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The Structure and Function of the Expressed Portion of the Wheat Genomes
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5AS-10/1BL-3
6DL-11 0.74

/
AAS-4/ /

6DL-10 0.80

>

Bin Assignment

6D56-0.99-1.00

6DS4-0.79-0.99

6D52-0.45-0.79

C-6DS2-0.45

C-C6C

C-6DL6-0.29

6DL6-0.29-0.47

6DL1-0.47-0.68

6DL12-0.68-0.74
6DL11-0.74-0.80

6DL10-0.80-1.00

Deletion Map of Triticum aestivum cv. Chinese

Spring (Ch

How to Interpret

This Image:

Sample Locus ID : KSUD12BE406450-4,6
K5U : Mapping Laboratary Prefix

012 : Mapping Laboratary Plate [dentity
BE406450 . MCEI Genbank Accession Mumbetr
-4,6 : Number designation of hybridizing band(s)

CSU001BE426058-3,4
KSUD 2BE442721-1,2
KSUD24B6E499652-7
KSUD27TBE495217-1
K5U027BE590879-1
HDS021B6G313246-4,5
HDS043BG2TAT42-2,3
UCDO3TBE498351-3
UCWI16BE496826-2,5
UMHO013BE442721-3,6
UHLO3GBES1 T705-6

Bin Ilden

tity

Locus ID evaive Best nucleic acid match (NCBI non-redundant database) evsive Best peptide match (NCBI non-redundant database)

Mapping Laboratory Prefix for Locus ID :

CHL : Mark E. Sarrells, Carnell University, lthaca, MY

CS5U : Mara Lapitan, Colorado State University, Fort Colling

. .. Bikram 3. Gill, Kansas State University, Manhattan

NDS : Shahryar F. Kianian, Morth Dakaota State University, Fargo

TTU : Henry T. Mguyen, Texas Tech University, Lubbock

UCD : Jan Dvorak, University of Califarnia, Davis

UCW : Jarge Dubcovsky, University of Calfornia, Davis

UMC : J. Perry Gustafson, University of Missouri, Columbia
UMN : James A Anderson, University of Minnesata, Twin Cities
UNL : Kulvinder 3. Gill, University of Nebraska, Lincaln

6DS56-0.99-1

£.0e-22 Triticum aestivumn mRHA for beta-fructosidase, partial CD*
G 006 Arabidopsis thaliana putative MtH2 protein (MOM1.8VATSG:
&.0e-50 Citrus X paradisi pyrophosphate-dependent phosphofruc
3.0e-04 Arabidopsis thaliana 15.9 kDa subunit of RHA polymerase |
& Triticum aestivurn mRHA for monomeric alpha-amylase in
&- 113 | Triticum aestivum mBHA for beta-fructosidase, partial CDf
7.0e-37 Solanum tuberosum mBHA for plastidic ATPVADP-transpo
1.0e-25 Arabidopsis thaliana putative hydroxypyruvate reductase |
4.0e-89 Zea mays L-FHRIl mRHA for ferredoxin, complete cds
G 006 Arabidopsis thaliana putative MtH2 protein (MOM1.8VATSG.
40293 O.zativa 0=2r40g3 gene

.00

7.0e-23 beta-fructofuranosidase (EC 3.2.1.26) - maize {fragment)
4£.0e-32 (AF151726) putative MtH3-like protein [Dianthus caryophylh
& 0e-55 (AF095520) pyrophosphate-dependent phosphofructokina:
1.0e-43 (AF016511) 15.9 kDa subunit of RHA polymerase |l [Arabido
5.0e-52 alpha-amylase inhibitor Ima1 precursor, monomeric - whe
Z.0e-64 probable vacuolar hydrolase (EC 3.2.1.-) - wheat (fragment;
G de-57 (APOD2910) putative plastidic ATPYVADP-transporter [Oryza:
4.0e-76 GLYCERATE DEHYDROGEHASE (HADH-DEPEHDENT HYDROXYP
8.0e-53 FERREDOZXIN--HADP REDUCTASE PRECURSOR (FHR)

4£.0e-32 (AF151726) putative MtH3-like protein [Dianthus caryophylh
5.0e-53 rd40g3 protein - rice

CHLO23BG263145-1
CHLO31BF291471-9
KSUM 2BE442576-1
KSUD2BE443401-11
KSUM9BE490365-1,4
KSUD19BE490584-5
KSUD27/BF452824-3
KSUD3SBE445201-1
HDSD13BE426787-3
TTUD4/BE446153-1,5
UCD037BE4GE206-2
UCWI16BEGI T T 36-1,2
UMCOI2BEL26728-2
UMHO013IBE443401-10
UMHO13BE444631-1
UHLD43BES92027-2
UHLO53BF475000-8

6DS52-0.45-0.79

1.0e-5¢ Fea mays protein phosphatase type-2C (pp2c-1) mBRHA, co
2 Oryza sativa citrate synthase mRHA, complete cds
Z2.0e-12 Mucor racemosus p-ghycoprotein gene, complete cds
4.0e-£3 Hordeum vulgare mBHA for hypothetical protein, clone RG
90067 Z.mays CHX mBHA
& Triticumn aestivum chlorophyll avb-binding protein WCAB
0.006 Datisca glomerata thiosulfate sulfurtransferase (TST) mRt
.32 Arabidop=sis thaliana AT3g5 78800 T10K17_90 gene, complet
5.0e-25 Bragsica napus mRHA for CTP:phosphocholine cytidylyitra
(.32 Shigella flexneri virulence plazmid pWwR501, complete seq
7064 Oryza =ativa putative cycloartenol synthase (CAS1) mRHA,
Z2.0e-27 Arabidopsis thaliana putative clathrin assembly protein
J.0e-14 Zea mays elF-5 gene, exons 1-2
{.0¢-53 Hordeum vulgare mBHA for hypothetical protein, clone RG
1.3 |Mesorhizobium loti, complete genome
5.0e-09 Arabidopsis thaliana DHA chromosome 4, BAC clone FIBA!
0 Zea mays tranzlation initiation factor elF-4A mRHA, comple

4£.0e-48 (AF21345%) protein phosphatase type-2C [Fea mays]
2.0e-87 (AF302906) citrate synthase [Oryza sativa]
1.0e-55 (APOD2051) multidrug resistance p-ghycoprotein [Arabidop
J.0e-54 (ACODIGT2) putative heme A: farnesyltransferase [Arabido
2.0e-51 'CALHEXIH HOMOLOG PRECURSOR
2.0e-77 (UT3218) chlorophyll avb-binding protein WCAB precursor |
4.0e-39 {AF109156) thiosulfate sulfurtransferase [Datisca glomeral
7053 chorizsmate mutase CM?2 - Arabidops=sis thaliana
4.0e-60 probable choline-phosphate cytidyiyltransferase (EC 2.7.7.
F.0e-39 (AF3IT0140) unknown protein [Arabidop=sis thaliana]
1.0e-50 (AF169966) putative cycloartenol synthase [Oryza sativa]
&.0e-52 (ACOHD5169) putative clathrin assembly protein [Arabidopsi
1.0e-40 (AMI2240) eukaryotic translation initiation factor 5 [Zea mi
J.0e-54 (ACODIET2) putative heme A: farnesyltransferase [Arabido
2.0e-36 (ABD25639) dehydrogenase-like protein [Arabidop=sis thali
1.0e—4& (APOD2968) putative cytochrome P450 [Oryza sativa]

e-1135 EUKARYOTIC IMITIATION FACTOR 44 (EIF-4A) (EIF4A)

CHLO31BE498480-1
CHLO31BF291471-2
KSUDDM1BE443951-3,4
TTUD4/BE494616-3
UCD017BE405809-2
UCDO37BE456319-3
UMCO15BE389759-4
UHLO3IGEE496986-3
UHLOIGEBE497576-1

C-6DL6-0.2

¢ Triticum aestivum cytosolic glyceraldehyde-3-phosphate ( -
3 Oryza =ativa citrate synthase mRHA, complete cds 2.

9.0e-36 Triticum aestivum clone pEMB27 transposon Tn1721 home 2.

.34 Homo gapiens BAC clone GS51-308H5 from 7p13-p11.2, com| 4.

& Je-0¢ Genomic sequence for Arabidopsis thaliana BAC FIK23 frc 1.

0.3 Human DHA sequence from clone 19408 on chromosome | 2.

9

Ge-22 |[(AF251217) cytosolic glyceraldehyde-3-phosphate dehydro
Ge-57 |[(AF302906) citrate synthase [Oryza sativa]

Je-45 hypothetical protein T14P8.6 - Arabidop=sis thaliana [Arabid
fe-25 [(ACOT4360) hypothetical protein [Arabidopsis thaliana]
Je-57 (AC0H0T508) F1K23.1 [Arabidopsis thaliana]

de-24 one helix protein (OHP) - Arabidopsi= thaliana

&.0e-0¢ Athaliana mRHA for ATH1 protein Kinase
Z2.0e-33 Ghycine max geranylgeranyl hydrogenase (Ggh) and nodul
5.0e-33 Oryza sativa photosystemn Il 10 kDa polypeptide mRHA, cor

7 .0e-43 (AB024031) protein kinase ATH1-like protein [Arabidopsisi
2 .0e-50 (AFO6E6E6) geranylgeranyl hydrogenase [Glycine max]
1.0e-35 photosystem Il 10K protein - rice

% UHMLO3GBE518064-4 4.0e-0% M.crystallinum mRHA for ribosomal protein YL16 {.0e-45 605 RIBOSOMAL PROTEIHN L6 {YL16-LIKE)
6DL6-0.29-1.00
CSUOMBE403154-1 4.7 Arabidopsis thaliana chromosome 1 BAC T2M5 genomic £ 2012 (AC012395) putative RING zinc finger protein [Arabidopsis 1

CS5U001BE405516-1

3.0e-05 Oryza sativa genomic DHA, chromosome 1, PAC clone:P04 1.0e-55 (ABM9229) cucumisin-like serine protease'; subtilisin-like

s

N

CHLO3MBEG3T311-1
CSUDMGBE443342-1
KSUMM9BE442610-3
KSU0M19BE442611-3
KSU024BE500686-2
KSU027BE490147-3
KSUDISBEMISTT-1
KSU035BE404608-3
HDS043BF293263-8
UCD023BE426214-2
UCD037BE442546-3
UCWO20BE518103-1

CHLO0MBE405516-3
CHLM4BE490226-2
C3UD57BE4I0152-1,4
K5U012BE490200-4
K5U012BE490226-2
KSU030BF483643-2
TTUO25BE490226-2
UCD00MBEM5224-4
UCWO20BE499799-7,8
UHL044BF 48268 7-6

6DL1-0.47-0.68

¢ |Hordeum vulgare acetohydroxyacid synthase (AHAS) mRH
0.002 Arabidopsis thaliana chromosome | BAC FITF16 genomic ¢
@ Triticumn aestivum fimbrinvplastin-like mRHA, partial cds
3.0e-05 Zea mays flavanone 3-beta-hydroxylase (fit) mRHA, compl
1.0e-04 G.hirsutum mRBHA for omega-6 desaturase
4. 0e-6) Zantedeschia aethiopica geranylgeranyl reductase mRHA,
1.0e-47 Hwaulgare mPHA for cytoplasmic glutamine synthetase
5.0e-14 Alfalfa nucleic acid binding protein {alfin-1} mRHA, complel
0 |Barley alpha-amylase type B isozyme mRHA, complete cds
¢ | Taurgidum mRHA for ADPUYATP carrier
3.0e-05% Genomic sequence for Arabidop=is thaliana BAC F2E2 fror
Z.0e-21 Pyrus pyrifolia mRHA for senescencg-related protein, comr

3.0e-77 {(AF059600) acetohydroxyacid synthase [Hordeum vulgare]
1.0e-25 {RC051629) Unknown protein [Arabidopsis thaliana]

0.004 SPERM HISTONE P2 PRECURSOR (PROTAMINE P2)
5. 0e-45 (ABO05241) leucoanthocyanidin dioxygenase-like protein [J
1.0e-13 omega-b fatty acid desaturase (EC 1.14.99.-) - parsley
1.0e-34 (AFD68686) geranylgeranyl hydrogenase [Glycine max]
4. de-10 (AFD03197) glutamine synthetase [Hevea brasiliensis]
2.0e-55 nucleic acid binding protein [imported] - rice
1093 ALPHA-AMYLASE TYPE B IS0ZYME PRECURSOR (1,4-AL PHA-
4.0e-97 (X80023) ATPVADP carrier protein [Triticum turgidum]
5. 02-35 (U64926) HTGP5 [Micotiana tabacum]
7.0e-78 (ABDM4457) senescence-related protein [Pyrus pyrifolia]

6DL12-0.68-0.74

3.0e-05 Oryza sativa genomic DHA, chromosome 1, PAC clone:P04:
J.0e-14 Arabidop=is thaliana genomic DHA, chromosome 3, P1 clol
J.0e-23 FZea mays clone ZmMYEBB2 R2RIMYB-domain protein mRHE
9.0e-77 Zea mays ribosomal protein L29 (L29) mRHA, complete cd
J.0e-14 Arabidopsis thaliana genomic DHA, chromosome 3, P1 clon
&-134 | Zea mays pyruvate dehydrogenase E1 alpha subunit RHA,
3.0e-14 Arabidopsis thaliana genomic DHA, chromosome 3, P1 clo
.44 Human chromosome 14 DHA sequence BAC R-T57H12 of lit
0 Oryza sativa mRHA for EF-1 alpha, complete cds
(.055 Halobacterium sp. HRC-1 section 107 of 170 of the complet

1.00-58 (ABIM19229) cucumigin-like serine protease’; subtilizin-like
7.0e-77 (APODD419) zinc metalloprotease (insulinase family) [Arabi
4. 0e-50 (ACOOTEd) Strong =imilarity to M4 protein gb Arabidopsis
Z.0e-47 (AF1A7T25) ribosomal protein L29 [Zea mays]
7.0e-77 (APODD419) zinc metalloprotease (insulinase family) [Arabi
e 103 |[(AFDG9911) pyTuvate dehydrogenase E1 alpha subunit [Zea
7.0e-77 (APDD0419) zinc metalloprotease (insulinase family) [Arabi
2.0e-16 {ACOD9465) unknown protein'; 32997-32284 [Arabidopsis th
1.0e-37 ELONGATION FACTOR 1-ALPHA (EF-1-ALPHA) ae=stivum]
20e-11 (ACOD2423) T2IE23.20 [Arabidopsis thaliana]

6DL11-0.74-1.00

HDS0436F293263-5

CHLOO1BE403154-1
CSU0SBBES18379-3
KSU001BE405507-3,5
KSUMM2BE403564-4
KSUM12BE403950-1
KSU019BE498785-2
KSU0246E500640-3
KSU035BE404596-4
KSU03SEBE406540-2
KSU035BE497099-3
KSU033BE443643-4
KSU033BE444279-1
KSU0336E489323-8
HOS0346E406590-2
TTUZSBE4D3950-1
UCDO29BEGDGET1-4,6,5
UCWil1 6BE403564-1
UMCO15BE426174-6
UHLOO2BEA403251-4
UHLO02BF199788-2
UHLO036EBE590480-2
UHL0436E445453-3,4,5
UHLO0536F475120-1,3

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-9975989

(' Barley alpha-amylase type B isozyme mBRHA, complete cds .02-29 ALPHA-AMYLASE TYPE B 150ZYME PRECURSOR (1,4-ALPHA-

6DL10-0.80-1.00

4.7 Arabidopsis thaliana chromosome 1 BAC T2JM5 genomic =
&.0e-12 Arabidopsis thaliana HBD-like protein {(POP) mRHA, comple
3.0e-08 Aegilops ventricosa partial raef gene for resistance gene
7.0e-0¢ Arabidop=is thaliana DHA chromosome 4, BAC clone F17L:
1.0e-04 Genomic sequence for Arabidop=is thaliana BAC FIH19 frc
1.0e-0¢ Mycobacterium smegmatis adhC gene for alcohol dehydn
1.0e-32 Oryza sativa chromosome 3 BAC 05 JHBal026A15 genomic

1.5 Homo sapiens chromosome 15 clone RP11-473C18 map 15
J.de-04 Lolium perenne caffeic acid O-methyltransferase (OMT2)1

2.3 Homo sapiens chromosome 21 segment HS21C102
3.02-08 Lolium rigidum clone Lol-2 putative cytochrome P450 mRN
5.4 Human DHA sequence from clone RP11-442.17 on chromo:
0.05¢ Arabidopsis thaliana OHA chromosome 3, BAC clone FIP2
.14 Homo sapiens chromosome 5 clone RP11-317024, comple
1.0e-04 Genomic sequence for Arabidop=sis thaliana BAC FIH19 frc
1.0e-04 Triticum aestivum WESR1 mBRHA, partial sequence
7.0e-0% Arabidopsis thaliana DHA chromosome 4, BAC clone FA7L:
9.0e-30 Hicotiana tabacum mRHA for beta-1,2-H-acetyliglucosaminy
.28 Bacillus anthracis virulence plasmid PX01, complete sequ
6. 0e-50 Hordeum vulgare HBS-LBR type resistance protein (b¥) ge
5.0e-25 Rice mRHA for aspartic protease, complete cds
0.00%  Arabidopsis thaliana AT39581300FA024_90 mRHA, completi
1.0e-17 Oryza sativa genomic DHA, chromosome 1, PAC clone:P03:

2.0e-12 {AC0M12395) putative RING zinc finger protein [Arabidopsis 1

1.0e-50 {AF127664) HBD-like protein [Arabidopsis thaliana]

30250 (AJ249948) resistance gene alike [Aegilops ventricosa)

1.00-79 =plicing factor 3b, gsubunit 2, 145k0°; epliceosome agsociat
=100 (ARC009519) FIHN19.11 [Arabidopsis thaliana]

3.0e-32 PROBABLE MAHHITOL DEHYDROGEHASE (HAD-DEPEHDEHT M,

1.0e-55 (ACDE4404) putative translation initiation factor [Oryza sati

1.0e-43 herbicide safener binding protein 1 - maize

& de-45 caffeic acid O-methyltransferase-like protein - Arabidopsi:

4. 0e-47 (YDET26) MtH3 [Medicago truncatula]

3. 0e-48 CYTOCHROME P450 89A2 (CYPLEXZIE) (ATH 6-1)

& Je-06 (AF201456) HAC2 [Arabidops=is thaliana]

4.0e-15 (AF247646) transposase [Fea mays]

2. de-24 (ARCOD6569) putative HADH-ubiquinone oxireductase [Arabi
=100 (ARC009519) FIH19.11 [Arabidopsis thaliana]

4. 0e-54 MTH3-like protein - Arabidopsis thaliana

1.8e-79 =plicing factor 3b, subunit 2, 145kD'; spliceosome associat
102 [(¥16832) alpha-1,3-mannosyl-ghycoprotein beta-1,2-H-acetyl

1.0e-16 {APD0M1073) Similar to Disease resistance gene homolog 9

4.02-43 HBS-LRR type resistance protein - barley (fragment)

&.0e-63 PHYTEPSIH PRECURSOR (ASPARTIC PROTEINASE)

1.0e-57 (AF3IT2878) ATIg581800TF9024_90 [Arabidopsis thaliana]

9.0e-29 (ACKME6E29) putative GDSL-motif lipaseVvacylhydrolase [Aral

CHLO23IBF292168-1
KSU012BE443439-6
KSUM12BE490604-1
KSUD24BES00768-1,3
HDS021BE406149-2
HDS0436F293402-1
TTU0256E490604-2
TTUD4TBE445952-13
TTUD4TBE495913-14
UCDO3TBE444434-§

. UCWA1BE398695-2,3

CHLO0DM1BE405516-4
CHLODMBE426401-1,2
CHLO23BF453150-9
CHLOFMBESD0502-5
CHLO3MBG314232-3
KSU001BE406602-1
KSUD0DZBE426401-1,2
KSU012BE405809-2
KSUM12BE406602-1
KSUMMIBE422743-4
KSUD19BE445239-7
K5U02TEF482663-3
TTUD2SBE406602-1
UCDO29BES00518-4
UCD037BEGDGSE4-1
UCWIM1BE399163-2
UCWIM6BE497170-2
UCWIIBE445667 -3
UMHO013BE442933-5
UMHO013BE443016-2
UHLO3IGEES15418-2
UHLO53BF475000-4

CHLO31BE495008-5
CHLO31BF474511-3
K5U001BE442908-4
K5U0016E443899-3
KSUMZBE403421-3
KSU012BE404354-2
KSU012BE442905-2
KSUM2BE443437-2
KSUMM9BE494381-2
KSU024BE497588-3,4
KSU0246E500104-6
KSU0246E500453-2
K5U027TBE404912-1,4
KSUD2TBES1T763-2
KSU02TBF485173-2
KSUO30BE489596-1
KSUD3SBE443589-2,3
KSU03S6E444256-2
HODS001BE443773-3
HD50016E443899-3
HODS01S6E404354-1
HDS021BEGOT043-2
HDS034BE403152-2,5
HOS034BEG06671-2
UCD001BE406502-4
UCD001BE443951-3,4
UCDMTBE468221-1
UCD02IBES25967-2
UCDO3TBE497500-8
UCWI1EBES18349-6
UCW20BF 473461 -2
UMHO013BE443437-2,3
UMHO013BE443744-3
UMHO013BE444438-3
UHLO001BE432908-2
UHLO536F47 4565-1

CHLO01BE405516-11
CHLO31BEG37911-2
KSUDMBE403154-1
KSUNDZBEM5516-2,8
KSUDNDZBEA25207-5
KSU01 2BE40T066-1
KSUD24BE495092-1
KSUD3SBE442605-1,5
HDS034BE490704-3
UMCO40BES90635-10
UHL048BE495143-1

*._ UHLO53BF293956-3

romosome 6D)*

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

a

1. de-did
B.de-12
=105
023
o0z
g.0e-12
1.0e-Ad
a1
0.3
a1a

30e-05
034
A0e-g7
a

. ogd
218
a.3d

& Jle-fE
Z0e-18
Z.0e-61]
=125
J0e-12
E.0e-18
4.e-13
Q.03d
40012
Z.0e-76
1. 004
J0e-17
1007
F0e-0d
&

7lle-36
1.0t
Ale-14
FR
J0e-z2d
. le-34
1.7

. e-34
Z.0e-95
1.0e-25
a1
Fle-z24
Z.0e-A83
E.0e-03
3.0e-53
Jfe-14
1.0t
A
a.0417

FR
. Je-3d
Q.ozz

. o=
1. de-id
a.5d
A.0e-36
1.0e-55
Z.e-30
J.0e-15

e=1a]
. e-34
1.0e-74
026
Ale-14
3.0e-65

J.0e-05
. Qe-05
4.7
J.0e-03
8.0e-04
o067
5. Qe-05
.83

3. Qe-4i

J.0e-05
Q.05

hybridization data

from the mapping

laboratories as of January 2, 2002;
assignments require verification
from curators for each chromosome.

6D54-0.79-0.99

Oryza sativa calcium-dependent protein kinase (COPK1) m
Arabidopsis thaliana genomic DHA, chromosome 5, P1 clol
Arabidopsis thaliana AT4g17600VdI4835w gene, complete
Hordeum vulgare partial mRMA for 2mall GTP-binding prot:
Rattus norvegicus Ste-20 related kinase SPAK mRHA, com
Dro=ophila melanogaster, chromosome 3R, region 95E-951
Arabidopsis thaliana AT4g17600vdI4335w gene, complete
Hordeum vulgare mRHA for ribosomal like-protein, clone |
Mus musculus 1 BAC RP23-337F12 (Roswell Park Cancer Ir
Arabidopsis thaliana unknown protein (T1T1H3_70VATSg250

e-1239 | (AF194413) calcium-dependent protein kinase [Oryza sativ
1.0e-70 (ABO10072) gb|AACE4874.1~gene_id:MEEG.19~=trong similal
&.0e-49 hypothetical protein - Arabidopsis thaliana
F0e-43 (AF250327) =small GTP-binding protein RACBP [Oryza =sativa

.2 HISTOHE H2B.3, SPERM
1.0e-17 (AB018109) gene_id:K17H15.6-unknown protein [Arabidops
&.0e-43 hypothetical protein - Arabidopsis thaliana
2. 0e-60 (APODM389) ESTs AUODTTETI(S1878),040121(51878) correspor
1.0e-17 hypothetical protein - garden asparagus
Z.0e-05 pectate lrase-like protein - Arabidopsis thaliana

Influenza A virus (AVSwinelndiana'VK035v99 (H1H2)) polymerase subunit PB2 (PB2?) gene, complete cds

C-6DS52-0.45

Oryza gativa genomic DHA, chromogome 1, PAC clone:P04
Arabidopsis thaliana chromosome Il section 207 of 255 of 1
Wheat mRHA for ubiquitin

Barley acyl carrier protein Il (ACP ) mRHA, complete cds
Azotobacter chroococcum ORF1, ORF2, ORF3, ORF4, and OR
Zea mays 405 ribosomal protein 524 mRHA, complete cds
Arabidopsis thaliana chromosome Il section 207 of 255 of 1
Genomic sequence for Arabidopsis thaliana BAC FIK23 frc
Zea mays 405 ribosomal protein 524 mRHA, complete cds
Zea mays brittle-1 protein (bt1) mRHA, complete cds
Oryza sativa mRHA for 265 proteasome ATPase subunit Ry
Oryza sativa lipoxygenase (CM-LOX1) mRHA, partial cds
Zea mays 4T ribosomal protein 524 mRHA, complete cds
Arabidopsis thaliana mRHA for thiosulfate sulfurtransfera:
Sorghum bicolor eytochrome P450 CYPHME1 (CYPTE1) mRI
(wU2.1)=U2 gnRHA [Triticum aestivum=wheat, =nRHA, 1941
Oryza sativa 0=sRPT1 mRHA for 265 proteasome regulatory
Arabidopsis thaliana genomic DHA, chromosome 3, P1 clol
Orobanche ramosa HADPH-dependent mannose 6-phosph
Arabidopsis thaliana DHA chromosome 3, BAC clone T10K”
Mus musculus, Sin3-associated polypeptide 18, clone MGt
Zea mays translation initiation factor elF-4A mRHA, comple

1.0e-58 (AB019229) cucumigin-like serine protease'; subtilisin-like
2.0e-77 (ACD69472) unknown protein’; 3293-1369 [Arabidopsis thali
1.0e-26 (AF093504) tetra-ubiquitin [Saccharum hybrid cultivar H32-8
5.0e-66 ACYL CARRIER PROTEIH Wl PRECURSOR (ACP 1II)
1.0e-03 hypothetical protein F6G3.40 - Arabidopsis thaliana
3.0e-19 (AF298769) 405 ribosomal protein 524 [Zea mays]
2.0e-77 (ACDEI4T2) unknown protein'; 3293-1369 [Arabidopsis thali
1.8e-57 (RCOOF508) F1K23.1 [Arabidopsis thaliana]
I.0e-19 (AF298769) 405 ribosomal protein 524 [Zea mayg]
&.0e-25 BRITTLE-1 PROTEIN PRECURSOR
1.0e-67 (AB03353T) 265 proteasome regulatory particle triple-A AT
5.0e-30 probable lipoxygenase (EC 1.13.11.12) (clone H1) - potato
J.0e-12 (AF298769) 405 ribosomal protein 524 [Zea mays]
5.0e-55 (AF109156) thiosulfate sulfurtransferase [Datisca glomeral
E.0e-23 (APOD2968) putative cytochrome P450 [Oryza sativa]

5.6 hypothetical protein F14F4.1 - Caenorhabditis elegans tran
2. 0e-94 (AB033535) 265 proteasome regulatory particle triple-A AT
J.0e-24 (ABD26653) protein kinase-like protein [Arabidop=is thaliar
£ .0e-65 (ACOD6E41) putative HADPH dependent mannose 6-phosph
2. 0e-32 hypothetical protein T10K17.100 - Arabidopsis thaliana
3042 PROBABLE SIN3 ASSOCIATED POLYPEPTIDE P13

e-115 EUKARYOTIC IMITIATION FACTOR 44 (EIF-4A) (EIF4A)

6DL6-0.29-0.47

Oryza sativa genomic OHA fragment, chromosome 2
Arabidopsis thaliana 1AA2 (MXCT.6) mRHA, complete cds
Zea mays beta-expansin 4 (expB4) mRHA, complete cds
Oryza sativa inorganic pyrophosphatase (IPP) mRHA, comg
Maize gamma zein mRHA, partial cds

Arabidopsis thaliana mRHA for Succimd-Coh-ligaze beta =i
Hewcastle disease virus isolate Chicken'U.S.{GA)v2913'01
Arabidopsis thaliana chromosome 1 BAC FTA10 genomic ¢
Oryza gativa genomic ODHA, chromogome 4, BAC clone: BOd
Rice mRHA for F1-ATPase (480 gene), partial sequence
Dro=ophila melanogaster genomic scaffold 1420000133860
Z.mays mRHA for HMGe1 protein

Zea mays putative transcription repressor maize TRM pro
Hicotiana plumbaginifolia partial mRHA for RHA Binding Pro
Oryza sativa small zinc finger-like protein (TIM13) mRHA, c
Arabidopsis thaliana protein kinase (AFC2) mRHA, comple
Arabidopsis thaliana chromosome 1 BAC F2P24 genomic £
Arabidopsis thaliana DHA chromosome 5, BAC clone T4C1:
Danio rerio alternatively spliced brn-1.1 protein variant (b
Oryza sativa inorganic pyrophosphatase (IPP) mRHA, comg
Arabidopsis thaliana mRHA for Succinyl-CoA-ligase beta 51
Arabidopsis thaliana gamma-tocopherol methyltransferas
Potato pyrophosphate-fructose 6-phosphate 1-phosphotr:
Triticum aestivum WESR1 mRHA, partial sequence

F.0e-44 (AJI0NTEG2) Dnald-like protein [Oryza sativa]

2.0e-271 (AF123509) Ht-iaa4.1 deduced protein [Micotiana tabacum]
2.0e-07 (AFII217T) beta-expansin 4 [Fea mays]

£ 0e-42 (AF093629) inorganic pyrophosphatase [Oryza sativa]
£.0e-55 (AF140219) nuclear cap-binding protein'; CBP20 [Arabidops
2.0e-55 succinate--CoA ligase (ADP-forming) (EC 6.2.1.5) beta chair
4.0e-06 (ABD25638) casein kinase | [Arabidopsis thaliana]

d.0e-84 (ACD27034) n-calpain-1 large subunit, putative’y 13921-2395¢
1067 (AF236369) prohibitin [Zea mays]

9.0e-34 ATP SYNTHASE DELTA CHAIN, MITOCHONDRIAL PRECURSOR
2.0e-05 (D21813) ORF [Lilium longiflorum]

1.0e-2¢ high mobility group protein HMGc1 - maize

S.0e-73 (AF142322) putative transcription repressor maize TRM pn
Z.0e-0% RHA binding protein homolog - common tobacco (fragmen
1813 MITOCHONDRIAL IMPORT INHER MEMERAHE TRAHSLOCASE
2. 0e-83 (AF234652) protein kinage MKS [Mesembryanthemum crys
3.0e-29 glhutaredoxin | - common ice plant

2. 0e-65 (AL3I92145) alcohol dehydrogenase-like protein [Arabidops
7.0e-54 (ACOD6921) unknown protein [Arabidopsis thaliana]

£ 0e-42 (AF093629) inorganic pyrophosphatase [Oryza sativa]
Z.0e-55 succinate--CoA ligase (ADP-forming) (EC 6.2.1.5) beta chair
J.0e-65 (AF104220) gamma-tocopherol methyltransferase [Arabidc
2053 PYROPHOSPHATE--FRUCTOSE 6-PHOSPHATE 1-PHOSPHOTRA
4.0e-54 MTH3-like protein - Arabidopsis thaliana

Dro=ophila melanogaster, chromosome 4, region 101F-102F, BAC clone BACH04KDE, complete sequence

Triticum aestivum clone pEMB27 transposon Tn1721 homo
Oryza sativa mRHA for S-adenosylmethionine decarboxyla
Athaliana mRHA for ATH1 protein kinase

Arabidopsis thaliana AT5g50430VMXI22_15 mBHA, complet:
Triticum aestivum plasma membrane intrinsic protein 2 (I
Oryza sativa OHIT4 mRHA for nitrilaze-like protein, comple
Arabidopsis thaliana chromo=some 1 BAC FrA10 genomic 3
Oryza sativa genomic OHA fragment, chromosome 2
Hordeum vulgare mRHA for bpw3, complete cds

Zea mays beta-expansin 4 (expB4) mRHA, complete cds
Oryza sativa mRHA for enoyl-ACP reductase

Z2.0e-45 hypothetical protein T14P8.6 - Arabidop=sis thaliana [Arabid
£ .0e-55 (AJ251899) S-adenosylmethionine decarboxylase 2 [Oryza
3.0e-82 (ABOD9052) protein Kinase ATH1 [Arabidopsis thaliana]
Z.0e-54 (AB0M2248) ubiquitin conjugating enzyme-like protein [Aral
&.0e-73 (AF139815) plasma membrane intrinsic protein 2 [Triticum
3.0e-73 (ABO27054) nitrilase-like protein [Oryza sativa]

3.0e-84 (AC027034) n-calpain-1 large subunit, putative'; 13921-2395¢
1.0e-70 (AJI0DTEE2) putative protein [Oryza sativa]

2.0e-07 (AFII217T) beta-expansin 4 [Fea mays]
Z2.0e-47 probable enoyl-[acyl-carrier-protein] reductase (HADH) (EC

6DL11-0.74-0.80

Oryza sativa genomic DOHA, chromosome 1, PAC clone:P04 1.0:-58 (AB019229) cucumisin-like serine protease! subtilisin-like

Arabidopsis thaliana mRMA for receiver-like protein 4

7.0e-1e (ABDG2095) rezponse reqgulator 9 [Zea may=]

Arabidop=is thaliana chromosome 1 BAC T2.M5 genomic £ 2. 0e-12 (ACD12395) putative RING zinc finger protein [Arabidop=sis 1

Oryza sativa genomic DHA, chromosome 1, PAC clone:P04:
Hicotiana tabacum (clone: L24-2) chloroplast ribosomal pro

Hordeumn vulgare mRHA for hypothetical protein

Arabidopsis thaliana unknown protein (AT4g30340) mRHA,

Streptomyces coelicolor cosmid D3
Stuberosum mRHA for aconitazeVaconitate hydratase
T.aestivum rab156 mRHA

Arabidop=is thaliana chromosome Il section 109 of 255 of 1
Homo sapiens chromosome 18 clone RP11-245817, comph

1.0e-35 (ABDM19229) cucumisin-like serine protease’; subtilisin-like
J.de-36 (ABDME6ETI) 505 ribosomal protein L24, chloroplast precurs
5.0e-22 {(ACOD5322) ESTs gb|H36249, gb this gene. [Arabidop=sis tha
2. 0e-E5 (ACDD5724) putative diacylglycerol kinase [Arabidop=sis tha
6. 0e-37 (ACO05896) nodulin-like protein [Arabidopsis thalianal

2 0e-85 RCOMITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-L
1.0e-1¢ rab15B protein - wheat

5.0e-45 (AL161576) putative protein [Arabidopsis thaliana]

3de-g4 (ARCD20889) T1H15.3 [Arabidopsis thaliana] deaminase from

http://wheat.pw.usda.gov/weST



