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Figure S1. Nucleotide sequence alignment of the three tung DGATs. DGAT sequence name is on the left of alignment followed by the start of the nucleotide
sequence of each DGAT. The numbers at the top of the alignment are the positions of the multiple sequence alignment. The letters at the bottom of the alignment are
the consensus nucleotides. Nucleotides in red on yellow represent those conserved in all three DGAT sequences at a given position, whereas those in black on blue
represent nucleotides conserved in two of the three sequences at a given position. The underlined nucleotides represent the forward primers, TagMan probes, and the
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1 100
TCTCTCTCTCTT TG CT TTAC GTG TACATCGAC CACCACCACAGC CATC TTGCGAC TGT TCAA TTATCCTATAAGTACCACCGCATTCATC ACCGCCAATC

101 200
CTTAACTC TAAT TTGC TATAC TAAACACTTGC TT TATATGCGCTTTTC TATTTAC TCT TCAC TG TAATT TCTTATTGGTATTCAAAGTGT TTTCAAT GAC
201 300
AATCCCTGAAAC GCCGGATAATT CCAC GEATGCTACCACCAGTGGCGGTGC TEAG TCC TCTTCCGATCT TAACCTTTCTCTTC GAC GGAG GAGEACTGCT
301 400
TCAARACTCCGAT GEAGCTGTCGC GEAA TTGEC TT CCAAGATTGATGAGT TG GAAT CTGATGC COGAGGAGGUC AGGTGATTAAGGATCCG GGAGCAGARA
401 a0o
TGGATTCGGGGA CTTT GAAAAGTAATG GAAAAGA TTGCGGAACC G TTAAGGATAG GAT TGAA AATCGTCAGAA TC G TGGAGGATCGGATG TTAAATTCAC
501 600

GTATC GGCCGTC GG THCCGECTC ACCE GHCGE TC ARG GAGAGTC CGC TTAGCTCT GAT AATA TATT TARACEA AR TC ATECAGGTC TC TT CAATE TE TG T
———————————————————————————————————————————————————————————————————— B GANG GECGATEEACATGATAC TCTCETETTA

A A G ATGCA T CTCT
601 700
ATAGTAGTGCTITGTAG CGGTTAA CAGT CaGC T TA TCATTGAAAACATAATGAAGTATGGT TG GTTAATTAAGACTGGET TITGGTTTAGT TCAAGATCGT
ATAAGAGTATTGATAC CCAGAGAAGCC AGAAGCAAGAAAC AR ACAAC TTTTGCAA GAA GEAGATTAA -~ ——-AATGEEGATCGTGGAAGT TAAGAAT GAA
ATA AGT T TA C A & A A AAA A T G G TTAA A TGEE T G AGTT & AT
701 go0

TGAGAGACTGEE cCACTTC TTATG TECT §TC TTAC CETECcCc ARTATTITC T TTGC T6C CTATCTA 6TTEAGAR GTIGGC CTE TCGGAAGT ATATATE TG
GAAGAGGTTACCATATTCAARTC TEGA GAAATATACCCAACARAACATTTITCAAT CAG TG TIAGC/ITTE GCTATA TG GC TTGGC TCTTTE CATITCA TCC
———————————————————————————————————————————————————————————————— ETccrBETITIC Co6c cTeECTET- -Eeesc el T8

AGAG T C TTC AT Tz & Ta C C Aar TTT T ATTTGGCTAT TGGC TGECTCT CC  TA CTGC
g01 oo0
ACCCACTGTTGT TTITT CTTCATATTCT ITTTCTCC TCAARAGC AGTITTATACCCT GITIC TG TGATTCTCAGT TG TGAATCTGC TG TTIT GECCGET GTE
TCETC ITAGTCT CTTC TTCAATC TTUC TTCCTIT————CTCCAAATTTE TC CTCG TTATT GG GTTGETT TTGT ITTTTATGG TGATTC CTATCAACGATE
CCRGEIT---CTCATC TAGGATT GTGAATECTE- ——————— CAGAGTTCAGA- -GACAAGEG GCATCTTCAGTGTTATA ————— ATTATTACCATGEA -

CT CTT TCTCTITCTT AT TTC TTTCTT ¢ CAGATTTCT ¢ CG TAT GGG ATCTTCAGTTITT TAT ATT TTATCA GGHATC
201 1000

GCATTGATGCTC TTITGCTTETATCG TG TG TITGAAATT- GG TATC TTAT-GCACATAC AAAC TTTGATATGAGAGCAAT TGC TAACTCAG TTGATAL GGG
GCABTANGCTTG BC CAATGC TTE TTCA GE TATATATC TAGGECATGITT-—CAGC TAT TTTIC —-CCATC ACTC TTCA - TCITEAAGATAT-—A-AA TGE
GAAGC AAGATTT GTGAGG TG TGEAC LA TCC TCAT TATCAG GGAT TAA AR AGGAGAAAGAATC CGECATG TCCAAGAARAL AGTTGAAATTATIAA AL GGLD
GCAGTAAG TT GT A TTGT ¢ CATC TTATAATTAGG AT TTA GCAGATA AATC CCAT TC AGCAA TGTTGAA TATT A AAGGC
1001 1100
AGATGCGCTATC CAATGUIT-CGAGTG CAGAGTC CTC TCATGAT G TEAGCT TCAA GAG TTTE GTTTATT TCAT GG TTGC TCCCACATTGT GTTACCAGCE
CETTEGTTCTGATCETGC TTACG TG TT TG TTAT -GAGCCACATTC-AGTTTTTC CCA-TTEGTET-—— —GAT -GATTC TTTC TTTGEET TTAATTC CTE
TTATC AAAGGAC TTGET CCGT--GTITIT TCCAAAT AGATCCTGATAATAGTC AAGE CAA GTTGGTEG——- —CA- - GAAGU AG-CACAAGAA TTAATCAALG
TATC CT GTGCTT CGTGITT GA AT GATCCTGAT TAGTTT CCAA TTGGTGT CAT GATGCT CACA GGTTTAATCA C
1101 1200
AAGTTATCCICEAACT GCATCCATTCG AR AGEET TG G TG TTC G TCAATT TG TT ARG TTAA TA-ATAT TTAC AGGATT CATGEGATTTA TCATAGAACA
TTCCTAATATAAAATT ——-—— CCITECAAGTAGTGC TG TG - TTOTACACTC CATT TTTAAGA CATATATGETC ATGGT- —GTGETCTTACACCAGCAACA
AACTTCA---AGAGLT——--- CAGAGC AAAGEAGAAGGAG- TTGAAGAGA- - AAC AAGAAAC AAGARARAGECC AAGCT-—AAAAGUAGAA GCARGGA TCA
AACTTAA TAGAACT CATTGCAAAGGGT GGTG TTC ACA T ATTAAGAAAA A ATATGG CA & T ATGGGCTTAA CAAGGAACA
1201 1300
ATATATCALT-CCTAT G T ICAGAATT CACAA CATCC TITAAAAGGEGATC TCTTATA TCCC ATTGAGA GGETITTEAAGCTC TCAGTTC CGAATTTATA
AG-GAAAAAT-TT--TGTTICCCTCCTGTETITCT G ———— GTTATAGTTGCATTC TG TECC TGGTEEA GTCC AR - GAGACATTT-TATA TGAAGC- AGG
AC-TATCAATGTCAAT CATCCAC TTCT GAATGCAGCGATAGC GAATGTGCAC AGTAATT TCAGAAATGGA GTGG TA-CAACCGGTGCTAGT TGAATT - ACA
A TATCAAT TC ATC TTCACT CTGACT CAGC T ¢ A GT CA T AT TGCCA TGGAGTG TA GAA C 2T TAT TGAATT A A
1301 1400
TGITCTGGC TTTG CATG TTCTACTGC T TTTTCAC CTATGG TTAAATATACT TECT GAG CTEC TTCGCTI TGGT GATAGAGAGTTCTATAA AGATTGE TGE
ACTCTGAGATTGCTTTCC TTAAGGC AA GAAGAGGATTTATTCGAATAGETA TECAGAC GEGCACAC CCT TGET TCCTGT T--TTCTGC T TGET——- —CA
ACAAC - -TTGGAAGCAATTGEAC AT GAC —— -~ ACTTCATCAAAT-—CTT TCCAAA - -GUC CAGGCCAAGAGAATTGAG— - GTGTGTAT GGETAA- —CA
ACTCTGA TTGCATGEC TA GGCATGA ATTT TCAAATAZ CTTTGCAGA GCC GCCTTEET ATTGAG TTCTGTAT GGT CA
1401 1500
AATGC AAGGACAGTTGAGGAGTA TTGG AGAAT GT GEAATATGCC TETTCATAAGT GEATGET TCGCCATATCTACTTITC CATGC TTGC GG CATAAAA TAC
AATGCACACATICAAATGGTGGAAACC TGATGGA ——————— GAGTTGTT-CATGAARATTGC TAGAGCTAT-TAAATTCACCCCAACTA- —-TCTTT TG
AGTGEC AAGAAGTCTGEAGGTGCTGCIT TG TIGGAAGCATTTGAGAGTGT - TGT GG ETG TAGA GGG TEET GT-TG- - TTGGGIGCAAGT G- —- TATG- - G5
AATGCAAG A TCT GAGGTE A TEATGEA & AT TGAGTGTTT TATG & AT ¢ T & GCTAT TA TTC TGCAAGTG TAT TGG
1501 1600
CAAGGEGEETGG CCTTAT TAATTAC TT TCTTC T TTCAGCAGTATTICATGAGTT TG CATTGCTGTTC CTTG CCACATATTCAAGC TCTGGGCTTTTAT
GEAGTTETCEGAACTC CTTTAC- - CCT TCAARAA TCCAAT-GCATGTC G TEGT GG GTA GACC CATTGAG GTGAAGCAARATCCACAGCCTACCGE TEALG

CRAGTGECAGGGACGGICC TAA—— -——— TGECAGG GECART -GETGCCCATGATCC AATCARAACTCCR- ———— —CCCAATEC TTATECT - - STETECAT
CAAGTGC GGGACCTTCTTAA C TTCT AG TTCAAT GCAT TCATGAT T CAC CT A T CCAAATTCA A CCT € CTG AT
1e01 1700

TEEAATAATGIT TCAGATICCTTIGGTCGEGATC ACARATTACC TTCAAAACAAG TTC AGAA GETCAAT GG TG GG GAAC ATG-ATCTTCT GGTTCAT TIT
AGGTTGCEGEAAG TACA GAGAGAG TTTA TTGCATC ACTTAAAAATC TC TTTGAAAG G-~ CACAAAGLACG GETCGECTAT TCAGACC TTAAACTTGAAATT
CEECEITEETTIT GEAGGATGTAG GTGT CATEG T G TAA T TACT T TCAGGACAAG G-~ ATAAGCATTTE GG TE TG EC CE CIGCATC TTAG ————— -~ ———

GG T GG TTT AGGAT AGTTGTC GCATCACTAATTACTTTCA ACAAGG A AAGC CA GGGETCGGG AC TG ATCTTA TT &4 TT

1701 1800
CTGCATTCTTGG TCAACCAATGTGCITGC TGT TG TATTAC CATGACC TAATGAAT CGAAAAGGGAC TAC CGAA TCAAGATGACACTAACTCATCGTE TG G
TTTTGACCAGAAATCAGAACTTAAAAG TAGTITT GCATGE TTTC TCAT TTTCATT TAT TTAG TTTTTTT TTAAACCTTT IT-— -~ TTTTC CCTTTTE TTA
T C A AT TT TC¢ T CT TAT A T BA C T T T T&T

1801 1900

TAGAC TCTATAT ATATACATAGACTTACCAGAGA TGGGTTGC TTC CAACATATTG TGC ACAR GAGGCAATTGT TG TTCT CATCAGAAGAG TGGETTAATT
ATTTGTGT TC T AGAT AA TGATGAR AL TGAGAAR AR AR AR A A A TT T TAARACAG CTAATAA GCC TTAA TT TT GTGGCAARARAARARAR AR ARAARRE A——

R TA ATA A A AGA A T A A G A AAG AATT T ¢ A A AR A AR
1901 2000
AATTAATTAATG TACAAGCAATT TTGAAAGTATAATCACTGGCAGGEACTAGTGC COGAC TG TAGTACT GAGA TTATAGAGGTATTATCAATCGTTAGTG
2001 2080

GAAAATTGTAAA TG TA TAAAGTTCAAT CTT TG TA TTG T T TC T TT TCTAATA TCATATT TTTT TTTATTG CTCATCAAARAAAAARAAARA

complementary sequences of the reverse primers for the three DGAT assays.



