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Supplementary Figure 1.

Ovine and bovine MAIT cell TCR a chain nucleotide sequences and location of primers.
In red: primers used for cloning and sequencing of bovine and ovine MAIT TCR; in blue:

primers used in MAIT V region and a chain constant region qPCR; in pink: qPCR probes; in
grey: CDR regions.

primer boovUntr3f

ovine e T A CCACATCTCGAATTTTTTCCTTCTTTGTGTTTCCC

ovine TGACAGTGAGAGGCTCTGCAGGAAAAGGCGTTGAGCAGCCCACTGAGTTGACGGTTATGE
bovine A AEEEEANE  ~. CCCACTGAGTTGATGGCTATAG
primer “I¥
CDR1
ovine AAGGAGCCTCTGCCCAGGTCAACTGCACCTACCAGACATCTGEGTTCAATGGACTGTTCT

bovine ARAGGAGCCTCTGCCCAGGTTAACTGCACCTACCAGACATCTGGATTCAATGGACTGTTCT

CDR2
ovine GGTACCAGCGACATGATGGTGGAGCACCTGTGTTTCTCTCTTACAATGTTTTGGATGETT
bovine GGTACCAGCAACACGATGGTGGAGCACCTGTGTTTCTCTCTTACAATGTTCTGGATGETT

primer boAV1S
ovine TGGAGACGAGAGGTCATTTTTCTT, GTTACCTCC
bovine TGGAGACGAGAGGTCATTTTTCTT GTTACCTCC
probe boAV19 CDR3

ovine ITCTGARGGAACTCCACATGAAAGACTTTGCCTCTTACCTCTGTGCTGTGATGGATGECA
bovine ITCTGAAGGAACTCCACATGARAGACTTTGCCTCTTACCTCTGTGTTGTGATGGATGECA

primers boAJ33/ovAJ33
ovine ACTATCCCTTGATCTCCEECTCTGGGACCAAGCTAATTATAAAGCCAGAAATCAAGGACC
bovine ACTATCACTCCGATCTCEEECTCTGGGACCAAACTAATTATAAAGCCAGAAGTCAAGGACC

ovine CCAACCCCACTGTGTACCAGCTGAGAAGCCCCGAATCCAGCAACACTTCTGTCTGCCTGT
bovine CCARACCCCACTGTGTACCAGCTGAGAAGCCCCCAATCCAGTGACACTTCTGTCTGCCTAT

ovine TCACCGATTTTGACTCAAATCAAATCAACCTGACACARATTGGGGGGTACGAGTGGAACA
bovine TCACCGATTTTGATTCAAATCAAGTCAACATGGARRARARATCATGGGGTCCGAGGGGAGCA

ovine TGGTACACAARARCAGACAGCACCGTGCTCAACATGGAGATCCTGGGGET CCABGAGCA-
bovine CGGTGCACAAARCAAACAGCACCGTGCTCAACATGGAGATCCTGGGATCCAAGAGCAACG

primer NGconst-£ probe NGconst
ovine A REEEEA . C A CCAGCGATTCTGGATGCACAARCACCTTCAACGAGAACA

bovine  GGATAGTGACTTGGGGAAACACCAGCGATGCTCENIGHENNINCACCI TGRS G2 CCA
primer alpha
primer NGconst-r
ovine TTGAGTTTGTCGACAACTTCGGAATCCCCTGTGAT
bovine  TICCCTTCECCTCCAGCTTGGARATCTCCT GTAAT_
probe const alpha primer “K”

ovine -:!.?-\.GATGTGAACC TAAACTCCCARAAACCTGTCAGTGACTGTGTTCCGCATCCTCCTCC

primer CorovC3r
ovine TG.



Supplementary Figure 2

Alignment of MR1 nucleotide sequences of different species.

Alignment of full-length bovine (bo) (accession number FJ028657.1), ovine (ov) (FJ423039),
human (hu) (AJ249778.1), and murine (mu) (AF010448.1) MR 1 nucleotide sequences.

* Indicates a position with a fully conserved residue.

Leader rExtracellular domain
BoMRl & —————————— ATGATGCT CCTAT TG CCT CTCAT CATTGTATTAAT GAT GRAGC TCAGC GATGCTCGEACTCACTC TCTGAGATATTTT
OvMRl - ATGATGCTCCTAT TGCCTCTC ATTGTATTAAT GATGAAGC TCAGC GATGCTCGGACTCACTC TCTGAGRATATTTT

HuMR1 ATGGEGEAAC TEATGECGTT CCTET TACCTCT CAT CATTG TETTAAT GET GAAGC ACAGC GATT CCC GEACGCACTC TC TGAGATATTTT
MuMRl - ATGATGCT CCTGT TACCT CT G T CGCTGTATTC TT GET GAAGC GAAGC CATACTCGGACC CACTCGC TGAGATATTTT
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BoMR1 CeC T GG AT T CAGR G TG G T AT GGG AT COC TG AR T TTATT TC AGC CEGETAT GTEEATT CTCAT COCAT CACCATGTACARCAGT
OvMRL CGCCTGEECATCT CRAGAGCC TGGEAT CCCTGAAT TTATT TCAGC TGGETAT GTGGATT CTCATCCCATCACCATGTACRACAGT
HuMR1 CGCCTGEECETTTCGGATCCCATCCAT GGG GT CCC TCAAT TTATT TCGGT TGGETACGTGGACTCGCAC ACCRCATATGRCAGT
MuMR1 CeTCTGEC TG TITCCGRATCC TG GTC Co ST GT CCC T AR T TTATC TC TGT TEGETAT GTEGACT CACACCCTAT CACTACATACGRACAGT
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BoMR1 GTGTCCCAGCTCRAAGGAGICGLGEECCCTG T GAT GLAGE AL RAC CT GG AC CTGAT CAC TG GEAGA GETACACACAGC TGL TECGEGGT
OvMR1 GTCTC GLTGAAGGAGCCACGTGCCCCATGEAT GEOGEAR MR CTGERACCTGAT CACTGGEAGAGE TRC ACACRGC TGC TG CE
HuMR1 GICACTCGECAGARAGGRGCCACGGE COCCATGGAT GECAGAGARC CTCGC G CTGAT CAC TG GEAGR GG TACAC TCAGC TEC TGRAGEEEC
MuMR1 GICACTOGACAGARAGGRGCCGAARGCT CCATGGAT GECAGAGARC CT GG ACCTGAT CACTGGGAGR GG TACAC TCAGC TEGC TRAGEGEC
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BoMR1 TG R GCAGE T T AR GET GEAMC TR ARG CAGCT G AGC AT CAC TACAR TC AT CAGGE TT TC ACACT TRC CAGRGRAR TGATT GGCTET
OwvMR1 TEECAGIAGE T T AR GET GGARC TEARGCAGCT G AGC AT CAC TACAL TCACT CAGGETT TARCACT TRCCAGREAR TGATT GGCTGT
HuMRE1 TG ARG AGATGT T AR GET G AR TG RRAG G LT A AGA GECAC TA AR TC AT CAGES TC TCACACT TRAC CAGRGRATGATTGEETGT
MuMR1 TG CAGCAGACAT TC AR GGC GEAGC TEAGE CACCTAC AGRGECAC TACRA CCACT CAGEGECT TCACACC TACCAGRGAR TGATTGEGCTGT
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BoMR1 CAGTTACTGGAGGAT GEALG AT A CGGEATT TCTCC A AT AT GCA TATGATC GRC AGGAT TTCC TTATC TTCAATAR AGATACCCTGTCC
OvMRL GARGTTACT GGATGAT GECAG A A CGGEATT TCT CC AR TAT GG TATGA TG GACAGGAT TTCATTATC TTCAATRAR AGATACC CTCTCC
HuMR1 GAGCTGCTGERAGEAT GEAMG CACCACAGEATT TCT GCAGT AT GCATATGACGGGCAGGAT TTCC TGATC TTCAR TRRAGRCACCCTCTCC
MuMR1 GAGTTGCTAGRRLGAT GG CAGCACCACRGEETTTCT CCAGTAT GCATATGATGGRCARGAT TTCATCATC TTCAATARAGRACACC CTCTCC
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BoMR1 TEGATGEC CATGEAT AR TET GG TGRACATC AT CAGGL GGG TATGE GAGGC CAATC GG CAT GAGT TAC AR TAT CAGRRA GRATT GG CTGGAR
OvMRL TGGATAGCCATGEAT AR TGT GG CTRARCATC AT CAGGLGEECATGE GAGEC CAATCGECAT GAGT TAC AR TAT CAGRAGRATT GG CTGGAR
HuMR1 TGECTGEC TG TAGAT AATGT GGCTCACACCAT CAAGC AGGCATGEGAGGCCAATC AGCAT GAGT TGC TG TAT CARAAGAATT GG CTGGAR
MuMR1 TEETT G CATGGAT TATCT GG CTCACATC AC CRA G ARG CA TEEGAGGL CARCC TG CAT GAGT TGC AR TRC CARAR GRACT GG CTEGERR
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BoMR1 GARGRATGCATTCCT TGGTTARAGRGATTCCT GEAGTATGGERARAGA TG CTTRACARAGRACAGRAGC COCCCARAGT CAGRGTCRATCAC
OvMR1 GRAGRRTGTATTGCT TGGTTARAGAGATTC CTGEAGTATG GGARL GATACCTTRAC AR AGGRAC AGRGCCCCOC AR AGT COGAGTC ARATTAC
HuMR1 GRRGAATGTATIGCC TG G T AR AGR GATTC CT GGEAGTATGGGARA GACACCC TRACAR AGR L AGRGC CCCCACT GET CAGAGTRARATCGC
MuMR1 CARRGAATGCATTGCC TG T AR AGR GG T T TT GEARTATG A AGAGATAC COTAGRAR AGR AC AGRGC AT CCAGTGET ARGAR CRACTCGR
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BoMR1 ARG R TT T CAGEEAT TR R A CT T T TAC T AGRGCT TAT GECTT TTACC COCCAGRAATTTCCATTRAACTGGRATCGARARAC GGG
OwvMR1 A GA AL TT T CAGE AT TR C AL CT T T TAC TG CAGRG LT AT GG CTT TTACC COCCAGR AR TTTCCATA AR CTEGATGARL RAC GGG
EuMEL AAAGAALC TT TTCCAGEGET TACAGCT CTIC TT C TG CARARG CTCAT GGCTT TTACCCCCCAGRARATTTACATGACATGGATGAALARC GGG
MuMR1 AAGGR AL TT TTC CAGEGAT TR R CT TTC TT TG CAGRGCTCAT GG CTT CTACC CACCAGR AR TTTCC ATGACATGGATGARR RAT GGG
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BoMREL GAAGARATTT TCCARGATRCCGATTAT GGAGECAT TCTTCCCAGT GEGEATGGEACC TAT CAGACTTGEEIGTCIGT TGAGC TG GATCCT
OwvMRL GARRGAACT TGTCC AR GRCAC CAATT AT GEAGGCAT TCTTC CCAGT GG GEATEEEACC TAT CAGACTTGE TG TC TEGT TGAGC TG GRTTCT
HuMR1 GAAGARLTTGTCC AR GARAT TGATT AT GEAGR CAT TC TTC COAGT GEGEA TG CARCC TAT CAGGCET GG GCATCART TGAGC TTGATCCT
MuMR1 GRAGRRATTGCCC AR GRRGT GEATT AC GEAGEGETAC TTC CCAG GEGEATGGRACC TAT CARRCGTGECTGTCAGT TARTC TG GATCCT
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BoMR1 CAGAATGGTGRCATTTRCTCCTGTCECSTGGEGCATGGCGGRGTCGACETGSTTCTTCESGGTTTCCESGAATCGGREACTATECTTETC
OvMRL CAGARCGGTGRACATT TACTCCTGTC AC GTGEAGCATGGLGGUGTC CACATGETTC TTCCGGETTTCCAGGAT TCGERARRCTATGCTTCTE
HuMR1 CAGAGCAGCARCCTTTACTCCTGTCAT GTGGAGCACTGUGET GTCCACAT GETTC TTCAGGT CCCCCAGGARTCAGR AR CTATC CCTCTT
MuMR1 CAGAGC AL TGATGTT TATIC TT GTC AT GTGGAGCACT GTGET CGC CARR T GETTC TGGAGGC CCCTC GEGRATC AGEGEACATC CTTCGR
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Transmembrane rCytoplasmic domain
BoMR1 GCIGGT GARAGCTIGT-—— TGEGGT TCATT GTC CTCEC CATTG CCCTG G TGGAG TTG GCATC CTAGCCT GECGARAGAGGC CCCGAGEEARR
OwvMRL GIGATGALAGCTGT-——TGEGGT T AT T GTC CTCEC CAT TG O CTG G TG ARG TTGGLATC TTAGCCT GECGARAGGRA GO CCCGRGEEGAR
HuMR1 GTGAT AR AGCTGTC TC TG GT CCATT GTC CT TET CAT TG TEC TG G TGEAG TTGGTGTTCTAGTC T GRAGRAGARG GCCCCGRAGRGCARL
MuMR1 GTGAGCACGATCTC-—— TGGEAL CCACAATTCTCAT CATCGCCCTG G TGGAGTTGGT GTTCT GATCT GG —— - AGRAGGTCACAR GAL CTR
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BoMR1 AR AGTCATCT GO CTTIC TACAC CAGRRCACTGA- —————————————————
OvMRL AACARAGTCATCTACCTTTCTACRCCAGRACACTG

HuMR1 AATGGAGCCATCTACCT TCCARCAC CAGATCGE
MuMR1 AAAGRRGTCATGTAC CAACC CACCCARGTCAR TEAGGGRAGCTCTCCCTCITAS
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