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MeTPS2 1 MPGNRYNGTPVTPRTRLERLLLNRELRRFNR------ FFNPSDE---LDDGLRKEAELFAN 51
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MeTPS6 1 MVSRSCLNILDLASGNLLEIP-—-——————————————————————=—=—=-— HTPRSIPRVMTV 33
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Motif I
MeTPS1 569 - ————————- TRQVLPLLPIHDAVERYLQSNNRLLILGENATLTEPVDSLGRRSGQIREM €18
MeTPS2 558 - ————————- TRQVLPLLPVNDAVERYTQSSNRLLILGEFNATLTEPVHTLGRRGSQIREM 607
MeTPS3 569 - ————————- TRQVPPILPEEDAIRRYLQSNNRLLILGENATLTEPVDTPGRRVDQIKEM 618
MeTPS4 569 - ————————- TRQVPPILPEEDAIERYLQSNNRLLILGENATLTEPVDTPGRRGDQIKEM 618
MeTPSS 563 GFGLGFRVVSLSPSFRRLCIEHIVSAYRRTNRRAIFLDYDGTVVEQTSIVRESPS—————— 616

MeTPS6 560 GFGLGFRVVSLSPSFRRLGVEHIVSAYRRTNRRAIFLDYDGTV" €13
MeTPS7 560 GFGLNFRILSLSPSFRRLSNEHIVSAYRRTYRRVIFLDYDGTVVE 613
MeTPS8 560 GFGLNFRILSLSPNFRRLSSEHIVSAYRRTYRRVIFLDYDGTVVPQTSIVETPS—————— 613
MeTPS9 560 GFSFGFRVVALDPNFRRLSTDAIVSAYLRSRNRAILLDYDGTVMPQTSINKTPS—————— 613
MeTPS10 S5S6é1 GFGLGFRVIALDPNFRRLSVEHIVSAYRRTRHRAILLDYDGTMILSGSISTAPS-—————-— 614
MeTPS1ll 565 GFGLSFRVVALDPNFRRKLSMEHIVSAYRRTTTRAILLDYDGTLMPOQASIDESPS-—————— 618
MeTPS1l2 565 GFGLSFRVVALDPNFRRLSMEHIVSAYRRTTTRAILLDYDGTLMPQASIDESPS-—————-— 618
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MeTPS1 619 )OMTTIVVLSGSDRTILD 676
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MeTPS9 614 —===—= QEVISIINALCGDVRNTVFIVSGRGRESLGRWFSPCRK €68
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Figure S1. Predicted enzymatic domains and activity sites in cassava TPS proteins. Predicted TPS domains

are highlighted in red; Predicted TPP domains are highlighted in green; Conserved motifs are highlighted in
bold. GG1-4: Binding sites 1-4 to Glucose moiety in Glucose-6-Phosphate (G6P); GP1-4: binding. sites 1-4 to
Phosphate moiety in G6P; UU: binding sites to Uracil moiety in UDPG; UR1-2: binding sites 1-2 to Ribose
moiety in UDPG; UP1-5: binding sites 1-5 to phosphate moiety in UDPG; UG1-5: binding sites 1-5 to
glucose moiety in UDPG.
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Figure S2. Predicted enzymatic domains and active motifs in cassava TPP proteins. Predicted TPP domains

are highlighted in green; Conserved motifs are highlighted in bold.
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Table S1. Accession numbers of genes used in this study.

Cassava

Maize

Gene Name

Accession Number

Gene Name

Accession Number

MeTPS1 cassava4.1_001215m.g ZmTPSL.1.1 GRMZM2G068943_T01
MeTPS2 cassava4.1_001223m.g ZmTPSL.1.2 GRMZM2G001304_T01
MeTPS3 cassava4.1_021281m.g ZmTPSI.2.1 GRMZM2G019183_T02
MeTPS4 cassava4.1_023440m.g ZmTPSI.2.2 GRMZM2G099860_T01
MeTPS5 cassava4.1_001517m.g ZmTPSI.3.1 GRMZM2G304274_T01
MeTPS6 cassava4.1_001537m.g ZmTPSI.3.2 GRMZM2G123277_T01
MeTPS7 cassava4.1_001541m.g ZmTPSI.3.3 GRMZM2G118462_T01
MeTPS8 cassava4.1_029065m.g ZmTPSIl.4.1 GRMZM2G527891_T01
MeTPS9 cassava4.1_001591m.g ZmTPSI1.4.2 GRMZM2G008226_T01
MeTPS10  cassava4.1_001558m.g ZmTPSI1.4.3 GRMZM2G366659_T01
MeTPS11 cassava4.1_001575m.g ZmTPSI.5.1 GRMZM?2G007736_T02
MeTPS12  cassava4.1_001584m.g ZmTPSI.5.2 GRMZM2G079928_T01
MeTPP1 cassava4.1_009204m.g ZmTPSI.5.3 GRMZM2G312521_T01
MeTPP2 cassava4.1_031249m.g ZmTPSI1.5.4 GRMZM2G122231_T01
MeTPP3 cassava4.1_009837m.g ZmTPPA.1 GRMZM2G178546_T01
MeTPP4 cassava4.1_031945m.g  ZmTPPA.3 GRMZM2G112830_T01
MeTPP5 cassava4.1_009931m.g ZmTPPB.1.1 GRMZM2G347280_T01
MeTPP6 cassava4.1_026633m.g ZmTPPB.1.2 GRMZM2G140078_T01
MeTPP7 cassava4.1_028041m.g ZmTPPB.1.3 GRMZM2G174396_T01
MeTPP8 cassava4.1_010043m.g ZmTPPB.1.4 GRMZM2G055150_T01
MeTPP9 cassava4.1_022149m.g ZmTPPB.1.5 GRMZM2G151044_T01
MeTPP10  cassava4.1_032922m.g ZmTPPB.1.6 GRMZM2G080354_T01
MeTRE1 cassava4.1_004491m.g ZmTPPB.2.1 GRMZM2G014729_T01
MeTRE? cassava4.1_015916m.g ZmTPPB.2.2 GRMZM2G117564_T01
cassava4.1_023202m.g ZmTPPB.2.3 GRMZM5G840145_T01
Rice Arabidopsis
Gene Name  Accession Number Gene Name Accession Number
OsTPS1 0S05G44210 AtTPS1 AT1G78580
OsTPS2 0S01G54560 AtTPS2 AT1G16980
OsTPS3 0OS01G53000 AtTPS3 AT1G17000
OsTPS4 0S03G12360 AtTPS4 AT4G27550
OsTPS5 0S02G54820 AtTPS5 AT4G17770
OsTPS6 0S05G44100 AtTPS6 AT1G68020
OsTPS7 0S08G31980 AtTPS7 AT1G06410
OsTPS8 0S08G34580 AtTPS8 AT1G70290
OsTPS9 0S09G25890 AtTPS9 AT1G23870
OsTPS10 0S09G23350 AtTPS10 AT1G60140
OsTPS11 0S09G20990 AtTPS11 AT2G18700
OsTPP1 0S02G44230 AtTPPA AT5G51460
OsTPP2 0S10G40550 AtTPPB AT1G78090
OsTPP3 0S07G43160 AtTPPC AT1G22210
OsTPP4 0S02G51680 AtTPPD AT1G35910
OsTPP5 0S04G46760 AtTPPE AT2G22190
OsTPP6 0S08G31630 AtTPPF AT4G12430
OsTPP7 0S09G20390 AtTPPG AT4G22590
OsTPP8 0S06G11840 AtTPPH AT4G39770
OsTPP9 0S03G26910 AtTPPI AT5G10100
OsTPP10 0S07G30160 AtTPP] AT5G65140
OsTPP11 0S502G44235 - -
OsTPP12 Osl_34594 - -
OsTPP13 0S12G09060 - -
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