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

Deletion Map of Triticum aestivum cv. Chinese Spring (Chromosome 2D)*

*Contained here are Candidate Loci
assigned to deletion bins based on

How to Interpret This Image:
Bin Identity

2DS5-0.47-1.00

CHLOM4BEA06474-3 Z2.0e-44 Rice mRHA for 405 subunit ribosomal protein, complete co 7 0226 405 RIBOSOMAL PROTEIN 521
CHLOM14BE490444-7 4072 Homo sapiens MLL septin-like fusion (MSF), mRHA 4.4 (ABMM3286) MTG16 [Homo sapiens] - - - -
Locus ID evaive Best nucleic acid match {NCBI non-redundant database) e-vaive Best peptide match (NCBI non-redundant database) CHLOMBF4207922  4.0¢-04 Pisum sativum apyrase 2 (apy2) mRIA, complete cds  2.0e-53 (AF305783) apyrase 2 [Pisum sativum] h Y bridization data from the ma pping
CSUDAGBE443026-1,4 1.0e-04 Arabidopsis thaliana DHA chromosome 3, BAC clone T271 Z2.0s-44 hypothetical protein T4C21.320 - Arabidop=is thaliana
Sample Locus ID: KSUO12BE4064504 6 Mapping Laboratory Prefiz for Locus ID . CSUD5IBG262864-3 £.0e-55 Colletotrichum gloeosporioides f. sp. malvae pectate lyas 0239 (ABDM9228) receptor-like protein kinase [Arabidopsis thali: -
KSU : Mapping Laboratory Prefix CHL : Mark E. Sorrells, Cornell University, lthaca, NY KSU001BE403860-6 3.0e-10 Oryza sativa microgatellite MRG5838 containing (TCThE14, 1« 7.02-30 (AF198054) MAC1 [Arabidop=sis thaliana] Iabo rato rl es as Of J a n u ary 2 2002 .
r— 012 : Mapping Laboratory Flate Identity CSU : Nora Lapitan, Colorado State University, Fort Collins KSU001BE406616-5 F.0e-19 | Zea mays seven transmembrane protein Miod mBHA, [:DI:I 1.0e-23 (AYD29315) seuen_transmemhrane protein I'u'II_u4 [Zea_may\s p |
L e V™ BE406450 - NCEI| Genbank Accession Mumber KSU : Bikram S. Gill, Kansas State University, Manhattan KSU001BE442903-1 0.33 Human chromosome 14 DHA sequence BAC R-817G13 of lil £.0¢-09 (ABO07727) gene_id:MXC9.20-unknown protein [Arabidops . - S -
- -k dlll 4,6 - Number designation of hybridizing band(s) NDS : Shahryar F. Kianian, North Dakota State University, Fargo KSUDD1BE443747-2 1.5 Surghurp bicolor ADP-glucose pyrupﬁusphunﬂase subuni 5.0e-25 (ABI]2563_2} dlh].rdrc_rﬂauunul 4-reduc’t?:se-lll_ce [Ar?hldupsmj ass Ig n ments req u I re Ve rlflcatlon
o ':E 11 TTU - Hen ry TN guyen, Texas Tech Univ ErSitj.f, Lubhaclk RSUDD1BE444297-1 Q.17 Ensis ITIII'II_Jr (clone 1v6) nuclear protein mRHA, complete [: Q.003 hypothetical protein T2065.15 - Arabidop=sis thaliana protei
UCD : Jan Dvorak, University of California, Davis ::::Eggﬁg;:;;-: ???.; :umu saplenls_chrumq_::urdne i‘: c_lune PAC ::lﬂﬂli,ﬂr:ap 2q; ?.ﬂ'e;;: ;ﬁ;:;;;lzg;lPPIHG P:I:TI'E}I:: ASI;:;A:UBEI:JIT;(_::P[Z(;ALPHA;? f t f h h
) . . . . . - &- ea mays golgi agsociated protein se-wap41 m| ,comp - reversibly ghrco ed polypeptide [Oryza sati
! ' an;‘g j”lr:?;r[] LéhuCQZ?:gﬁ UJ ':IE ;fglf'; Dgfhj'i';n;nnl_:?i' ggmfnh . KSU01 2BE406474-2 2.0e-44 Rice mRHA for 405 subunit ribosomal protein, complete cc 7.06-26 40S RIBOSOMAL PROTEIN 5241 ro m c u ra o rs 0 r eac c ro m OS o m e =
™ ::. 1 ﬁll o ¥ ! . _E'f . ! . . KSU01 2BE40GE08-3 7016 Oryza =ativa reversibly ghycosylated polypeptide mRHA, ¢c 3.0:-711 (Y18626) reversibly ghycosylated polypeptide [Triticumn aes
| UMN : James A Anderson, University of Minnesata, Twin Cities KSUD1 2BE490444-5.6,10 {0.047 Homo sapiens MLL septin-like fusion (MSF), mRHA 4.4 (AB013286) MTG16 [Homo sapiens]
o — UNL: kulvinder 5. Gill, University of Mebraska, Lincoln KSU019BE488750-1 @ Triticum aestivum thiol protease mRHA, complete cds | 3.06-37 benzothiadiazole-induced protein (clone WCI-4) - wheat
 mmaGELEREE KSU019BE494262-2 4.0e-03 | Arabidopsis thaliana DHA chromosome 4, contig fragment 3.0s-38 | GTP-binding protein F23K16.150 - Arabidopsis thaliana
'|-'I_ - ™ KSUD19BE5S18306-2 5.0¢-3% Hordeum vulgare nicotianamine synthase 2 (nashor?) mRHA, complete cds
RSUMM9BEG3T87E-8 7.0e-14 Oryza sativa chromosome 3 BAC 0S5 JHEaD013IM12 genomic 1.0«-05 (APOD2070) Similar to Arabidop=sis thaliana low temperatur
KSUM9BF201235-3 - 166 'Wheat mRHA for Rubisco subunit binding-protein alpha su 2 0s-43 RUBISCO SUBUNIT BIMDING-PROTEIN ALPHA SUBUHIT PRECUF
KSUD24BE498252-2 1.00-85 H.vulgare {(pMaW20) pseudo mBRHA for beta-ketoacyl-ACP synthase {partial}
KSU024BE498388-2 - 154 | Triticum aestivum beta-tubulin 1 (tubb1) mRHA, complete  1.0e-57 tubulin beta-2 chain - garden pea (fragment)
KSU024BE499478-1 1.0e-7¢ Arabidopsis thaliana chromozome Il gection 105 of 255 of 1 {£.02-36 hypothetical protein T13L16.5 - Arabidopsgi= thaliana
KSU024BE499648-2 7.0e-57 Rice mRHA for ferredoxin-HADP+ reductase, complete cds 5.0e-44 FERREDOXIN--HADP REDUCTASE, LEAF ISOZYME PRECURSOR
KSU024BF454829-2 1.0e-0¢ Arabidopsis thaliana ZW10 mRHA, partial cds 1.0e-50 (ABD25640) 2w 0-like protein [Arabidop=sis thaliana]
RSUDZTBESMTETT-1,4 7.0e-25 Fea mays ribosomal protein 56 RPS6-1 (rps6-1) mRHA, con 3.0:-53 (AJ277533) 56 ribosomal protein [Asparagus officinalis]
KSUOIOBE5S90566-1 1.802-03 Thuja plicata clone 1 pinoresinol-lariciresinol reductase m 5.02-82 | ISOFLAYONE REDUCTASE HOMOLOG lupine
KSUDIOBEGDGA38-1 5.0e-09 Arabidop=sis thaliana CBL-interacting protein kinase 2 (CIP  3.0e-59 serinethreonine protein kinase-like protein - Arabidopsi:
= = = KSUOI5SBE404434-7 e-11¢ Lycopersicon esculentum elongation factor 2 mRHA, parti: 2. 0e-96 ELONGATION FACTOR 2 {EF-2)
B rea k p O I nt B I n AS S I g n m e nt KSUD35BE496951-3 {  Triticum aestivum rbeS gene for ribuloze-1,5-bizphosphal 7.0=-52 ribulose-bizsphosphate carboxylaze (EC 4.1.1.39) small chai
KSUD35BE497393-2 4.0e-21 Rice mRMA for 3-deoxy-D-arabino-heptulogonate 7-phosph 20253 2-dehydro-3-deoxyphozphoheptonate aldolase (EC 4.1.2.15
KSUD35BE4A97622-2 1.0e-05 Petroselinum crispum plastidic 3-deoxy-D-arabino-heptulc {0240 (Y14797) 3-deoxy-D-arabino-heptulosonate 7-phosphate sy
HDS001BE442903-2 .38 Human chromosome 14 DHA sequence BAC R-817G13 of lil £.02-02 (ABDOYT27) gene_id:MXC9.20~unknown protein [Arabidops
HDS0Z21BE5S00725-1 7.0e-13 Picea mariana probable 605 ribosomal protein L13a (Sb16) 3.0s-2¢ 605 RIBOSOMAL PROTEIH L13A
HDS034BE4T0390-5  H.arulgare mRHA for lipid transfer protein 7a2b 2.0e-45 lipid transfer protein 7a2b - barley
HDS043BG27T4878-5 (.34 Oryza sativa genomic DHA, chromosome 1, PAC clone:P05 2. 0e-53 (AC027034) unknown protein'; 9920-11896 [Arabidopsis tha
TTUD25BE406AT4-3 2.0e-44 Rice mRMA for 405 s=ubunit ribosomal protein, complete e¢ 7. 0226 405 RIBOSOMAL PROTEIN 521
TTUD4TBEA0S597-3 7.0e-27 Arabidopsis thaliana DHA chromosome 4, contig fragment 7.0e-73 hypothetical protein T14P8.7 - Arabidop=is thaliana activite
TTUD4TBEA05630-6 &.0e-15 Arabidopsis thaliana chromosome Il section 10 of 255 of tF 5.02-35 hypothetical protein T8K22.14 - Arabidopsi= thaliana
TTUD4TBE444659-3 Q.095 Deinococcus radiodurans R1 section 146 of 229 of the com  1.02-33 | (US0185) pyruvate dehydrogena=se E1 alpha subunit [Arabic
TTUD4TBE494209-3 .42 Mesorhizobium loti, complete genome 7.0e-25 (ABO23037) MtH3-like protein [Arabidop=sis thaliana]
TTUD4TBE494321-1 3.0e-35 Daucus carota mRHA for P40-like protein, complete cds 7.0e-35 405 RIBOSOMAL PROTEIH SA (P40)
UCDOMBE443449-1 .92 Homo sapiens solute carrier family 2 (facilitated glucose t1 &.0¢-25 (ACD07592) F12K11.6 [Arabidop=sis thaliana]
UCDOMMBE443747-2 1.5 | Sorghum bicolor ADP-glucose pyrophosphorylaze subuni 5.0:-25 (ABD25632) dihydroflavonol 4-reductase-like [Arabidopsis 1
UCD017BE438865-3,4 5.0e-05 Hordeum vulgare genomic DHA fragment'; clone MWGDST4 &.8 |(ACDE4831) putative polyprotein [Oryza sativa]
UCDO28BE426080-3 e-132 | Zea mays cultivar TX-585% acetoacetyl CoA thiolaze mRHA, Z.0=-57 (AF113522) acetoacetyl Col thiolase [Zea mays]
R UCDO28BF484320-4,7,10 Q. 7& Trichoplusia ni inhibitor of apoptosis protein (1AP1) mRHA, 5.02-08 (AB0M1474) containg similarity to unknown protein-gb |AA&F
UCDO37BE48ET19-2 4.0e-23 Cicer arietinum mRHA for ghyoxalase | {.0e-76 LACTOYLGLUTATHIONE LYASE (METHYLGLYOXALASE) (ALI
2 Ds 5 _0 47 _1 0 0 UCWO16BES18306-2 &.0¢-3¢ Hordeum vulgare nicotianamine synthase 2 (nashor2) mRHA, complete cds
u u UCWIO26BE498730-3 S.0e-74 Oryza =ativa 10 kDa chaperonin mRHA, complete cds &.0e-41 probable chaperonin 10 - rice
UCWOIIBE446435-1 2.0e-30 Arabidop=sis thaliana putative DHA-directed RHA polymeras 2. 0e-43 (AC006955) putative DHA-directed RHA polymerase |l subw
UMCO15BE426229-3 2.0e-09 Zea mays O-methyltransferase (OMT) gene, complete cds 9.02-63 (AF033540) caffeic acid O-methyltransferase'; LPOMT3 [Lol
UMCO40BF474284-8 2 T.aestivumn YDAC2 mRHA for voltage dependent anion cha 3.0e-57 porin YDAC? - wheat (fragment) 1/;
UMCO40BF473508-4 &-138 |H.vulgare bit14.1 gene 1.0e-04 acclimation protein - rye 2 Ds 1 -0 n 3 3 -0 n 47
UMHMO13BE442751-8 & 0e-08 Mycobacterium tuberculosis COC1551, section 259 of 280 2 0s-24 COLD SHOCK-LIKE PROTEIN CSPE (CSP-E)
UMHO13BE443006-6,12,13  <4.0e-07 Salmonella typhimurium strain 3027 cold shock protein C1 3.0e-27 COLD SHOCK-LIKE PROTEIN CSPC (CSP-C) CHLOMBE426431-3 1.1 /Homo sapiens chromogome 21 clone PAC 198E8, map 21q; 7.0z 12 F-ACTIH CAPPING PROTEIN ALPHA SUBUNIT (CAPZ-ALPHA) t
UMHO13BE334541-3 3.0e-51  Arabidopsis thaliana arginase mRHA, complete cds 5.0e-99 | ARGINASE PFO0491, Score=419.6, E=3.7e-142 H=1) CSUD46BE445242-3.5 4.0e-07 Arabidopsis thaliana transcription factor APFI mRHA, comp 3.0e-73 (ACOTIGTT) unknown protein'; 6976-8939 [Arabidopsis thali
UHL001BE444297-1 @.17 Ensis minor (clone 1v6) nuclear protein mRHA, complete ¢ ¢.003 hypothetical protein T20B5.15 - Arabidopsis thaliana protei KSU035BE496363-4 e-165 H.aulgare mBHA for sucrose synthase 3.0e-63 (AJO01117) sucrose synthase type | [Triticum aestivum]
UHLO0O2BE401939-1 4.0e-29 Panax ginseng mRHA for 605 ribosomal protein L27a, com 5.06-53 | (AF088913) ribosomal protein L27a [Petunia x hybrida] KSUD35BE196900-2 o | Triticumn aestivum heat shock protein HSP26 (hep26.6) mB, 1.0¢-32 (AF097659) heat shock protein HSP26 [Triticum aestivum]
UHLO02BEA97251-1 .1 Human DHA sequence from clone RP1-45H11 on chromosa 4.0s-13 | (AY009938) Mia1 [Hordeumn vulgare] KSUDI5SBE497T171-4 1.4 Homo sapiens guanosine monophosphate reductase (GM £.0e-15 (AF227619) Tic20-like protein [Euphorbia esula]
UMLO3GBE5S18419-1 Z.6e-05 | Arabidopsis thaliana mRMA for nitrilase associated proteir 9.02-13 (ACD13427) Containg similarity to PIRTA protein from Oryz: KSUD35BE497590-1 2.0¢-37 | Zea mays translation initiation factor 5A (TIFSA) mRHA, cor 5.0e-12 INITIATION FACTOR 5A (EIF-54A) (EIF-40)
UMLO36BFA74028-3,5 .7 |Human DHA sequence from PAC 204E5 on chromo=some 1: 1.0¢-27 tumor antigen SLP-8p [Homo =apieng] HDS018BE404335-5 e-120 | Zea mays strain We4A x A182E putative cytosolic 6-phosph 2. .0:-50 phosphogluconate dehydrogenase (decarboxyating) (EC 1
2 D S 5 0 47 > UNL044BG314234.3 2 0s.33 Daucus carota mRNA for 181, partial cds 1.06-94 embryogenic callus protein 181 - carrot (fragment) HDS034BE4T0845-1 @ Triticumn aestivurn mRHA for triosephosphat-isomerase (t 3.0s-30 (AJ278243) triosephosphat-isomerase [Triticumn aestivum
- n UNLO048BE115628-3 .3 |Mug musculus AKR voltage-gated potassium-channel (KC| 4.0s-13 (ABDO7T27) containg similarity to unknown protein~gene_i HDS034BE470390-2 ¢ H.eulgare mBHA for lipid transfer protein fazb Z.0¢-48 |lipid transfer protein faZb - barley
UHLD4EBES91555-3 1.0e-39 Brassica oleracea ATP-sulfurylase precursor (A5Bo) gene <£.0e-57 sulfate adenylyltransferase (EC 2.7.7.4) ASBo precursor - v HDS034BEGDG438-1 5.0e-09 Arabidopsis thaliana CEL-interacting protein kinase 2 (CIP 3.0s-59 serineWthreonine protein kinase-like protein - Arabidopsi:
UHLD53BG274905-2 1 |Canis fariliaris TCTA gene, AMT gene, DAG1 gene and BS £.0s-74 (U64925) HTGP4 [Hicotiana tabacumn] HOS043BF293115-2,3 2.062 Homo sapiens chromosome 10 clone CIT987TSH-1144G6 m: 4. 0e- 18 (AB0M1T063) gene_id:K3K?.22-~pir||[T31651 ~similar to unknow
__/ UCDO17BE48E732-2 2.0e-08 Bras=sica napus proplastid omega-6 desaturase mRHA, con 2.02-22 OMEGA-6 FATTY ACID DESATURASE, CHLOROPLAST PRECUF
2 Ds 1 -0 - 3 3 -0 - 47 - UMHO013BE443006-2 4.0e-07 Salmonella typhimurium =train 3027 cold shock protein C1 3.02-27 COLD SHOCK-LIKE PROTEIM CSPC (CSP-C)
UMHO013BE443771-2 & 0e-57 T.aestivum histone H2A gene 3.7 (AF147227) ASAPETALAA1 [Madia nutans]
UHLOHMBG263521-3 - 104 | Oryza sativa mitogen activated protein kinase kinase (MEF 6.0s-57 probable mitogen activated protein kinase - rice
[ 2DS-1 0.33 %
. ! & & IEeaiipeg) | -J
CSUOD1BE425962-2 0.02¢ Musa acuminata sucrose synthase mRHA, partial cds 1.0e-68 (ABDMT068) sucroze synthase [Arabidopsis thaliana]
CSU046BE4441441 1.1 Arabidops=is thaliana DHA chromosome 3, BAC clone T15B. 3.0e-22 (ACD05273) F15K9.14 [Arabidopsis thaliana]
KSU002BE425962-2 0.026 Musa acuminata sucrose synthase mRHA, partial cds 1.0e-65 (ABDMT063) sucrose synthase [Arabidopsis thaliana]
KSU002BE426158-3 & de-43 Oryza sativa putative tyrosine phosphatase mRHA, partial« 4.02-26 (RC005223) 55585 [Arabidopsis thaliana]
c_z Ds 1 _0 3 3 < KSU012BE406897-4 4.0e-34 Arabidopsis thaliana AT4g22310 (AT4g22310uT10M4 140} m 5.0s-47 hypothetical protein T10114.140 - Arabidopsis thaliana
. KSUDM2BE442655-2,3 &.0e-06 Arabidopsis thaliana chromosome Il section 205 of 255 of 1 1.0e-52 {AF221857) unknown [Euphorbia esula]
KSUM2BE442876-5 2. 0e-49 Oryza sativa clone riceipp?2 isopentenyl pyrophosphate:dir 1.02-75 isopentenyl-diphosphate Delta-isomerase (EC 5.3.3.2)1-C
KSUDM9BE443112-3 3.0e-75 O.sativa mRHA for calcium dependent protein kinage 2 2. 0e-33 CALCIUM-DEPEHDENT PROTEIH KINASE 2 (CDPK 2)
KSU030BEGI6302-3 5.0e-25 Arabidop=is thaliana glucose 6 phosphate'phosphate trar  1.02-44 probable glucose-6-phosphatevphosphate-translocator pr
1 KSU035BE403404-4 4.0e-22 Catharanthus roseus PAPS-reductase-like protein (par2ne 3.0e-42 (UB378§4) PAPS-reductase-like protein [Catharanthus roseu
KSUD3I5BE406923-3 2. 0e-1{ Amaranthus hypochondriacus C4 photosynthetic HAD-dep Z.0e-57 |[HAD-DEPEHDEHT MALIC EHZYME 65 KDA ISOFORM, MITOCHO
KSUD3ISBE444636-3 .34 Human DHA sequence from clone RP11-300682 on chromos 3.0e-23 POTEHTIAL PHOSPHOLIPID-TRAHSPORTIHG ATPASE 2
KSU03EBE4462431 #1170 |Rice mRHA for ribogsomal protein L41 (340 gene), partial e 3.0:-40 605 RIFOSOMAL PROTEIH L44
HDS021BE500240-3 110 Porteresia coarctata translational initiation factor elF1 mRk 2 0e-40 |PROTEIN TRANSLATION FACTOR SUIM HOMOLOG (GOS2 PRO
HOS034BE403166-1 8.0e-05 Hicotiana plumbaginifolia partial mRHA for RHA Binding Pra 2.0e-53 {AC084319) putative RHA binding protein [Oryza sativa]
HDS043BG274844-1 8.0e-22 T.aestivum (clone pTAU2.3) U2 2nRHA Z |purple acid phosphatase-like protein - Arabidopsis thalian
HDS043BG2T4878-1 03¢ Oryza sativa genomic DHA, chromosome 1, PAC clone:P0% 2. 0s-53 |[(ACD27034) unknown protein’; 9920-11896 [Arabidopsis tha
I - T HDS043BG2T4976-3 &.de-15 Arabidop=is thaliana WRKY DHA-binding protein 4 (WRKYd) 5. 0e-45 DHA-binding protein WRKY2 - parsley (fragment)
¥ - .ll C c -c 2 D UCDO3TBF47¥3259-1,2 .26 Human DHA sequence from clone RP11-5348 on chromosq 2. 0s-24 |(AB013390) contains similarity to HADH dehydrogenase che
mm 13 - UCWO01BE444378-2 & de-042 Arabidopsis thaliana genomic DHA, chromosome 3, TAC ¢l 1.02-53 hypothetical protein T24A818.30 - Arabidop=sis thaliana
UCW20BE404332-2 ¢ |Hordeum vulgare ribosomal protein 512 (rps12) mBHA, col 4 02-65 405 RIBOSOMAL PROTEIN 512
L UCW26BG263377-1 .12 Mus musculus RIKEH cDHA 0710008H11 gene (0710003H11Ri 2.9 | ghycine-rich protein - carrot {fragment}
| :; |I _ / K— UMHO13BE443737-6 104 Hordeum vulgare putative 32.7 kDa jasmonate-induced prc 5.0s-75 jacalin homolog - barley
e Lt C-2DL3-0.49
:Ih 00—
EE i CHLODMBE405197-9 1.0e-37 Zea mays ZmHP2? mRHA for histidine-containing phosphot  3.0e-27 (AB024292) histidine-comtaining phosphotransfer protein [
L_ ' = =5 CSU05EBG262381-2 1.0e-0¢ Arabidopsis thaliana chromosome 1 BAC F23010 genomic & .0¢-5¢ (ACD0IT55) putative protein kinase [Arabidopsis thaliana]
KSUDD1BE442884-4 0.057 Camptotheca acuminata isopentenyl diphosphate isomer: .25 (ABDOE267) gene_id:MMG4.18~unknown protein [Arabidop:
ki ! KSUDD1BE443703-1 2.00% Human DHA sequence from clone RP11-330C15 on chromo 1.4 (AEDD3826) CGY7H gene product [Drosophila melanogaste
KSU0M2BE403167-2 £ .0e-32 Arabidopsis thaliana fumarase (FUM1) mRHA, complete ¢d 1.0e-73 fumarate hydratase (EC 4.2.1.2) - Arabidop=is thaliana
== = = = IimEmEnR . KSU012BE403322-2 468 Homo sapiens excision repair crogsg-complementing rode 4.02-07 (AB016386) emb|CABT1043.1~gene_id:MCA23.10~strong =sir
ERNINNENEEEELDN KSU012BE403506-1 1.2 Homo sapiens clone RP11-159H20, complete sequence 5.0e-16 (ABOM00T5) 2-oxoglutarate dehydrogenase, E1 component
KSU012BE442608-5 e-126 OryZa sativa casein kinase mRHA, partial cds £ Je-71 (¥11526) casein kinase Il alpha subunit [Fea mays]
KSUO19BE498620-5 @ |Hordeum wulgare mRHA for MADS-box protein § (mé gene, 7.0e-75 (AJ249146) MADS-box protein & [Hordeum vulgare]
KSU024BE497308-5 ¢ 'Wheat histone H4 gene 9.0e-42 histone H4 [Triticum aestivum]
KSU024BEGD6324-2 S.0e-34 Oryza sativa microsatellite MRGESES containing (TCTTHXE, + 4.0=-23 (ACDK3483) unknown protein [Arabidopsis thaliana]
KSUD24BEGDGS02-6 2.4} Human DHA zequence from clone RP1-130E4 on chromoso .43 pleckstrin homology domain-containing, family & (phosph
KSU027BE495560-1 F.0e-33  Oryza =ativa chromosome 3 BAC 05JHBal026A15 genomic 3 0«59 (ACDE4404) unknown protein [Oryza sativa)
KSU02FBES17627-3 2. 0e-95 Oryza =ativa mRHA for translation initiation factor elF-54 £ 0e-73 (AF0947T3) tran=lation initiation factor 54 [Oryza satival
KSUOI0BFA74781-2 7.0e-77 Sorghum bicolor 22 kDa kafirin cluster o Je-55 (AF061282) patatin-like protein [Sorghum bicolor]
KSU030BF482280-1 ¢ |Afatua mRHA for tetraubiquitin e-1¢7 | polyubiquitin - tomato
c-z D L 3 -0 = 49 KSUD3ISEE4D3TT0-5 J.0e-03 |Mus musculus short stature homeobox 2 (Shox?), mRHA | 5.0e-63 (AF117335) succinic semialdelyde dehydrogenase [Arabid
KSU035BE404384-7 202 Arabidopsis thaliana chromosome |l section 234 of 255 of 1 2.02-57 (AC004450) putative carboxyphosphonoenolpyruvate muta
KSUDISBEA04630-5 3.0e-50 Oryza =ativa thioredoxin h mRHA, complete cds 4. 0e-45 THIQREDOXIH H-TYPE (TRX-H) (PHLOEM SAP 13 KDA PROTEIN 2 D L 3 0 49 0 7 6
KSUDIEBE443711-1 1.4 Oryza sativa genomic DHA, chromosome 1, PAC clone:P04: 3.0e-23 (APDD2543) ghycolate oxidase subunit D-like'; D-lactate dely - | - |
HOS0M18BE405045-2 .34 Homo sapiens clone RP11-182J23 from Tp14-15, complete : 3 0e-47 (AB010069) gb|AACB0624.1~gene_id:MACY.A7~strong simile
UCD001BE443703-1 0.00% Human DNA sequence from clone RP11-330C15 on chromo 1.4 (AE003826) CG774 gene product [Drosophila melanogaste CHLO01BE405197-10 1.0e-31 Zea mays ZmHP2 mRHA for histidine-containing phosphot 3.¢e-27 (AB024292) histidine-containing phosphotransfer protein [
UCD029BG314395-1 1.06-04 Arabidopsis thaliana mRHA for AKIN gamma 2.0e-27 hypothetical protein T8P19.40 - Arabidopsis thaliana CHLO14BE604170-1 ¢ Triticum aestivum heat shock protein 70 (HSP70) mRHA, H: 4.0¢-33 (AF074969) heat shock protein 70 [Triticumn aestivum]
UCWI39BE495991-1 o Hordeum vulgare chloroplast photosystem | PSK-1 subunil 3.0¢-53 PHOTOSYSTEM | REACTION CENTRE SUBUHIT X PRECURSOR | CHLO23BG263263-2 217 Arah!dnps!s thaI!ana UVB-resistance protein UYRS (UYRS) 1 7.0e-75 UVB-resistance protein U\II_IB [|mpc!rted]_- nrah_ldnpsm tha
UMH013BE442655-2,3 §.06-06 Arabidopsis thaliana chromosome Il section 205 of 255 of 1 1.0s-52 (AF221857) unknown [Euphorbia esula] CHLO31BF201315-3,6 2.de-15 Arah!dups!s thaI!ana AT3Ig58680 (AT 3g586300T20H10_30) m 7 .0e-4& (ACODEA31) urlknuwn protein [Arabidop=sis thallana]_ :
UHLO0ZBE446789-2,4 1.0e-06 Arabidopsis thaliana chromosome Il section 131 of 255 of | 6.0e-32 (AC004401) unknown protein [Arabidopsis thaliana] CHLOFMBF291591-6 Ade-11 Arahldupsﬁls thaliana AT3g04520 (ATIg045200T27CA A7) mE £.0e-72 L-ﬂllD-ﬂ:IrEfDl‘ll!‘lf_! :all:!ulase homolog F22_013.11 - Ari_:hldupsm
UHL002BF201372-3 4.0e-06 Arabidopsis thaliana chromosome Il section 131 of 255 of 1 £.0e-32 (AC004401) unknown protein [Arabidopsis thaliana] CSUDMBE426715-4 £.7 Homo sapiens BAC clone RP11-49315 from 2, complete seq 2.2 transcription initiation factor lID-associated protein, §0K - f
UHLDIGBE2D0528-2 7.02-05 Mesorhizobium loti, complete genome 5.0s-52 (ACD04809) Strong simialrity to the disulfide isomerase pr CSUD46BE442T94-2 2.253 Arabidopsis thaliana chromosome 1 BAC F28P5 genomic £ 2. 0e-20 (AC069273) unknown protein [Arabidopsis thaliana]
UNL044BF483580-1,3 2.0e-06 Solanum tuberosum SRE1b (sre1b) mRNA, complete cds KSU002BE425566-1 1.0e-47 Oryza satil_.lla genomic DHA, chromogsome 1, PAC clonesP04 9.0s-70 {API]I]21?43_]| putatwe UTP-glucose glucu_syitransfer_ase [Ory
\\ UHLO44BG 2635442 4.06-04 Cruznema tripartiturn large subunit RHA polymerase Il mR 7.0s-47 DNA-directed RNA polymerase | 190K chain homolog F15B8 KSU0D2BE426715-9 .1 |Homo sapiens BAC clone RP11-49315 from 2, complete seq 2.2 [transcription initiation factor lID-associated protein, 80K - f
KSU012BE403516-4 3.0e-80 Zea mays ribosomal protein L25 mBHA, partial cds 3.0e-42 (AL442115) putative 60= Ribosomal protein L25 [Oryza satiu
KSU0M2BE403597-4 { Sporobolus stapfianus small GTP binding protein Rab2 mk =10 RAS-RELATED PROTEIN RAB-2-B
KSUMM2BE443423-4 1.0e-19 Oryza =ativa chromosome 3 BAC 05JHEBa0091.19 genomic 4.2 (AL117195) ¥57A10A.1 [Caenorhabditiz elegans]
KSUM9BE415233-3 1.0e-13 Oryza sativa chromosome 10 BAC 0S5 JHBal055P24 genomi .00¢ (ACDIT425) hypothetical protein [Oryza sativa]
KSU019BE494381-5 Z2.W0e-35 Oryza sativa genomic DHA, chromosome 4, BAC clone: B0d 7.0e-67 (AF236369) prohibitin [£ea mays]
2 D L -3 0 - 4 9 KSU024BE500081-1 1.0e-07 Arabidopsis thaliana genomic DHA, chromosome 5, BAC ¢l 2.02-71 (APD02029) H-glyceraldehyde-2-phosphotransferase-like [i
KSU02TBE426364-1,4 7.0e-43 Maize pseudo-Gpal pseudogene for ghyceraldehyde-3-pha 7.02-35 (ABD24023) contains similarity t0 serine protease~gene_id
am | KSUOI0BE493826-1 0.825 Mus musculus adult male testis cONA, RIKEH full-length er 2. 0«05 hypothetical protein T24P15.17 - Arabidopsis thaliana
- KSUDI0BG263884-2 1.2 | Thielavia heterothallica cellobiose dehydrogenasze {cdh) m 4 .0:-05 |[(ACO07357) F3IF19.15 [Arabidop=is thaliana]
L] KSU035BE403397-2 £.0e-87 Zea mays tonoplast membrane integral protein ZmTIP2-3 | 6.02-70 (AJ3I07T662) putative aquaporin [Oryza satival
| :; II KSU035BE4047 40-3,9,11 0.024 Homo sapiens chromosome 5, BAC clone 45m2 (LBHL H14 & 057 |[(AB016393) 265 proteasome p55 protein-like [Arabidopsis -
i | — KSU03SBE143294-3 .34 Homo 2apiens BAC clone RP11-154023 from 2, complete = £.0s-34 (AC009273) Containg similarity to acyl-Cod thioesterage fr
:.h 0 — 2 D L 9 -0 n 7 6 L 1 n 0 0 HDSO01BE443747-1 1.5 Sorghum bicolor ADP-gluco=e pyrophosphonase subuni 5.02-25 (ABD25632) dihydroflavonol 4-reductase-like [Arabidopsis 1
EE i HDS043BF292245-1 .37 Human DHA sequence from clone RP3-522J7 on chromoso 9.0«-37 (APD01305) gene_id:MHCA.8~unknown protein [Arabidopsi:
L_ LL = CHLOMBE4O321M7-9 .24 Arabidop=sis thaliana chromosome Il section 191 of 255 of 1 3.0e-23 multidrug-resistance protein homolog T29F13.13 - Arabidao UCDD01BE405197-2,13 1.0e-31 | Zea mays ZmHP2 mRHA for histidine-containing phosphot  3.0e-27 (AB024292) histidine-containing phosphotransfer protein [
2 D L 3 -0 - 49 -0 - 7 6 CHLODMBE405197-11 1.0e-31 Zea mays ZmHP2 mRHA for histidine-containing phosphot 3.0e-27 (AB024292) histidine-containing phosphotransfer protein [ UCDOM1BE405234-2,13 2.0e-67 | Oryza sativa COXEb2 mRHA for cytochrome ¢ oxidase suby 2 0e-35 (AB047923) cytochrome ¢ oxidase subunit 6b [Oryza sativa’
CHLOZ23BE405331-5 7.0e-55 Arabidop=is thaliana mRHA for AtClpC, complete cds 1.0e-77 (AB01T063) ATP-dependent Clp protease, ATP-binding sub UCD028BF201830-2,3 #.0e-73 | Oryza sativa elicitor-responsive gene-3 (ERG3) mRHA, com 7.0e-52 elicitor-responsive gene 3 [imported] - rice
S CHLOJ1BE498392-5 3.0¢-34 | Lilium longiflorum cytosolic pyruvate kinase mRHA, comp  7.0¢-54 pyruvate kinase (EC 2.7.1.40), cytosolic - potato UCDO29BE404371-4,5 &.0e-20 | Asparagus officinalis mRMA for HADH glutamate dehydrog 5.0:-57 (AJ011006) HADH giutamate dehydrogenase [Asparagus of
CHLO31BF428799-5 e-142 |Oryza sativa GAD mRHA for glutamate decarboxylase, com #1035 (AF020425) glutamate decarboxylase isozyme 1 [Hicotiana UCD037BE413207-3 1.0¢-38 Rice mRHA EN312, partial sequence &.0e-54 | (ACO09526) Putative histidine decarboxylase [Arabidopsgis
CSUIBE4O3I21T-2 .24 Arabidop=sis thaliana chromosome Il section 191 of 255% of 1 3.0¢+-23 mulidrug-resistance protein homolog T29F13.13 - Arabido UCD037BES3420-4 1.4 Homo sapiens non-coding RHA DD3 gene, exons 2, 3, and 4 4.0:-1¢ PROBABLE PROTEASE INHIBITOR P322 PRECURSOR
CSUDDBE442853-6 1.3 Homo sapiens chromosome 19, cosmid R27216 (LLHLR-23 4.0e-07 (X98316) peroxidase [Arabidopsis thaliana] UCDD37EE4984441-2,3,7 .41 Homo sapiens hexose-6-phosphate dehydrogenase (gluct 2. 0e-£7 |(AF019248) RHA polymerase I, | and Il 24.3 kDa subunit [Ar:
CSUOMBE443735-5 3.0e-57 Aegilops tauschii starch synthase | gene, complete cds .63 {(AB0466T0) includes endonuclease domain and reverse tri UCDO37BE198533-3 ¢ | Triticum aestivurn starch branching enzyme lla variant mA 3.0e-75 (AF338432) starch branching enzyme lla variant [Triticum a
CSU046BE412981-3 3.0e-17 Oryza =ativa genomic DHA, chromosome 4, BAC clone: HId 7.0e-34 (AP0D0381) gb|AAF5T656.1~gene_id:K17E12.13~similar to un UCWONMBE443773-1 .04 |Danio rerio alternatively spliced brn-1.1 protein variant (bri 7.0e-54 (AC006921) unknown protein [Arabidopsis thaliana]
CSUD46BE141599-2,4 2.0e-40 | Oryza sativa indica(GLA4) genomic DA, chromosome 4, B 3.0¢-72 (AL117264) 2wh13.1 [Oryza sativa] UCWO26BF291587-1,4 ¢ | Triticum aestivurn gépdh mRHA for glucose-6-phosphate « =175 (AB029454) glucose-6-phosphate dehydrogenase [Triticun
CSUDIEBE445250-2 0.3¢ Homo =apiens BAC clone RP11-95810 from 7, complete ge 5037 (AC007211) unknown protein [Arabidopsis thaliana] UMCO03?BF133595-T 2.0e-04 | Triticum aestivum PST19 (P=t19), LRRA9 (Lrr19), TAK19-1 (Tak19-1), and LRK19 {Lrk19) genes, complete cds
2 D L -9 0 - 7 6 CSUN46BE445431-2 0.42 Oryza =ativa genomic DHA, chromo=ome 1, PAC clone:P04 5.0e-52 (AB025634) gene_id:MSD21.18~unknown protein [Arabidop UMCO40BE591089-3,8 2.0e-21 | O.sativa mRHA for Ca+2-binding EF hand protein &.06-6¢ abscisic acid-induced protein - rice
KSU001BE442858-3 1.3 Homo sapiens chromosome 193, cosmid R27216 (LLHLR-23 4.0¢-0% (X98316) peroxidase [Arabidopsis thaliana] UMHO1 IBE413423-3 1.0¢-19 Oryza =ativa chromosome 3 BAC 05JHBa0091.J19 genomic 4.7 [(AL117195) Y57A10A.1 [Caenorhabditis elegan=]
KSUN01BE443702-1 .9 |Drosophila melanogaster, chromosome 2R, region 60A2-6 £.2 |RHA POLYMERASE BETA SUBUHNIT (LARGE STRUCTURAL PRO UHLO001BE443702-1 2.9 Drosophila melanogaster, chromosome 2R, region 60A2-6 £.7 |RHA POLYMERASE BETA SUBUNIT (LARGE STRUCTURAL PRO
KSU0D1BE444178-2,5,6 4.¢ |Homo sapiens ret proto-oncogene {(multiple endocrine ne  3.0s-17 [(AC006053) putative protein phosphatase 2C [Arabidopsis UHLOD2BE18533-1 3.0e-13 Wheat alpha-Amy2v54 gene 5'-region 4.0e-24 (AF114171) disease resistance protein RPM1 homolog [So
KSU001BE444596-2 0.08¢ Human DHA sequence from clone RP11-569G13 on chromo  1.0¢-0¢ (AL590346) putative protein [Arabidopsis thaliana] UHLOD2BE418575-1 0.02%9 | Staphylococcus epidermidis strain SR1 clone step.1002g1l 7.0s-15 (AB026651) disease resistance protein [Arabidopsis thalia
RSU002BE403217-5 .24 Arabidops=sis thaliana chromosome Il section 191 of 255 of 1 3,023 mulidrug-resistance protein homolog T29F13.13 - Arabido UHLO3IGBES18142-1 1.0e-77 |Barley fungal pathogen induced mRHA for pathogen-relate 7.0e-7¢ (ACO07TE9) putative pathogenesis related protein [Oryza s
KSU0M2BE403556-2 £.0e-15 Oryza sativa genomic DHA, chromo=some 1, PAC clone:P04 5.0e-24 (AB0D6T00) containg similarity to RAY2-like DHA-binding pr UNHLD4EBE591308-1 1.0e-06 |Chlamydia trachomatis section 12 of 37 of the complete ge &.0¢-57 ERDY PROTEIN PRECURSOR
KSU012BE404385-T e 170 Zea mays golgi associated protein se-wapd1 mRHA, comp 105 (AF294725) rever=sibly glycosylated polypeptide [Oryza sati UHLDISBF428720-1 9.0e-27 | Z.mays mRHA for alpha-tubulin 3 1 0e_1d | TUBULIN ALPHA CHAIN
2 D L 9 0 7 6 1 0 0 KSUD12BE490735-1 ¢-128 H.ulgare mBHA for coproporphyrinogen oxidase #.0¢-36 COPROPORPHYRIHOGEH Il OXIDASE, CHLOROPLAST PRECUR UHLOS3BG274887-2,5 1.0¢-13 Arabidopsis thaliana 6,7-dimethwd-§-ribityllumazine syntha 5.0s-47 riboflavin eynthase homolog FEE13.18 - Arabidopsis thaliar
- ] - ] RSU0Z24BES00340-5 1.0e-39 Oryza sativa chromosome 3 BAC 0SJHBa0d026A15 genomic 7.0e-55 (ACD34404) putative translation initiation factor [Oryza satin
KSUD24BEGDGATE-3 (.34 Homo sapiens BAC clone RP11-251G23 from 7, complete s .25 MYRISTOYLATED ALAHIME-RICH C-KIHASE SUBSTRATE (MAR
RSU02TBE490354-1 ¢ Triticum aestivum manganese superoxide dismutase (0 #7107 superoxide dismutase (EC 1.15.1.1) (Mn) precursor - whea
KSUO30BF473744-4 18- Cymodocea nodosa CCAS gene for P-type ATPase 1.0e-51 {(AB023042) Ca2+-transporting ATPaze-like protein [Arabids
RSU030BG274214-3 5.0e-15 Arabidop=sis thaliana AT5g40780VK1B16_3 mRNA, complete 20246 (ABM1477) amino acid permease [Arabidopsis thaliana]
RSU035BE403768-3 5.0e-72 0Oryza sativa aminotransferase-like protein mRHA, comple 7.02-57 (AF351125) gamma-aminobutyrate transaminase subunit p
RSU035BE405790-1 0.094 Caulobacter crescentus section 248 of 359 of the complet & .0s-<7 |[(AB026651) aluminum-induced protein-like [Arabidopsis th
RSU038BE444351-1 2002 Arabidopsis thaliana DHA chromosome 4, ESSA | AP2 conti 6.0¢-75 |[(Z99708) actin interacting protein [Arabidopsis thaliana]
KSUD3SBE444894-2 1.0e-£5 Rice mRHA for oryzain beta (EC J.4.22) 2.0e-52 ORYZAIN BETA CHAIH PRECURSOR
HDS001BE442858-3 1.3 Homo sapiens chromosome 19, cosmid R27216 (LLHLR-23 £.0¢-05 (X98316) peroxidase [Arabidopsis thaliana]
HODS018BE404836-1 1.8e-10 Arabidopsis thaliana genomic DHA, chromosome 3, P1 clol 5.0¢-55 DHA-binding protein GT-1a - common tobacco
HDS018BE404932-1 145 Hordeumn vulgare mRHA for expressed sequence tag 1.0e-51 {(AF3I24991) AT4g13930 [Arabidop=is thaliana]
HOS018BE426301-2 ¢.0e-65 Oryza sativa chromosome 4 BAC M332 genomic sequence .0e-50 {AL117264) zwh21.1 [Oryza sativa]
o HDS021BG313179-3 .45 Brucella abortus cyclic beta 1-2 glucan synthetase (cgs) ge 1.0s-43 [(APDDDG00) gene_id:MAG2.4~unknown protein [Arabidopsi
- m LE .Il HOS043BF292219-1 {61 T.aestivum dihydrodipicolinate synthase (DHDPS) mRHA, ¢ 50632 DIHYDRODIPICOLINATE SYHTHASE 2 PRECURSOR (DHDPS) [va
LD TTU025BE4907 35-1 &-124 |Harulgare mBHA for coproporphyrinogen oxXidase 4. 0e-36 COPROPORPHYRINOGEH Il OXIDASE, CHLOROPLAST PRECUR
w 'r UCDO01BE442858-3 1.3 Homo sapiens chromosome 19, cosmid R27216 (LLHLR-23 £.0¢-05 (X98316) peroxidase [Arabidopsis thaliana]
| UCD017BE488358-2,3 d.de-47 Aghaliana mRHA for hypothetical 3-isopropylimalate dehyd  3.02-¢5 (ABDOT650) 3-izopropylmalate dehydrogenase [Arabidopsi
| UCDO28BE499251-3,5 1.0e-65 Zea mays unknown mRHA 2.0e-47 (AF152601) unknown [Zea mays]
= ::. a2 l| UCDO28EF291608-1 2. 0e-E4 Lupinug luteus ribosomal protein 514 {rps14) mRHA, com 1.0:-68 405 RIBOSOMAL PROTEIN 514 (CLOHE MCH2)
| UCD029BE426097-8 2.0e-61 Arabidop=sis thaliana AT5g08290VFEL15_20 gene, complete 2.02-73 (AL392174) putative protein [Arabidop=is thaliana] thaliana’
I:.‘_..-. ::"_ I y UCDO37BG263038-4,6 0.27 Human DHA sequence from clone RP11-30E16 on chromos| 3013 (AF283536) cystatin-like protein [Citrus x paradisi]
UCWODMMBE399113-3 .46 Human DHA sequence from clone RP11-147C23 on chromosome 1, complete sequence [Homo sapiens]
A m— um UMCO40BF AT 4250-6 @.678 Human chromosome 14 DHA sequence BAC R-48D2 of libr: 70215 (AC011810) Putative methionine aminopeptidase [Arabidog
"k ] UMHOM IBE443570-5 1.0e-4 Arabidop=sis thaliana BAC F2P16, complete sequence 9. de-46 (ACOD0M32) Identical to A. thaliana AtK-1 (gb|X79279). [Arabi
N — UHLOMMBE441178-4,5 4.6 Homo sapiens ret proto-oncogene (multiple endocrine ne  3.0¢-77 (AC006053) putative protein phosphatase 2C [Arabidopsis
- i ey = UHLO001BE444596-2 .05 Human DHA sequence from clone RP11-569G13 on chromo {1 .0«-0¢ (AL590346) putative protein [Arabidopsis thaliana]
o — UHLO3IGBF474053-1 1.0e-06 Zea mays IAA-glu synthetase {iaglu) mRHA, complete cds | 2. 0e-25  glucosyltransferaze-like protein - Arabidopsis thaliana
o T UHLO053BG3137381 1.0e-09 Arabidop=sis thaliana putative diacylghyeerol kinase (F5H14 8.02-67 (AF3I60300) putative diacylghyeerol Kinase [Arabidop=is thal
- e —
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These mapping data are being made public in a preliminary, unverified state because of their potential value to the research
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
(bsg@ksu.edu). NSF Project #DBI-997 5989
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