Supplemental Figure 1.

IRRI IR64Azu DH QTL 2003

CMap View of QTLs on IR64Azucena
mapping population Chr 9, showing
highlighted QTL CQAX26, flanked by
markers RZ206, RZ422.
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B & Oryza sativa SSR "RM566"

I T f t D 24985957
chr. 9
[ I Name RM566
Synonyms (0) None.
Type SSR
Features¥ Comparative ¥ DASY Repeats¥ Optons¥ Export¥ Image ¥ HelpY Species Oryza sativa (Rice) [ GR_tax:013681 ]
Jump to region 9 - 11807446 - 15547564 @ Germplasm Unknown
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- Marker Created: 2008-02-25
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R79 RM24 142 RNM2413RM24178RM24 16RM242 TRM24227RM24233RM3D1 TRM24 2640024274 RM3ES2 RM24334 Marker Updated: 2008-02-25 13:36:02
RZ206 RM24147 RM24165RM24190RM24210 RM2422ZE005S RM24246RM24260RN24272 RM24308 RM243 Internal Marker T
RZ206  RM24149RM24165RM24191RM24211  RN24224RM24231RN24246RM24265 RCI9 RMTOZRN24323 R Accessi
Marker Version: 1
R1016 RM24151 RM24169 RM24195 RM3917  RM2422B1824  RM24249  R1731RN ! Repeat Motif (AG)15
RM24138RM24152 RM24170RM24196 RM24216 RM2422651824  RM24250  R1751 RMEBIORM24310  S1974
RM24139RM24154 RM24171 RM24167  S1670S | S4677S | RM24254R1731 RM2428RM24315 S1974 Anneal Temperature | 55
RIM24140 RM2415ERNI24173 RM24158 RM24228RM24235|  RM2425R1731 RM24291 RM2432 RM24338 Expected PCR Product | ;4
RM24141  C397 RM24175  RMBDS1 S4677S RM24257 RM24269RM2 Size
RM24143 C37 RM24176 RMeU51 S46T7S RM2425BRM24270) RM243 Sequence Source
RCY  C37 | RM24179RM24201 S46T7S RM24259RM2427IRMETTIRM24326 E2088) Remarks
RCB  RM24161RM24182RM24204 RM2423|  RM24263 | RM2426RM2431  S2778
e RM24144 RM24180RMB4TS RM24237 RITS1 RM24202 RM24322 G385 Database Cross-References (1)
RM24145 RM24 18 RMB475 RM2423 RITS51 RM24293 RM24327 G35
RM24183 RG24 RM24239 RIS RM24294 RM24328 El Sequences (1)
RM24185  RM24212 RM24240 RM3657 RM24286  RM24329 Repeat motif: (AG)15 highlighted on FASTA sequence in red (if found).
RM24187 RM24241 RM&E57 RM2429% Primer sequence: ACCCAACTACGATCAGCTCG highlighted in green (if found).
RM24188 RM24242 RMEE4RM

Primer sequence: CTCCAGGAACACGCTCTTTC highlighted in green (if found).

fn R . Related Sequences (1
R# | AM24203 RM24243 RM409 RM >AQ915116 gryza sat(ivg Japonica Group GSS [795 bp]. Associated to 'RM566' via contained_in_sequence
RM24189 RM24244 RN409 RM242%8 TTGTTGACCTCGTAATGATCTCGGCGARTTCTITATTGGTGCCATTTGTGCCTCATGTTGATTATGT TGTGGARTATGGT
RM24245 RM24302 GGCGCGTACATTCTCACCTACCTARAACCCAACTACGATCAGCTCGAGAGCAACAGAGAGAGAGAGAGAGAGAGAGAGAG
RM556 AGAGGAGGAATTGGCCTAGATTTTCTGTTGGACCCAGTTGTTGTTGGCTCGATCAGGTCGACAATACAGTATCAGATTTG
RS GGTGETGAGATCAGGGTTTTCAAGCATCARAAAAGTTCTGCAAAGGAACACACGGAAGCACCGCAGCTGTGGTTIGICGAG
RM24512 ACACGGARAGAGCGTGTTCCTGGAGAAGATGCTAGATGGCAGAGCTAACATCTGAACACAATCATCGTTTCGCTTATACA
RM24b13 GATTATTATGGCCGTATACGTACGAAACTTCTARTGGGCGATCGATCGCCCGACCCATCGAGTAGCGATCAGATCCCCTC
CCTCCCTCCACCTAGTTTCCTTTICTGGCACCGCATTACTITTCTATTGTAGTARATTTATGCACCTAARATTTATACAT
Ri24314 CTCAAGTTTACACATCTARAGTTTAGAGACCCARAGTTTATAAGTCAAAAGTTTATATATCCGATTCARATTTGAATTTG
1200 Mb 12.50 Mb 1300 Mb 1350 Mb 14,00 Mb 14,50 Mb 15,00 Mb AATTCARATATTGTCTATATATARGATTTTTATGCATCTAAAAGTTATACACCTARAGTTTATAGACCTARAGTTTATAG
Langth - 27 Mb Reverssstand GGCARAAGTTACATACCAGATTCARATTGAATTTGAATATATCTGATAARATTGGATTTGAATTCAATATTTTTT

There are currently 18 tracks switched off, use the menus above the image to turn them on.

[ BLAST This Sequence ]

A: P14 131: 153 SSR and 15 RFLP markers within 11.8 — 15.5 genomic region.
B: P15 14: Marker detailed info provided by Gramene, using RM566 as an example.
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Jump to region 9
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Length .t 350.44 Kb Reversesfrand  —1
O Il Novel Gene, has Ortholog I Known Gene, has Ortholog
9 -Known Gene -Nwel Gene
There are currently 17 tracks switched off, use the menus above the image to turn them on.
D New || @ Count || [ Results Gramene Gene ID | Chromosome Name | Gene Start (bp) | Gene End (bp) | Strand
LOC Os09g24810 9 14792755 14793393 1
LOC_ Os09g24880 9 143859622 14860185 1
t':-:’I LOC_ Os039g25100 9 15026139 150276838 1
LOC_ Os09g243890 9 14863763 14864002 1
m LOC Os09g25060 9 14974931 14976712 -1
LOC Os09g24850 9 14832051 14838356 1
LOC_ Os09g24720 9 14728630 14730118 -1
LOC_ Os09g24770 9 14753593 147589038 -1
LOC_ Os09g25130 9 15059396 15060349 1
LOC Os09g24740 9 14737436 14742086 1
LOC_ Os09g243900 9 14866361 14869926 1
LOC_ Os09g24970 9 14916135 14917910 1
LOC_ Os09g24749 9 14744411 14744847 1
LOC_ Os09g25070 9 14991802 14993887 -1

P15, 110-12, 122-23: 41 Gene models within 14.7 — 15.1 Mb Genomic region:
C: Genome Browser detail viewer; D: Gene model retrieved by Mart.
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There are currently 43 tracks switched off, use the menus above the image to turn them on.
Enszmbl Oryza sativa japonica version 50.27 () Chromosome 9 14,743,074 - 14 843,073

E: Gene models and T-DNA display within 14.7 -14.8 (0.1) Mb genomic region.
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F a) Loc_oso9g24810
URL: http://www.gramene.org/Oryza_sativa_japonica/geneview?gene=LOC_0s09g24810
[ Ensembl Gene Report for LOC_0s09g24810

Gene NP_001063168.1 (RefSeq_peptide)

Gene References TIGR Locus:  LOC_0s09g24810 mini zinc finger 3, putative ...more
IRGSP Gene: 0s09g0414500

(=] Orthologue Prediction The following gene(s) have been identified as putative orthologues:

Species
Arabidopsis
thaliana

1to-many  AT1G74660-TAIR-G (Novel Ensembl prediction) [MuttiContigView] [Align]
MIF1 (MINI ZINC FINGER 1); DNA binding / transcription factor; Constitutive overexpression of MIF1 caused dramatic developmental defects, seedlings were non-responsive to gibberellin (GA) for cell
elongation, hypersensitive to the GA synthesis inhibitor paclobutrazol (PAC) and abscisic acid (ABA), and hyposensitive to auxin, brassinosteroid and cytokinin, but normally responsive to ethylene.
[Target %id: 42; Query %id: 38]

b) LOC_0s09g25150
URL: http://pathway.gramene.org/RICE/NEW-IMAGE ?type=GENE&object=LOC_0S09G25150.1

oCye "
é‘é@J 0. sativa japonica Gene: LOC_0s09g25150.1

ID: LOC_OS09G25150.1

Chromosome: Chromosome 9
Map Position: 15.075.603 <- 15.078.106 (nucleotides) 65.51 (centisomes)

Sequence Length: 2504 bp / 2501/3 AAsS

Products: dihydroflavonol-4-reductase. putative, expressed

Reactions Catalyzed by Enzymes:
a 3B-hydroxy-82-steroid + NADS = a 3-oxo-82-steroid =+ NADH + HZ |
campest-4-en-3B-ol = campest-4-en-3-one

Pathways Involving Enzymes: brassinosteroid biosynthesis |1l

Gene-Reaction Schematic: EI

|1 1.1.145 }
JIEEFIS
F: Annotation or pathway evidence of two identified candidate genes.

P OC_os099=25150.1




