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Figure S1. Number of QTLs for starch content identified via the SLM method

sorted according to PVE value.
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Figure S2 Associations between starch content and ZmPSKR1 and ZmGTL3. (a,b)
Associations between the SNPs at the ZmPSKR1 (a) and ZmGTL3 (b) loci and starch
content. The red dots show the lead SNP with the most significant association. Color
coding of the remaining SNPs reflects the extent of their linkage disequilibrium (r?)
with the lead SNP. The black and gray boxes above the x axis represent exons and
UTRs, respectively. The InDels (orange triangles) and nonsynonymous SNPs (blue
vertical lines) in the promoter and exons are shown. (c, d) Co-localization between
candidate genes and the QTL or SNPs identified via SLM and RIL-based GWAS for
ZmPSKR1 (c¢) and ZmGTL3 (d). The blue line shows the LOD profile of the QTL

identified via SLM for the indicated RILs, whereas the blue dots represent the results



of the RIL-GWAS. The red dashed lines indicate the position of candidate genes. (e, f)
The genetic effects of the lead SNPs at the ZmPSKR1 (e) and ZmGTL3 (f) loci on

starch content. The P-values were calculated based on a two-tailed Student’s t-test.
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Figure S3. Co-localization of the identified QTLs and 471 genes involved in
carbohydrate metabolism. The QTLs identified by SLM, JLM, and GWAS are
represented as vertical rectangles of different colors next to each chromosome. The
horizontal light blue lines on each chromosome show the positions of the 471
identified genes. The red horizontal lines denote those identified genes that

co-localized with the QTLs identified by at least two methods.
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Figure S4. Expression patterns of 28 pathway genes co-localized with the
detected QTLs. (a) Hierarchical clustering of 28 genes based on their expressional
levels in different tissues from the public transcriptome data (Dataset S3; Chen et al.,
2014). The logz-based values of one plus the normalized gene transcription level as
reads per kilobase per million (RPKM) were used to build the heatmap. The rows in
the heat map indicate the genes, and the columns indicate the tissues. Red represents
high abundance, and blue represents low abundance. (b—d) Expression pattern of
Zm00001d039066 (b), Zm00001d008816 (c), and Zm00001d052060 (d) in various
tissues at different stages of development. Em: embryo; En: endosperm; S: seed; SAM:

shoot apical meristem.



ATTPS11_AT2G18700
LOC_0s02g54820
SORBI_3004G325900
TraesCS6D02G334000.2
TPS9_Zm00001d052060

ATTPS11_AT2G18700
LOC_0s02g54820
SORBI_3004G325900
TraesCS6002G334000.2
TPS9_Zm00001d052060

ATTPS11_AT2G18700
LOC_0s02g54820
SORBI_3004G325900
TraesCS6D02G334000.2
TPS9_Zm00001d052060

ATTPS11_AT2G18700
LOC_0s02g54820
SORBI_3004G325900
TraesCS6D02G334000.2
TPS9_Zm00001d052060

ATTPS11_AT2G18700
LOC_0s02g54820
SORBI_3004G325800
TraesCS6D02G334000.2
TPS9_Zm00001d052060

ATTPS11_AT2G18700
LOC_0s02g54820
SORBI_3004G325900
TraesCS6002G334000.2
TPS9_Zm00001d052060

ATTPS11_AT2G18700
LOC_0s02g54820
SORBI_3004G325900
TraesCS6D02G334000.2
TPS9_Zm00001d052060

ATTPS11_AT2G18700
LOC_0s02g54820
SORBI_3004G325900
TraesCS6D02G334000.2
TPS9_Zm00001d052060

ATTPS11_AT2G18700
LOC_0s02g54820
SORBI_3004G325900
TraesCS6D02G334000.2
TPS9_Zm00001d052060

ATTPS11_AT2G18700
LOC_0s02g54820
SORBI_3004G325900
TraesC56D02G334000.2
TPS9_Zm00001d052060

10 20 30 40 50 60
e 1 1 e e e e L e |
SPE

1 WKDQLSEVSADDYRIMGRN - -RIBNAVTKLEGLETDDRNGGAWVTKP KR vVMSNQ
1 PSLSCHNLEDEHVAAMADDAAPSPASLRLPBRYVMSAABIPASPTSIPRSTPA---PARRVY HR
1 PSLECHNLEDEAAMDEVPLPSPTPLRLEBRVMSVABIPASPTSIBSPAA- - -PPRRVI HR
1 PSLSICHNLILDIE- -AIDELPPLPPSPLRILIPRVMAGASIPSSPASPISPSG---PPRRVI HR
1 PSLSCHNLLDEAAADEVPLPSPTPLRILIBRVMSVASPASPTSBISPPA---PPRRVI HR
70 80 o0 100 110 120
e e T [ I I .
59 HRDISSN-KWCFEFDNDSLYL KDGFPPETEMVYVGS NADVLPSEQEDVSQF
58 AABAASPFGFSIEBTVBISDAVAY RSGLPPGAPMLHIGTIEPPPATEAASDELCNY
58 SPBIPAAPFGFNBSVBSGTVAY RSELPEANAPMLH I GTIEPAAAAEAASDELSNY
56 SPBIPAAPFGFKBTVBAGTVAY RSGLPAAAPMLHVGTIEPPAAAEAASDELASY
58 SPBIPSAPFGFRESVBAGTVAY RSGLETNAPMLH I GTIBPASAAEAASDELSNY
130 140 150 160 170
P T | S R O EE U KPR (RN
118 | EK VIBIT F J LNKY L I F MTQAQ- -85S LIEDRS NWRAYTTV
118 LANESCLRPVYLRA HRRF L LL LPSSLGEBLPEDRALYHSFLSA
118 LANESCLPVY T HHRF L LL LEPSSLGGEGLPEQRTLYHSFLSA
116 VSAFSCLPVF A HGKF M| LL LMPSTLGGLPEDRALYHSFLSA
118 LANESELPVY T HHRF L LL IMrPssLGELPEORTLYHSFLSA
190 200 210 220 230
P L I P T e T T I |....|.‘..
176 K | K1F N ] - K4 H M I NREHR I KLG I ¥ L
178 RA RLT s DiplL H LA K PRAKVEF F
178 RA RLT H EDL H LA K PRAKVGF F
176 R A RLT A DDF Q LA K PRARVIGF F
178 RA RLT H EDL H LA K PRAKVEGF F
250 260 270 280 290
P T L S B (| PR T (o P |
23 [RIDEI LKGF [« C M| E L F s
238 REDLLRAL A A L Q [ ¥ TV
238 RDDLVRAL A A L Q| 1 Y TV
236 RDDLLRAL A A L Q 1 ¥ TV
238 RDDLVRAL A A L Q| 1 Y TV
320 340 350 360
T T 1 R A |
296 H IES I KASEKTAEKMKRLRERF N VML LiBM S AMG EQNE
298 D LREVVSAPERGD LMRRLTESY RRLMV vilL G LAME VEHP
298 D LREVVSAPEREDVMRRVTETY RRLMV ViDL G LAME VEHR
296 D LRSVVSAPEFADVMRQVADAY RRILMLU viD L G LGME VENP
298 D LREVVSAPEREDAMRRVTEAY RRLMV v L G LAME VEHR
Glycosyl transferase
370 380 390 400 410 420
T 1 e [ R A |
356 KV T sGKDvVADMEKOINLIADE INSEK RP G K FncPlsTLD
358 RA A EGRDIQEMQGEARALSARVNAR TR - T LUDRGMSVHE
358 RA A EGRDVAGMODEARALSARVNAR TP - T LADGPMTPQE
356 KA T EGRDVAQEMQDEARAISARVNER TR - T MISRPMSEHE
358 RA A EGRDVAQGMODEARALSARVNAR TP - T LMDGPMTPQE
450
416 \
417 \
417 \
415 \Y
417 A

510

SDK
PEP
SEA
sDG
PEA

536
530
531
528
531

Mutation site

Phosphatase box A



610 620 630 640 650 660

B L R B BT | B B N B N AEE |

ATTPS11_AT2G18700 596 DODTLDKRPSDDLISLLNRLCODPSNLVFIVSGRGKDPLSKWFDSCPNLGISAEHGYFTR
LOC_0s02g54820 590 PEGS IDKAPSNEVIISVLNRLCEDPKNRVEIVSGRGKDELGRWFAPCEKLGIAAEHGYFTR
SORBI_3004G325900 591 PENSIDRTPSSEVISVLNRLC-DPKNRVFIVSGRGKDELSRWFAPCEKLGIAAEHGYFTR
TraesCS6D02G334000.2 588 PESS I DKAPSSI ISYVLNRLCEDPKNRVFIVSGRGKDELS KWFAPCEKLGIAAEHGYFTR
TPS9_Zm00001d052060 591 PENS IDRTPSSEVISVLNRLCEDPKNRVEIVSGRGKDELS RWFAPCEKLGIAAEHGYFTR
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ATTPS11_AT2G18700 656 WNSNSPWETSELPADLSWKKIAKPVMNHYMEATDGS F IEEKES AMVWHHOEADHSFGSWQ
LOC_0s02g54820 650 WSRDSAWETCGLAVDFDWKKTAEPVMRLYKEATDGSTIEDKES ALVWHHDEADPDFGS CQ
SORBI_3004G325900 651 WSROAPWE I SGLAADFDWKK TAEPVMOLY TEATDGS Y IEHKESA I VWHHHEADPDFGS CQ
TraesCS6D02G334000.2 648 WSKESPWETCGOLVADFDWKKTAEPVMRLY TEATDGSY IEHKESALVWHHDEADPDFEGS CQ

TPS9_Zm00001d052060 651 WSRDAPWEASALAADLDWKNTAEPVMRLYTEATDGSY IEHKESGVMYVWHHDEADPDEGS CQ
Trehalose-phosphatase domain
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ATTPS11_AT2G18700 716 AKELLDHLEsVL TNEPVVVKRGQHIVEVKPQGEVSKGEKVVEHL I A TMRNTKGKRPDFLLEI
LOC_0s02g54820 710 AKELLDHLENVLANEPVVVKRGQHIVEVNPQG I SKGVVVDNLLSSMVS -RGKAPDFVLCI
SORBI_3004G325900 711 AKELLDHLENVLANEPVVVKRGQH I VEVNPQG ISKGVVVEGLLSSMVK-TGKPPDFVLCI
TraesCS6D02G334000.2 708 AKELLDHLESVLANEPVVVKRGQHIVEVNPQG I SKGVVVESLLSSMVR-CGKARDEVLCI
TPSS_Zm00001d052060 711 AKELLDHLENVLANEPVVVKRGQHIVEYNPQG I SKGVYVVDSLLSSMVR-TGKPPDEVLCI
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ATTPS11_AT2G18700 EDMEDS IV - -KHQD- -VSSIGLEEVFACTVGOKPSKAKYYLDDTPSWVIKMLEWL

LOC_0s02g54820 EDMFESIVCPSNSS - -VKLPASSEVFACTVGKKPSMAKYYLDDTVDV I KMLOGL

SORBI_3004G325900 EDMFESIVCPSNSS--LKLPASSEVFACTVGKKPSMAKYYLDDTVDV I KMLDGL

TraesCS6D02G334000.2 EDMFEESIVCPANGS - -VKLPATSEVFACTVGKKPSMAKYYLDDTVDV I KMLOGL

TPS9_Zm00001d052060 EDMFESIVCPASSS VRLPASSEVFACTVGKKPSMAKYYLDDTVDVVEKMLDGL

Phosphatase box B
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ATTPS11_AT2G18700 832 A|SIA|SDGSIKH-EQQ- --KKQS---KFTFQQPMGQC - ------=---------- RKKA

LOC_0s02g54820 827 ANAP--8SQ--RPR---PIWMPKRRIAPVSQTLVLLIRLRLHSLLLPAPDADRRI? S
SORBI_3004G325900 828 ASAP SORPRP Aval RVSFEGSL

TraesCS6D02G334000.2 825 ASAP - -8SQQ-RPW---PVQL---RVTFEEGNGV - - - - - - - - - oo oo oo m o m oo

TPSS_Zm00001d052060 830 ASAFP - -SPPRRPGPAAAVOL- - - RVSFEGSL- - - - - - oo oo mmm o m s n s m s s s s s s

ATTPS11_AT2G18700 863 - - - - - - - -
LOC_0s02g54820 880 SSSTELS-
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Figure S5. The amino acid sequence alignment of TPS proteins from Arabidopsis
thaliana, Oryza sativa, Sorghum bicolor, Triticum aestivum, and Zea mays.
Identical residues are highlighted in blue. The orange lines indicate the
glycosyltransferase domain and trehalose-6-phosphate phosphatase-like domain. The
trehalose-6-phosphate phosphatase-like domain contains conserved phosphatase
consensus sequence boxes A and B, depicted in orange boxes. The scale above
indicates the sequence position of amino acids after alignment. The orange star

indicates the mutation position of tps9.
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¥ Promoter
1 CGGTAGCGTAAGCCACCGATGACTGAAAGTAGGGGACGTTCTGCAT CACTGCATGAACGAGTATAAACCTTACGCCCTC  TGCAAACCT
1 CGGTAGCGTAAGCCACCGATGACTGAAAGTAGGGGACGTT CTGCATGAACGAGTATAAACCTTAT GCCCTCCGCGCAAACCT

89 CCGGAGCCCCAAACACGTATACTAAA ACTTGTCAGAGCGATGTATGAAACACCAACAATAAGAATAAAAAATTTACTATCCCCGTCT
83 CCGGAGCCCCAAACACGTATAATAAA ACTTGTCGGAGCGATGTATGAAACACCAACAATAAGAATAAAAAATTACCATCCCCGTCT

179 CAATTTATAATGTGCTTGACTTTTTTACTAAATTTGATTGGTTCGTCTTAATAAAGAAGTCTATAAAAAAT  AAAAAATCCAATGGCG
173  CAATTTATAATTTGCTTGACTTTTTTACTAAGTTTAATTGGTTCGTCTTAATAAAAAAGT CTATAAAAAATAAAAAAAAAT CCAATGTCA

266 TACTTAAA GTTAAATAGTATTGCAATAAAAATTAATAATAATTATAAA TAATAAGATGTACCGATCAAACATA
263 TACTTAAAGCATATTATATGCTAAATACTATCACAATAAAAAT TAATAAAAATTATAAAT TAATAAGATGAACCGATCAAACATA

344 TGATAAAAAATATCAAAGGGAACATAGATTGGTCCCGATATCGAGGGTAACAAGTGGTATTGTGGGTA ATTAAACTTGAACTTGG
353  TGATAAAAAATATCAAAGGGAACATAGAT TGGTCCCGATAT CGAGGGTAACAAGTGGTATTGTGGGTA TATTAAACTTGAACTTGG

434  TAAAGTATAC GGAATGATC TATTAA GTTGAATATAGAGTATAGA AGCGGATTAGTTAAAATCTCAATCTGATTCCGTG
443  TAAAGTATAC GGAATGATCTAGTATTAA GTTGAATATAGAGTATAGA AGCGGATTAGTTAAAATCTCAATCTGATTCCGTG

521 TACCAAGATCTGGTCAAACGGGCCCATGAACCCACCGTTAGCCGACCGCGACACTGATGCACCCAACCATCCCACATTCCCACGTCGGGG
533 TACCAAGATCTGGTCAAACGGGCCCGTGAACCCACCGTTAGCCGACCGCGACACTGATGCACCCAACCATCCCACATTCCCACGTCGGGG

611 AAGAGCGGGGCAATGCCGTCATTTCCGCGGGCGAACGT TGTGGATAAGGGCATGTACAGTGGGTGTCTTAAGTTGTGTCTTAGAGTGTGT
623 AAGAGCGGGGCAGTGCCGTCATTTCCGCGGGCGAACGATGTGGA

701 CTAGGGGGGTGAATGTAAAAAATCTCAAGACATGTATCTTGACGAAGACACAGTGTCTTAGCTCTATATTCGAGACAGGAGACTATCTGA
666

InDel283
791 TTGGTCACTTTAATTTATTGAATGTTCTGATTGGTACAATGAATATGGTAAGACACATGTTTTAGACATGACCACTGTATTATGTTGTGT
666

881 TTTAGCTGTGTCTTATACTTGGAGTACCGTGCAGCTGTATCTAGGTTGTACATGCCCTAAGACTAGAGGCCCAAGCCCATGCGCCCATGC

666 TAAGACTAGAGGCCCAAGCCCATGCGCCCATGC
YsUTR

971 CGTCACACCTCCTACTCTGACCTCCGGGTCGCCCCGTCCGTTCCTTCTTCCTCGCCGCTCAGACACGCACACGCATATCCAGCTTGCCAT

700 CGTCACACCTCCTACTCTGACCTCCGGGTCGCCCCGTCCGTTCCTTCTTCCTCGCCGCTCAGACACGCACACGCATATCCAGCTTGCCAT

1061 ATTTGTACCACCTGTCCTCCTTCCGTGCCCGAGACCCACCTCGGCGTTCTTATCCCCAGAAACT TCGGCAAAAGTGATCGATCCGTCTCC
790 ATTTGTACCACCTGTCCTCCTTCCGTGCCCGAGACCCACCT CGGCGTTCTTATCCCCAGAAACT TCGGCAAAAGTGATCGATCCGTCTCC

1151 CACTCCCACCCCGACCGACCGACCGCCGAACGAACCCGT CACACCTCGTCGCGTCGCGGCGCTTCTCTTCTCTTCATGCGCTATCGCCGC
880 CACTCCCACCCCGACCGACCGACCGCCGAACGAACCCGACACACCTCGTCGCGTCGCGGCGCTTCTCTTCTCTTCATGCGCTATCGCCGC
xonl

1241 CGCCTCCACCTCTGCGACGCCCACAGATAGGCAAGAGGAGGACGAGGAGGCGATGCCTTCGCTCTCCTGCCACAACCT CCTCGACCTCGC
970 CGCCTCCACCTCTGCGACGCCCACAGATAGGCAGGAGGAGGACGAGGAGGCGATGCCTTCGCTCTCCTGCCACAACCTCCTCGACCTCGE

1331 CGCTGCCGACGAGGTGCCCCTGCCGTCGCCGACGCCGCTCCGCCTCCCGCGCGTCATGTCCGTCGCGTCCCCGGCCTCGCCCACCTCGCC
1060 CGCTGCCGACGAGGTGCCCCTGCCGTCGCCGACGCCGCTCCGCCTCCCGCGCGTCATGTCCGTCGCGTCCCCGGCCTCGCCCACCTCGCC

1421 GTCCCCGCCCGCCCCGCCGCGCCGCGTCATCGTCTCCCACCGTCTGCCGCTCCGCGCGTCGCCGGACCCTTCCGCGCCCTTCGGATTCAG
1150 GTCCCCGCCCGCCCCGCCGCGCCGCGTCATCGTCTCCCACCGTCTGCCGCTCCGCGCGTCGCCGGACCCTTCCGCGCCCTTCGGATTCAG

1511 GTTCTCCGTCGACGCCGGCACCGTCGCGTACCAGCTCCGCT CGGGGCTGCCCACCAACGCGCCCGTCCTCCACATCGGCACCCTCCCAGC
1240 GTTCTCCGTCGACGCCGGCACCGTCGCGTACCAGCT CCGCTCGGGGCTGCCCACCAACGCGCCCGTCCTCCACATCGGCACCCTCCCAGC

1601 GGCCGCGGCGGAGGCCGCCTCAGATGAGTTGTCCAACTACCTGCTGGCCAATTTCTCGTGCCTGCCGGTGTACCTTCCCACCGACCTCCA
1330 GGCCGCGGCGGAGGCCGCCTCAGATGAGTTGTCCAACTACCTGCTGGCCAATTTCTCGTGCCTGCCGGTGTACCTTCCCACCGACCTCCA

1691 CCACCGCTTCTACCACGGATTCTGCAAGCACTACCTCTGGCCGCTCCTCCACTACCTCCTCCCGCTGACGCCGTCCTCGCTCGGTGGCCT
1420 CCACCGCTTCTACCACGGATTCTGCAAGCACTACCT CTGGCCGCTCCTCCACTACCTCCTCCCGCTGACGCCGTCCTCGCTCGGTGGCCT

1781 CCCTTTCCAGCGAACGCTCTACCACTCCTTCCTCTCGGCCAACAGGGCGTTCGCCGACCGCCTCACCGAGGTGCTGTCCCCCGACGAGGA
1510 CCCTTTCCAGCGAACGCTCTACCACTCCTTCCTCTCGGCCAACAGGGCGTTCGCCGACCGCCTCACCGAGGTGCTGTCCCCCGACGAGGA

1871 CCTCGTCTGGATCCACGATTACCACCTCCTCGCGCT CCCGACCT TCCTCCGCAAGCGCT TCCCGCGCGCCAAGGTCGGATTCTTCCTCCA
1600 CCTCGTCTGGATCCACGATTACCACCTCCTCGCGCTCCCGACC CTCCGCAAGCGCTTCCCGCGCGCCAAGGTCGGATTCTTCCTCCA

1961 CTCACCTTTCCCCTCGTCGGAGAT CTTCCGTACGAT CCCCGTGCGGGATGACCTCGTCCGCGCACTCCTCAACGCCGACCTCGTCGGCTT
1690 CTCACCTTTCCCCTCGTCGGAGAT CTTCCGTACGAT CCCCGTGCGGGATGACCTCGTCCGUGCACTCCTCAACGCCGACCTCGTCGGCTT

2051 CCACACCTTCGACTACGCGCGCCACTTCCTGTCCGCGTGCTCGCGGCTGCTCGGCCTCGACTACCAGT CCAAGCGCGGGTACATCGGCAT
1780 CCACACCTTCGACTACGCGCGCCACTTCCTGTCCGCGTGCTCGCGGCTGCTCGGCCTT GACTACCAGT CCAAGCGCGGGTACATCGGCAT

2141 CGAGTATTACGGCCGCACCGTGACTGTCAAGATACTCCCCGT IGGGATCGACATGGGGCAGCTCAGATCGGTGGTCTCGGCGCCGGAGAC
1870 CGAGTATTACGGCCGCACCGTGACTGTCAAGATACTGCCCGTCGGGATCGACATGGGGCAGCT CAGATCGGTGGTCTCGGCGCCGGAGAC

2231 GGAGGACGCGGTGCGGCGGGTGACAGAGGCGTACAAGGGGAGGCGCCTCATGGTAGGCGTCGACGACGTCGATCTGTTCAAGGGGATCGG
1960 GGAGGACGCGGTGCGGCGGGTGACAGAGGCGTACAAGGGGAGGCGCCTCATGGTAGGCGTCGACGACGT CGATCTGTTCAAGGGGATCGG

2321 GCTCAAGTTCCTGGCGATGGAGCAGCTGCTCGTGGAGCACCGGGAGCTCCGCGGCCGCGCCGTGCTGGTGCAGAT CGCCAACCCTGCCCG
2050 GCTCAAGTTCCTGGCGATGGAGCAACTGCTCGTGGAGCACCGGGAGCTCCGCGGCCGCGCCGTGCTGGTGCAGATCGCCAACCCTGCCCG

2411 CAGCGAAGGGCGCGACGTGCAAGGCGTGCAGGACGAGGCCAGGGCCATCAGCGCCCGGGTCAATGCGCGCTTCGGCACCCCCGGGTACAC

2140 CAGCGAAGGGCGCGACGTGCAAGGCGTGCAGGACGAGGCCAGGGCCATCAGCGCT CGGGTCAATGCGCGCTTCGGCACCCCCGGGTACAC
GAC (Asp)

2501 GCCGATCGTGCTCATCGACGACCCGGTGACGCCGCAGGAGAAGGCCGCCTACTACGCGGCCGCCGAGTGCTGCGTGCTGAGCGCCGTGCG

2230 GCCGATCGTGCTCATCGACGGcc(c?G]TGACGCCGCAGGAGAAGGCCGCCTACTACGCGGCCGCCGAGTGGGCGTGCTGAGCGCCGTGCG
GGC (Gly

2591 CGACGGGCTCAACCGGATCCCGTACATCTATACGGTGTGCCGGCAGGAGAGCACCGCGCTCGGAGACGACGCGCCCAAGCGGAGCGCCAT

2320 CGACGGGCTCAACCGGATCCCGTACATCTATACGGTGTGCCGGCAGGAGAGCACCGCGCTCGGAGACGACGCGCCCAAGCGGAGCGCCAT

2681 CGTGCTCTCGGAGTTCGTCGGTTGCTCCCCGTCCCTCAGCGGCGCGATCCGCGTGAACCCGTGGAGCGTGGAGTCCGTGGCGGAGGCCAT
2410 CGTGCTCTCGGAGTTCGTCGGTTGI TCCCCGTCCCTCAGCGGCGCGATCCGCGTGAACCCGTGGAGCGTGGAGTCCGTGGCGGAGGCCAT

2771 GAACGCCGCGCTGCGGATGCCGGAGGCCGAGCAGCGGCTGCGGCACGAGAAGCACTACAAGTACGTGAGCACCCACGACGTCGCCTACTG
2500 GAACGCCGCGCTGCGGATGCCGGAGGCCGAGCAGCGGCTGCGGCACGAGAAGCACTACAAGTACGTGAGCACCCACGACGTCGCCTACTG
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2861 GGCGCGGTCCTTCGACTCGGACCTGCAGCGCGCCTGCAAGGACCATTTCTCGCGCCGGCATTGGGGGATCGGGTTCGGCATGAGCTTCAA
2590 GGCGCGGTCCTTCGACTCGGACCT GCAGCGCGCCTGCAAGGACCA CTCGCGCCGGCATTGGGGGATCGGGTTCGGCATGAGCTTCAA

2951 GGTGGTGGCCCTTGGCCCGAACT TCCGGCGGCTCTCCGTGGAGCACATTGTCCCTTCGTATCGGAGGACGGAGAACCGGCTGATTCTCCT
2680 GGTGGTGGCCCTTGGCCCGAACT TCCGGCGGCTCTCCGTGGAGCACATTGTCCCTTCGTATCGGAGGACGGAGAACCGGCTGATTCTCCT

3041 GGACTACGACGGCACCGTGATGCCGGAGAATTCGAT CGACCGGACGCCGAGCAGTGAGGTCATCTCTGTGCTGAATCGTCTGTGCGAGGA
2770 GGACTACGACGGCACCGTGATGCCGGAGAATTCGAT CGACCGGACGCCGAGCAGTGAGGTCATCTCTGTGCTGAATCGTCTGTGCGAGGA

3131 CCCCAAGAACAGAGTGTTCATCGTGAGCGGGCGTGGGAAGGACGAGCTGAGTAGGTGGTTCGCCCCCTGCGAGAAGCTGGGCATCGCGGE

2860 CCCCAAGAACAGAGTGTTCATCGTGAGCGGGCGGGGGAAGGACGAGCTGAGTAGGTGGTTCGCCCCCTGCGAGAAGCTGGGCATCGCGGC
¥Yintronl

3221 GGAGCACGGTTACTTCACAAGGTAAAAATCTTCGTACACTGTTCCACCGGCGAAGTTCTGCTGGTAGTTCGTTTTGGTACCACCTTTGCT

2950 GGAGCATGGTTACTTCACAAGGTAAAAATCTTCGTACAATGTTCCACCGGCGAAGTTCTGCTGGTAGTTCGTTTTGGTACCACCTTTGCT

3311 TTGCTTGGATTCGGGTTCTTATTACTGCTCCAGATT CGGGCCACAGAATAGAATGGT TACGAATTAAGCAATGGTACCCGCAAATCCTAG
3040 TTGCTTGGATTTGGGTTCTTATTACTGCTCCAGATT CGGGCCACAGAATAGAATGGTTACGAATTAAGCAATGGTACCCGCAAATCCTAG

3401 GAGGAGCGTTCATATTCCTGATGCGTTGGTCAGTCAC GGTTACAACTAGTCCCACCGTCCGTCCACACAGAAAGAAGACTGCAATT
3130 GAGGAGCGTTCATATTCCTGATGCGTTGGTCAGTCACTTTTGGT TACAACTAGTCCCACCGTCCGTCCACACAGAAAGAAGACTGCAATT

3491 GTCGTTTTCGTTTTTTAAGGAGT CCGAAGAGT CTGAACTTCAACTTTGACCAATTTATT CGTATAAAAAGGTACCAACGTTCATAATATA
3220 GTCGT CG TAAGGAGT CCGAAGAGTCTGAACTTCAAC GACCAATTTATACGTATAAAAGA  TACAACGTTCATAATATA

3581 AAATAACTATAATTATATTAGTTATAGAATATGTTTTTAAAATAAGT TTATTTGAAGTAAACATTTATTGTATTATAAAAATTACT CAAA
3308 AAATAACTATAATTATATTAGTTATAGAATATG TTAAAATAAGTTTA GAAGTAAACA ATTATATTATAAAAATTACTCAAA

3671 CTTGTGCATTTCTTCCGCCGACGGAGT TAAGT CCAGAGAGCGTTCCTGTTCCTAACT TGTAATGTAGTAGGGCGATACGTGACAACGGGT

3398 CTTGTGCATTTCTTCCGCCGATGGAGT TGAGT CCAGAGAGCATTCCTGTTCCTAACTTGTAATGTAGTAGGCCGATACGTGACAACGGGT
¥ Exon2

3761 CACCGACTCTTTTGTCTGCAGGTGGAGCAGGGACGCGCCATGGGAGGCCTCAGCATTGGCCGCCGACCTGGACTGGAAGAACACCGCGGA

3488 CACCGACTC GTCTGCAGGTGGAGCAGGGACGCGCCATGGGAGGCCTCAGCATTGGCCGCCGACCTGGACTGGAAGAACACCGCGGA

3851 GCCGGTGATGCGGCTGTACACGGAGGCAACGGACGGCT CCTACAT CGAGCACAAGGAGAGCGGCATGGT CTGGCACCACGACGAGGCGGA
3578 GCCGGTGATGCGGCTGTACACGGAAGCAACGGACGGCTCCTACATCGAGCACAAGGAGAGCGGCATGGT CTGGCACCACGACGAGGCGGA

3941 TCCGGACTTCGGTTCCTGCCAGGCCAAGGAGCTGCTCGACCATCTCGAGAACGTGCTGGCCAACGAACCCGTGGTGGTGAAGAGAGGCCA

3668 TCCGGACTTCGGTTCCTGCCAGGCCAAGGAGCTGCTCGACCATCTCGAGAACGTGCTGGCCAACGAACCCGTGGTGGTGAAGAGAGGCCA
¥ Intron2

4031 GCACATCGTGGAGGTGAACCCCCAGGTGAGT CATGAGCGGCGAG CCAGACGCGTGCATGC TTTTTTCTCTGCTCATTAAATTAT

3758 GCACATCGTGGAGGTGAACCCCCAGGTGAGT CATGAGCGGCGAGCCAGCCCAGACGCGTGCATGCT CTCTGCTCATTAAATTAT

4115 TCCATACCTACTGCT TACTGCTCGTCGGTTGT TCGATT CAAAA CCCGGACGTGTATGAAACGTGCCGACCGAGTAGACGTAGC C
3848 TCCATACC TACTGCTCGTCGGTTGTTCAATTCAAAATT TCCCGGACGTGTATGAAACGTGCCGACCGAGTAGACGTAGCTTTC

4205 AAACCAAAAGGCATCGGATAAGTATTGATCTAATCCAGT CCAGTCCTCATCCACTATGCATGCCTGCGACAATCTGTTCCCTCTGCGCAA
3931 AAACCAAAAGGCATCGGATAAGGATTGATCTAATCCAGTCCAGTCCTCATCCACTATGCATGCCTGCGACAATCTGTTCCCTCTGCGCAA

4295 ATAGCGACGGGGAAATCCGCGAGAACTGCGGCCCGCCTCTGTGGATGTGGTCTCTT TNNNNNNNNNNNNNNNNNNNNNNNNNN
4021 ATAGCGACGGGGAAATCCGCGAGAACTGCGGCCCGCCTCTGTGGATGTGGTCTC NNNNNNNNNNNNNNNNNNNNNNNNNN

4385 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
4111 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN N NNNNNNNNNNNNNNNNN
¥ Exon3
4475 NNNNNNNAAAAAAAAATCTTGGTGCTGTGGTGCAGGGCAT CAGCAAAGGCGTGGTGGTGGACAGCCTGCTGTCGTCCATGGTCAGGACGG
4201 NNNNNNNAAAAAAATATCTTGGTGCTGTGGTGCAGGGCAT CAGCAAAGGCGTGGTGGTGGACAGCCTGCTGTCGT CCATGGTGAGGACGGE
AGC (Ser)
4565 GGAAGCCGCCGGACTTCGTGCTGTGCATCGGCGACGACCGGT CGGACGAGGACATGTTCGAGAGCATCGTGTGCCCGGCCTCCAGCAGCG
4291 GGAAGCCGCCGGACTTCGTGCTGTGCATCGGCGACGACCGGTCGGACGAGGACATGT TCGAGAGCATCGTGTGCCCGGCCTCCATAGCG
AAT (Asn)
4655 GCGGCGTGAGGCTCCCGGCCAGCAGCGAGGTGTTCGCGTGCACGGTGGGCAAGAAGCCGAGCATGGCCAAGTACTACCTGGACGACACGG
4381 GCGGCGTGAGGCTCCCGGCCAGCAGCGAGGTGTTCGCGTGCACGGTGGGCAAGAAGCCGAGCATGGCCAAGTACTACCTGGACGACACGG

4745 TGGACGTGGTCAAGATGCTGGACGGCCTGGCCAGCGCGCCGTCGCCGCCGCGACGGCCCGGGCCGGCGGCGGCGGTGCAGCTCCGGGTCT

4471 TGGACGTGGTCAAGATGCTGGACGGCCT TGCCAGCGCGCCGTCGCCGCCGCGACGGCCCGGGCCGGCGGCGGCGGTGCAGCTCCGGGTCT
¥ 3'UTR

4835 CGTTCGAAGGCTCGCTCTGA GGGGGAAGGGAAGTAAA  ACACAGCGCTAGCGGTAAACAGCAAACGTCGAGCAAAGAAGAAT

4561 CGTTCGAAGGCTCGCTCTGAGGGGGGGAAGGGAAGTAAACACACAGCGCTAGCGGT AAACAGCAAACGT CGAGCAAAGAAAAT

Figure S6. Sequence comparisons of ZmTPS9 between CI17 and K22. The numbers

on the left indicate the nucleotide positions in the full-length sequences. Polymorphic

sites between K22 and CI7 are shown in different colors. The promoter, three exons,

and UTRs of ZmTPS9 are shaded in green, blue, and orange, respectively. The ATG

start codon and TGA stop codon are shown with yellow shading. The red underlines

highlighted in exonl and exon3 indicate nonsynonymous SNPs.



Table S1 Statistical summary, broad-sense heritability, and variances associated with starch content in six RIL populations.

Founders RIL populations
Inbred  Starch content | Population  Starch content Variance?
Population Range
line (mean +SD) P size (mean +SD) ’ o2 o2 o h?(%)°  CI (%)
DE3 69.73 =0.79 DE3/BY815 204 62.04 £1.96 55.86—-66.05 3.85** 1.58** 1.82 86.4 83.3-89.0
K22 67.90 £1.02 K22/BY815 207 61.70 £2.19 55.00-66.98 4.59** 3.11** 2.01 87.2 84.3-89.7
DAN340 63.77 £1.04 BY815/KUI3 187 60.54 +1.43 57.45-64.71 2.00** 2.14** 2.03 4.7 68.0-80.0
KUI3 62.85 +0.41 K22/Cl7 178 65.01 £1.55 61.45-69.12 2.76** 0.44** 19 81.3 76.8-85.1
B77 62.72 £0.34 DAN340/K22 189 66.11 +=1.02 63.17-68.60 1.29** 0.34** 157 71.2 64.4-76.9
Cl7 61.96 +0.04 KUI3/B77 176 65.25 +1.36 61.92-68.40 1.85** 0.82** 1.55 78.1 72.4-82.7
BY815 53.99 +0.01

%04” is genetic variance, ¢ is the environmental variance, and ¢ is the residual variance. **P < 0.01.

bBroad-sense heritability of starch content.

€95% confidence intervals for broad-sense heritability.



Table S2 Summary of polymorphisms of five candidate genes in seven parents via resequencing

Promoter 5'UTR Exon Intron
Gene ID (Gene Name) Synonymous  Non-synonymous
SNPs InDels SNPs InDels InDels SNPs  InDels
SNPs SNPs
Zm00001d029039 (ZmABCI6) NA NA NA NA 16 0 2 111 8
Zm00001d001877 (ZmPSKR1) 44 5 0 0 36 22 3 0 0
Zm00001d012818 (ZmACP3) 26 0 0 1 3 1 0 5 2
Zm00001d010607 (ZmCPR) 54 2 0 0 38 12 0 0 0
Zm00001d025917 (ZmGTL3) 34 6 0 0 14 1 1 0 0

NA: None available



Table S3 Associations between the polymorphic sites at the ZmTPS9 locus and starch

content in maize kernels.

Location Marker? Allele® MAFe¢ P-value Type

Promoter chrd.S_ 178024173 C/IT 0.06 1.2 <10 Resequencing
Promoter chrd.S_178024172 C/IT 0.13 4.4 <1071 Resequencing
Promoter chr4.S_178024170 AlIG 0.13 4.4 <1071 Resequencing
Promoter chr4.S_178024134 C/IT 0.13 4.4 <1071 Resequencing
Promoter chr4.S_178024116 CIT 0.22 3.2 %101 Resequencing
Promoter chrd.S 178024115 AIG 0.13 4.4 <107t Resequencing
Promoter chrd.S_178024035 CIT 0.23 3.9 %101 Resequencing
Promoter chr4.S_178024034 AIG 0.23 3.9 %10 Resequencing
Promoter chr4.S_178023991 1/0 0.09 6.1 <10 Resequencing
Promoter chr4.S_178023990 CIT 0.09 6.1 <10 Resequencing
Promoter chr4.S_178023956 A/IG 0.14 3.7 %101 Resequencing
Promoter chr4.S_178023953 C/IT 0.13 4.4 <1071 Resequencing
Promoter chr4.S_178023950 AIG/- 0.04 2.2 <10 Resequencing
Promoter chr4.S_178023910 AIG 0.09 6.1 <10 Resequencing
Promoter chr4.S_178023882 2/0 0.13 4.4 <1071 Resequencing
Promoter chr4.S_ 178023881 CIT 0.22 8.9 <101 Resequencing
Promoter chr4.S_ 178023866 C/IT 0.2 9.2 <1072 Resequencing
Promoter chr4.S_ 178023863 CIT 0.09 6.1 <10 Resequencing
Promoter chr4.S_ 178023851 AIC 0.13 4.4 <1071 Resequencing
Promoter chr4.S_ 178023836 AIG 0.13 4.4 <1071 Resequencing
Promoter chr4.S_ 178023798 AIGIT 0.04 6.1 <10 Resequencing
Promoter chrd.S_ 178023771 GIT 0.13 4.4 <1071 Resequencing
Promoter chr4.S_ 178023763 CIT/- 0.07 4.6 <101 Resequencing
Promoter chr4.S_ 178023762 1/0 0.14 3.7 %101 Resequencing
Promoter chr4.S_ 178023751 AIG 0.13 4.4 <1071 Resequencing
Promoter chr4.S_ 178023738 AlIG 0.09 6.1 <10 Resequencing
Promoter chrd.S_178023727 AIG 0.13 4.4 <1071 Resequencing
Promoter chrd.S_ 178023724 0/1 0.09 6.1 <10 Resequencing
Promoter chrd.S_178023712 0/1/2 0.003 9.0 <10 Resequencing
Promoter chrd.S_178023698 GIT 0.13 4.4 <1071 Resequencing
Promoter chrd.S_178023696 AIG 0.13 4.4 <1071 Resequencing
Promoter chrd.S_178023687 11/0 0.13 4.4 <1071 Resequencing
Promoter chr4.S_ 178023663 C/IT 0.09 6.1 <10 Resequencing
Promoter chrd.S_178023645 0/1 0.14 7.2 <107 Resequencing
Promoter chrd.S_178023631 AT 0.13 4.4 <1071 Resequencing
Promoter chrd.S_ 178023620 CIT 0.13 4.4 <1071 Resequencing
Promoter chr4.S_ 178023598 AIG 0.41 9.8 <10 Resequencing




Location Marker? Allele? MAF¢ P-value Type
Promoter chr4.S_178023597 AlIG 0.49 8.1 <101 Resequencing
Promoter chr4.S_178023596 AIC 0.41 9.8 <10 Resequencing
Promoter chr4.S_178023545 AT 0.09 6.1 <10 Resequencing
Promoter chr4.S_178023521 C/IT 0.09 6.1 <10 Resequencing
Promoter chr4.S_178023298 0/283 0.002 1.6 <10 Agarose
S'UTR chr4.S_178023233 CIG 0.37 8.9 <101 0.56 million
SUTR chr4.S_ 178023232 AG 0.37 8.9 <101 0.56 million
SUTR chr4.S_ 178023154 AIG 0.12 6.0 <10 0.56 million
SUTR chr4.S_178023082 CIG 0.12 8.1 <101 0.56 million
SUTR chr4.S_178022994 AIG 0.45 7.4 102 0.56 million
SUTR chr4.S_ 178022993 AIG 0.32 9.1 <10 0.56 million
Exonl chr4.S_ 178022711 AIG 0.46 7.8 <1071 0.56 million
Exonl chr4.S_178022635 AIC 0.13 6.9 <101 0.56 million
Exonl chr4.S_178022588 AIG 0.17 3.7 x10! 0.56 million
Exonl chrd.S_ 178022417 GIT 0.08 4.6 <101 0.56 million
Exonl chr4.S_178022321 AIG 0.07 7.6 <101 0.56 million
Exonl chr4.S_178022270 AIG 0.08 4.6 <101 0.56 million
Exonl chrd.S_ 178022252 GIT 0.05 6.2 <101 0.56 million
Exonl chr4.S_178022129 AIG 0.07 7.6 <101 0.56 million
Exonl chr4.S_ 178022108 CIG 0.07 8.4 <101 0.56 million
Exonl chr4.S_178022060 CIG 0.07 8.2 <101 0.56 million
Exonl chr4.S_178022054 AIG 0.07 8.2 <101 0.56 million
Exonl chr4.S_ 178021967 CIT 0.08 4.6 <101 0.56 million
Exonl chr4.S_178021892 CIT 0.07 7.6 <101 0.56 million
Exonl chr4.S_178021772 AIG 0.07 7.6 <101 0.56 million
Exonl chr4.S_178021716 CIT 0.31 2.1 <101 0.56 million
Exonl chr4.S_178021676 AIG 0.23 9.7 x101 0.56 million
Exonl chr4.S_178021616 AIG 0.12 9.3 1073 0.56 million
Exonl chr4.S_ 178021547 AIC 0.22 4.7 <101 0.56 million
Exonl chr4.S_ 178021532 AIG 0.46 4.2 <101 0.56 million
Exonl chr4.S_ 178021511 A/C 0.08 1.9 <101 0.56 million
Exonl chr4.S_ 178021478 CIG 0.08 1.9 <101 0.56 million
Exonl chr4.S_178021211 AIG 0.40 2.6 <101 0.56 million
Exonl chr4.S 178021172 CcIT 0.46 5.6 10! 0.56 million
Exonl chr4.S_ 178021073 AIC 0.42 9.6 <101 0.56 million
Exonl chr4.S_ 178021064 AIG 0.22 9.9 <101 0.56 million
Exonl chr4.S_ 178021010 AIG 0.10 7.4 <1071 0.56 million
Intronl chr4.S_178020972 GIT 0.23 2.5 %1071 0.56 million
Intronl chr4.S_178020924 AlG 0.11 4.6 <101 0.56 million
Intronl chr4.S_ 178020909 AlG 0.05 9.6 x103 0.56 million




Location Marker? Allele® MAF¢ P-value Type
Intronl chr4.S_178020888 CIT 0.12 2.5 %101 0.56 million
Intronl chr4.S_178020886 AT 0.13 1.2 <101 0.56 million
Intronl chr4.S_178020880 CIG 0.06 1.6 <101 0.56 million
Intronl chr4.S_178020872 AT 0.13 3.2 x10! 0.56 million
Intronl chr4.S_178020842 CIG 0.12 4.6 <101 0.56 million
Intronl chr4.S_178020478 AIC 0.21 8.5 %101 0.56 million
Intronl chrd.S_178020477 CIG 0.21 8.4 <101 0.56 million
Exon2 chr4.S_178020361 CIT 0.26 1.6 <101 0.56 million
Intron2 chr4.S_178020086 CcIT 0.08 5.7 <102 0.56 million
Intron2 chrd.S_178020047 CIG 0.06 8.7 <102 0.56 million
Intron2 chr4.S_178020017 AIC 0.16 4.8 <101 0.56 million
Intron2 chr4.S_178019995 CIG 0.15 9.6 <101 0.56 million
Intron2 chr4.S_178019877 AIC 0.10 7.6 <101 0.56 million
Intron2 chr4.S_178019876 A/IC 0.36 4.3 %101 0.56 million
Exon3 chr4.S_ 178019687 A/IC 0.44 4.7 <101 0.56 million
Exon3 chr4.S_178019586 CIT 0.47 1.2 <101 0.56 million
Exon3 chr4.S_178019585 AIG 0.47 1.2 <101 0.56 million
Exon3 chr4.S_178019462 AIC 0.19 2.1 <101 0.56 million
Exon3 chr4.S_178019441 CIT 0.17 8.6 <101 0.56 million
3UTR chr4.S_178019332 CIT 0.06 7.8 <101 0.56 million
3UTR chr4.S_178019319 CIT 0.30 4.8 <101 0.56 million
3UTR chr4.S_178019237 AIC 0.21 6.3 <102 0.56 million
3UTR chr4.S_178019236 AIC 0.20 1.0 102 0.56 million
3UTR chr4.S_178019234 A/C 0.04 2.1 <101 0.56 million
3UTR chr4.S_ 178019233 A/C 0.04 2.1 <101 0.56 million
3UTR chr4.S_178019232 AIG 0.10 5.9 x10-1 0.56 million
3UTR chr4.S_178019220 A/C 0.09 3.8 x10! 0.56 million
3UTR chr4.S_178019219 CIG 0.09 3.5 %101 0.56 million
3UTR chr4.S_ 178019218 AIG 0.11 6.3 <1071 0.56 million
3UTR chr4.S_ 178019216 GIT 0.14 4.7 <101 0.56 million
3UTR chr4.S_ 178019210 GIT 0.15 2.9 <102 0.56 million
3UTR chr4.S_ 178019121 CIG 0.14 5.2 <1071 0.56 million
3UTR chr4.S 178019103 CIT 0.26 4.2 %101 0.56 million

®The sites were named based on the physical position according to the B73 reference
genome Version 4; blue shading indicates markers that show polymorphism between K22

and CI7.

bThe underlined nucleotide in a bold font is the favorable allele for each SNP.

®Minor allele frequency



Table S4 Primers used in this study.

Type Primer name Forward Sequence (5' to 3") Reverse Sequence (5'to 3")
EMS mutant identification =~ TPS9-EMS GTCCAACTACCTGCTGGCTAA CCGCTCACGATGAACACTCT
AMP508-promoter TPS9-AMseq GCCTCATGGCAAGGGAAGAA GGGCTTGGGCCTCTAGTCTT
AMP508-283InDel TPS9-AMp283 ACTGATGCACCCAACCATCC ATATGCGTGTGCGTGTCTGA
TPS9-ClI7p TTCCAAACACCGACACCTCG GCAAGCTGGATATGCGTGTG
Prometer TPS9-K22p TTTTACACATGCCTTGCGGC GCAAGCTGGATATGCGTGTG
TPS9-G1 CCATGAACCCACCGTTAGCC GCGTAGTCGAAGGTGTGGAA
TPS9-EMS GTCCAACTACCTGCTGGCTAA CCGCTCACGATGAACACTCT
cene body TPS9-G2 GCCATCGTGCTCTCTGAGTT GCTCATGACTCACCTGGGG
TPS9-G3 GTGACAACGTCTCACCGACT GCAGCTAATCCTACGCCACA
gRT-PCR TPS9-gRT CTGAATCGTCTGTGCGAGGA GCGGTGTTCTTCCAGTCCAG
qRT-PCR Actin AATGCCCAGCAATGTATGT TTAGGTGGTCGGTGAGGT
ABCI-G1 CACCTTTGCCTTGCAGGTTC ACCTGCTGCTTTCACGCTAT
Resequencing ABCI-G2 CAAACGTCATCCGAATCCGC GAACCTGCAAGGCAAAGGTG
ABCI-G3 ATTGGGACTGCAAGGGATCG CTGTCCTCTGGCTCCATGTC




Type Primer name Forward Sequence (5' to 3") Reverse Sequence (5'to 3")
ABCI-G4 AGCGAGCGTTAGAATCTGGG TGCGGACCTACGTAGACAGA
PSKR1-P1 GCCACAAATGTCGAGCTGTC CCTGTTGGAGAGATCCAGCG
PSKR1-G1 TCCTTGGGAGTTTCTGCGAC AGGGTAAATGGGCCATGCAA
ACP-P1 CAAGGTCCAGCAGGGACAAT GACGACCGTCGATGGAATCA
ACP-P2 GCGAGTGACCACAACAGAGA CGGGCGCTTTGTTATTACGG
ACP-P3 GGCTTCCACTTGTGCTTTGG GGAAAGCTTGCTCTTTGCCC
ACP-G1 CCTTTGCCATTTTTGCGGGT ACCAACGGCAGGTACAAGAG
CPR-G1 AGGCGTCCCAAAACAAATGC ATCCTGGCAATCTCCTGTGC
CPR-P1 TCATCCCCGCTGGAATCTCA GATGTCCTGCTGCTCCCATC
Resequencing

GTL-P1 TCGGATTCAAGCCAGCAACT TCCCGGAGAATCTGATGGGT
GTL-G1 ACCCAACTAAAACCACAGGGA GTGTCCAGGTGGGACTAATGT

Transient expression assays

TPS9-LUC (K22 and CI7)

TPS9-LUC-1 (K22-283p)

ACTCACTATAGGGCGAATTGGGTACCGTA

GCGTAAGCCACCGATGA

ACTCACTATAGGGCGAATTGGGTACCGTA

GCGTAAGCCACCGATGA

GAACTAGTGGATCCCCCGGGCTGCAGCG

CCTCCTCGTCCTCCTC

GCTTGGGCCTCTAGTCTTATCCACAACG

TTCGCCCGCG




Type

Primer name

Forward Sequence (5' to 3")

Reverse Sequence (5'to 3")

TPS9-LUC-2 (K22:28%p)

TPS9-LUC-1 (CI7+283bp)

TPS9-LUC-2-indel

(C|7+283bp)

TPS9-LUC-3 (CI7+283)

CGCGGGCGAACGTTGTGGATAAGACTAG

AGGCCCAAGC

ACTCACTATAGGGCGAATTGGGTACCGTA

GCGTAAGCCACCGATGA

CCGCGGGCGAACGATGTGGATAAGGGCA

TGTACAGTGGG

GTATCTAGGTTGTACATGCCCTAAGACTA

GAGGCCCAAGC

GAACTAGTGGATCCCCCGGGCTGCAGCG

CCTCCTCGTCCTCCTC

CCCACTGTACATGCCCTTATCCACATCG

TTCGCCCGCGG

GCTTGGGCCTCTAGTCTTAGGGCATGTA

CAACCTAGATAC

GAACTAGTGGATCCCCCGGGCTGCAGCG

CCTCCTCGTCCTCCTC




