Figure S4
Alignment of mct-1 (Seq_1) and mct-2 (Seq_2) from 3kb before the start codon to 2 kb after the stop codon

seq_1 1 ATARATCGACACAAGTGCTACAGTAGTCATTTAAAGAGTTACTGTAGTTTTCGCTACGAGACATTTTGCGCGTCAATTGTGTTGCGCAATACGCAATCTCAGAATTTTTTGTTCCTGTA 119
Hl\|\||HlH\||\||H\||\||\|\||\||\|\||\||\|\\|\||\|\\|\|||H\||\||H\||\||\|\||\||\|\||\||\|\\Hll\lHHlHlHHlHll

seq_2 1 AGTTACTGTAGTTTTCGCTACGAGACATTTTGCGCGTCAR TTTTTTGTTCCTGTA 120

seq_1 120 GATCGAA CAAAAC ATTTTTGAAGTCTTCCTGGAATTCTCCGACATTTCATCTGATTTTT 239
HlH \ \||\|\||\||\|Hl\||\|HlHl\l\ll\ll\lHlHHlH HllHHlH \\|\||\|\\|\||\||\|\||\||\H||\||\|\||\|H|\|H|H|

Seq_2 121  ATATAAAGTGATCGAACATTCT CTTACGTCAGAAT CAAATATCGCGTCAGATTGCAACACAATATTTTTGAAGTCTTCCTGGAATTCTCCGACATTTCATCTGATTTTT — 240

Seq_1l 240  CAATTTTTTCCTCAGCATCGCCGACTCGTCGCATCCTCTCTCTARATCARARAAT! GAAAAAARAACATTAATAGATTTTAGAAATCAATGGAACATTTCAAAATCATGAG 359
|\||\|\ll\ll\|\||\ll\l\||\||\l\||\||\l\ll\ll\lHl\ll\lHl\ll|\\|\||\H\|\||\H\H||\||\H||\||\|\||\||\|\||\||\|\||\||\|

Seq_2 241  CAATTTTTTCCTCAGCATCGCCGACTCGTCGCATCCTCTCT! CAAAAAAT GAAAAAAAAAC 360

Seq_1 360 CAARAAAATCACAGAAATCAGAATACCGTCGAACAACTCCCCCCAGTTT TTATCGATACACTGGCTGCTGATTTGCATACGTTTTGAATAGGTGATTTGTGGTGCGAGT 479
|\||\|HlHl\|\||HlH\||\||H\||\||HHlHlHHHllHHHll\|\||HlH\\|\||H\H\||\|\H\||\||\|\||\||\|\|H|HH|H|H

seq_2 361 CAAAAAAAT CAGTTT TTATCGATACACTGGCTGCTGATTTGCATACGTTTT! GTGATTTGTGGTGCGAGT 480

seq_1 480 GTGTTTGGCACACGATTTTGAACTCTGGATCGGATTATTGCTC TARAAAT, AA TGCATCATTATA GARAAG ATCTGAAATTTGTTTCG 599
LLTEEEEE L] HHHHHHHHHH\ \\ \||\|\||\||\|\||\||\|H|\||\|H|\||\|HH [11 \\ll\ll\

Seq_2 481  GTGTTTGGCACACGATTTTGAACTCTGGATCGGATTATTGCTCTTAAAAATATTTTGTAA TTTTGCATCATTATACCGGGAAAAGTCACGTCATCTGARATTTGTTTCGAAGATCGGAAG 600

Seq_1 600  TTTTTTTAGGGGCACTGTAGGAATTTCCGTGTCGGCARAACTTCTT UJATGATAGAGATG TTGGGTGTTCCGTTGAACTCTCTGATCCCGAAATAGAACACAATCTGTGTCTGAACATAC 719
|\ll\l\||\||\l\||\||\|\||\||\|\||\ll\lHl\ll\lHl\ll\lH \|\||\||\|\||\||\|\||\||\|\\|\||\H\|\||\|H|\||\||\|\||\||\

Seq_2 601  TTTTTTTAGGGGCACTGTAGGAATTTCCGTGTCGGCAAAACTTCTTTGATGATAG! 720

Seq_1 720  AGCAAACGATTTTTTCCAGCAAATCGGCAAATTGACGGAATTGAAATTTTCTGGCAAATTGGCGGAATTGGAAATTTCCGGCAAATCGGCAATTTGGCGGAATTGGARATTTCCGGARAR 839
\||\||\|\||\|\||\||\H||\|\||\||\|\||\l\ll\l\\l\ll\l\ll\l\llH\||\|\\|\||\|\||\H\|\||\H||\|\||\ll\l\ll\l\ll\ll\l\ll\l\

Seq_2 721  AGCAAACGATTTTTTCCAGCAAATCGGCAAATTGACGGAATTGAAATTTTCTGGCAAATTGGCGH 840

Seqg_1 840 TCGGCAAATTGACGGAGTTGAAAATCTCCGGCAAATTGGCGGAATTCAATTTTCCGGCAAATGGGCAAATTTCCGGAATGGAGAATTTGCCGGCAAATTTCCGGAATGGAGAATTTTCCG 959

Seqg_2 841 CG 960
Seqg_1 960 GAAAAT TAAAAAAAAAAAATTAGAAAGCAAAT (GACAGAACTCAAATATCCGGCAAAC AGGCACATTTCCGGAGTTGAACATTTCCGGCAAATTGTATTAGCAGAATTGTAA 1079

Seqg_2 961 GAAAATCAGCAAATTAAAAAAAAAAAATTAGAAAGCAAAT 'GACAGAACTCAAATATCCGGCAAAC AGGCACATTTCCGGAGTTGAACATTTCCGGCAAATTGTATTAGCAGAATTGTAA 1080
Seqg_1 1080 ATTTCCGGCAAACCGGCAAGTTGCCGATTTACCGACTAAAAATTGCCGCCCATCTCTGACACAAACTGTGGCTGAAACTTTTCCAATTCGTGAATGAACAAGAAAAAATTTGATGTATTT 1199

seq_2 1081 TAAAAATTGCCGCCCATCTCTGA GARAAAATTTGATGTATTT 1200

seq_1 1200 TTTTTTGCCACTGATACCAGCCGTTTGCCAGCT GCCGTTGGGAGCTCTCTTCAT GCATGTTGGTAGAGC! 1319
\||\||\|\||\H||\||\|\||\|\||\||\|\||\|\||\|H|\||\|\||\|H||\||\H||\||\|\||\|\||\||\|\||H\||\|H|\||\|\||\|H|\||\|\|

seq_2 1201 TTTTTGCCACTGATACCAGCCGTTTGCCAGCT GCCGTTGGGAGCTCTCTTCA' CATGTTGGTAGAG 1320

Seg_1 1320 TGCCACTTGGTGCTCTTTTTACCTCCGTGATAATCABGGGGGGEEGEGGGGETAATAAGT TGAATAATTTATTGCCCAGGTCTGCCGGTTTTTCGGTTTTTCTTTCTTGAAAAACCGARA 1439
\||\||\|\||\H||\||\|\||\|\||\||\|\||\|\||\|H|\||\ | |\|H||\||\|\||\||\H||\|\||\||\|\||\|\||\lH|\||\|\||\|H|\||\|\|

Seg_2 1321 TGCCACTTGGTGCTCTTTTTACCTCCE GGGGGGGGGGGGGG - TJA CTGCCGGTTTTTCGGTTTTTC 1439

seq_1 1440 GTGGTCAAAATTGCCCAAAAACGAAAATTCTTCGGTTTTCCAAAGAATTTTCGGCGG CACCCCTGCTTGGGAAATGAAAATTCCTTTATACTGTCGACARAGAACTGTTGAGCAGAG 1559
\||\||\|\||\H||\||\|\||\|\||\||\|\||\|\||\|H|\||\|\||\|\|||\||\H||\||\|\||\|\||\|\\|\||H\||\|H|\||\|\||\|H|\||\|\|

seq_2 1440 CAAAAAC CGG CACCCCTGCTTGH AACTGTTGAGCAGAG 1559

seq_1 1560 TAARARAG 1679
\||\||\|\||\H||\||\|\||\|\||\|\\|\||\|\||\|H|\||\|\||\|\|||\||\H||\||\|\||\|\||\|\\|\||H\||\|H|\||\|\||\|\||\||\|\|

seq_2 1560 TAAAAAAG TGTTGTTTAT! 1679

Seqg_1 1680 TGCAATTTAGTGATTCATCACAAAAATGGTCTCGATTCCCCTCCTCGTGAGACTCCTCGT CATTCATTTTTCCAATTTCGCTCCAATTCTTCTATTGTCTTCTCTCCGACGATCGGTGGT 1799
| |

[SRENNES |\|\||\|\
seq_2 1680 CAATTTAGTGATTCATCACAAAAAT TCGATTCCCCTCCTCGTGAGACTCCTCGT CATTCATTTTT TCTATTGTCTTCTCTCCGACGATCGGTGGT 1799
Seg_1 1800 TCGGTTGTAATAATCAAAACATACAGAGAAGGCGCTCCGCCTACCCCCATTCGATCATCC ACCACGATCAAGGCTTCAAGTGTTTCATTTTTATTGAARACTGACGATTATTTTCCTATC 1919
| \ |

seq_2 1800 TCCGCCTACCCCCATT TGTTTCATTTTTATT! GATTATTTTCCTATC 1919

Seq_1 1920 TCTCTCTCTGTTGATTTG CTCTTCTCCTTTTGATTTGACCCCCTTTAGC GATTTTTTATCC 2039
\||\||\|\||\H||\||\|\||\|\||\|\\|\||\|\||\|H|\||\|\||\|\|||\||\H\H||\|\||\|\||\||\|\||H\||\||\|\||\|\||\|H|\||\|\|

Seq_2 1920 TCTCTCTCTGTTGATTT TCTTCTCCTTTTGATTTGACCCCCTTTAG GATTTTTTATCC 2039

Seqg_ 1 2040 TTTATTTAAACCGAAGAAGCTCAACCTACTACTCTCGCGGCTTTTTTCGTCGGCTCATTA CTTCTTGGTCGACAGTTTTTTCCTTCACTGGGTTGTAATATTCTGAGAATGCACATTTTA 2159

Seqg_2 2040 TACTCTCGCGGCTTTTTTCG' 'ACTTCTTGGTCG: TTTTTTCCTTCACTGGGTTH GAATGCACATTTTA 2159
Seqg_ 1 2160 CAACACAATTGACGCGCAAAATATCTCGTAGCGAAAACTACAGTAACTCTTTAAATGACT ACTGTAGCGCTTGTGTCGATTTACGGGATCTCGATTTTTGAAATGAATATTTCTTTTCGA 2279

seq_2 2160 TTACGGGATCTCGATTTTT! AATATTTCTTTTCGA 2279

Seq_1 2280 ATTGTGACAGTGATATCCCGTTCTCCTTCGGTTTTTTCGTATTTTT T GCATTTGTTTTTCCACTTCTA ATGCGGAATGGTCT 2399
\||\||\|\||\H||\||\|\||\|\||\|\\|\||\|\||\|H|\||\|\||\|H|||\||\|\||\|\||\H||\|\\|\||\|\||\|\||\|\||\|H|\||\|\||\|\|

Seq_2 2280 ATTGTGACAGTGATATCCCGTTCTCCTTCGGTTTTTTCGTATTTT TTTTCCACTTCT. 2399

Seq_1 2400 TGCCGCGCGTTTAGTCATCATTGTTAGCAGTTTCTGTTCAAAATTCGCGTAGATCACAAA TAATTTGTGARARAC AAAACGAAATATGAGATAAACATTTTGTGATCTACGATG 2519
\||\H||\|\\H||\|\||\|\||H\||\|\H\ll\l\ll\l\ll\l\ll\ll\l\|\||\H||\|\||\|H|\||\|\||H\||\|\||\ll\l\ll\l\ll\l\ll\l\ll

Seq_2 2400 TGCCGCGCGTTTAGTC GTGATCTACGA' 2519

Seq_ 1 2520 TTTACACAGAAACTGCTGGAAATGATGACTAAACGCGCGGCAAGACGATTCCGCATAAAT AAGCGCCTCCTTTAATATCGTAGAAGTGGAAAAACAAATGCACTGTAATTGCTTAAGARA 2639

\II\I\II\IHI\II\I\ II\I\I\II\I\
Seq_2 2520 TTTAC, GAAAC CTGGAAATGATGACTAAA( 'ATAAAT AAG CTCCTTTAATATCGTAGAAGTGGAAAAAC, CACTGTAATTGCTTAA! 2639

seq 1 2640 TAAAAAATAARAAC GATATCGCTGTCACTA' CAAAAAT ACAGTAGTCATTTA 2759
\||\H||\|\\H||\|\||\|\||H\||\||H\ll\l\ll\l\ll\l\ll\ll\l\||\||\|\||\|\||\H||\|\\|\||\|\||\|\||\|\||\|H|\||\|\||\|\|
seq_2 2640 TAAAAAAT. CAAAAAT 2759

Seq_ 1 2760 AAGGATTACTGTAGTTTTCGCTGCGAGATATTTTGCGCGTCAAATATGTTGCAAACTGTG TATTCTCAGAAATTTTTGATCCCGTAATATCACTTCAAAAGATCAAAACTACAGTAATCC 2879

Seq 2 2760 GATTACTGTAGT 2879
Seq_ 1 2880 TACAGTACTCCCTTCAAAAAAAAATCGCAATTTTTCCCAATCTACAATAATTATACAGTACTCCTATTGAATTATTACAATATCCTTATTTACAAAATATTCT TTCGTTTTCCAGACGAC 2999
\||\|\||\|\\|\||\|\||\|\||\I\||\ll\l\ll\l\ll\l\ll\l\ll\ll\l\|\||\I\ll\I\Il\|H|\||\|\||\|\||\|\||\||\| EENREARERRNNNy!
Seq_2 2880 TACAGTACTCCCTTCAAAAAAAAAT CAATTTTTCCCAATCTACAATAATTATACAGTACTCCTATTGAATTATTACAATATCCTTATTTAC. ' TTCGTTTTCCAGACGAC 2999
Seq_ 1 3000 AATGTCCAAACAACCCATCH TGGACCGCTCGATGH AAGTCACGCCGCC 3119
FILTEEEE LTI HI\||\I\||\||\|\ll\l\ll\l\ll\l\ll\ll\l\I\||\I\||\|\||\|\\|\||\|\||\|\||\I\||\ll\l\ll\l\ll\l\ll\l\ll
Seq_2 3000 AATGTCCAAACAACCCATCH TGGACCGCTCGAT:! AAGTCACGCCGCC 3119
Seqg_1 3120 GGATGGTGAGGAGTCATACAGTCTTGATTTGAAAAAAAAAAT" TAAAAAATTCAACATAGAATTAATATATTTTCTGTTTGAAAGGCGACAAATTCTAAGAATACTTCGACGTTTCGG 3239
\||\ll\I\ll\|\ll\||\I\||\|\||\||\|\||\I\ll\l\\l\ll\l\ll\l\ll \||\l\\l\ll\|\ll\H\H||\|\||\|\||\||\I\ll\l\ll\ll\l\ll\l\ll
Seqg 2 3120 GGATGGTGAGGAGT! GTCT: ‘GAAAAAAAAAAT: TAAAAAAT 'TCGACGTTTC( 3239
Seq_ 1 3240 TAAAAACAAAAAAAATTCAAAAAAAGTATCGAAATTCTGAGAAAAAAACTCTTAAATCTTAAGACTACTGTAGCGTTTGTGTCGATTTACGGGCTCGATTTCCGAAA 3359
\||\ll\I\ll\|\ll\||\I\||\|\||\||\|\||\I\ll\l\\l\ll\l\ll\l\ll \||\l\\l\ll\|\ll\H\H||\|\||\|\||\||\I\ll\l\ll\ll\l\ll\l\ll
Seq 2 3240 TAAAAACAAAAAAAATTCAAAAAAAG GAAAAAAACTCTTAAATCTTAAGACTACTGTAGCGTTTGTGTCGATTTACGGGCTCGATTTCCGAAA 3359
Seq 1 3360 TGTTCGATTCTTTT 3479
\||\ll\I\ll\|\ll\||\I\||\|\||\||\|\||\I\ll\l\\l\ll\l\ll\l\ll \||\l\\l\ll\|\ll\H\H||\|\||\|\||\||\I\ll\l\ll\ll\l\ll\l\ll
Seg_ 2 3360 3479
Seqg_1 3480 CGACACTACAGTAGTCAGTTAAATAGTTGCTTAATTTTTGAGGTTAACAAATCTCAAAAA TTCAATTTTTCCAGGTGGTTA! CGCCGCGAGTTTCCTGGTCAACAT 3599
\||\II\I\II\|\II\||\I\||\|\||\||\|\||\I\II\IHI\II\I\II\I\II \II\IH \II\I\I \IH|\II\I\II\I\||\||\I\II\I\II\II\I\II\I\II
Seq 2 3480 CGACACTACAGT: 'CAAAAA T TTCCAGGTGGTTACGGATGGGT" 3599
— AL e
Seqg_1 3600 GGCGGTCGACG AAAGATCCTTGTACCGATCTGGECAGATCA GTTTGGATCCACATCRGTTGCCGGTGCTGTCATCTCGATTCTCACCGGATQCTATTATCT 3719
\||\||\I\||\I\II\II\I\II\I\||\II\I\II\I\II\IHI\II\I RNy IR NN RN AR RN RN (AR
Seq_2 3600 GGCGGTCGACGGGGTGATCTACACGTGT AAGATCCTTGTACCGATCTGGQCAGATCA GTTTGGATCCACATCRGTTGCCGGTGCTGTCATCTCGATTCTCACCGGATQCTATTATCT 3719
Seqg_1 3720 GAAAAAAAAAT ‘GAAAAATTTAAAAAATTTTAGTTTTTCGGAT TTTTC GAAAAATGCGATTTTTTGAAAAAG. TGGTATTTTTTTA 3839
\II\II\I\II\I\||\||\|\||\|\||\||\|\||\I\II\IHI\II\I\II\I\II\ |\||\|\||\I\||\II\|\II\I\II\I\\|\||\I\II\IHI\II\I\II\I\II
Seq_ 2 3720 GAAAAAAAAAT GAAAAATTTAAAAAATTTTAGTTTTTCG! GATTTTT GAAAAAT 'GAAAAAG. 'GGTATTTTTTTA 3839
Seq 1 3840 ‘ ‘AAA.‘AAI‘IAA‘ ‘AA.‘AAAC‘;CZ‘IGCC‘;T‘C - e Ep—— [ [ [ E— [ - -—----- | 3866
|||||||||||\||||
Seq_2 3840 GAAAAAAAAGH GCAGCGTCACACAGAAAAATAGGCGGAGCCTAATTTCGCAA CCCTGCGGCATGGTTTTGTTGATTTTTCAATAAATTTCCGATTTTACATTTTTTAAACAA 3959
SEQ_ L 3867 - mmm o oo m oo m e e o 3866
Seqg_2 3960 CCAATTTCCAAAATATCTTCAAAATCGTATAAGAATTTAAAAAAAAAGAAGAAAAACCAT GCCGCAGGGTTGCGCAATCAAGCTCCGCCTATTTTCTGTGCCGACGCTGATTTTTGCAAA 4079
SEQ_ L 3867 o mmm o mmm o m i m oo e ‘ ‘ ‘AA}‘L‘AA‘ 3880
\ | [NEARRA | |
Seqg_2 4080 ATTTGATTTTTCAAAAATTACTTTTTTTTTAATCAAAAATTTTCGATTTGATTAAAAAATATCTTTAAGGTAGTTTTTTAGAGAAAAAACGGTAAAAATCAGCGTCGCACAGAAAAAG. 4199

Seqg_1 3881 GTGGAGCCTATTTTCGCAACTCTGCGGCACGGTTTTGTCGATTT 'GTAACGGTTTACGATTCTGAAGATATTTCGTGTTTTCACAACTAATTTAGCATGAAATGTAT 4000

TTTGAAATGAAAAT(
I\IHI\II\II\I\II\II\I\II\II\I\II\II\I\II\ \ \II\II\I\II\III\II\I\II\II\I\II\II\I\II\II\I\II\II\IHI\II\IHI\II\IHIHI

Seq_2 4200 4319
Seqg_1 4001 TAAAAT TAAAAAATTAAAAAAAAAAG, CCGTGCCGCAGAG TTGCAAAATTAGGCTCCGCCTCTTTTTCTGTGTGATGCTGATTTTTGCAAAAAT" 4120

Seqg_2 4320 TTAAAATCGTATGAAACGTAAAAAATTAAAAAAAAAAGAAGAAGAAACCGTGCCGCAGAG TTGCAAAATTAGGCTCCGCCTCTTTTTCTGTGTGATGCTGATTTTTGCAAAAAT 4439
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Seqg_1 4121 AAATGAAAATTTTTGCATTTTTTGTTGAAAATATCAACAAAAAAAAACK AAAATTTTTGATTTTCGAAAAAATAATTTTTTTTTAATTCCAACAAAAAAACCCCAATTTCARGACCAC I 4240
I\II\I\II\IIII\II\I\II\IIII\II\I\II\IIIHII\I\II\IIII\II\IHI\||\||||\||\I\||\||||\||\I\||\IIII\II\I\II\IIII\II\I YRR

Seqg_2 4440 TTGCATTTTTTGTT CAAAAAAAAAC CGAAAAAAT: CAAAAAAAC "A§GACCAC fl 4559
—

Seqg_1 4241 TG 4360
I I\I\II\II\I\II\I\II\II\I\II\I\II\II\I\II\I\II\IIII\II\IHI\||\||||\||\I\||\||||\||\I\||\||||\II\I\II\IIII\II\I\II\III

Seqg_2 4560 TG 'TCCCGTTTC! GAACTTTATCTC 4679

 —
Seqg_1 4361 TGTTCGGAGTTCTCGGTGGAATCGGTTTCGGATGTATGTATCTCCCGTCGATTGTCATTCTCTCGACATATTTCGCGAAAAAACGCAGCGTCGCCACCGGAATTGCCGTCTGCGGCTCGG 4480
|

Seqg_2 4680 TGTTCGGAGTTC GAAAAAAC 'TCTGCGGCTCGG 4799
Seq_1 4481 GAATCGGTACGATGGTCTTCTCGACGATCAACGGGCCCGTCTTTGATTATTTCGGTAAAGATGTCGGCTCATTTATGGTTTATCTGGCCGCAATTGCCATTTCCGGATCACTTTTCTCGC 4600

Seq_2 4800 GAATCGGTACGATGGTCTTCTCGACGATCAACGGGCCCGTCTTTGATTATTTCGGTAAAGATGTCGGCTCATTTATGGTTTATCTGGCCGCAATTGCCATTTCCGGATCACTTTTCTCGC 4919

Seq 1 4601 TTCTTTTCGCTCCA CAAAAAAG 4720
|\||||\||\|\||\|\||\||||\||\H||\|\||\||||\||\|\||\|\||\||||H||\|\||\||||\||\|\||\l\||\||||\||\|\||\|\||\||||\||\|\||\|

Seq 2 4920 CAAAAAAG 5039
— e

Seq_1 4721 | ATTTGGAAGAGCTCAATCGCCCCGGACACAATGCTGACACTTTTTACGCCGGAAATGCTCCAGTTAGCAGAAGCCGTTCCAATACTTGTTCGT TTTTTCTTTTTAAAAAAA | 4840
|\||||\||\H||\|\||\||||\||\|\||\l\||Hlll\ll\l\ll\l\ll\llll|\||\l\||\||||\||\|\||\l\ll\llll\ll\l\ll\l\ll\ |||\||\|\||\|

Seq_2 5040 CTTTTTAAARAAAA | 5159

seq_1 4841 CAAAAT" TAAAAAACAGGAAAAAACGTGATTTTTCAA TTTTTAGCTAAA CCAAAAG CTTATTACGGGATCGCAAAAT! 4960
\||\|\||\||||\||\H||\|\||\||||\ll\|\ll\l\ll\llll\ll\l\ll\l\|||\ll\|\||\l\||\||||\||\|\||\H||\||||\||\|\||\|\||\||||\||

Seq_2 5160 CAAAATTGTCTCAAATTCAGAGAAACCATAAAARAACAGGAAAAAACGTGATTTTTCAA TTTTTAGCTAAATTCCCTCCAAAAGGAGAACTGCAACTTATTACGGGATCGCAAAATTTT | 5279

Seg_1 4961 GAGAATGCGTATTACACAACATATTTGACGCGCAAAATA1LiLb1AGCGAAAACTACAGTAATCCTGTAAATGACGACTGTATTGCTGCTGATGTCGATTTACGGGGCTCGATTTTCGAA 5080
\II\I\

\||\||||\||\
Seq_2 5280 GAGAATGCGTATTAC. TCTCH ACTGTATTGCTGCTGATGTCGATTTACGGGGCTCGATTTTCGAA 5399
Seq_1 5081 ATAATTTCTTTTTCGAATAGTGACAGCGTAATTTTAATGCAATATCGCTGTCACAATTCGCAAAAAAAAAACCATTTCAAAATTCGATATCCCGTAAATCGACACAAGCGCTACAGTAAC 5200
| \ [BREREN \ |

Seq_2 5400 ATAATTTCTTTTTC CGCTGTC: CAAAAAAAAAAC CAAGCGCTACAGTAAC 5519

seq_1 5201 TTACTGTAGTATTCGCTACGGGATATTTTGCGCGT GATACAGTTTTCATTTTGGAGGGA 5320
|\||H\||\||||\||\|\||\||||\||\H||\|\||\||\|\||\|\||\||||\|\||H\||\|\||\||||\||\|\||\||||\||\|\||\||||\||\|\||\||||\||

seg_2 5520 CTGTAGTATTCGCT: TTCATTTTGGAGGGA 5639

Seqg_ 1 5321 ATTTTGGCCAAAATTTAAAAAAATCGAGTATTTTTTGAATTTGAGGCAATTTTGATTTTT TTTTTTTGAAAGCTTGAAGCTAAATCATGAGGACCCACGAAAAGGGGTCTGGCACTGTGC 5440

Seq_z 5640 TAAAAAAATI GTCTGGCACTGTGH 5759
seat s \ 1 \ | | 1 | i ﬁ?f‘?ff?fﬁﬁ’ﬂ Wi i |??TT|CT?|C??\T?|C\TT|G|3| | |T\T?\Cﬂc?Tfff?ffﬁ@fﬁ?fﬁ?Tffﬁf??ﬁ?ﬁTTT\ T |C\;| TP |\T|T‘ soee
Seq_2 5760 AAAACATACTTTTTCTCAAAG. CGATACAACGATGCTCCGAAATTACGCGTCGCGCGTTGTTAAGCGTATCTTCTAGAAGAATTTCGAAAAAAGTCGTGCGTTAAATGA 5879
Seq_l 5561 TAAAAAAG GAAAAAT! 5680
A
Seq_2 5880 TAAAAAAG GAAAAAT CACCTTTTTGCGAA' 5999

Seqg_1 5681 TTCCTTTCCGTGGGGCCTCTAAATAATCTCCAAAAAATCTCAATTTTTCATTTTCAGTGGACCGGAAAGCCGCCGAATCTGCTGAAGCTCATGTCGTCCACGCCACCGAACACCACACCG 5800

Seq_2 6000 TTCCTTTCCGTGGGG CAAAAAAT AACACCACACCG 6119

Seq_1 5801 TCCATCATGTCGTC CAAGGAATCACTGTGCTCTGTGCTCGACAAGGATCTTCTC TTCTCTCCATCATTCATGACTCTTGCCGTCTCAGGAACTTTCA 5920
\||H\||\|\||\||\|\||\H||\||||\||\|\||\||||\||\|\||\||||\||\|\||\||||\||\|\||\|\||\||\|\||\|\||\ [RRREEEN \||\||||\||\|\

Seq_2 6120 TCCATCATGTCGT ACTGTGCTCTGTGC TCG: ATCTTCTCTTCTCTCCATCATTCATGACTCTTGCCGTCTCAGGAACTTTCA 6239

Seqg_1 5921 CCGTCCTCTCGTTCCTTGTTCCATTCGTCTACTTGGCTCTTGCCATGAAGCAGAAGAATCCGG TTTACTGATGCTGAATTGTCACTTCCAGTCACTCTAATCGGTGCTTTCAACATTA 6040

\||II\||\|\II\||||\II\I\||\||||\||\I\II\IIII\II\I\II\I\IIHI \I PEELEL LT LT
GATTTTACTGATGCTGAATTGTCACTTCCAGTCACTCTAATCGGTGCTTTCAACATTA

Il
Seq_2 6240 CCGTCCTCTCGTTCCTTGTTCCATTCGTCTACTTGGCTCTTGCC. T 6359
Seg_1 6041 TGTTCCGTATCGGATGTGGAATGGTCGCTGATCATCCGAAAATGTCGGCTCTTCAAGTTT CCAACGTCGCCACCATCATCGCCGGAACCTCGATGCTCTTTGTGCCATTTTGCACTGAGC 6160
|H\||\||||\||\||||\||\|\||\||\H||\||\|\||\||\|\||\||||\||\|\||\||\H||\||||\||\||||\||\|\||\||\|\||\||\|\||\||\|\||\||
Seq_2 6360 TGTTCCGTATCGGATG TCGCTGATCATCC T CCAACGTCGCCACCATCATCGCCG CTCGATGCTCTTTGTGCCATTTTGCACTGAGC 6479
seq 1 6161 GAAAAAAAAG. 6280
|H\||\||||\||\||||\||\|\||\||\H||\||\|\||\||\|\||\||||\||\|\||\||\H||\||||\||\||||\||\|\||\||\|\||\||\|\||\||\|\||\||
Seq_2 6480 TCTGGCATTACGTCG GTGAGTTTTGG GAAAAAAAAG. 6599
Seq_1 6281 CAATTTCGGACTTAAAATATCAATAACCACAAAAAATTTGCGAAATTAAGGTGGAAACGCGCTCCACGGACAATCGGTAATACTCCGCCCACAAAATTTGGGTCTCGTTAGGTATTTGAC 6400
|\||\||\|\||\||H\||\||||\||\||||\||H\ll\ll\l\ll\ll\l\ll\ll|\||\||\H||\||\H||\||||\||\|\||\||\l\ll\ll\l\ll\ll\l\ll\ll
seq_2 6600 ACAAAAAAT AGGTATTTGAC 6719
Seq_1 6401 AGAAAAGTCGTATTTTCGAGCATTTTTCATTTTTATTGTTAAATTTTTCGTTGTTTTTAT TGATTTTTATGTCGAAATTGATAAAATAATATTTATAATTTTATTTCATTAATTTCAGCT 6520
|\l\||\||||\||\||||\||\||||\||\H||\||\|\||\||\|\||\||||\||\|\||\||\H||\||\H||\||||\||\|\||\||\l\ll\ll\l\ll\ll\l\ll\ll
Seq 2 6720 GTCGTATTTTCGAGCATTTTTCATTTTTATTGTTAAATTTTTCGTTGTTTTTAT TGATTTTTATGT! AATATTTATAATTTTATTTCATTAATTTCA 6839
Seq 1 6521 GAAAAACAATGGAAAAATGACGAAAAAAG TGCCGATTTCCCCTGTTTTCTATCATTTT — 6640
|\ll\||\|\||\||\l\||\||||\||\||||\||H\ll\ll\l\ll\ll\l\ll\ll|\||\||\H||\||\H||\||||\||\|\ll\||\l\ll\ll\l\ll\ll\l\ll\ll
Seq 2 6840 GAAAAACAATGGAAAAATGACGAAAAAAG GTTTTCTATCATTTT 6959
Seq_1 6641 TCGTTGTTTTAATAATTTTCACGTCGAAATTGAATTAAAAAATTTAATTTCGGCTTAAAAATCACAAAAACTACCTAAAAAACGGCGAAAAATGCT! TGGCAAACTATTTTAAA 6760
|\l\||\||\|\||\||||\||\||||\||\H||\||\|\||\||\|\||\||||\||\|\||\||\H||\||\H||\||||\||\|\ll\||\l\ll\ll\l\ll\ll\l\ll\ll
seq_2 6960 TTAAAAAAT CAAAAACTACCTAAAAAACGGCGAAAAAT 7079
seq_1 6761 AGGTGGAGTGTTGTCGATTGTCCGTGGAGCGCGT GAAAAAAAAAACCAAAAATTAAAA 6880
\||\||||\||\|\||\||||\||\|\||\||||\||\|\||\||||\||\|\|\\||\||\|\||\|\|\|||\||\\l\||\||\|\||\||||\||\|\||\||||\||
seq_2 7080 TGCGTTTTTATCGC! "ACCCGATGAGAC TTTTGGAGGTGGAGTGTTGTCGATTGTCCGTGGAGCGCGTTTTTTCACGAAAAAAAAAAC 7199
Seq_1 6881 AAAAAC TAAAAAAAT! TAAAAAAATTTCGAGCGTGTTTTTGAAAAAAAAAAAGTAATCAGTTTTTCTTTTTAAAAATCCAAAAAAAAGCGAATGTCCCCATCAAAGGA 7000
\||\||||\||\|\||\||||\||\|\||\|\||\||\|\||\|\||\||||\||\|\||\||||\||\|\||\||||\||\|\||\||||\||\|\||\|\||\||\|\||\|\||\||
seq_2 7200 TAAAAAAAT! TAAAAAAATTTCGAGCGTGTTTTTGAAAAAAAAAAA CAAAAAAAAG 7319
Seq_1 7001 GCCACCGAAAATTTTTT CTTTTTTGAACGAATTTGGCCCCAATTTTTTTCTGAAAAAAAACGATAAATCTTCGGTTTTGTCGAAAAAAAAAATCGAAAAACCGACACCCTTGGT 7120
\||\||||\||\|\||\H||\||\|\||\|\||\||||\||\|\||\||||\||\|\||\||||\||\|\||\||||\||\|\||\H||\||\|\||\|\||\||||\||\|\||\||
Seq_2 7320 GCCACCGAAAATTTTTT CTTTTTTGAAC! AAAAAAAAC CTTCGGTTTTGTCGAAAAAAAAAATCGAAAAAC 7439
seq 1 7121 TCTTCGTTCGGT 7240
\||\|\||\||||\||\H||\||||\||\|\||\||||\||\|\||\||||\||\|\||\||||\||\|\||\||||\||\|\||\H||\||\|\||\|\||\||||\||\|\||\||
seq 2 7440 CGCTCTTCGTTCGGT CGTTCGGCAT 7559

Seq_1 7241 CCTGATGGTTTTCATGGGAATCGGCGCTGTCGTCGGCGGGCCGATTGCCGCTCAAATCAAGGATATCACTGGCAACTACGACATTAGCTTCTACGTGATGGGCATCATTTTCGCCTTCTC 7360

Seq_2 7560 CTGATGGTTTTC. TTTTCGCCTTCTC 7679

TTTTTTGTTTTAAAAAT 7480

TTTTTTGTTTTAAAAAT 7799

Seq_1 7361 CGGCGTCATGACTATCCGTTTGCCAGAGCTGAAGGCGTGGGAAGAGTCGAAAAAACTCGCACGCGCCGGAACCGAGATGCGYGTGATCTCTGAAGCATCCT.

Seqg_2 7680 CGGCGTCATGACTATCCGTTTGCCAGAGCTGAAGGCGTGGGAAGAGTCGAAAAAACTCGCACGCGCCGGAACCGAGATGCGYGTGATCTCTGAAGCATCCT.

Seq_1 7481 ATCTCAATTTTTTTTTTAAATTTTTGTTTGTTTGAATATCCTATTCCTTTAATTCTAATTCCGATTTTTATCTGTT CATTTTC CARAAAG 7600
\||\|\||\||||\||\H||\||||\||\|\ll\||||\||\|\||\||||\||\|\||\|\||\|\||\H||\|\||\|\ll\l\||\|\||\|\||\|\||\|\||\|\||\|\||

Seq_2 7800 ATCTCAATTTTTTTTTTAAATTTTTGTTTGTTTGAATATC GATTTTTATCTG CAAAAANG' 7919

Seq_1 7601 ATCTCCATCCCTCAAGCATTTTTTTTTCAAATAGGTGCCTTTTTCACGTGGTGACAGGCTGTCCCATTACAGTTTGATCTACAAAAAATGCGGGAATTTTTTGATCARAAAGATTTGACG 7720
|\l\||\|\||\|\||\H||\|\||\|\ll\l\||\|\||\|\||\H||\|\||\|\l\||||\||||\||||\||||\||||\ll||\||||\||||\||||\||||\||||\||||

Seq_2 7920 ATCTCCATCCCTCAAGCATTTTTTTTTCAAATAGGTGCCTTTTTCACGTGGTGACAGGCTGTCCCATTACAGTTTGATCTACARAARAT CARARAG) 8039

Seq_1 7721 TCATCACGTTCTTAAC AGTTGGGTAGTCTGCGTCTCTCTTTTCCCGCATTTTT TCTGCCACCACGTTTTTTCCGCTTTTTTGC TTCCA 7840
H|\||\|\||\|\||\|\||\|\||\|\||\ LLLLELELEELEEEL ] |\|\||\|\|\||||\||||\||||\||||\||||\||||\||||\||| \||||\||||\||||\||||

Seq_2 8040 TCATCACGTTCTTAAC CAGTTGGGTAGTCTGCGTCTCTCTTTTCCCGCATTTTTTG TAGAT! TCTGCCACCACGTTTTTTCCGCTTTTTTGCCACCGGTTGTC TTCCA 8159

Seq_1 7841 CCCCATCAAATGAATTCACTCAGTTCCCGCACACTGACTTTTTTAATCTCTTTTTGAATAATTGTCCAAGATTGTTAATTAATTTCATTAATAACCACTGATAATTGATAATTGAGCTAG 7960
|H\||\|\||\|\||\H||\|\||\|\||H\||\|\||\|\||\H||\|\||\|\l\||||\||||\||||\||||\||||\||||\||||\||||\||||\||||\||||\||||

Seq_2 8160 CCCCATCAAATGAATTCACTCAGTTCCCGCACACTGACTTTTTTAATCTCTTTTTGAATAATTGTCCAAGATTGTTAATTAATTTCATTAATAACCAC ATAATTGAGCTAG 8279

Seqg_1 7961 TAATAAAGTCACAGTTTTTTTCTCAAAAATTGTAACTTTTTGCCATTTTTTTCTCTCTCTTTCCCCGACCATTCGATCATCATCATCACCAACTATCACTGTTCACTTCCGCTGATGCAC 8080

seg_2 8280 CAARAAT' CATTTTTTTCTCTCTCTTTCC TCGATCATCATCAT TATCACTGTTCACTTCCGCTGATGCAC 8399

Seg 1 8081 CATGCCTCCTGGAA' CTACACGAGTCTAGTACGACTTATAAAAAC TTTTTCCAGATTTTTCCAG 8200
|H\||\|\||\|\||\H||\|\||\|\||H\||\|\||\|\||\H||\|\||\|H\||||\||||\||||\||||\||||\||||\||||\||||\||||\||||\||||\||||

Seg_2 8400 CATGCCTCCTGGAA' TACACGAGTCTAGTACGACTTATAARAAC TTTTCCAGATTTTTCCAG 8519

Seq_1 8201 TCAAATGGCATTTTTTTGGTGAAATTTCTGCTTATTATGTGGACGCAGAARAATGTGTTTTTTTGCAAGCGCGCTCCACGGCTAATCACCAAACGCTGCGTTCTCCGGGTCTCGTTAGG 8320

Seqg_2 8520 GAAAAAT CGGGTCTCGTTAGG 8639



Figure S4
Alignment of mct-1 (Seq_1) and mct-2 (Seq_2) from 3kb before the start codon to 2 kb after the stop codon

Seqg_1 8321 AATTTGGCGGCGAATTTGTTGAATTTTGCAATTTTTGTTAGGTTTTCCGTTTTTTTAGTGATTTTTATGTCH GAAAAAAAAT 'TAAAAATTCGATTTC TAAAAAT 8440

Seqg_2 8640 AATTTGGCGGCGAATTTGTTGAATTTTGCAATTTTTGTTAGGTTTTCCGTTTTTTTAGTGATTTTTATGTCGAAATTGAGAAAAAAAAT! 'TAAAAATTCGATTTCGGAATAAAAAT:! 8759

Seqg_1 8441 CAAAAAGTTGTGAAAACGCGCTCCACGGACAATCGATAACACTCCGCCTCTAAAAATTGGGTCTCGTTAGGTTTTTGGCACAGAAAAACCGTTTTTTCGACGATTTCCAAGCATTTTTCA 8560

\\l\||\|\||\|\\|\||\H\|\||\H||\|\\|\||\|\||\|H|\||\|\||\|\|\||\|\||\H\H||\|\\H|H|\||\|H|\ll\l\ll\l\\l\ll\l\ll\l\
Seq_2 8760 CAAAAACG GAAAACGCGCTCCACGGACAATC! TAAAAATTGGGTCTCGTTAGGTTTTTGGCACAGAAAAACCGTTTTTTCGACGATTTCCAAGCATTTTTCA 8879

Seqg_1 8561 CTTTTTTTGTTAAGTTTTCCGTTGTTTTTAGTGATTTTTACGTCGAAATGTACAAAAAAAGCTCAAAACTTTAATTTCAACGTGAAAATCATTAAACACTCGACAAAAACCCCGAAAAAT 8680

Seq_2 8880 CTTTTTTTGTTAA( TCCGTTGTTTTT: CAAAAAAAG 8999
seq 1 8681 8800
\\l\||\|\||\|\\|\||\H\|\||\H||\|\\|\||\|\||\|H|\||\|\||\|\|\||\|\||\H\H||\|\\H|H|\||\|H|\ll\l\ll\l\\l\ll\l\ll\l\
seq_2 9000 CACTTGCACT! GTGTTTT CTTCTACACT 9119
Seq 1 8801 AGGATGACGTTTTTATACGAAATGGTCTCGCCACGTGCCCCAAAAAT GTGGTGAGACCATTTCGTATAAACTCCTTT. GAAAAATTGTCTCATTTCGGT 8920

Seqg_2 9120 AGGATGACGTTTTTATACGAAATGGTCTCGCCACGTGCCCCAAAAATCAGGCGCGTGGTGAGACCATTTCGTATAAACTCCTTTAAAGGCGGAGAAGTGGAAAAATTGTCTCATTTCGGT 9239

Seqg_1 8921 TAGATCTACGTAGATCTACAAAAAATGCGGCAGAGTTCTCAACTGATTTCGCATGGTTAAGAACGTGCTGACGTCACATTTTTTTGGGCGAAAAATTCCCGCTTTTTTGTAGATCAAACC 9040

HI\II\I\II\I\\I\II\IHI\II\I\II\I\\I\II\I\II\IHI\II\I\II\I\I\II\I\II\IHI\II\I\\I\IHI\II\I\\I\II\I\II\IHI\II\I\II\I\
TCTACAAAAAATGCGGCA( TCT CGCATGGT! GAAAAAT!

Seq_2 9240 TAGATCTACGTAGA' 9359
Seq_1 9041 GTAATGGGACAGTCTGGCACCTCGTGATAAGTTTGCGGTTAAGTAAATAAAAATTAAATT TTTAGGAAGCTTTCTCAGAAATGGGACAAAGCTCGGAAGTTCACCCGGAATTTGGATTCC 9160
\H\||\|\||\|\\|\||\H\|\||\H||\|\\|\||\|\||\|H|\||\|\||\|\|\||\|\||\H\H||\|\\H|H|\||\|H|\||\|\||\|H|\||\|\||\|\
Seq_2 9360 GTAATGGGACAGTCTGGCACCTCGTG TAAAAAT GGAATTTGGATTCC 9479
seq_1 9161 GGACGCGGCTTTATA ATTTTTTTTTTAA ATCTCCATATCTGGGGTGGAT 9280
\H\|\\|\||\|\||\H\H||\|\||\|H|\||\|\||\|H|\||\|\||HH|\|\||\|\||\H\H||\|\||\|H|\|\\|\||\|\||\|H|\||\|\||\|H|\
seq 2 9480 GTTTTATTTTTTT TATCTGGGGTGGAT 9599

Seqg_ 1 9281 TTACGGCGCGTTGCGTGTCGCGTCGCGGCTCGATTTTAGTTGTAAGACTATAGTTATTTGTCCGTGTGGAGTTCACGACACTTTTCCACGCGTTGTCCGACTGGCGATTGTCAATGGAGC 9400

Seqg_2 9600 TTACGGCGCGTTGCGTGTCGCGTCGCGGCTCGATTTTAGTTGTAAGACTATAGTTATTTGTCCGTGTGGAGTTCACGACACTTTTCCACGCGTTGTCCGACTGGCGATTGTCAATGGAGC 9719

N

Seqg_2 9720 'GAAAAAC CGAGGGAGGCCAGGAGCCCGTGATT. TTG 9782

light blue = exons

dark blue = introns

black (underlined) = exons of other genes

red boxes = differences between two sequences

purple boxes promoter cloning primers
= cDNA cloning primers

green boxes = gPCR primers (reverse across exon 2-3 junction)
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