPNMLLESEDELLVDEEEAAALLESGSSVGDETDLANLGDVASDGKKEPSDKAVKKDGS
ASAAAKKKLKK,VDKIEELDQENEAALENGIKNEENTEPGAESSENADDPNKDTSENADGQSDENKDDYTIPDEYRIGPYQPNVPV,GIDYVIP
KT 6 RMGKS GSIHEY INEE Y AMMTHCSSLPHYQKLK, KFLNKLAEERRQKKET*

MATR3-220 22,064 .. 25,314 3251 bp ] —+ CDS
F 5segments = 374 bp

/note coding sequence ENSP00000425150

/translation = M,GDPFMLQQSTNPAPGILGPPPPSFHLGGPAVGPRGNL,GAGNGNLQGPRHMQKGRV,ETSRVVHIMDFQRGKNLRYQLLQLVEPFGVISNH
LILNKINE, AFIEMATTEDAQAAVDYYTTTPALVF
124 amino acids = 13.5 kDa

MATR3-209 22,064 .. 25,269 3206 bp ] —+ CDs

F 5segments = 329 bp

/note coding sequence ENSP00000422700

/translation = M,GDPFMLQQSTNPAPGILGPPPPSFHLGGPAVGPRGNL,GAGNGNLQGPRHMQKGRV,ETSRVVHIMDFQRGKNLRYQLLQLVEPFGVISNH
LILNKINE, AFIEMATTEDA

109 amino acids = 11.8 kDa

MATR3-202 22,078 .. 35,975 13,898 bp (] —+ prim_transcript
/note = primary transcript ENST00000502422

Retained intron
MATR3-216 23,947 .. 25,797 1851 bp ] —+ CDS

F 3 segments = 365 bp

/note = coding sequence ENSP00000422649

/translation = MDFQRGKNLRYQLLQLVEPFGVISNHLILNKINE, AFIEMATTEDAQAAVDYYTTTPALVFGKPVRVHLSQKYKRIK,KPEGKPDQKFDQKQEL
GRVIHLSNLPHSGYSDSAVLKLAEPYGKI
121 amino acids = 13.8 kDa

MATR3-204 28,132 .. 29,017 886 bp =] —+ prim_transcript
/note = primary transcript ENST00000502944

Retained intron
MATR3-219 29,073 .. 32,582 3510 bp [} —+ prim_transcript
/note = primary transcript ENST00000512040

protein_coding_CDS_not_defined



Primer Length (=] Binding Sites oy Tm Date Added

PCR Forward 25-mer 13,565 .. 13,589 s 61°C Jan 11, 2023
/sequence = GAGTTGTCTGCTGGTTCTCAGCTTG
52% GC / 7686.0 Da
Sanger Sequencing 20-mer 13,884 .. 13,903 - 60°C Jan 11, 2023
/sequence = GGTACTGCACGCCTTGCTAG
60% GC / 6109.0 Da
Donor Template REV -> SNV 100-mer 13,971 .. 14,070 -— 74°C Jan 11, 2023
/sequence = TACTGGCCTGGTCTGCATCTCCACGGTGTTGAGAAGATAAAGGGAGTGGACCTCTACTTCCAATGTTAAATATAGACTGCAAATTATGGG
AAGBAFGTATD,983.2 Da
gRNA Protospacer 20-mer 13,989 .. 14,008 - 41°C Jan 11, 2023
/sequence = TTGCAGTGTATATTTAACAT
25% GC / 6121.1 Da
PCR Reverse 25-mer 14,493 .. 14,517 —_ 66°C Jan 11, 2023
/sequence = GGCCAGGACCACGTCCCATTCTCTC

64% GC / 7538.9 Da



