F_CAT
H SAP
F_CAT
H_SAP
F_CAT
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F_CAT
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F_CAT
H SAP
F_CAT
H SAP
F_CAT
H SAP
F_CAT

H SAP

61

25

121

85

181

145

241

205

301

265

361

325

421

385

GGGGCGGGCCCTGGAGGGGGCGGAGCGGGGCCCGGGAGCGAAGCAGCCTGGCAACGGCGG

1] FEEFErrrrr el
AGC-—=====—=——~ CGA-GCAGCCTGGCAACGGCGG

TGGCGCCCGGAGCCCGAGAGTTTCCAGAATGGCTTCTGCACCAACTTCTAAATATAATTC

[
TGGCGCCCGGAGCCCGAGAGTTTCCAGGATGGCTTCTGCATCAACTTCTAAATATAATTC

ACACTCCTTGGAGAATGAATCTGTTAAGAGGACTTCTAGGGATGGAGTTAATCGAGACCT

Frrrrrrrrrrrerrrer rer rerrrrrr e ree b et rr b
ACACTCCTTGGAGAATGAGTCTATTAAGAGGACGTCTCGAGATGGAGTCAATCGAGATCT

CAGTGAGACTGTTCCTCGACTTCCAGGAGAAACTCGCATCACTGACAAAGAAGTTATTTA

FEorrrrrerrerrrerrrerrrrrrrrrr et rrr e e e e e
CACTGAGGCTGTTCCTCGACTTCCAGGAGAAACACTAATCACTGACAAAGAAGTTATTTA

CATATGTCCTTTCAATGGCCCCATTAAGGGAAGAGTTTACATCACAAATTATCGTCTTTA

Frrrrrrrrrrrerrrerrrrrrrrrrrerr e e e e e e e
CATATGTCCTTTCAATGGCCCCATTAAGGGAAGAGTTTACATCACAAATTATCGTCTTTA

TTTAAGAAGTTTGGAAACGGATTCTGCTCTAATACTTGATGTTCCTCTGGGTGTGATCTC

Frrrrerreerrerrrerrrrrr e rrrrrrerr e e e e e e
TTTAAGAAGTTTGGAAACGGATTCTTCTCTAATACTTGATGTTCCTCTGGGTGTIGATCTC

CAGAATTGAAAAAATGGGAGGCGCGACAAGTAGAGGAGAAAATTCCTATGGTCTAGATAT

FEErrrrrrrrrerrr et e e e e err e e e e e e e e
GAGAATTGAAARAATGGGAGGCGCGACAAGTAGAGGAGAAAATTCCTATGGTCTAGATAT

TACTTGTAAAGACATGAGGAACCTGAGGTTTGCGCTGAAACAGGAAGGCCACAGCAGAAG

Frrrrrrrrerrerrrerrerrrerrrer re rerr e e e e e
TACTTGTAAAGACATGAGAAACCTGAGGTTCGCTTTGAAACAGGAAGGCCACAGCAGAAG

60

24

120

84

180

144

240

204

300

264

360

324

420

384

480

444
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F_CAT
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F_CAT
H_SAP
F_CAT
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F CAT
H SAP
F CAT
H SAP
F CAT
H SAP
F CAT

H SAP

481

445

541

505

601

565

661

625

721

685

781

745

841

805

901

865

GGATATGTTTGACATTCTCACGAGATACGCCTTTCCCCTGGCACACAGTCTGCCAATATT

FErrrrerrrr e rrrrreerrrrrer et errrr e rer e e e
AGATATGTTTGAGATCCTCACGAGATACGCGTTTCCCCTGGCTCACAGTCTGCCATTATT

TGEATTTCTAAATGAAGAAAAGTTTAACGTGGATGGATGGACAGTTTATAACCCAGTAGA

FIEEEr rerrrrrrrrrrrrrrrerrrrrrerrrrrrrr e et rrrrr i
TGEATTTTTAAATGAAGAAAAGTTTAACGTGGATGGATGGACAGTTTACAATCCAGTGGA

AGAATACAGAAGGCAGGGCTTGCCTAACCACCACTGGAGAATCACTTTTATCAATAAGTG

R e N,
AGAATACAGGAGGCAGGGCTTGCCCAATCACCATTGGAGAATAACTTTTATTAATAAGTG

CTATGAACTGTGTGACACCTACCCTGCTCTCTTGGTGGTTCCATATCGTGCCTCAGATGA

Frerer e rrerrrrr rerrrrrr e rerr e e e e e e
CTATGAGCTCTGTGACACTTACCCTGCTCTTTTGGTGGTTCCGTATCGTGCCTCAGATGA

TGATCTCAGGAGAGTCGCAACTTTTAGATCCAGAAACCGAATTCCAGTGCTGTCATGGAT

PR rrrreererr rrrrrrrrrrr rer rrr e rr e e e e e
TGACCTCCGGAGAGTTGCAACTTTTAGGTCCCGAAATCGAATTCCAGTGCTGTCATGGAT

TCATCCAGAAAACAAGACCGTCATCGTGCGTTGCAGTCAGCCTCTTGTCGGTATGAGTGG

R Y,
TCATCCAGAAAATAAGACGGTCATTGTGCGTTGCAGTCAGCCTCTTGTCGGTATGAGTGG

TAAACGGAATAAGGATGATGAGAAGTATCTCGATGTTATCAGGGAGACTAATAGACAAAT

Frerr reeer rrrrrrrr et rrrrrrrrrrr e e e e e
GAAACGAAATAAAGATGATGAGAAATATCTCGATGTTATCAGGGAGACTAATAAACAAAT

TTCTAAACTCACAATCTATGATGCAAGACCCAATGTAAATGCAGTGGCGAACAAGGCAAC

FEErrerrrrrr e rrrerrrrrre e et rrrr e e
TTCTAAACTCACCATTTATGATGCAAGACCCAGCGTAAATGCAGTGGCCAACAAGGCAAC

540

504

600

564

660

624

720

684

780

744

840

804

900

864

960

924
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F_CAT
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961

925

1021

985

1081

1045

1141

1105

1201

1165

1261

1225

1321

1285

1381

1345

AGGAGGAGGATATGAAAGTGATGATGCATATCACAACGCCGAACTTTTCTTCTTAGACAT

Frrrrerrrrrrererrrreerrrrr et e e e e
AGGAGGAGGATATGAAAGTGATGATGCATATCATAACGCCGAACTTTTCTTCTTAGACAT

TCATAACATTCATGTTATGAGGGAATCTTTAAAAAAAGTCAAAGACATTGTTTATCCTAA

FErrrr rerrrerrrrrr rrrrrrrrrrr e et e e e e
TCATAATATTCATGTTATGCGGGAATCTTTAAAAAAAGTGAAGGACATTGTTTATCCTAA

TGTGGAAGAATCTCACTGGTTGTCCAGTTTGGAGTCTACTCACTGGTTAGAACACATCAA

FErrrrrrrrrerr rrrrrrrrrrrrerrrrrr e rrr e e e rrer
TGTAGAAGAATCTCATTGGTTGTCCAGTTTGGAGTCTACTCATTGGTTAGAACATATCAA

GCTTGTTTTGACGGGAGCCATTCAAGTAGCAGACAAAGTTTCTTCAGGGAAGAGCTCAGT

FErrrrrrrrr rerrrrrrrrrrrrrrrr e rrr e e e e e rrr
GCTCGTTTTGACAGGAGCCATTCAAGTAGCAGACAAAGTTTCTTCAGGGAAGAGTTCAGT

GCTTGTGCACTGCAGTGATGGATGGGACAGAACTGCCCAGCTGACGTCCCTGGCCATGCT

FEEErerrr rrerrrrr rerrrrrerer e rrrrerrr e e
GCTTGTGCATTGCAGTGACGGATGGGACAGGACTGCTCAGCTGACATCCTTGGCCATGCT

GATGTTGGACAGCTTCTACCGGAGCATCGAAGGGTTTGAAATACTGGTACAGAAAGAATG

Frerrrrere rerrrrer o rrrrrrr rrrrrrrr rerr e e frrrrrnd
GATGTTGGATAGCTTCTATAGGAGCATTGAAGGGTTCGAAATACTGGTACAAAAAGAATG

GATAAGTTTTGGACATAAATTTGCATCTAGAATAGGTCATGGTGACAAAAACCATGCCGA

Frrrrrrrerrrrrrrrrrrrrrrrerr rrrrrrrrrrrrrr e rerrr e e
GATAAGTTTTGGACATAAATTTGCATCTCGAATAGGTCATGGTGATAAAAACCACACCGA

TGCTGACCGATCTCCTATTTTTCTCCAGTTTATTGATTGTGTATGGCAAATGTCAAAACA

Ferrrrrrr rerrrrrrrrrrrrrerrrrrrerrrrrrr et rrrr e e e
TGCTGACCGTTCTCCTATTTTTCTCCAGTTTATTGATTGTGTGTGGCAAATGTCAAAACA

1020

984

1080

1044

1140

1104

1200

1164

1260

1224

1320

1284

1380

1344

1440

1404
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F_CAT
H SAP
F CAT
H SAP
F CAT
H SAP
F_CAT
H SAP
F CAT
H SAP
F_CAT
H SAP
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1441

1405

1501

1465

1561

1525

1621

1585

1681

1645

1741

1705

1801

1765

1861

1825

GTTCCCTACAGCTTTTGAATTCAATGAACGGTTTTTGATTACAATTTTGGATCATCTGTA

Frrrrerrrrrrererrrreerrrrreer o rrrrrrrrrr rrrrr e e
GTTCCCTACAGCTTTTGAATTCAATGAACAATTTTTGATTATAATTTTGGATCATCTGTA

TAGTTGCCGGTTTGGTACTTTCTTATACAACTGTGAATCTGCTCGAGAAAGACAGAAAGT

FErrrerrr rrerrrrrrrrrr et terr e e e e e e e i
TAGTTGCCGATTTGGTACTTTCTTATTCAACTGTGAATCTGCTCGAGAAAGACAGAAGGT

TACAGAAAGAACAGTATCTTTGTGGTCACTGATAAACAGTAATAAAGACAAATTCAAAAA

O e e e e N A rEEEmEN
TACAGAAAGGACTGTTTCTTTATGGTCACTGATAAACAGTAATAAAGAAAAATTCAAAAA

CCCCTTCTATACTAAAGAAATCAATCGAGTTTTATATCCAGTTGCCAGTATGCGTCACTT

Frrrrrrrrerrerrrrrrrrrrrrrrrrrr e e e e e e e e
CCCCTTCTATACTAAAGAAATCAATCGAGTTTTATATCCAGTTGCCAGTATGCGTCACTT

GGAACTTTGGGTGAATTACTACATTAGATGGAACCCCAGAATCAAGCAACAACAGCCCAA

[
GGAACTCTGGGTGAATTACTACATTAGATGGAACCCCAGGATCAAGCAACAACAGCCGAA

CCCGGTGGAACAGCGCTACGTGGAGCTCCTGGCCTTGCGTGACGAGTACATCCAGCGGCT

e e R R N R R RN
TCCAGTGGAGCAGCGTTACATGGAGCTCTTAGCCTTACGCGACGAATACATAAAGCGGCT

CGAGGAGTTGCAGCTCGCCGGCTCCGCCAAGCTCGCCGAGCCCTCCACCTCGCCGGLCGG

L T e I A O A
TGAGGAACTGCAGCTCGCCAACTCTGCCAAGCTTTCTGATCCCCCAACTTCACCTTCCAG

CCCTTCGCCGATGATGCCCCATGTGCACACCCACTTCTGAGACGGGACCTGGGCGCCGCG

Frerrer o rrrrererrrrrerrrr re rerrrerr e rrrrrr rrr b
TCCTTCGCAAATGATGCCCCATGTGCAAACTCACTTCTGAGGGGGGACCCTGGCACCGCA

1500

1464

1560

1524

1620

1584

1680

1644

1740

1704

1800

1764

1860

1824

1920

1884
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1921

1885

1981

1945

2041

2005

2101

2065

2156

2125

2215

2185

2274

2243

2333

2301

GCGCAGCTCTGGGCAGAGGACGTCGTGGCCTTTCATCAGGGGCCTCTGTACAAAGTAGAT

RN RN R e R R R
TTAGAGCTCGAAATAAAGGCGATAGCTGACTTTCATTTGGGGCATTTGTAAAAAGTAGAT

TGAAATACTTGCCTCCATGTAGAACTGGAACTAACACGATCTTAAACTCTTAAATATGTG

Forrrrr rrrrrrrrrrrrrrrrrr rerr et rrrr e e rr e
TAAAATATTTGCCTCCATGTAGAACTTGAACTAACATAATCTTAAACTCTTGAATATGTG

CCTTCTAGAATACATATTACAAGAAAACTCTAGCATCTACACGGCAATCAGAAGAAAGGA

O I I e B e e RN,
CCTTCTAGAATACATATTACAAGAAAACTACAGGGTCCACACGGCAATCAGAAGAAAGGA

GCCAAGATGAGGTTTTGGAAAATGCTAACACCTTTCAAGAGCAGGTTTTGAGAGA-————

FErrrrrrrrrrrrrrrrer e e et rrr e rerrr e
GCTGAGATGAGGTTTTGGAAAACCCTGACACCTTTAAAAAGCAGTTTTTGAAAGACAAAA

-TTAAATTTAATTTACCTCTTTTGAAATACTATGTATACAATATCTATTTTGTGGGCTTA

e rrrerrrrr e eeer rrrrrrrrer rrrrrrrrr e rrrr e
TTTAGATTTAATTTACGTCTTGAGAAATACTATATATACAATATATATTTTGTGGGCTTA

ATTGGAACGACGTGATTTTAAACT-AAAGTGAAAACCTGTGTTTGTGAAACGAATTTGCC

N e e e R R
ATTGAAACAACATTATTTTAAAATCAAAGGGGATA--TATGTTTGTGGAATGGATTTTCC

TTAGGTTGCTCACGACAGTTGCTTTGGATTACCTAAAATGAATCCAAATGTGAAAGATG-

e et rrrrrrrrrrrrrrr o rrrr trrr e e
TGAAGCTGCTTA--ACAGTTGCTTTGGATTCTCTAAGATGAATCCAAATGTGAAAGATGC

—-—-TTATTGCCAAAACCAAATTGAGCTGTTCTTCTGAGGCATCATCCAAAAGCAAGGTGT

FEE T Errrrrr e FEEE P rrrrr bt
ATGTTACTGCCAAAACCAAATTGAGCTCAGCTTCCTAGGCATTACCCAAAAGCAAGGTGT

1980

1944

2040

2004

2100

2064

2155

2124

2214

2184

2273

2242

2332

2300

2389

2360
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2390

2361

2450

2420

2510

2480

2564

2540

2624

2595

2684

2655

2744

2715

2804

2774

TTAAATAATTGCCAAATTTTATACCATCGTCAAGTGGTGACTTAAAGAGAAATAGCTGTG

R N R R R R
TTAAGTAATTGCCAGCTTTTATACCATCATGA-GTGGTGACTTAAGGAGAAATAGCTGTA

TAGATGAGTTTTTCATTAGTTTGAAATTTTAGAATATGAAGTGTTTTCCCCTAATTTTCA

(R N R e e A AR RN R
TAGATGAGTTTTTCATTATTTGGAAATTTAGGGGTAGAAAATGTTTTCCCCTAATTTTCC

AGAGGAGCGTATTTTTATATT-——----— ACACAGATGGGGCCCAGTCAAATAGGATTTGAT

R e
AGAGAAGCCTATTTTTATATTTTTAAAAAACTGACAGGGCCCAGTTAAATATGATTTGCA

TTTTTTTTTAACGTTTTGCCCGTTCTATTTTCTGAGTTCTTCTATGAGCTTGCCTAAAAT

FEEET Il R RN
TTTTTTA--AA---TTTGCCAGTTTTATTTTCTAAATTCTTTCATGAGCTTGCCTAAAAT

TCTGACCCACTTTCCAGTTATGGAAAACCCCTCATATAGCACTGTTTGAGGATGGTGGGG

[0 e R FEETTE Tl
TCGGAATGGTTTTCGGGTTGTGGCAAACCCCAAAGAGAGCACTGTCCAAGGATGTCGGGA

GCGTTATGCTGCTGAGGTGACTGTTTTCGCAAACATCGCTCTAGTCAGACCAGCTTATCT

N e R R
GCATCCTGCTGCTTAGGGGAATGTTTTCGCAAATGTTGCTCTAGTCAGTCCAGCTCATCT

GCCAAAGTGTAGGGTCGACCATCTCGGACGTATGAGCTGTTGCTAGAGCATCATTCTTTG

R e R R R R N N R .
GCCAAAATGTAGGG-CTACCGTCTTGGATGCATGAGCTATTGCTAGAGCATCATCCTTAG

AAATAAAAGCTGCAGATGTACATTTGTTGAGCGTATT

N R
AAATCAGTGCCCCAGATGTACATGTGTTGAGCGTATTCTTGAAAGTATTGTGTTTATGCA

2449

2419

2509

2479

2563

2539

2623

2594

2683

2654

2743

2714

2803

2773

2840

2833
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H SAP
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H SAP

2834

2894

2954

3014

3074

3134

3194

3254

3314

3374

TTTCAATTTCAATGGTGTTGGCTTCCCCTCCCCACCCCACGCGTGCATAAAAACTGGTTC

TACAAATTTTTACTTGAAGTACCAGGCCGTTTGCTTTTTCAGGTTGTTTTGTTTTATAGT

ATTAAGTGAAATTTTAAATGCACAGTTCTATTTGCTATCTGAACTAATTCATTTATTAAG

TATATTTGTAAAAGCTAAGGCTCGAGTTAAAACAATGAAGTGTTTTACAATGATTTGTAA

AGGACTATTTATAACTAATATGGTTTTGTTTTCAATGAATTAAGAAAGATTAAATATATC

TTTGTAAATTATTTTATGTCATAGTTTAATTGGTCTACCAAGTAAGACATCTCAAATACA

GTAGTATAATGTATGAATTTTGTAAGTATAAGAAATTTTATTAGACATTCTCTTACTTTT

TGTAAATGCTGTAAATATTTCATAAATTAACAAAGTGTCACTCCATAAAAAGAAAGCTAA

TACTAATAGCCTAAAAGATTTTGTGAAATTTCATGAAAACTTTTTAATGGCAATAATGAC

TAAAGACCTGCTGTAATAAATGTATTAACTGAAACCTAA 3412

2893

2953

3013

3073

3133

3193

3253

3313

3373



Supplementary Figure 1. Coding sequencing alignment of MTM1. Alignment of

domestic cat cDNA (Query: ENSFCAT00000024072.4, Refseq XM_023249466.1)
and Homo sapiens cDNA (Subject: ENST00000370396.7, Refseq NM_000252.3)
using the Needleman-Wunsch tool. Position of the cat MTM1 cytosine to

thymidine change highlighted.



