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*3AS-3 0.71

Bin Assignment

3AS54-0.45-1.00

3AS53*%-0.71-1.00

CSUDMBE426356-4
UCD001BE405200-7
UCD001BE40656T-3

Z.0e-36
1.5
1.0e-14

Oryza sativa genomic DHA, chromosome 1, PAC clone:POD:
Homo sapiens chromosome 5 clone CTB-70H11, complete
Arabidopsis thaliana ubiquitin carrier protein (UBC1) mRHE

g 0e-75 (APOD2092) EST AUDA05E7(CI0149) corresponds to a region
4.1 testis expressed sequence 14 [Homo sapiens]
2.0e-23 (AF262934) ubiquitin conjugating protein [Avicennia marina

B

CHLOD1BE406567-3

CHLO23BE405260-3
CHLO23BG274134-2,3
CHLO31BF203138-5
C5U001BE406607-2
CSUD46BE444280-3
K3U00M1BE396929-1
KSU001BE406607-2
KSU001BE442648-8
KSUDDMBE444576-3
KSUD02BE405200-5
KSUDD2EBE406567-4

1.0e-14

a
204
G.0e-13
2. 0e-ds
6. Je-dtiy

1.1

2. Je-45
Ze-15
056
1.5
1.0e-14

- The Structure and Function of the Expressed Portion of the Wheat Genomes

Deletion Map of Triticum aestivum cv. Chinese Spring (Chromosome 3A)*

*Contained here are Candidate Loci
assigned to deletion bins based on
hybridization data from the mapping
laboratories as of January 2, 2002;
assignments require verification
from curators for each chromosome.

3AS54-0.45-1.00

Arabidop=is thaliana ubiquitin carrier protein (UBC1) mRH{

Hordeum vulgare glutamine-dependent asparagine synitha
Hicotiana tabacum sucrose-6-phosphate synthase (SPS)
Musa acuminata metallothionein-like protein (MWMT2B) Im
Oryza sativa mRHA for gigantea homologue, partial

Oryza sativa genomic DHA, chromosome 1, PAC clone:P04
Acronicta sp.1 dopa decarboxylase (DDC) gene, partial cds
Oryza sativa mRHA for gigantea homologue, partial

Oryza sativa genomic DHA, chromosome 1, PAC clone:PD6I
Arabidop=is thaliana chromosome 1 BAC F5l6 genomic se
Homo zapiens chromo=some 5 clone CTB-70H11, complete
Arabidop=is thaliana ubiquitin carrier protein (UBC1) mRH{

2 0e-23 (AF262934) ubiquitin conjugating protein [Avicennia marina

UCO0MMBE443404-3,4 Q.02 Oryza sativa genomic DHA, chromosome 1, PAC clone:P04 6024 | (APD02913) containg ESTs AUNI21H(RI625), ALME2501(RI62% - : .
UCDODMBE444576-3 0.056 Arabidopsis thaliana chromosome 1 BAC F516 genomic se 3.0s-24 (AB007650) 3-isopropylmalate dehydrogenase [Arabidopsi CHLOD1BE426356-4,5 Z2.Ue-36 Oryza sativa genomic DHA, chromosome 1, PAC clone:P00. & 0275 (APD02092) EST AUD90587(C30149) corresponds to a region
UMH013BE443955-3 1.0¢-13 Arabidopsis thaliana DNA chromosome 4, contig fragment 4.0¢-72 hypothetical protein T22F8.20 - Arabidopsis thaliana thalian CHL014BE446610-4,6,8  5.0e-62 Glycine max small GTP-binding protein (sra2) mRHA, comg 3.0¢-71 (£73932) RAB1C [Lotus japonicus] :
UHL002BE499177-2 0.095 Homo sapiens clone BAC 9H13 chromosome 8 map 8q21, ¢ 7.0¢-76 (AF202179) disease resistance protein BS2 [Capsicum cha CHLO14BE490440-1 5.0e-61 Oryza sativa genomic DHA, chromosome 1, PAC clone:P04. 1.0e-33 (APO01§00) EST AU0§231HE2376) corresponds to a region ¢
CHLOM4BES91226-1,2,4 | 30020 Hordeum vulgare mRHA for expressed sequence tag 1.0e-45 {(AFI21858) putative cytochrome P450 [Lolium rigidum]

e-127 (AF307145) glutamine-dependent asparagine synthetase 1
7025 SUCROSE-PHOSPHATE SYHTHASE (UDP-GLUCOSE-FRUCTOSE
3.0e-05 METALLOTHIOHEIN-LIKE PROTEIH 2 {(MT-2)
1.0e-45 (APOD3047) gigantea-like protein [Oryza sativa]
1.0e-55 (APOD2E18) putative C-8,7 sterol isomerase [Oryza sativa)
£ .0e-05 (ACDK24128) putative protein kinase, 3* partial [Arabidopsis
1.0e-45 (APOD3047) gigantea-like protein [Oryza sativa]
7.0e-45 (APO03047) hypothetical protein [Oryza satival
d.0e-24 (ABODTG50) J-izopropyimalate dehydrogenase [Arabidopsi

4.1 testis expregsed sequence 14 [Homo sapieng]
2 0e-23 (AF262934) ubiquitin conjugating protein [Avicennia marina

> KSU0D2BE425222-1,4,6 1.0e-04 Oryza =ativa rbbi3-1 gene for putative Bowman Birk trypsi £.02-63 Chain A, Human Mu=scle L-Lactate Dehydrogenase M Chain
KSU0D2BE426356-5 Z2.Ue-36 Oryza sativa genomic DHA, chromosome 1, PAC clone:P00. & 0275 (APD02092) EST AUD90587(C30149) corresponds to a region
KSU012BE407052-8 .00 Arabidopsis thaliana chromosome Il section 243 of 255 of 1 7.0s-47 (APD00391) ESTs AUDSE036(520239),C72753(E2173), AUDSGD3
KSU012BE490440-1 S.0e-51 Oryza sativa genomic DHA, chromosome 1, PAC clone:P04: 1,055 (AP001800) EST AU0E231HE29TE6) corresponds to a region ¢
KSU024BE498137-3 2.0e-¢2 Poa secunda metallothionein-like protein type 2 mRHA, co 2.009 (AF246982) metallothionein-like protein type 2 [Poa secunc
KSUD2¥BE495182-1 4.0e-13 Arabidopsis thaliana AT3g58630 (AT3g58680 T20H10_30) m 5.0e-50 {(AC006931) unknown protein [Arabidopsis thaliana]
KSUD2TBF292892-3 O Oryza sativa DHA for phospholipase D, complete cds e-120 PHOSPHOLIPASE D PRECURSOR (PLD) (CHOLIME PHOSPHATA
KSU035BE406998-1,3,4,7 70235 ric1=rag-related GTP binding protein pogsesging GTPage: 3.0s-43 (AP002524) putative GTP-binding protein [Oryza sativa]
KSU035BES17736-1 3.Ue-07 Tobacco mRHA for BHA helicase like protein DB10 Z2.U0e-15 DRH1 DEAD box protein-like - Arabidop=sis thaliana
HDS001BE443995-3,4 1.6 Homo sapiens 12 BAC RP11-547C5 (Roswell Park Cancer In £.02-77 (ACO7T9281) unknown protein [Arabidopsis thaliana]
HDS018BE404568-4 4£.0e-71 Oryza sativa genomic DHA, chromosome 1, PAC clone:P04 2,055 (APD02524) putative 0-deacetylbaccatin lI-10-0-acefyl trans
TTUN25BE490440-1 5.0e-81 Oryza sativa genomic DHA, chromosome 1, PAC clone:P04 1055 (APD01&00) EST AUDE231HEX976) corresponds to a region ¢
3AS -4 0 45 UCD017BE488609-1 4.0e-19 Porteresia coarctata metallothionein mRHA, complete cds 9.0¢-17 metallothionein-like protein - rice
= UCDOITBE443276-1 O ricl=ras-related GTP binding protein possessing GTPase : 9.0e-57 RAS-RELATED PROTEIN RICA activity=ric1 [Oryza sativa=rice,
UCWODMBE425222-6 1.0e-04 Oryza =ativa rbbi3-1 gene for putative Bowman Birk trypsinl £.02-63 Chain A, Human Muscle L-Lactate Dehydrogenase M Chain
UCWO20BF293537-3 1.0e-09 Arabidopsis thaliana signal peptidase mRHA, complete cd: 2 0249 (APD02526) Similar to Arabidopsis thaliana signal peptidas:
UMHOMIBE442933-7 3.0e-17 Orobanche ramosa HADPH-dependent mannose 6-phosph 40265 (AC0H06841) putative HADPH dependent mannose 6-phosph
UHLO0D2BE444148-2 2.7 Human DHA sequence from clone RP5-1027011 on chromo  1.0e-20 (AC0T9128) Putative bacterial blight resistance protein Xal
3As 2 -0 n 2 3 -0 n 45 UHLOD2BE492524-2 Z.Ue-41 Zea mays eukaryotic translation initiation factor 3 large su 2. 0s-49 (APD02487) putative eukaryotic translation initiation factor :
UHLOIGBES17719-1,2 2.07 Homo sapiens mRHA'; cDHA DKFZpd34G1812 {from clone Dl 1.0e-09 (AC022455) hydrophilic protein, putative'; 29542-30030 [Aral
KSU012BE442634-3 @ Triticum aestivum calmodulin TaCakb1-2 mRHA, complete | 2.0s-52 (A J005033) CaM-1 [Hicotiana plumbaginifolia] UHL036BE590609-2 @ Triticum durum mRHA for lipid transfer protein (p7.1 gen 4.0e-3¢ (AJ?97768) lipid transfer protein [Triticum turgidum subsp
RSUD35BE497 469-2,7 2.0e-37 Oryza sativa mBHA for HLS receptor, complete cds 3.0e-53 (ABOD4660) HLS receptor [Oryza sativa] region of the predi UHLO36BF474158-3 2.4 Homo sapiens chromosome 16 clone RP11-112G1, comple 1.0¢-73 e-myc binding protein [Homo sapiens]
3 As 2 -0 - 2 3 -0 - 45 UCWOIIBE45131-2 3.0e-37 |Musa acuminata mRHA for unknown ripening-related prot 1.0s-77 |(AB023034) ATP citrate lyase [Arabidopsis thaliana] UHLDA4BF 4844752 7.02-23 Oryza sativa genomic DHA, chromosome 1, PAC clone:P0dl 1 0s—26 (AC073405) rice EST BEO41002 corresponds to a region of tl
UHLO044BG263366-1,2 5 0e-08 Hordeum vulgare glucan endo-1,3-beta-glucosidase isoen 4.02-77 GLUCAN ENDO-1,3-BETA-GLUCOSIDASE, ACIDIC ISOFORM PR
UHLO048BE591013-2 2 Ue-36 Oryza sativa genomic DHA, chromosome 1, PAC clone:P04. =103 (APDD2540) putative CER3 [Oryza sativa]
UHLO048BE591304-3 &.Ue-44 Oryza sativa genomic DHA, chromosome 1, PAC clone:P03 502712 (ABD20746) gene_id:MOB24.15-ref|HP_013352.1~similar to u
c -3As 4-0 - 45 UHLO043EF428780-3 4.0e-27 Z.mays mRHA for alpha-tubulin 3 1.0e-10 TUBULIH ALPHA CHAIH
UHLO053BG275060-3 4.0e-03 Arabidopsis thaliana AIM1 protein (A4IM1) gene, complete « 2.0¢-57 AIM1 protein - Arabidopsis thaliana
KSUD01BE443960-3 1.0e-07 Oryza sativa genomic DHA, chromosome 1, BAC clone:05J {.02-50 (AP003210) contains ESTs AUD30536{E51 208), AUDI0535(E512
3AS-2 0.23 »
|
i I ——
A oy C-3A52-0.23
—l c-3A52-0.23 .
CSUND1BE426356-6 Z2.0e-36 Oryza sativa genomic DHA, chromosome 1, PAC clone:P0D ¢ 0=-75 (APD02092) EST AUDG0587(C30149) corresponds to a region
KSU035BE404580-1 4.0e-16 Arabidop=sis thaliana ubiquitin-specific protease 7 (UBPT) ¢ ©.0e-73 (AF302661) ubiguitin-specific protease 7 [Arabidop=sis thali
UCDO29BE494776-1 3 Oryza sativa HADP-specific isocitrate dehydrogenase mRH #1039 (AF155333) HADP-specific isocitrate dehydrogenase [Oryza
C C-C3A
=%
-
How to Interpret This Image:
Bin ldentity
. c'3AL3 '0 -42 Locus ID evaive Best nucleic acid match (NCBI non-redundant database) e-vaive Best peptide match (NCBI non-redundant database)
| ] - [ I | d .Il _ - - -
CHLOZ1BE5SDD460-5 - 125 | Oryza sativa mRHA for fructose-1,6-bisphosphatase (cytos 70253 (AF213845) fructose-1,6-bisphosphatase [Porteresia coarc . . . .
1] 13 - KSUODM1BE442571-2 1.5 Mesorhizobium loti, complete genome 2.0e-11 (AB017063) gb|AAD2I063.1~gene_id:K3KT.3~similar to unkn ﬁasrﬂplﬁd: D[:iﬁs IL[:;EDIEE,[g:]'I%I?EE-;:{Dﬁd 90-4.6 l&ﬂsgpn:ﬂgﬁ :I{aé] uégtr?;ﬂap E:E;ﬁri ‘:ﬁl U;_I?:;l:gitm I.tha ca MY
KSUD19BE404709-1 4.0e-06 Arabidopsis thaliana chromosome Il section 112 of 255 of 1 £.0-36 hypothetical protein F27F23.18 - Arabidopsis thaliana 012 - -Mapi?nggLahnratnerF'Iate | dentity csu : Maora Lépitar‘l Cll‘uluradn State Univ}felrsitj,-' Fll:lrt Collins
a KSUD19BEGD6250-2,5 e-103 Oryza sativa genomic DHA, chromosome 1, PAC clone:P04 =102 (APD02E44) contains ESTs AUDGI3Z2(CE0381), AUOTO001(E31E . ) . Lo . . L
:::I i 'I KSU0ISBE403T21-7 4.0e-53 0Oryza sativa beta-glucosidase mRHA, nuclear gene encodi 20277 beta-glucosidase BGQ60 precursor - barley BEdqﬁdﬁﬂ - NCH _Genbank ACEE_SS_IE!H Mumber KU ) Bikram =. Gill, Kgnsas State Unwersny, Man_hattgn
— KSUO35BES17931-3 0.4 Halobacterium sp. HRC-1 section 106 of 170 of the complet 5.0e-23 (AF084201) similar to chloroplast 505 ribosomnal protein L3 4.6 : Mumber designation of hybridizing band(s) NDS: Shahryar F. Kianian, Morth Dakota State University, Fargo
P v 1 — KSU038BE444681-2 2.0e-61 Oryza sativa GTP-binding protein mRHA, complete cds 1.0e-56 RAS-RELATED PROTEIN RAB2BY TTU : Henry T. Mguyen, Texas Tech University, Lubbock
T KSUO038BE445496-2,4 0.39 Homo sapiens KIAA1072 protein (KIAA1072), mRHA 1.02-75 (AC010926) protein phosphatase 2C (AtP2C-HA): 19519176 UCD :.Jan Dvorak, University of California, Davis .
J_ m— - KSUO038BE4I6731-1,3 4.0e-50 Oryza sativa genomic DHA, chromosome 1, PAC clone:P04 5.0s 75 (AP002844) putative H+-transporting ATPase [Oryza sativa] UCW : Jorge Dubcovsky, University of Califomia, Davis
ol i HOS001BE444252-3 4.0e-25 Pisum sativurn mRHA for F1 ATPase, complete cds 1.0e-10 H+-transporting ATP synthase (EC 3.6.1.34) beta chain, mitt UMC : J. Perry Gustafson, U hiv ersity of Mlgsnurl. Colu mhla N
c -3 AL 3 -0 - 42 HDS034BE403201-1 # Haulgare (Gerbely mRHA for adenosine triphosphatase | 3.0¢-55 (U§4268) YLP [Hordeum vulgare] UMN : James A Anderson, University of Minnesota, Twin Cities
UCDO29BES00510-2 2.(¢-3% | Arabidopsis thaliana Col-0 casein kinase I-like protein mRl 7.0¢-72 probable kasein kinase (EC 2.7.1.-) - Arabidopsis thaliana tl UHL : Kulvinder 3. Gill, University of Nebraska, Lincoln
UCDO3ITBE442595-3,6 4.0e-23 Oryza sativa genomic DHA, chromosome 1, PAC clone:POT 2015 PROTEIN KINASE AFC2
UHLOO2BES00083-2,4 2.059 Homo sapiens, CO63 antigen {melanoma 1 antigen), clone | 3.0e-55 {AC079829) hypothetical protein [Arabidopsis thaliana]
UHLO3GBES90775-2 9.0e-33% Arabidopsis thaliana AT3g28710 (AT3g28710WMZH14_20) ml 7 0s-2¢ PROBABLE YACUOLAR ATP SYHTHASE SUBUHIT D 1 (V-ATPA
UHLO3GEF200700-4 e-121 Rice mRHA for succimyl-CoA sythetase (475 gene), partial : 7 0e-46 SUCCINYL-COA LIGASE [GDP-FORMING] ALPHA-CHAIN, MITC
3AL3-0.42-0.78
CHLOM14BE323756-4 2.0e-77 Oryza =ativa subsp. jJaponica BAC nbxb0015.J03, chromosol 2. 0s-27 (AJO0M1161) rp528 [Hordeum vulgare]
CSUDOMBE443747-1 1.5 Sorghum bicolor ADP-glucose pyrophosphorylase subuni 50225 (ABD25632) dihydroflavonol 4-reductaze-like [Arabidopsis
CSUD4GBEA42943-1 .47 Dro=ophila melanogaster, chromosome 2R, region 49E-491 2 0e-54 (AC016661) unknown protein [Arabidopsi= thaliana]
CSUDAGBE445343-3 5.0e-71 Oryza sativa genomic DHA, chromosome 1, PAC clone:P04 7 0e-27 (RCO0T07 ) unknown protein [Arabidopsis thaliana]
CSU05TBE490678-2,4 2 Triticumn aestivum mRNA for wpk4 protein Kinase, comple 3.02-35 (AB011670) wpkd protein Kinase [Triticum aestivum]
CSUM0MBE4907 441 0.024 Arabidopsis thaliana ATCOPMEK mRHA for 4-{cytidine 5"-ph {.0e-29 |(AF258339) 4-diphosphocytidyl-2C-methyl-D-erythritol kina:
RSUM1BE4OE602-3 2016 Zea mays MS ribosomal protein 524 mBHA, complete cds 30272 (AF298769) 405 ribosomal protein 524 [Zea mays]
KSU0D01BE443995-2 1.6 Homo =apiens 12 BAC RP11-547C5 (Roswell Park Cancer In 4 071 (ACDT9281) unknown protein [Arabidopsis thaliana]
KSUMD1BE444252-3 4 .0e-28 Pisum sativum mRHA for F1 ATPase, complete cds 1.0e-10 H+-transporting ATP synthase (EC 3.6.1.34) beta chain, mitc
3 A L 3 0 4 2 KSU012BE404365-2,10 -170 Zea mays golgi associated protein se-wapd mRHA, comp  ¢-103 (AF294725) reversibly glycosylated polypeptide [Oryza sati
- - KSU0M2BE40658T-1 4. Je-06 Arabidopsis thaliana chromosome ¥ map near 60.5 cM, co 5. 0=-4¢ (AF049930) PGPD14 [Petunia x hybrida]
KSUMZBE442674-3 o | Oryza =ativa 0= SBP mRHA for putative selenium bindingp  &-703 | (AB059401) putative selenium binding protein [Oryza sative
RSU012BE490613-2 39.0e-05 Homo sapiens PAC clone RP3-430H3 from 22q12.1-gter, con 2. 002 (ACD22354) unknown protein [Arabidopsis thaliana]
RSU0M2BE490651-1 J.0e-04 Arabidopsis thaliana genomic DHA, chromosome 5, P1 clol 2. 0230 (ABD26651) dbj|BAAS1806.1~gene_id:MAD19.4~similar to un
KSUOM9BE445011-3 0.005 Zea mays indeterminate spikelet 1 (ids1) mRHA, complete 2 0e-2& indeterminate spikelet 1 - maize
KSUMMYBEG36993-1 3.0e-¢7 Catharanthus roseus ubiguitin-conjugating enzyme E2 (UB {.02-75 (AC051629) Putative ubiquitin-conjugating enzyme E2 [Arak 3AL 5 -0 - 7 8 - 1 - 0 0
KSUO24BE499348-3 3.0e-17 Oryza meyeriana serinethreonine protein kinase {R1) ger 1.02-37 (AP000M0) receptor protein kinase-like protein [Arabidop:
KSUD27TBE495226-1 (.2 Homo sapiens ALPP, ALPPL2, ALPI, XCE, CHRHD, and CHRHG genes, complete sequence CHLOD1BE406551-3 (.55 | Rhizobium sp. HGR234 plasmid pHGR234a, section § of 46 0 2. 0=-34 (ABDM9232) gb|AAC28507.1~gene_id:MIL23.25-strong simil:
KSUO27BF185179-2 O Triticumn aestivum WC1 mRHA for cysteine proteinase inhi 2 0c-64 (AB038392) cysteine proteinase inhibitor [Triticum aestivw CHLO14BE444864-3,4 4.02-07 Arabidopsis thaliana genomic DHA, chromosome 5, P1 clol 7.0e-73 (AB023042) phosphatidyigerine decarboxylase [Arabidopsi
KSUOIDBEAD4799-3 6.0e-09 Arabidopsis thaliana RHA polymerase L, 1 and Il 24.3 kDa = 3.0e-33 (AF019248) RHA polymerase |, Il and 1l 24.3 kDa subunit [Ar: KSUOD1BE444473-6 0.27¢ Drogophila melanogaster genomic scaffold 1420000133860 2 0e-23 (AC0KS4763) hypothetical protein [Oryza sativa])
KSUD30BE499968-4 7 Triticumn aestivum alpha 1,4-glucan phosphorase mBHA, | &.0e-32 (AF326977) alpha 1,4-glucan phosphorylase H isozyme [Ory KSUDD2BE405234-6 2.0e-67 Oryza sativa COX6b2 mRHA for cytochrome ¢ oxidase subt 20235 (AB047923) cytochrome ¢ oxidase subunit 6b [Oryza sativa’
KSUOI5SBE496857T-2 1.0e-50 Z.mays mRHA for CAAT-box DHA binding protein subunit E 2.0e-56 (X59714) CAAT-box DHA binding protein subunit B {HF-YB) KSU012BE442818-1,6 4.0e-1( Arabidopsis thaliana genomic DHA, chromosome 3, P1 clol 4.0e-77 (AP000604) contains similarity to unknown protein~gb|AAF
T IINEIENEREEEES KSUD35BE497323-1 1.0e-05 Mug musculus 13 days embryo liver cONA, RIKEN full-lengt 1. 02-05 DHA-DIRECTED RHA POLYMERASE Il §.2 KDA POLYPEPTIDE (R KSU012BE442875-2 &.0e-12 Arabidopeig thaliana genomic DHA, chromosome 5, P1 clol 7.0e-66 (AB0M19227) gb|AAFD1562.1~-gene_id:MBM17.7~strong simila
- | iiRNiANiNNERNRD KSUOISBE443191-10 e 115 Triticum aestivum 70 kDa heat shock protein (TaHSP70d) n 2. 0e-62  dnaK-type molecular chaperone hsp?0 - rice (fragment} KSU012BE443397-2.6 3.0e-05 Mesembryanthemum crystallinum cinnamyl-aleohol dehyn 2.02-77 (AC010926) putative cinnamyl-alcohol dehydrogenase'; 496
| KSU03EBE443568-3.5 4. Je-04 | Arabidopsis thaliana chromosome 1 BAC F101T genomic ¢ 2 034 glycerophosphodiester phosphodiesteraze-like protein - KSUD19BE442624-2,7 1.5 Caenorhabditiz elegans cosmid F5407, complete sequenc 5. 0e-40 (ABD3I6TI5) alhd alcohol dehydrogenase [Hicotiana tabacurr
| 3AL 3 _0 42 _0 7 8 KSUO3SBE443770-3 5.0e-56 Sorghum bicolor cinnamic acid 4-hydroxdase (C4H) mRHA 2. 0s-34 (U29243) tran=s-cinnamic acid hydroxylase [Pisum sativum] KSUDM9BE494330-3 3.0e-75 | 0.gativa mRMA for SMT3 protein 1.02-34 UBIQUITIH-LIKE PROTEIN SMT3
x ::I 1 ﬁll . - KSU03EBE445803-4 £.0e-40 Oryza gativa mRNA for HADH dependent Ghutamate Syntha: 2. 0s-25 (AB003845) HADH dependent Glutamate Synthase [Oryza ¢ KSUDM19BE494450-6 7.fle-47 Avena maroccana clone Ma? ribulose-1,5-bisphosphate ca 3015 (AB042063) ribuloge-1,5-bisphosphate carboxylasevoxyger
1 HDS021BF473016-4 0 Oryza sativa mRNA for aspartate aminotransferase, compl =123 ASPARTATE AMINOTRANSFERASE, CYTOPLASMIC (TRANSAI KSU0D19BEGDG698-5 - 179 Oryza gativa GTP-binding protein mRHA, complete cds 3.0e-72 (AF327517) GTP-binding protein [Oryza =ativa]
:lh ool mm—— HDS034BE499968-1,5 ¢ Triticumn aestivum alpha 1.4-glucan phosphornydase mRHA, 6. 0e-52 (AF326977) alpha 1,4-glucan phosphorylase H isozyme [Ory KSU024BE499049-6 {0 Zea mays strain W6dA x A182E putative cyto=solic 6-phosph =176 phogphogluconate dehydrogenase (decarboxylating) (EC 1
[N LLLLE TTUD25BE490613-2 9. 0e-05 Homo sapiens PAC clone RP3-430H8 from 22q12.1-qter, col 2. 0e-09 (AC022354) unknown protein [Arabidopsis thaliana] KSU024BE499186-8 e-136 Oryza sativa mRHA for asparagimy endopeptidase, comple 4070 (AJ251454) putative legumain [Fea mays]
L_ — " TTUD25BE490651-1 3.0e-04 Arabidop=sis thaliana genomic DHA, chromosome 5, P1 clol 2.0s-30 (ABD26651) dbj|BAAI1506.1~gene_id:MGD19.4~=imilar to un KSU02TBF482769-3 @ Lolium perenne caffeic acid O0-methyltransferase (OMT3) 1 2.0e-57 (AF033538) caffeic acid O-methyttransferase'; LPOMT1 [Lol
Taka 1 TTUD25BE490658-1 =104 Eleusine indica alpha-tubulin 2 (TUAZ} mBHA, complete cds . 0e-65 | TUBULIN ALPHA-2 CHAIN (ALPHA-2 TUBULIN}) KSU030BE495145-3 0.004  Arabidopsis thaliana mBHA for putative beta-galactosidase 40255 (AC010704) putative beta-galactosidase, 3' partialy 3669-1 [i
TTUN4TBE445539-1 6.0e-06 Arabidopsis thaliana chromosome 1 BAC F22G10 genomic 8. 0s-69 (UT4610) ghyoxalase Il [Arabidopsis thaliana] KSUO30BE497740-2,3 1.0e-1& Arabidopsis thaliana mRMA for Dr1 1.0e-¢7 DRA-like protein - Arabidop=sis thaliana
UCDOD1BE405214-3 3.00-17 Arabidop=sis thaliana respiratory buret oxidase protein D (| £ 02-56 (AB0M15475) regpiratory burst oxidase protein [Arabidopsis KSU030BE499696-2,3 5.0e-65 Glycine max beta-ketoacyl-ACP synthetase 1-2 mRHA, com 3.0e-76 3-0X0ACYL-[ACYL-CARRIER-PROTEIN] SYNTHASE | PRECURE
UCDOD1BE444252-3 4. 0e-25 Pigum sativumn mRHA for F1 ATPase, complete cds 1.0e-10 H+-transporting ATP synthase (EC 3.6.1.34) beta chain, mitc KSU030BF485004-1 1.0e-15 Lycopersicon esculentum transaldolage (TAL) mRHA, com 40234 transaldolase-like protein - Arabidopsgis thaliana
UCDO3ITBE489274-1,3 .023 Homo sapiens, clone hRPH.2_A 1, complete sequence B.0e-53 fructokinase-like protein - Arabidopsis thaliana KSUD3ISBEA03428-5 1.4 Oryctolagus cuniculus heat shock protein 47F mBRNA, partia 1.0e-35 |(AC069300) putative dioxygenase [Oryza sativa]
UCDO3TBE499348-3 3.0e-17 Oryza meyeriana serinethreonine protein kinase (R1) ger {.0e-37 (AP00040) receptor protein kinase-like protein [Arabidop: KSU035BE404540-5 3.0e-29 Stuberosum (Desiree) cycl Il mRHNA. for cytochrome ¢ 2. Ue-43 (APO00381) ubiquinol-cytochrome ¢1 reductase cytochrom
UCDOITBESDD112-5 7 T.aestivum (Chinese spring} chi gene for endochitinase | 3.0¢-32 chitinase (EC 3.2.1.14} - wheat KSUD38BE444681-6 Z.0e-61 Oryza sativa GTP-binding protein mRHA, complete cds 1.0e-36 RAS-RELATED PROTEIN RAB2EY
UMCO01BE406360-2 0.253 Homo sapiens 12 BAC RP11-173C20 (Roswell Park Cancer | 2.9 \nidogen 2% nidogen 2 (osteonidogen) [Homo sapiens] KSU038BE445556-4,6 0.002 Oryza sativa genomic DHA, chromosome 1, PAC clone:P0T 5.0e-5¢ probable peptidyiprobd isomerase (EC 5.2.1.8) FKBP15-1 - £
UMCO01BE443995-2 1.¢ Homo sapiens 12 BAC RP11-547C5 (Roswell Park Cancer In £ 0e-71 [(AC0O79281) unknown protein [Arabidopsis thaliana] HDS013BE405221-2 5.0e-65 Oryza sativa chromosome 1 clone 05JHBad048101, complel 1.02-69 (AF00D657) unknown protein [Arabidopeis thaliana]
UMCOMSBEA06587 -1 4. 0e-0&  Arabidopsis thaliana chromosome ¥ map near 60.5 cM, co & 0=-48 (AF049930) PGPD14 [Petunia x hybrida] HO5043BF292596-3 1.3 Mesgorhizobium loti, complete genome 7.0e-12 comes from this gene. [Arabidopsis thaliana]
3A L -5 0 . 7 8 UMCOMSBE444252-3 4. 0e-25 Pisum sativumn mBRNA for F1 ATPase, complete cds 1.8e-10 H+transporting ATP synthase (EC 3.6.1.34) beta chain, mitc UCDOMBE4DGS51-1,5 (.85 Rhizobium sp. HGR234 plasmid pHGR234a, section § of 46 0 2.0c-34 (AB019232) gb|AAC28507.1~gene_id:MIL23.25~strong simil:
UMCO040BEGDG6EE1-1 1.0e-45 Fea mays nuclear-encoded mitochondrial FIF0 ATP synth: 2 0s-25 ATP SYHTHASE EPSILOH CHAIN, MITOCHONDRIAL mitochom UCDO01BE443798-2 .39 |Egcherichia coli 0157:HY EDL933 genome, contig 2 of 3, section 31 of 55
UMCO40BF474333-3 0.072 Chlamydomonas reinhardtii flagellar autotomy protein Fal 5.0e-13 (AF240462) plastid-specific ribosomal protein 2 precursor UCD028BE190596-4 {0 T.aestivum atp-2 mRHA for ATP synthase beta subunit 2.0e-36 H+-transporting ATP synthase (EC 3.6.1.34) beta chain, mitc
iiERiERinEnEEE UMCO55BF483799-4 3.0e-74 | Oryza sativa genomic DHA, chromosome 1, PAC clone:P06 1.0s-29 (APD02972) contains EST DM15166(C0193)~unknown protein | UCDO2EBF454536-2,10 1.1 Methylococcus capsulatus putative nonaheme c-cytochrol .43 (AF277399) cat eye syndrome critical region 6 [Mus muscu
UMHO13BE443288-3 1.8e-07 Arabidopsis thaliana ADL2 mBHA, complete cds 4, 0e-85 (AF012833) similar to dynamin-like protein encoded by Ger UCDOITBE497661-2 e-130 Oryza sativa ALDH1a mRHA for cytosolic aldehyde dehydra 1.0e-9¢ (AB03T421) cytosolic aldehyde dehydrogenase [Oryza satin
UHLDO2BEGDT045-2 =150 O.sativa mRHA for dihydroflavonol reductase £ 0e-88 DIHYDROFLAVOHOL-4-REDUCTASE (DFR) (DIHYDROKAEMPFEI UCDO3TBE499131-13 &.0e-73 | O.sativa RAc2 gene for actin 2.0e-55 ACTINA
UHLO3GBF200697-1 0.537 Caenorhabditis elegans cosmid F49E12, complete sequen| 5013 (ACO05311) hypothetical protein [Arabidopsis thaliana] UCWiDi1BE3I98631-3 3.3 Oryza sativa chromsome 9 clone PACOGE3HOS, complete s 1.9 |BETA-2 ADREHERGIC RECEPTOR
UCWOOD1BE443798-2 .39 Escherichia coli 157:H7 EDLY933 genome, contig 2 of 3, section 31 of 5%
UCWO16BEG 377891 2070 O.zativa mEHA for cytochrome b5 1.0e-65 CYTOCHROME B5
3 AL 5 _0 7 3 - 1 0 0 < UCWO20BE4948542 2 015 Oryza =ativa subsp. indica putative dnal-like protein, putal 1.0s—49 (AF111710) hypothetical protein [Oryza =ativa subsp. indica
U U UCWO20BF478499-1 4.0e-¢{ Oryza sativa thioredoxin F igoform mRHA, complete eds | 3.02-30 THIOREDOXIH F-TYPE 2, CHLOROPLAST PRECURSOR (TRX-F2.
UCWI26BG263365-3 J.0e-50 Saccharum officinarum mRHA for Sucrose-Phosphate Synv 1.02-61 sucrose-phosphate synthase (EC 2.4.1.14) 1 - rice
UMCO5BE426274-4 A.Ue-75 Hordeum vulgare mBHA for hypothetical protein, partial, ¢l 7.0:-50 (ABDOT627) homeobox gene [Oryza sativa]
UMCO40BES 9076 3-6,T &- 126 |Hordeumn vulgare peroxidase BP 1 (Prz5) mBHA, complete  6.0¢-45 peroxidase (EC 1.11.1.7) BP1 precursor - barley
UMHO1 IBE442818-1 4.0e-1( Arabidopsis thaliana genomic DHA, chromosome 3, P1 clol 4.0e-7] (APD006D4) contains similarity to unknown protein~gb|AAF
UMHO13BE442875-3 &.0e-12 Arabidopsis thaliana genomic DHA, chromosome 5, P1 clol 7.0e-66 (AB0M9227) gb|AAFIM1562.1-gene_id:-MBM17.7~strong simila
UHLO0D2BE499910-2 1.4 Homo sapiens, clone MGC:13105, mRHA, complete cds 1.0e-13 (AF209484) dizease resistance-like protein [Bras=sica napu
UHLOD2BES17312-2,3 &.0e-05 Arabidopsis thaliana YLST mRHA for leaf-senegcence-rela 50249 (ABM18109) gene_id:K17H15.19~pir | [ T10216-strong similarit
UHLODZ2BES91154-3 0002 Oryza sativa mRHA for RPR1h, complete cds 3.0e-54 (ABD19240) RPR1h [Oryza sativa]
UHLO36BE518446-3 5. Ue-16 Capsicum annuum GTP-binding protein mRHA, complete ¢ 1.02-55 (AF108896) GTP-binding protein [Capsicum annuum]
UHLO036BE590549-1 7.0e=12 A.zativa avenin mRHA, complete cds 2.Ue-24 gliadin - wheat
8 UHLO048BE445579-4 1.2 Streptomyces antibioticus putative J-ketoreductase (olewy 1.0¢-53 (AF002109) unknown protein [Arabidopsis thaliana]
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ek, These mapping data are being macde public in a preliminary, unverified state because of their potential value to the research
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community. These data are in the process of validation and are therefore subject to change. Users may not publish or
redistribute the data or derivatives thereof without the written consent of the Project's mapping coordinator, Bikram Gill
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