SEQUENCE NAME
5’ END

(bp)


3’ END

(bp)
GNE NAME
GENE TYPE
TITLE

AP000522.1.mRNA
26172
24046
AP000522.1
Related gene
Similar to part of Tr:Q15635, A novel transcriptional unit of the tre oncogene widely expressed in human cancer cells.

AP000522.2.mRNA
34830
34249
AP000522.2
Related gene
Similar to Tr:O43575, HYPOTHETICAL 21.5 KD PROTEIN

AP000523.1.mRNA
68994
67218
AP000523.1
Related gene
Similar to part of Tr:O16024, novel A kinase anchor protein from Drosophila

AP000523.2.mRNA
72759
73765
AP000523.2
Pseudogene
Pseudogene of Tr:O96008, D19S1177E OR TOM40 

AP000523.3.mRNA
74973
74445
AP000523.3
Predicted gene
Matches EST cluster

AP000525.2.mRNA
98113
98466
AP000525.2
Predicted gene
Matches EST cluster

AP000525.4.mRNA
101442
100866
AP000525.4
Pseudogene
Similar to TR:P79359, PUTATIVE HOMEOBOX PROTEIN (FRAGMENT)

AP000525.5.mRNA
107867
108262
AP000525.5
Predicted gene
Matches EST cluster

AP000525.6.mRNA
108368
108734
AP000525.6
Predicted gene
Matches EST cluster

AP000525.7.mRNA
114156
113498
AP000525.7
Predicted gene
Matches EST cluster

AP000526.1.mRNA
121460
122336
AP000526.1
Related gene
Similar in part to Tr:Q14692, KIAA0187

AP000527.3.mRNA
135909
136298
AP000527.3
Pseudogene
Similar to part of Tr:O46382, Bovine GUANINE NUCLEOTIDE-EXCHANGE PROTEIN

AP000527.1.mRNA
150202
149676
AP000527.1
Predicted gene
Matches EST cluster

AP000527.2.mRNA
154000
153533
AP000527.2
Predicted gene
Matches EST cluster

AP000528.1.mRNA
180253
180776
AP000528.1
Predicted gene
Matches EST cluster

AP000529.1.mRNA
206305
205181
ACTBL1
Related gene
Actin, beta-like 1

AP000529.2.mRNA
226059
227393
AP000529.2
Predicted gene
Matches EST cluster

AP000532.1
298997
308445
AP000532.1
Pseudogene
Similar to SW:P21359, Neurofibromatosis type 1 gene

AP000532.2
315460
315739
AP000532.2
Pseudogene
Similar to Tr:O94994, INDUCIBLE NITRIC OXIDE SYNTHASE

AP000532.3
317951
319186
AP000532.3
Pseudogene
Similar to Tr:P51955, NIMA-LIKE PROTEIN KINASE 1

AP000533.1
358026
358959
AP000533.1
Pseudogene
Similar to Tr:Q98948, Chicken SINGLE-STRAND DNA-BINDING PROTEIN CSDP

AP000533.2
366770
369031
AP000533.2
Pseudogene
Similar to Tr:P52479, UBIQUITIN CARBOXYL-TERMINAL HYDROLASE 14

AP000534.1
377207
379177
AP000534.1
Pseudogene
Similar to Tr:O60890, OLIGOPHRENIN 1

AP000534.2.mRNA
387981
387117
AP000534.2
Predicted gene
Matches EST cluster

AP000534.3.mRNA
402848
401908
AP000534.3
Related gene
Similar to Tr:O70266, rat OLFACTORY RECEPTOR-LIKE PROTEIN

AP000535.1.mRNA
441059
438476
YME1L2
Related gene
YME1 (S.cerevisiae)-like 2

AP000540.1
581514
580953
AP000540.1
Pseudogene
Similar to Tr:Q12983, BCL2/ADENOVIRUS E1B 19-KD PROTEIN-INTERACTING PROTEIN 3

AP000541.1
603234
605736
AP000541.1
Pseudogene
Similar to Tr:O14709, Human ZINC FINGER PROTEIN, ZNF20

AP000543.1.mRNA
817315
817752
AP000543.1
Predicted gene
Matches EST cluster

AP000543.2.mRNA
818585
818908
AP000543.2
Predicted gene
Matches EST cluster

AP000543.3.mRNA
823039
826189
ABCD1P4
Related gene
Similar to Tr:P33897, ADRENOLEUKODYSTROPHY PROTEIN

AP000544.1.mRNA
840595
841297
AP000544.1
Predicted gene
Matches EST cluster

AP000545.1
859805
861298
AP000545.1
Pseudogene
Similar to SW:P11940, Human POLYADENYLATE-BINDING PROTEIN 1 POLY(A) BINDING PROTEIN 1

AP000546.2.mRNA
909506
895223
AP000546.2
Related gene
Similar to Wp:CE19906, and C2 genomic clone AC002038

AP000546.1
922120
923317
AP000546.1
Pseudogene
Similar to Tr:P32391, ACTIN-LIKE PROTEIN 3

AP000547.1.mRNA
938730
945063
AP000547.1
Related gene
Similar to Tr:O96017, Human PROTEIN KINASE.

AP000547.2.mRNA
956023
962495
AP000547.2
Predicted gene
Matches EST sequences

AP000547.3
1.00745e+06
1.01006e+06
AP000547.3
Pseudogene
PHOSPHATIDYLINOSITOL 3-KINASE CATALYTIC SUBUNIT, ALPHA ISOFORM

AP000547.4.mRNA
1.01813e+06
1.01619e+06
AP000547.4
Related gene
Similar to Tr:O93393, Chicken PUTATIVE CALCIUM-ACTIVATED POTASSIUM CHANNEL REGULATORY SUBUNIT

AP000547.5.mRNA
1.02798e+06
1.02618e+06
AP000547.5
Related gene
Similar to Sw:P50990, Human T-COMPLEX PROTEIN 1, THETA SUBUNIT

AP000547.6
1.03083e+06
1.03051e+06
AP000547.6
Pseudogene
Similar to Tr:Q01469, human FATTY ACID-BINDING PROTEIN, EPIDERMAL (E-FABP)

AP000547.7.mRNA
1.03553e+06
1.03496e+06
AP000547.7
Predicted gene
Matches EST cluster

AP000365.2.mRNA
1.08202e+06
1.08114e+06
AP000365.2
Related gene
Similar to AF133914, mouse ornithine transporter mRNA

AP000365.1.mRNA
1.09506e+06
1.08913e+06
ADPRTL4
Related gene
ADP-ribosyltransferase (NAD+; poly(ADP-ribose) polymerase)-like 4 

AP000365.3
1.11147e+06
1.11055e+06
AP000365.3
Related gene
Similar to Tr:O60311, KIAA0565 PROTEIN.

AC005301.2
1.14104e+06
1.12473e+06
VWFP
Pseudogene
Von Willebrand factor pseudogene

AC005301.1
1.22035e+06
1.21906e+06
AC005301.1
Pseudogene
Similar to Tr:O14609, human TESTIS-SPECIFIC XK RELATED PROTEIN Y

AC006548.12.mRNA
1.26352e+06
1.26505e+06
AC006548.12
Predicted gene
Matches EST cluster

AC006548.11
1.2962e+06
1.29387e+06
AC006548.11
Pseudogene
Similar to D86966, human KIAA0211 gene

AC006548.10
1.30462e+06
1.30271e+06
AC006548.10
Pseudogene
Similar to L08246, human myeloid cell differentiation protein (MCL1)

AC006548.9.mRNA
1.32639e+06
1.32566e+06
AC006548.9
Predicted gene
Matches EST cluster

AC006548.5.mRNA
1.3404e+06
1.33993e+06
IGKVP7
Pseudogene
Immunoglobulin kappa variable region pseudogene 7

AC006548.4.mRNA
1.35069e+06
1.34994e+06
IGKVP6
Pseudogene
Immunoglobulin kappa variable region pseudogene 6

AC006548.2.mRNA
1.35788e+06
1.35715e+06
IGKVP4
Pseudogene
Immunoglobulin kappa variable region pseudogene 4

AC006548.1.mRNA
1.36215e+06
1.36165e+06
IGKVP3
Pseudogene
Immunoglobulin kappa variable region pseudogene 3

AC006548.3.mRNA
1.36971e+06
1.36923e+06
IGKVP5
Pseudogene
Immunoglobulin kappa variable region pseudogene 5

AC006548.8.mRNA
1.44371e+06
1.39844e+06
AC006548.8
Related gene
Similar to AB018413, human Gab2

AC006548.7
1.44811e+06
1.44866e+06
AC006548.7
Pseudogene
Similar to Sw:Q01113, Human interleukin 9 receptor mRNA

AC006548.6
1.45828e+06
1.45711e+06
AC006548.6
Pseudogene
Similar to Tr:Q62852, rat PHEROMONE RECEPTOR VN3

AC006946.3.mRNA
1.52077e+06
1.54602e+06
IL17R
Gene
Interleukin 17 receptor

AC006946.4.mRNA
1.55087e+06
1.5514e+06
AC006946.4
Predicted gene
Matches EST cluster

AC006946.2.mRNA
1.55269e+06
1.552e+06
AC006946.2
Predicted gene
Matches EST cluster

AC006946.1.mRNA
1.57397e+06
1.57323e+06
AC006946.1
Related gene
Similar tp Wp:CE21003, predicted C. elegens gene

AC005300.1
1.61767e+06
1.61644e+06
AC005300.1
Related gene
Similar to Tr:Q26642, Flesh fly SECRETORY COMPONENT.

AC005300.5
1.62788e+06
1.62825e+06
RPL32L2
Pseudogene
Ribosomal protein L32-like 2

AC005300.6.mRNA
1.6445e+06
1.6385e+06
AC005300.6
Related gene
Similar to Tr:P15287, California sea hare ATRIAL GLAND-SPECIFIC ANTIGEN PRECURSOR

AC004019.3
1.85552e+06
1.85513e+06
AC004019.3
Pseudogene
Similar to Tr:Q05315, human EOSINOPHIL LYSOPHOSPHOLIPASE

AC004019.1
1.94997e+06
1.9486e+06
AC004019.1
Pseudogene
Similar to Sw:P31689, human DnaJ protein homolog

AC004019.2.mRNA
1.96124e+06
1.96175e+06
AC004019.2
Predicted gene
Homo sapiens full length insert cDNA clone YZ82H07.

AC004019.4.mRNA
1.96852e+06
1.97048e+06
AC004019.4
Related gene
Similar to part of Tr:Q60544, hamster CCG1

AC004019.5.mRNA
2.01547e+06
2.02467e+06
AC004019.5
Related gene
Similar to part of AF118838, human citrin (SLC25A13)

AC006285.6.mRNA
2.06183e+06
2.02661e+06
ATP6E
Gene
ATPase, H+ transporting, lysosomal (vacuolar proton pump) 31kD

AC006285.5.mRNA
2.11767e+06
2.13686e+06
AC006285.5
Predicted gene
Matches EST cluster

AC006285.3.mRNA
2.14089e+06
2.14142e+06
AC006285.3
Gene
Homo sapiens full length insert cDNA clone ZD77D08

AC006285.1.mRNA
2.18461e+06
2.16964e+06
BID
Gene
BH3 interacting domain death agonist

AC008101.2
2.44435e+06
2.44407e+06
AC008101.2
Pseudogene
Similar to Tr:O57561, salmon 60S RIBOSOMAL PROTEIN L18A

AC008101.1.mRNA
2.48455e+06
2.49421e+06
TUBAL2
Related gene
Tubulin, alpha-like 2

AC008079.2.mRNA
2.56895e+06
2.56212e+06
AC008079.2
Predicted gene
Soares_testis_NHT Homo sapiens cDNA clone IMAGE:1751336

AC008079.3
2.58333e+06
2.58782e+06
AC008079.3
Pseudogene
Similar to AB014549, human KIAA0649

AC008132.4
2.63739e+06
2.63718e+06
AC008132.4
Pseudogene
GGT related

AC008132.1
2.66049e+06
2.64132e+06
AC008132.1
Pseudogene
GGT related

AC008132.3
2.7021e+06
2.7033e+06
AC008132.3
Pseudogene
Similar to AF041381, Human putative transcriptional repressor E2F-6 mRNA, partial

AC008132.2
2.71476e+06
2.71581e+06
AC008132.2
Pseudogene
Similar to Tr:Q13116, human MEMBRANE PROTEIN-LIKE PROTEIN

AC008103.3.mRNA
2.72054e+06
2.72734e+06
AC008103.3
Gene
Homo sapiens cDNA DKFZp434K191

AC008103.2.mRNA
2.7263e+06
2.72203e+06
AC008103.2
Related gene
BCR related sequence

AC008103.4.mRNA
2.77368e+06
2.77935e+06
AC008103.4
Gene
DiGeorge Critical Region 6

AC000095.1.mRNA
2.79122e+06
2.87728e+06
DGCR2
Gene
DiGeorge syndrome critical region gene 2

AC008103.1
2.79846e+06
2.78045e+06
PRODH
Gene
Proline dehydrogenase (proline oxidase)

AC000095.2.mRNA
2.80325e+06
2.74254e+06
AC000095.2
Gene
DiGeorge Critical region gene 5

AC007326.1
2.85306e+06
2.86179e+06
AC007326.1
Pseudogene
Similar to CELSR1 in clone dJ1163J1 (AL031588)

AC007326.2
2.86469e+06
2.86448e+06
AC007326.2
Pseudogene
Similar to Tr:Q13116, human MEMBRANE PROTEIN-LIKE PROTEIN

AC000095.3.mRNA
2.8873e+06
2.88529e+06
AC000095.3
Gene
DiGeorge Syndrome gene A

AC000095.4.mRNA
2.8905e+06
2.89006e+06
AC000095.4
Gene
DiGeorge Syndrome gene B

AC004461.2.mRNA
2.91467e+06
2.91341e+06
AC004461.2
Gene
DiGeorge Syndrome gene D

AC004461.1.mRNA
2.92912e+06
2.92831e+06
AC004461.1
Gene
DiGeorge Syndrome gene E

AC004471.4.mRNA
2.99215e+06
2.99292e+06
AC004471.4
Gene
Similar to TR:Q61241 : mouse TESTIS-SPECIFIC SERINE/THREONINE KINASE.

AC004471.3.mRNA
2.99808e+06
2.99989e+06
STK22A
Gene
Serine/threonine kinase 22A (spermiogenesis associated) 

AC004471.2.mRNA
3.00097e+06
2.99987e+06
AC004471.2
Gene
DiGeorge Syndrome gene H

AC004471.1.mRNA
3.01192e+06
3.00121e+06
AC004471.1
Gene
DiGeorge Syndrome gene I

AC004463.3
3.01756e+06
3.01626e+06
GSCL
Gene
Goosecoid-like

AC004463.2.mRNA
3.04602e+06
3.04285e+06
SLC25A1
Gene
Solute carrier family 25 (mitochondrial carrier; citrate transporter), member 1

AC000085.1.mRNA
3.05358e+06
3.1546e+06
HIRA
Gene
HIR (histone cell cycle regulation defective, S. cerevisiae) homolog A

AC000094.1.mRNA
3.12074e+06
3.12051e+06
DVL1L1
Gene
Human homologue sequences to the 3' end of Drosophila dishevelled segment-polarity gene are deleted in the DiGeorge syndrome

AC000094.2
3.1248e+06
3.12607e+06
AC000094.2
Pseudogene
Similar to Tr:P05783, human KERATIN, TYPE I CYTOSKELETAL 18 

AC004463.1.mRNA
3.15894e+06
3.04675e+06
CLTCL1
Gene
Clathrin, heavy polypeptide-like 1

AC000068.2.mRNA
3.27252e+06
3.30106e+06
UFD1L
Gene
Ubiquitin fusion-degradation 1 like

AC000068.1.mRNA
3.29981e+06
3.30334e+06
NLVCF
Gene
Nuclear localization signal deleted in velocardiofacial syndrome

AC000068.3.mRNA
3.31115e+06
3.31042e+06
AC000068.3
Predicted gene
Matches EST cluster

AC000071.1.mRNA
3.34522e+06
3.30456e+06
CDC45L
Gene
CDC45 (cell division cycle 45, S.cerevisiae, homolog)-like

AC000088.1.mRNA
3.39164e+06
3.3903e+06
CLDN5
Gene
Claudin 5 (Transmembrane protein deleted in VCFS)

AC000093.1.mRNA
3.58177e+06
3.59059e+06
PNUTL1
Gene
Human cell division control related protein

AC000093.2
3.59084e+06
3.59173e+06
GP1BB
Gene
Glycoprotein Ib (platelet), beta polypeptide

AC000091.2.mRNA
3.6205e+06
3.61976e+06
AC000091.2
Predicted gene
Matches EST cluster

AC000091.1b.mRNA
3.62397e+06
3.65086e+06
TBX1
Gene
T-box 1

AC000089.1
3.65957e+06
3.66036e+06
AC000089.1
Pseudogene
Similar to SW:P11518, 60S RIBOSOMAL PROTEIN L7A (SURFEIT LOCUS PROTEIN 3)

AC000078.1.mRNA
3.67869e+06
3.74514e+06
TR
Gene
Thioredoxin reductase beta

AC000076.1.mRNA
3.71798e+06
3.71694e+06
AC000076.1
Predicted gene
Matches EST cluster

AC000080.1.mRNA
3.80922e+06
3.83637e+06
COMT
Gene
Catechol-O-methyltransferase

AC006547.3
3.82612e+06
3.79825e+06
AC006547.3
Related gene
Similar to X74504, mouse T10

AC005663.1.mRNA
3.88413e+06
3.83724e+06
ARVCF
Gene
Armadillo repeat gene deletes in velocardiofacial syndrome

AC006547.2.mRNA
3.98381e+06
3.97991e+06
AC006547.2
Related gene
Similar to Tr:P70222, Mouse PROTEIN HTF9C

AC006547.1.mRNA
3.98489e+06
3.99452e+06
RANBP1
Gene
RAN binding protein 1

AC007663.1.mRNA
4.10936e+06
4.10874e+06
AC007663.1
Predicted gene
Matches EST cluster

AC007663.2.mRNA
4.17062e+06
4.18101e+06
AC007663.2
Related gene
Similar to AF120278, human proline dehydrogenase mRNA

AC007663.3.mRNA
4.18738e+06
4.1817e+06
AC007663.3
Gene
DiGeorge Critical Region 6

AC005500.1.mRNA
4.3247e+06
4.31104e+06
USP18
Related gene
Ubiquitin specific protease 18

AC005500.2.mRNA
4.34162e+06
4.35509e+06
ZNF74
Gene
Zinc finger protein 74 (Cos52)

AC005500.3.mRNA
4.37922e+06
4.37198e+06
AC005500.3
Predicted gene
Matches EST sequences

AC004033.3
4.43322e+06
4.43194e+06
AC004033.3
Pseudogene
Similar to Tr:P05783, human KERATIN, TYPE I CYTOSKELETAL 18 (CYTOKERATIN 18)

AC005500.4.mRNA
4.43663e+06
4.38891e+06
AC005500.4
Predicted gene
Matches EST sequences

AC004033.1.mRNA
4.48451e+06
4.53501e+06
AC004033.1
Gene
Homo sapiens mRNA; EST DKFZp586E2117_r1

AC007050.7
4.57678e+06
4.57712e+06
AC007050.7
Related gene
Similar to IGLL sequences

AC007050.1
4.59694e+06
4.59894e+06
AC007050.1
Pseudogene
Similar to Tr:P48764, Human SODIUM/HYDROGEN EXCHANGER 3

AC007050.2.mRNA
4.61525e+06
4.61203e+06
AC007050.2
Related gene
Similar to Wp:CE06096, BEM-1/BUD5 SUPPRESSOR-LIKE

AC007050.3
4.63441e+06
4.63547e+06
AC007050.3
Pseudogene
Similar to Tr:Q13116, human MEMBRANE PROTEIN-LIKE PROTEIN

AC007050.4.mRNA
4.63899e+06
4.64327e+06
AC007050.4
Related gene
Similar to AL117401, humam cDNA DKFZp434P211, POM121-like 1

AC007050.5.mRNA
4.64315e+06
4.64217e+06
BCRL5
Related gene
Breakpoint cluster region-like 5

AC007050.6.mRNA
4.64719e+06
4.64882e+06
AC007050.6
Gene
Homo sapiens mRNA; from clone DKFZp434G1017

AC007308.3.mRNA
4.72351e+06
4.73193e+06
HCF2
Gene
Heparin cofactor II

AC007308.1.mRNA
4.78293e+06
4.65192e+06
PIK4CA
Gene
Phosphatidylinositol 4-kinase, catalytic, alpha polypeptide

AC007308.2.mRNA
4.80325e+06
4.83219e+06
SNAP29
Gene
Synaptosomal-associated protein, 29kD

AC002470.1.mRNA
4.86164e+06
4.89452e+06
CRKL
Gene
v-crk avian sarcoma virus CT10 oncogene homolog-like

AC002472.7.mRNA
4.91825e+06
4.92597e+06
AC002472.7
Related gene
Similar to Tr:O42346, frog  TAMEGOLOH

AC002472.2.mRNA
4.92732e+06
4.94398e+06
LZTR1
Gene
Leucine-zipper-like transcriptional regulator 1

AC002472.6.mRNA
4.95437e+06
4.94782e+06
AC002472.6
Pseudogene
Similar to Sw:P05214, mouse TUBULIN ALPHA-3/ALPHA-7 CHAIN

AC002472.1.mRNA
4.96008e+06
4.97375e+06
P2RXL1
Gene
Purinergic receptor P2X-like 1, orphan receptor

AC002472.5.mRNA
4.97677e+06
4.97364e+06
SLC7A4
Gene
Solute carrier family 7 (cationic amino acid transporter, y+ system), member 4

AC002472.4.mRNA
4.98994e+06
4.98726e+06
P2RXL2
Related gene
Similar to Sw:O15547, human P2X PURINOCEPTOR 6 (ATP RECEPTOR).

AC002472.3.mRNA
5.01038e+06
5.01502e+06
AC002472.3
Pseudogene
Similar to Sw:P05214, mouse TUBULIN ALPHA-3/ALPHA-7 CHAIN

AP000550.6.mRNA
5.06085e+06
5.06468e+06
AP000550.6
Related gene
BCR like gene

AP000550.5
5.07239e+06
5.07133e+06
AP000550.5
Pseudogene
Similar to Tr:Q13116, human MEMBRANE PROTEIN-LIKE PROTEIN

AP000550.1
5.08729e+06
5.08655e+06
AP000550.1
Pseudogene
Similar to Tr:O75461, Human E2F TRANSCRIPTIONAL REPRESSOR PROTEIN E2F-6

AP000550.4
5.14855e+06
5.14837e+06
AP000550.4
Pseudogene
GGT related

AP000550.2.mRNA
5.15464e+06
5.1529e+06
AP000550.2
Related gene
Gamma-glutamyltransferase 3

AP000552.1
5.21308e+06
5.2138e+06
AP000552.1
Pseudogene
Similar to Tr:O75461, Human E2F TRANSCRIPTIONAL REPRESSOR PROTEIN E2F-6

AP000552.2
5.22797e+06
5.22903e+06
AP000552.2
Pseudogene
Similar to Tr:Q13116, human MEMBRANE PROTEIN-LIKE PROTEIN

AP000552.3.mRNA
5.23951e+06
5.23568e+06
AP000552.3
Related gene
BCR related

AP000552.4.mRNA
5.25544e+06
5.2549e+06
AP000552.4
Predicted gene
Matches EST cluster

AP000552.6.mRNA
5.30511e+06
5.30452e+06
AP000552.6
Related gene
Similar to X91348, DGCR5 in genomic AC000095

AP000552.5.mRNA
5.33319e+06
5.33408e+06
AP000552.5
Predicted gene
Similar to Tr:O75111, KIAA0612 PROTEIN 

AP000557.1.mRNA
5.38987e+06
5.39638e+06
AP000557.1
Gene
KIAA1020 protein

AP000557.2.mRNA
5.4132e+06
5.41499e+06
AP000557.2
Predicted gene
Matches EST cluster

AP000557.3.mRNA
5.4333e+06
5.41793e+06
AP000557.3
Related gene
Similar to AF012872, human phosphatidylinositol 4-kinase 230 

AP000557.4.mRNA
5.49149e+06
5.4906e+06
AP000557.4
Related gene
Similar to AB002316, KIAA0612

AP000553.1.mRNA
5.51264e+06
5.56894e+06
UBE2L3
Gene
Ubiquitin-conjugating enzyme E2L3

AP000553.4.mRNA
5.58734e+06
5.58905e+06
SDF2L1
Related gene
Stromal cell-derived factor 2-like 1

AP000553.5.mRNA
5.60642e+06
5.60685e+06
AP000553.5
Predicted gene
Matches EST cluster

AP000553.2.mRNA
5.61093e+06
5.64133e+06
PPIL2
Gene
Peptidylprolyl isomerase (cyclophilin)-like 2 

AP000553.3.mRNA
5.65573e+06
5.64577e+06
AP000553.3
Gene
Homo sapiens unknown mRNA

AP000554.1.mRNA
5.70705e+06
5.7053e+06
AP000554.1
Predicted gene
Matches EST cluster

AP000555.1.mRNA
5.81254e+06
5.70801e+06
MAPK1
Gene
Mitogen-activated protein kinase 1

D86995.1.mRNA
5.89783e+06
5.86442e+06
D86995.1
Gene
KIAA0015

D87012.1.mRNA
5.9208e+06
5.90202e+06
TOP3b
Gene
Topoisomerase (DNA) III beta 

D87012.2
5.93051e+06
6.81419e+06
IGLV
Gene
Immunoglobulin lambda variable region

D88268.1.mRNA
5.94047e+06
5.93638e+06
D88268.1
Related gene
Similar to Tr:O60813, KIAA0014 LIKE PROTEIN

D88269.1.mRNA
6.06277e+06
6.05988e+06
D88269.1
Related gene
Similar to Wp:CE06096, BEM-1/BUD5 SUPPRESSOR-LIKE

D87000.1
6.1165e+06
6.11599e+06
D87000.1
Pseudogene
Similar to Tr:O14542, human CIS2

D87000.2
6.13095e+06
6.13162e+06
D87000.2
Pseudogene
Similar to Tr:P22004, human BONE MORPHOGENETIC PROTEIN 6 PRECURSOR

D86996.2.mRNA
6.16958e+06
6.16812e+06
TOP3B2
Gene
Topoisomerase (DNA) III beta, 2

D88270.1
6.18985e+06
6.19037e+06
VPREB1
Gene
Pre-B lymphocyte gene 1

D87003.1
6.21298e+06
6.21383e+06
D87003.1
Related gene
Similar to Sw:Q12967, human GUANINE NUCLEOTIDE DISSOCIATION STIMULATOR RALGDS

D87003.2
6.24821e+06
6.25539e+06
D87003.2
Pseudogene
Similar to 3' coding region of D80009, KIAA0187

D87018.1
6.28458e+06
6.28618e+06
D87018.1
Pseudogene
Similar to Tr:O60660, ASH2L1 - (absent, small, or homeotic, Drosophila, homolog)-like

D86999.1
6.31124e+06
6.31276e+06
D86999.1
Pseudogene
Similar to Tr:O60660, ASH2L1 - (absent, small, or homeotic, Drosophila, homolog)-like

D87009.1
6.36532e+06
6.36627e+06
D87009.1
Pseudogene
Similar to Tr:O60660, ASH2L1 - (absent, small, or homeotic, Drosophila, homolog)-like

D87009.2
6.39183e+06
6.39331e+06
D87009.2
Pseudogene
Similar to Tr:O60660, ASH2L1 - (absent, small, or homeotic, Drosophila, homolog)-like

D87009.3.mRNA
6.43434e+06
6.43271e+06
ZNF279
Related gene
Zinc finger protein 279 

D87009.4.mRNA
6.46057e+06
6.45894e+06
ZNF280
Related gene
Zinc finger protein 280 

D87011.1.mRNA
6.48413e+06
6.48074e+06
MAPE
Gene
Melanoma antigen preferentially expressed in tumors

D87002.1.mRNA
6.56315e+06
6.56924e+06
BCRL4
Related gene
Breakpoint cluster region-like 4

D87002.2.mRNA
6.57717e+06
6.5755e+06
D87002.2
Related gene
Similar to Tr:Q13116, human MEMBRANE PROTEIN-LIKE PROTEIN

D87002.4
6.57943e+06
6.58083e+06
D87002.4
Related gene
Gamma-glutamyltransferase 1

D87002.5
6.58468e+06
6.58538e+06
D87002.5
Pseudogene
GGT related

D87023.1
6.82658e+06
6.82661e+06
IGLJ1
Gene
Immunoglobulin lambda light chain J region gene segment1

D87023.2
6.82817e+06
6.82849e+06
IGLC1
Gene
Immunoglobulin lambda constant region 1 (Mcg marker)

D87023.3
6.83241e+06
6.83245e+06
IGLJ2
Gene
Immunoglobulin lambda light chain J region gene segment2

D87023.4
6.83377e+06
6.83412e+06
IGLC2
Gene
Immunoglobulin lambda constant region 2 (Kern- Oz-marker)

D87023.5
6.83778e+06
6.83782e+06
IGLJ3
Gene
Immunoglobulin lambda joining region 3

D87017.1
6.83913e+06
6.83945e+06
IGLC3
Gene
Immunoglobulin lambda constant region 3 (Kern- Oz+ marker)

D87017.2
6.84335e+06
6.84339e+06
IGLJ4
Pseudogene
Immunoglobulin lambda joining region 4

D87017.3
6.84361e+06
6.84386e+06
IGLC4
Pseudogene
Immunoglobulin lambda constant region 4 (pseudogene)

D87017.4
6.84706e+06
6.84709e+06
IGLJ5
Pseudogene
Immunoglobulin lambda joining region 5

D87017.5
6.84841e+06
6.84872e+06
IGLC5
Pseudogene
Immunoglobulin lambda constant region 5 (pseudogene)

D87017.6
6.85095e+06
6.85099e+06
IGLJ6
Pseudogene
Immunoglobulin lambda joining region 6

D87017.7
6.85232e+06
6.85264e+06
IGLC6
Pseudogene
Immunoglobulin lambda constant region 6 (Kern+ Oz- marker)

D87017.8
6.85418e+06
6.85422e+06
IGLJ7
Gene
Immunoglobulin lambda joining region 7

D87017.9
6.85538e+06
6.8557e+06
IGLC7
Gene
Immunoglobulin lambda constant region 7

AP000362.1.mRNA
6.9172e+06
6.98759e+06
AP000362.1
Related gene
Similar to SW:P31639, human  SODIUM/GLUCOSE COTRANSPORTER 2

AP000361.1
6.92105e+06
6.92137e+06
AP000361.1
Pseudogene
Similar to ATP SYNTHASE COUPLING FACTOR 6, MITOCHONDRIAL PRECURSOR (Sw:P18859)

AC000029.1.mRNA
7.00262e+06
7.05792e+06
GNAZ
Gene
Guanine nucleotide binding protein (G protein), alpha z polypeptide

AC000102.1.mRNA
7.07813e+06
7.09715e+06
RAB36
Gene
RAB36, member RAS oncogene family

U07000.1.mRNA
7.11317e+06
7.24875e+06
BCR
Gene
Active BCR-related gene

AP000344.1.mRNA
7.3098e+06
7.30291e+06
AP000344.1
Related gene
Similar to Tr:Q16859, Human CARBOXYLESTERASE 

AP000344.2.mRNA
7.32429e+06
7.32463e+06
AP000344.2
Predicted gene
Matching EST cluster

AP000344.3
7.39313e+06
7.39355e+06
AP000344.3
Pseudogene
Similar to Tr:Q13312, human TXBP181

AP000345.1.mRNA
7.51309e+06
7.50596e+06
IGLL1
Gene
Immunoglobulin lambda-like polypeptide 1

AP000347.2.mRNA
7.57102e+06
7.56875e+06
IGLL2
Gene
Immunoglobulin lambda-like polypeptide 2

AP000346.1.mRNA
7.58361e+06
7.57942e+06
ASLL
Gene
Argininosuccinate lyase-like

AP000346.2
7.60096e+06
7.60079e+06
AP000346.2
Pseudogene
GGT related

AP000347.3.mRNA
7.62295e+06
7.62859e+06
AP000347.3
Related gene
Similar to Sw:Q03385, mouse GUANINE NUCLEOTIDE DISSOCIATION STIMULATOR RALGDS FORM A

AP000347.1
7.64757e+06
7.64445e+06
AP000347.1
Pseudogene
Similar to BETA-GLUCURONIDASE PRECURSOR (Sw:P08236)

AP000348.1.mRNA
7.67539e+06
7.67405e+06
ZNF70
Related gene
Zinc finger protein 70 (Cos17)

AP000348.2.mRNA
7.68347e+06
7.68313e+06
AP000348.2
Related gene
Similar to Q61243 - VPREB3, 8HS20 PROTEIN PRECURSOR.

AP000348.3.mRNA
7.69457e+06
7.69612e+06
AP000348.3
Predicted gene
Matches EST cluster

AP000348.4.mRNA
7.69772e+06
7.6961e+06
AP000348.4
Related gene
Similar to yeast Sw:Q03667 and C. elegens SW:Q09254

AP000349.1.mRNA
7.70312e+06
7.71457e+06
MMP11
Gene
Matrix metalloproteinase 11 (stromelysin 3)

AP000349.2.mRNA
7.71728e+06
7.76477e+06
SMARCB1
Gene
SWI/SNF related, matrix associated, actin dependent regulator of chromatin, subfamily b, member 1

AP000350.1.mRNA
7.76929e+06
7.76697e+06
AP000350.1
Related gene
Similar to Homo sapiens CGI-101 protein mRNA (AF151859).

AP000350.2.mRNA
7.79238e+06
7.81502e+06
AP000350.2
Related gene
Similar to glucose transporters SW:P22732

AP000350.3.mRNA
7.82464e+06
7.82547e+06
MIF
Gene
Macrophage migration inhibitory factor (glycosylation-inhibiting factor)

AP000350.4
7.85725e+06
7.85885e+06
AP000350.4
Pseudogene
Similar to Tr:Q14145, human KIAA0132, and Wp:CE05435 RING CANAL PROTEIN LIKE TR:Q1867

AP000350.5.mRNA
7.87025e+06
7.87304e+06
AP000350.5
Related gene
GSTT3-1, similar to Glutathione S-transferases.

AP000350.6.mRNA
7.88017e+06
7.88429e+06
AP000350.6
Related gene
GSTT4-1, similar to Glutathione S-transferases.

AP000350.7.mRNA
7.89138e+06
7.88767e+06
GSTT2
Gene
Glutathione S-transferase theta 2

AP000351.1.mRNA
7.89717e+06
7.89782e+06
AP000351.1
Related gene
DDT2, Similar to Sw:O35215, D-DOPACHROME TAUTOMERASE.

AP000351.2.mRNA
7.91008e+06
7.90163e+06
DDT
Gene
D-dopachrome tautomerase 

AP000351.3.mRNA
7.91045e+06
7.91416e+06
AP000351.3
Related gene
GSTT2-2, similar to Glutathione S-transferases.

AP000351.4.mRNA
7.91942e+06
7.91757e+06
AP000351.4
Related gene
GSTT4-2, similar to Glutathione S-transferases.

AP000351.5.mRNA
7.93532e+06
7.92866e+06
AP000351.5
Gene
GSTT3-2, similar to Glutathione S-transferases.

AP000351.6
7.93605e+06
7.93748e+06
AP000351.6
Pseudogene
Similar to Tr:P03886, human NADH-UBIQUINONE OXIDOREDUCTASE CHAIN 1 

AP000351.13
7.93651e+06
7.93685e+06
AP000351.13
Pseudogene
Similar to Tr:Q13541, human 4E-BINDING PROTEIN 1.

AP000351.7.mRNA
7.93995e+06
7.93822e+06
AP000351.7
Related gene
GSTT5-1, similar to Glutathione S-transferases.

AP000351.8.mRNA
7.9588e+06
7.95895e+06
AP000351.8
Related gene
GSTT4-3, similar to Glutathione S-transferases.

AP000351.9.mRNA
7.9612e+06
7.96185e+06
AP000351.9
Related gene
DDT4, Similar to Sw:O35215, D-DOPACHROME TAUTOMERASE.

AP000351.10.mRNA
7.9723e+06
7.96421e+06
GSTT1
Gene
Glutathione S-transferase theta 1

AP000351.11.mRNA
7.98987e+06
7.98424e+06
AP000351.11
Related gene
GSTT3-3, similar to Glutathione S-transferases.

AP000351.12.mRNA
7.99163e+06
7.99147e+06
AP000351.12
Related gene
GSTT5-2, similar to Glutathione S-transferases.

AP000352.1.mRNA
7.99584e+06
8.16453e+06
AP000352.1
Gene
Homo sapiens calcineurin binding protein cabin 1 mRNA

AP000353.2.mRNA
8.17451e+06
8.17501e+06
AP000353.2
Predicted gene
Matches EST cluster

AP000354.3.mRNA
8.23084e+06
8.20544e+06
GGTLA1
Gene
Gamma-glutamyltransferase-like activity 1

AP000354.1
8.23526e+06
8.23372e+06
AP000354.1
Pseudogene
Gamma-glutamyltransferase 3

AP000354.7
8.23795e+06
8.23901e+06
AP000354.7
Pseudogene
Similar to Tr:Q13116, human  MEMBRANE PROTEIN-LIKE PROTEIN

AP000354.4.mRNA
8.24954e+06
8.24571e+06
AP000354.4
Related gene
Partial BCR gene

AP000354.6.mRNA
8.25591e+06
8.25507e+06
AP000354.6
Related gene
Similar to Sw:Q07254, frog 40S RIBOSOMAL PROTEIN S10

AP000354.2.mRNA
8.30723e+06
8.40303e+06
AP000354.2
Gene
HSAB2374 : Human mRNA for KIAA0376 gene, partial cds.

AP000355.1.mRNA
8.40352e+06
8.42812e+06
ADORA2A
Gene
Adenosine A2a receptor

AP000355.2.mRNA
8.48113e+06
8.51236e+06
AP000355.2
Predicted gene
Matches EST cluster

AP000356.6.mRNA
8.54075e+06
8.52872e+06
AP000356.6
Predicted gene
Matches EST cluster

AP000356.7.mRNA
8.54174e+06
8.55824e+06
AP000356.7
Predicted gene
Matches EST cluster

AP000356.8.mRNA
8.57184e+06
8.5714e+06
AP000356.8
Predicted gene
Matches EST cluster

AP000356.4.mRNA
8.58898e+06
8.61476e+06
GGT1
Gene
Gamma-glutamyltransferase 1

AP000356.10
8.61868e+06
8.61889e+06
AP000356.10
Pseudogene
GGT related

AP000356.5.mRNA
8.6305e+06
8.63912e+06
BCRL6
Related gene
Breakpoint cluster region-like 5

AP000356.9
8.64435e+06
8.6433e+06
AP000356.9
Pseudogene
Similar to Tr:Q13116, human MEMBRANE PROTEIN-LIKE PROTEIN

AP000358.1.mRNA
8.69799e+06
8.69841e+06
AP000358.1
Related gene
Similar to Human cysteine-rich heart protein (hCRHP) mRNA

AP000359.2.mRNA
8.73559e+06
8.70523e+06
AP000359.2
Related gene
Similar to Sw:O95404, human hiwi mRNA.

AP000359.1
8.75025e+06
8.75177e+06
TOP1P2
Pseudogene
Topoisomerase (DNA) I pseudogene 2

dJ930L11.1
8.83063e+06
8.91001e+06
dJ930L11.1
Related gene
Similar to KIAA0397, AB007857

bK243E7.3.mRNA
9.0984e+06
9.09664e+06
bK243E7.3
Predicted gene
Matches EST sequences

bK221G9.1
9.16529e+06
9.16504e+06
bK221G9.1
Pseudogene
Stathmin family SCG10-like, SCLIP, Neuroplasticin-2, NCP2 pseudogene

bK221G9.4.mRNA
9.18253e+06
9.18318e+06
bK221G9.4
Predicted gene
Matches EST cluster

bK221G9.2.mRNA
9.18559e+06
9.19309e+06
CRYBB3
Gene
Crystallin, beta B3

bK221G9.3.mRNA
9.20538e+06
9.2176e+06
CRYBB2
Gene
Crystallin, beta B2

dJ462D8.1.mRNA
9.24861e+06
9.24943e+06
dJ462D8.1
Predicted gene
Matches EST cluster

bK246H3.1.mRNA
9.30399e+06
9.30596e+06
IGLL3
Gene
Immunoglobulin lambda-like polypeptide 3

bK246H3.2.mRNA
9.3673e+06
9.33719e+06
bK246H3.2
Related gene
Similar to Tr:O75197, human LIPOPROTEIN RECEPTOR RELATED PROTEIN 5.

bK246H3.3.mRNA
9.42046e+06
9.42006e+06
bK246H3.3
Predicted gene
Matches EST cluster

bK390C10.1.mRNA
9.42357e+06
9.4231e+06
bK390C10.1
Predicted gene
Similar to IG rearranged lambda chain mRNA

bK390C10.2.1.mRNA
9.43383e+06
9.44542e+06
bK390C10.2
Pseudogene
Similar to CRYB gene.

bK390C10.3.mRNA
9.50566e+06
9.50647e+06
bK390C10.3
Predicted gene
Matches EST cluster

bK407F11.2.mRNA
9.55072e+06
9.70968e+06
ADRBK2
Gene
Adrenergic, beta, receptor kinase 2

bK407F11.1
9.63319e+06
9.63499e+06
YESP
Pseudogene
Yamaguchi sarcoma viral (v-yes-1) oncogene homolog pseudogene

bK407F11.3.mRNA
9.71347e+06
9.71503e+06
bK407F11.3
Predicted gene
Matches EST cluster

bK125H2.1.mRNA
9.75807e+06
9.9411e+06
bK125H2.1
Related gene
Similar to myosin heavy chain

bK109D1.1.mRNA
1.00132e+07
1.00164e+07
bK109D1.1
Predicted gene
Matches EST sequences

dJ268D13.1.mRNA
1.0278e+07
1.03693e+07
SEZ6L
Gene
Seizure related gene 6 (mouse)-like

bK1048E9.1
1.04089e+07
1.04078e+07
bK1048E9.1
Pseudogene
Similar to ribosomal protein S3A

bK1048E9.3.mRNA
1.04297e+07
1.04307e+07
bK1048E9.3
Predicted gene
Matches EST cluster

bK1048E9.4.mRNA
1.04502e+07
1.04378e+07
bK1048E9.4
Predicted gene
Matches EST cluster

bK1048E9.5.mRNA
1.04696e+07
1.04783e+07
bK1048E9.5
Predicted gene
Matches EST cluster

bK1048E9.2.mRNA
1.04982e+07
1.0477e+07
bK445C9.6
Gene
Similar to mouse tuftelin-interacting protein 10 mRNA, AF097181

bK445C9.7.mRNA
1.05081e+07
1.05077e+07
bK445C9.7
Predicted gene
Matches EST cluster

bK445C9.4.mRNA
1.05275e+07
1.05115e+07
TPST2
Gene
Tyrosylprotein sulfotransferase 2 

bK445C9.3.mRNA
1.05462e+07
1.05473e+07
HMG1L10
Gene
High mobility group-1 protein

bK445C9.1.mRNA
1.06038e+07
1.05851e+07
CRYBB1
Gene
Crystallin, beta B1

bK445C9.2.mRNA
1.06077e+07
1.06164e+07
CRYBA4
Gene
Crystallin, beta A4

bK373H7.4.mRNA
1.06308e+07
1.06304e+07
bK373H7.4
Predicted gene
Matches EST cluster

bK373H7.3.mRNA
1.06491e+07
1.06623e+07
bK373H7.3
Predicted gene
Matches EST cluster

dJ90L6.1
1.08733e+07
1.08726e+07
dJ90L6.1
Pseudogene
60S Ribosomal Protein L15 pseudogene

bK437G10.1.mRNA
1.17545e+07
1.17013e+07
MN1
Gene
Meningioma (disrupted in balanced translocation) 1

dJ353E16.1.mRNA
1.18722e+07
1.18064e+07
PITPNB
Gene
Phosphotidylinositol transfer protein beta

dJ477H23.1.mRNA
1.20493e+07
1.19343e+07
dJ477H23.1
Gene
Homo sapiens mRNA for KIAA1043 protein, partial cds.

cB42E1.1
1.22508e+07
1.20583e+07
cB42E1.1
Related gene
PUTATIVE partial novel protein with remote similarity to RAPSYN and LGN

bA444G7.1.mRNA
1.26757e+07
1.26122e+07
bA444G7.1
Gene
Homo sapiens protein kinase Chk2 (CHK2) mRNA, complete cds.

dJ366L4.1.mRNA
1.27148e+07
1.27247e+07
dJ366L4.1
Predicted gene
Matches EST sequences

bK292E10.1.mRNA
1.27416e+07
1.27356e+07
XBP1
Gene
X-box binding protein 1

bK292E10.2.mRNA
1.27594e+07
1.27632e+07
bK292E10.2
Predicted gene
Matches EST cluster

bK175E3.6.mRNA
1.28249e+07
1.29845e+07
bK175E3.6
Predicted gene
Matches EST cluster

dJ745C22.2.mRNA
1.28253e+07
1.28266e+07
dJ745C22.2
Predicted gene
Matches EST sequences

bK747E2.1.mRNA
1.30029e+07
1.29997e+07
bK747E2.1
Gene
H.sapiens novel gene from chromosome 22

bK57G9.2.mRNA
1.30142e+07
1.30798e+07
bK57G9.2
Predicted gene
Matches EST cluster

bK984G1.1.mRNA
1.31733e+07
1.32006e+07
bK984G1.1
Related gene
PUTATIVE Collagen triple helix repeats

bK984G1.2.mRNA
1.3209e+07
1.32009e+07
bK984G1.2
Gene
H.sapiens novel gene from chromosome 22

bK984G1.4.mRNA
1.32093e+07
1.32415e+07
EWSR1
Gene
Ewing sarcoma breakpoint region 1

AC000026.4.mRNA
1.3248e+07
1.3253e+07
GAR22
Gene
Gas2 related on chromosome22

AC000026.1.mRNA
1.32565e+07
1.32539e+07
RRP22
Gene
Ras-related protein on chromosome 22

AC000026.2.mRNA
1.33295e+07
1.32688e+07
ADTB1
Gene
Adaptin, beta 1 (beta prime)

AC002059.1.mRNA
1.33796e+07
1.33835e+07
RFPL1
Gene
Ret finger protein-like 1

AC000035.1.mRNA
1.34213e+07
1.34324e+07
NEFH
Gene
Neurofilament, heavy polypeptide (200kD)

AC005529.7.mRNA
1.34947e+07
1.34488e+07
AC005529.7
Gene
Human anonymous gene

AC005529.2.mRNA
1.35224e+07
1.34958e+07
NIPSNAP1
Gene
4-nitrophenylphosphatase domain and non-neuronal SNAP25-like 1

AC005529.1.mRNA
1.35448e+07
1.36361e+07
NF2
Gene
Neurofibromatosis 2 (bilateral acoustic neuroma)

AC005529.8
1.355e+07
1.35505e+07
AC005529.8
Pseudogene
Similar to Tr:O43767, human RIBULOSE-5-PHOSPHATE-EPIMERASE

AC005529.3.mRNA
1.36393e+07
1.36396e+07
AC005529.3
Predicted gene
Matches EST cluster

AC005529.5.mRNA
1.36895e+07
1.36793e+07
AC005529.5
Predicted gene
Matches EST cluster

AC005529.6.mRNA
1.37083e+07
1.37113e+07
AC005529.6
Related gene
Similar to Tr:P00130, Bovine UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX 7.2 KD PROTEIN

AC004882.1.mRNA
1.37458e+07
1.37296e+07
AC004882.1
Gene
Homo sapiens mRNA for KIAA1043 protein, partial cds.

dJ394A18.1.mRNA
1.37884e+07
1.3933e+07
MTMR3
Gene
Myotubularin related protein 3

AC003071.1
1.39523e+07
1.39515e+07
AC003071.1
Pseudogene
Similar to pig calponin N2

AC003071.2
1.40106e+07
1.40103e+07
AC003071.2
Pseudogene
Similar to rat 60S RIBOSOMAL PROTEIN L36, Sw:P39032

AC003071.3
1.40426e+07
1.40418e+07
AC003071.3
Pseudogene
Similar to mouse 40S RIBOSOMAL PROTEIN S3A, Sw:P97351

AC002378.1.mRNA
1.40822e+07
1.40818e+07
AC002378.1
Predicted gene
Matches EST cluster

AC004264.2.mRNA
1.41519e+07
1.41456e+07
LIF
Gene
Leukemia inhibitory factor (cholinergic differentiation factor)

AC004264.1.mRNA
1.4172e+07
1.4168e+07
OSM
Gene
Oncostatin M

AC004997.1.mRNA
1.41946e+07
1.41903e+07
dJ130H16.1
Predicted gene
Matches EST sequences

AC004997.2.mRNA
1.42098e+07
1.41971e+07
dJ130H16.2
Predicted gene
Matches EST sequences

AC004997.3.mRNA
1.4262e+07
1.42371e+07
SF3a120
Gene
Pre-mRNA splicing factor SF3a (120 kDa subunit), similar to S. cerevisiae PRP21

AC004832.6.mRNA
1.43021e+07
1.4329e+07
SEC14L2
Gene
SEC14 (S. cerevisiae)-like 2

AC004832.1.mRNA
1.43308e+07
1.43342e+07
AC004832.1
Related gene
Similar to WP:T13C5.6 : (ST. LOUIS) [1] TR:Q22461

AC004832.3
1.43771e+07
1.43652e+07
AC004832.3
Related gene
Similar to Tr:Q9Z1J8, rat 45 KDA SECRETORY PROTEIN

AC004832.4
1.4387e+07
1.43865e+07
AC004832.4
Pseudogene
Similar to rat SYNDECAN-4 PRECURSOR, Sw:P34901

AC004832.5.mRNA
1.44011e+07
1.43953e+07
AC004832.5
Related gene
Similar to AL096881, our gene dJ130H16.5

AC004832.2
1.44478e+07
1.44492e+07
PTPNS1L
Related gene
Protein tyrosine phosphatase, non-receptor type substrate 1-like 

AC005006.2.mRNA
1.447e+07
1.44598e+07
AC005006.2
Gene
Human mRNA for cerebroside sulfotransferase, complete cds.

AC005006.1.mRNA
1.4497e+07
1.44818e+07
PES1
Gene
Pescadillo (zebrafish) homolog 1, containing BRCT domain

AC005006.3.mRNA
1.45124e+07
1.45322e+07
TCN2
Gene
Transcobalamin II; macrocytic anemia 

AC005006.4.mRNA
1.45517e+07
1.45522e+07
AC005006.4
Related gene
Similar to AF182714, rat putative phosphate/phosphoenolpyruvate translocator mRNA

AC003072.3
1.456e+07
1.45594e+07
bK963H5.3
Pseudogene
Pseudogene similar to 60S ribosomal protein, SW:P35427

AC003072.1.mRNA
1.45703e+07
1.45684e+07
bK963H5.1
Predicted gene
Similar to C. elegans WP:F13D11.3 CE04389 PROTEIN TYROSINE-PHOSPHATASE FAMILY and M.musculus mRNA for tyrosine/threonine phosphatase 1 (X95518)

dJ430N8.5a.mRNA
1.46006e+07
1.4813e+07
OSBPL1
Related gene
Oxysterol binding protein-like 1 

AC004542.3.mRNA
1.48073e+07
1.48097e+07
AC004542.3
Pseudogene
Similar to D26068, KIAA0038 gene

AC004542.1.mRNA
1.48733e+07
1.48318e+07
dJ430N8.1
Gene
KIAA0852

AC004542.2.c.mRNA
1.48826e+07
1.4884e+07
dJ1198O21.1
Predicted gene
Matches EST cluster

AC005005.2.mRNA
1.49865e+07
1.50098e+07
SMTN
Gene
Smoothelin

AC005005.3
1.50182e+07
1.50185e+07
AC005005.3
Pseudogene
Similar to SW:P17135, SMALL NUCLEAR RIBONUCLEOPARTICLE-ASSOCIATED PROTEIN

AC005005.1.mRNA
1.50331e+07
1.50398e+07
PIB5PA
Gene
Human phosphatidylinositol (4,5)bisphosphate 5-phosphatase homolog mRNA, partial cds.

AC005005.4
1.50618e+07
1.50611e+07
AC005005.4
Pseudogene
Similar to Human hcerN3 gene mRNA for N snRNP associated protein

AC002073.3
1.51107e+07
1.51105e+07
dJ515N1.3
Pseudogene
Similar to Homo Sapiens angiotensin II receptor gene, pseudogene

AC002073.1c.mRNA
1.51174e+07
1.51852e+07
LIMK2
Gene
LIM DOMAIN KINASE 2

AC002073.2.mRNA
1.51976e+07
1.51867e+07
AC002073.2
Predicted gene
Similar to Mouse hepatocyte growth factor protein precursor

AC005003.3.mRNA
1.52507e+07
1.5231e+07
ZNF278
Gene
Zinc finger protein 278 

bA247I13.1.mRNA
1.53048e+07
1.53393e+07
DRG1
Gene
Developmentally regulated GTP-binding protein 1

bA247I13.2.mRNA
1.53637e+07
1.53421e+07
bA247I13.2
Predicted gene
Matches EST sequences

dJ858B16.1.mRNA
1.54014e+07
1.55238e+07
dJ858B16.1
Gene
Homo sapiens mRNA for KIAA0542 protein, complete cds.

bA247I13.3
1.54646e+07
1.54651e+07
bA247I13.3
Pseudogene
Similar to Tr:P25232, human 40S RIBOSOMAL PROTEIN S18 

dJ858B16.2.mRNA
1.55675e+07
1.55237e+07
PISD
Related gene
Phosphatidylserine decarboxylase

dJ694E4.2.mRNA
1.55892e+07
1.55865e+07
dJ694E4.2
Predicted gene
Matches EST sequences

AC005004.1.mRNA
1.566e+07
1.58122e+07
AC005004.1
Gene
Homo sapiens mRNA for KIAA0645 protein, complete cds

bK440B3.1
1.57226e+07
1.57217e+07
bK440B3.1
Pseudogene
60S ribosomal protein L17 (L23)-like pseudogene

cN44A4.1.mRNA
1.58497e+07
1.58627e+07
YWHAH
Gene
Tyrosine 3-monooxygenase/tryptophan 5-monooxygenase activation protein, eta polypeptide 

cN44A4.2.mRNA
1.58505e+07
1.58387e+07
cN44A4.2
Gene
H.sapiens novel gene from chromosome 22

cB1E7.2.mRNA
1.59446e+07
1.59451e+07
RPS17L4
Related gene
Similar to Human ribosomal protein S17 mRNA

cB1E7.1.mRNA
1.59484e+07
1.60158e+07
SLC5A1
Gene
Solute carrier family 5 (sodium/glucose transporter), member 1

dJ127L4.2
1.60375e+07
1.60377e+07
ADTB1L1
Related gene
Adaptin, beta 1-like 1

dJ127L4.3
1.60392e+07
1.60393e+07
ADTB1L2
Related gene
Adaptin, beta 1-like 2 

dJ90G24.1.mRNA
1.60986e+07
1.60956e+07
RFPL2
Gene
Ret finger protein-like 2

dJ90G24.3
1.61051e+07
1.61054e+07
dJ90G24.3
Pseudogene
Immunoglobulin Lambda Light Chain C region (IGLC) pseudogene

dJ90G24.4.mRNA
1.61606e+07
1.61236e+07
dJ90G24.4
Related gene
Similar sodium/glucose cotransporter 1

dJ90G24.5
1.61745e+07
1.61783e+07
dJ90G24.5
Pseudogene
Cleavage and Polyadenylation Specific Factor CPSF 160 kD subunit pseudogene

dJ149A16.1
1.62621e+07
1.62618e+07
dJ149A16.1
Pseudogene
IGLC Immunoglobulin Lambda Chain C pseudogene

dJ149A16.2.mRNA
1.6263e+07
1.62663e+07
RFPL3
Gene
Ret finger protein-like 3

dJ149A16.3.mRNA
1.62761e+07
1.62651e+07
RFPL3S
Gene
Ret finger protien-like 3 antisense

dJ149A16.4
1.62818e+07
1.62823e+07
dJ149A16.4
Predicted gene
HUMAN IG REARRANGED LAMBDA-CHAIN MRNA (V-D-J), 5' END.

dJ149A16.5
1.62906e+07
1.62915e+07
dJ149A16.5
Related gene
Similar to SW:GNDS_MOUSE : GUANINE NUCLEOTIDE DISSOCIATION STIMULATOR RALGDS FORM A (RALGEF).

dJ149A16.6.mRNA
1.63174e+07
1.62927e+07
dJ149A16.6
Gene
Similar to Wp:CE09424

dJ149A16.7a
1.6343e+07
1.63409e+07
dJ149A16.7
Related gene
Similar to BPI (Bacterial Permeability-Increasing Protein)

dJ149A16.8.1.mRNA
1.63799e+07
1.6404e+07
dJ149A16.8
Gene
Weakly similar to ORF2 [M.musculus]

dJ309I22.1.mRNA
1.67069e+07
1.67682e+07
TIMP3
Gene
Tissue inhibitor of metalloproteinase 3 (Sorsby fundus dystrophy, pseudoinflammatory)

dJ309I22.3
1.67656e+07
1.67652e+07
dJ309I22.3
Pseudogene
Similar to Tr:Q14867, Human K222 EXPRESSED IN DEGENERATIVE RETINAS

cN28H9.1.mRNA
1.69118e+07
1.64185e+07
SYN3
Gene
Synapsin III 

dJ302D9.1
1.70833e+07
1.70837e+07
dJ302D9.1
Pseudogene
Similar to Chipmunk HIBERNATION-ASSOCIATED PLASMA PROTEIN HP-25 PRECURSOR, SW:Q06576

bK1216H12.1
1.72793e+07
1.72785e+07
bK1216H12.1
Pseudogene
Similar to Tr:Q61043, Mouse NINEIN

bK282F2.1.mRNA
1.7762e+07
1.7178e+07
LARGE
Gene
Like-glycosyltransferase NOTE: Symbol and name provisional

dJ101G11.1
1.84964e+07
1.84942e+07
dJ101G11.1
Pseudogene
Similar to Tr:Q99798, human ACONITATE HYDRATASE, MITOCHONDRIAL PRECURSOR

dJ288L1.1.mRNA
1.86634e+07
1.86618e+07
dJ288L1.1
Predicted gene
Matches EST cluster

dJ272J12.1.mRNA
1.88528e+07
1.87789e+07
dJ272J12.1
Predicted gene
Matches EST cluster

dJ215F16.1.mRNA
1.89876e+07
1.89897e+07
dJ215F16.1
Related gene
Similar to Six3, a medaka fish PAX6 - homologue of the Drosophila homeobox gene

bK714B7.2.mRNA
1.90695e+07
1.90708e+07
bK714B7.2
Pseudogene
Similar to SW:HG74_HUMAN from ovary

bK714B7.1
1.91001e+07
1.90999e+07
bK714B7.1
Pseudogene
Similar to cytochrome C oxidase VIIB precursor

dJ510H16.2.mRNA
1.91627e+07
1.9201e+07
HMG2L1
Gene
High-mobility group protein 2-like 1

dJ510H16.1.mRNA
1.9205e+07
1.92531e+07
TOM1
Gene
Target of myb1 (chicken) homolog

bK286B10.2.mRNA
1.92862e+07
1.92994e+07
HMOX1
Gene
Heme oxygenase (decycling) 1

bK286B10.3.1.mRNA
1.93053e+07
1.93297e+07
MCM5
Gene
Minichromosome maintenance deficient (S.cereviseiae) 5

dJ824I19.1.mRNA
1.9339e+07
1.93394e+07
dJ824I19.1
Predicted gene
Matches EST cluster

dJ569D19.4.mRNA
1.93557e+07
1.93545e+07
dJ569D19.4
Related gene
Weakly similar to ORF YOL124c [S.cerevisiae]

dJ569D19.1
1.93992e+07
1.94045e+07
dJ569D19.1
Related gene
Similar to mouse Ras, Dexamethasone-induced 1 (Ras-related protein, RASD1, DEXRAS1)

fF62D4.1.mRNA
1.94698e+07
1.94592e+07
MB
Gene
Myoglobin

cB33F2.1
1.9527e+07
1.95277e+07
cB33F2.1
Related gene
Apolipoprotein homology

dJ41P2.2.mRNA
1.95787e+07
1.95797e+07
dJ41P2.2
Related gene
Apolipoprotein homology

dJ106I20.1
1.96908e+07
1.96915e+07
RPL41P3
Pseudogene
Ribosomal protein L41, pseudogene 3

dJ41P2.1.mRNA
1.96928e+07
1.95961e+07
RBM9
Gene
RNA binding motif protein 9

dJ106I20.2
1.97509e+07
1.97497e+07
dJ106I20.2
Pseudogene
NADH ubiquinone oxidoreductase pseudogene

bK212A2.1.mRNA
2.00132e+07
1.99928e+07
bK212A2.1
Gene
TNF-inducible protein CG12-1 mRNA

bK212A2.3
2.00259e+07
2.0029e+07
bK212A2.3
Pseudogene
Similar to CYTOCHROME C OXIDASE POLYPEPTIDE III 

bK212A2.2.mRNA
2.00857e+07
2.00798e+07
APOL2
Related gene
Apolipoprotein L, 2

dJ68O2.1.mRNA
2.01095e+07
2.01186e+07
APOL
Gene
Apolipoprotein L

dJ68O2.2.mRNA
2.02404e+07
2.01337e+07
MYH9
Gene
Myosin, heavy polypeptide 9, non-muscle 

dJ1119A7.1.mRNA
2.03053e+07
2.02907e+07
TXN2
Gene
Thioredoxin

dJ1119A7.3.mRNA
2.0314e+07
2.03127e+07
dJ1119A7.3
Predicted gene
Matches EST cluster

dJ1119A7.2.mRNA
2.03528e+07
2.03345e+07
EIF3S7
Gene
Eukaryotic translation initiation factor 3, subunit 7 (zeta, 66/67kD) 

dJ1119A7.4.mRNA
2.03613e+07
2.03603e+07
dJ1119A7.4
Related gene
Similar to Tr:O15402, human HERMANSKY-PUDLAK SYNDROME PROTEIN

dJ293L6.1
2.05263e+07
2.0388e+07
CACNG2
Gene
Calcium channel, voltage-dependent, gamma subunit 2

cE132D12.1.mRNA
2.05998e+07
2.05819e+07
cE132D12.1
Gene
Similar to RAS-related protein RAB-5A (HS)

fF24E5.1.mRNA
2.06432e+07
2.06244e+07
PVALB
Gene
Parvalbumin

bK833B7.1.mRNA
2.06842e+07
2.07016e+07
NCF4
Gene
Neutrophil cytosolic factor4 (40kD)

bK833B7.2.mRNA
2.07459e+07
2.07641e+07
CSF2RB
Gene
Colony stimulating factor 2 receptor, beta, low-affinity (granulocyte-macrophage)

fF45C1.2
2.07774e+07
2.07742e+07
CSF2RB2
Related gene
Colony stimulating factor 2 receptor, beta, 2

cE81G9.1.mRNA
2.0815e+07
2.08153e+07
EAN57
Gene
Hypothetical protein EAN57

cE146D10.1.mRNA
2.08424e+07
2.08346e+07
TST
Gene
Thiosulfate sulfurtransferase (rhodanese)

cE146D10.2.mRNA
2.08479e+07
2.08535e+07
MPST
Gene
Mercaptopyruvate sulfurtransferase

dJ1170K4.1.mRNA
2.08753e+07
2.08871e+07
dJ1170K4.1
Related gene
Similar Wp:CE04258, C52B11.2 CE04258 POTASSIUM CHANNEL PROTEIN (ST. LOUIS)

dJ1170K4.2.mRNA
2.08947e+07
2.08892e+07
dJ1170K4.2
Related gene
TR:O60235 : AIRWAY TRYPSIN-LIKE PROTEASE. 

dJ1170K4.4.mRNA
2.09332e+07
2.0908e+07
dJ1170K4.4
Predicted gene
Matches EST sequences

dJ1170K4.3.mRNA
2.09736e+07
2.09495e+07
IL2RB
Gene
Interleukin 2 receptor, beta

dJ151B14.4.mRNA
2.10046e+07
2.10038e+07
dJ151B14.4
Predicted gene
Matches EST cluster

dJ151B14.3.mRNA
2.10316e+07
2.10302e+07
SSTR3
Gene
Somatostatin receptor 3

dJ151B14.1
2.10396e+07
2.10394e+07
dJ151B14.1
Pseudogene
Similar to 60S RIBOSOMAL PROTEIN L39, Sw:P02404

dJ151B14.2.mRNA
2.10679e+07
2.10489e+07
RAC2
Gene
Ras-related C3 botulinum toxin substrate 2

dJ63G5.1
2.11197e+07
2.11372e+07
PSCD4
Related gene
Similar to ARNO (ARF nucleotide-binding-site opener)

dJ63G5.2.mRNA
2.1177e+07
2.11759e+07
dJ63G5.2
Predicted gene
Matches EST cluster

dJ63G5.3
2.11991e+07
2.11985e+07
dJ63G5.3
Related gene
TR:O14498 : ISLR PRECURSOR. 

bK390B3.1.1.mRNA
2.12183e+07
2.12356e+07
MFNG
Gene
Manic fringe (Drosophila) homolog 

dJ889J22B.1.1.mRNA
2.13196e+07
2.1314e+07
dJ889J22B.1
Predicted gene
Matches EST sequences

dJ1177I5.1
2.13323e+07
2.13315e+07
dJ1177I5.1
Predicted gene
Matches EST sequences

dJ1177I5.2.mRNA
2.13842e+07
2.13931e+07
MSE55
Gene
Serum constituent protein

dJ1177I5.3.mRNA
2.14036e+07
2.13939e+07
LGALS2
Gene
Lectin, galactoside-binding, soluble, 2 (galectin 2)

dJ437O22.1
2.14421e+07
2.14564e+07
dJ437O22.1
Gene
Similar to gamma adaptin

dJ37E16.2.mRNA
2.14662e+07
2.14797e+07
SH3BP1
Related gene
SH3-domain binding protein 1

dJ37E16.6.mRNA
2.14898e+07
2.14906e+07
dJ37E16.6
Related gene
Similar to WP:F44E7.2 : NITROPHENYLPHOSPHATASE (ST. LOUIS) [1] TR:O16247

dJ37E16.3.mRNA
2.14993e+07
2.15035e+07
LGALS1
Gene
Lectin, galactoside-binding, soluble, 1 (galectin 1)

dJ37E16.7.mRNA
2.151e+07
2.15171e+07
dJ37E16.7
Related gene
Matches EST sequences

dJ37E16.4.mRNA
2.15893e+07
2.15982e+07
dJ37E16.4
Gene
HRIHFB2122 Similar to mouse actin cytoskeleton signalling protein

dJ466N1.1.mRNA
2.16288e+07
2.16313e+07
H1F0
Gene
H1 histone family, member 0

dJ466N1.2.mRNA
2.16316e+07
2.16405e+07
GCAT
Gene
Glycine C-acetyltransferase (2-amino-3-ketobutyrate-CoA ligase

dJ466N1.3.mRNA
2.1647e+07
2.16491e+07
GALR3
Gene
Galanin receptor 3

dJ466N1.4.mRNA
2.16678e+07
2.16545e+07
dJ466N1.4
Predicted gene
Similar to part of H.sapiens ankyrin B (440 kDa), Z26634.

dJ1014D13.1.mRNA
2.16731e+07
2.17131e+07
dJ1014D13.1
Predicted gene
Weakly similar to CASEIN KINASE I HOMOLOG HRR25 [Saccharomyces cerevisiae] and WP:C17G10.8 : FAT-3: ALCOHOL DEHYDROGENASE (ST. LOUIS) [1] TR:Q09979

dJ1014D13.2.mRNA
2.17554e+07
2.17657e+07
dJ1014D13.2
Predicted gene
Matches EST sequences

dJ1039K5.6.mRNA
2.17679e+07
2.17674e+07
dJ1039K5.6
Predicted gene
Matches EST cluster

dJ1039K5.5.mRNA
2.17774e+07
2.17915e+07
POLR2F
Gene
Polymerase (RNA) II (DNA directed) polypeptide F

dJ1039K5.4.mRNA
2.1808e+07
2.17961e+07
SOX10
Gene
SRY (sex-determining region Y)-box 10

dJ1039K5.1.mRNA
2.18811e+07
2.18994e+07
PRKCABP
Gene
Protein kinase C, alpha binding protein 

dJ1039K5.2.mRNA
2.19065e+07
2.19018e+07
dJ1039K5.2
Related gene
Similar to mouse monocarboxylate transporter (MCT3) - TR:O70451

dJ1039K5.3.mRNA
2.19124e+07
2.19085e+07
dJ1039K5.3
Predicted gene
Matches EST cluster

bK228A9.1.mRNA
2.19931e+07
2.19351e+07
PLA2G6
Gene
Phospholipase A2, group VI

bK447C4.1.mRNA
2.20375e+07
2.20402e+07
MAFF
Gene
V-maf musculoaponeurotic fibrosarcoma (avian)oncogene family, protein F

dJ5O6.2.mRNA
2.20715e+07
2.20429e+07
dJ5O6.2
Gene
Similar to Wp:CE18674

dJ5O6.1.mRNA
2.21409e+07
2.21143e+07
CSNK1E
Gene
Casein kinase 1, epsilon

dJ449O17.1.mRNA
2.22046e+07
2.21602e+07
dJ449O17.1
Related gene
Similar to Sw:P56180, human PUTATIVE PROTEIN-TYROSINE PHOSPHATASE TPTE

dJ434P1.4.mRNA
2.22169e+07
2.22159e+07
dJ434P1.4
Predicted gene
Matches EST sequences

dJ434P1.2.mRNA
2.22788e+07
2.22502e+07
KCNJ4
Gene
Potassium inwardly-rectifying channel,subfamilyJ,member4

dJ434P1.3.mRNA
2.22918e+07
2.23071e+07
KDELR3
Gene
KDEL (Lys-Asp-Glu-Leu) endoplasmic reticulum protein retention receptor 3

dJ434P1.1.mRNA
2.23296e+07
2.23095e+07
DDX17
Gene
DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 17 (72kD)

dJ199H16.1.mRNA
2.23919e+07
2.23426e+07
DMC1
Gene
DMC1 (dosage suppressor of mck1, yeast homolog) meiosis-specific homologous recombination

dJ319F24.1.mRNA
2.24469e+07
2.24057e+07
dJ319F24.1
Predicted gene
Matches EST sequences

dJ508I15.1.mRNA
2.24803e+07
2.24975e+07
dJ508I15.1
Gene
Novel human gene mapping to chomosome 22

dJ508I15.5.mRNA
2.25056e+07
2.25084e+07
dJ508I15.5
Predicted gene
Matches EST sequences

dJ508I15.2.mRNA
2.25239e+07
2.25093e+07
dJ508I15.2
Gene
Human mRNA (KIAA0063) for ORF (novel protein)

dJ508I15.3.mRNA
2.25297e+07
2.25546e+07
GTPBP1
Gene
GTP binding protein 1

dJ508I15.6
2.25472e+07
2.25464e+07
dJ508I15.6
Pseudogene
Similar to Tr:P30048, human MITOCHONDRIAL THIOREDOXIN-DEPENDENT PEROXIDE REDUCTASE PRECURSOR

dJ508I15.4.mRNA
2.25768e+07
2.25584e+07
dJ508I15.4
Gene
Homo sapiens mRNA for KIAA0668 protein

dJ327J16.1.mRNA
2.26178e+07
2.26022e+07
DNAL4
Gene
Dynein, axonemal, light polypeptide 4

dJ327J16.2.mRNA
2.26677e+07
2.26421e+07
NPTXR
Related gene
Neuronal pentraxin receptor

dJ327J16.3.mRNA
2.26959e+07
2.26851e+07
CBX6
Related gene
Chromobox homolog 6

bK150C2.8
2.27728e+07
2.27733e+07
bK150C2.8
Pseudogene
Pseudogene similar to Phorbolin 1

bK150C2.1
2.27851e+07
2.27862e+07
bK150C2.1
Related gene
APOBEC-E, similar to APOBEC1 / Phorbolin

bK150C2.2.mRNA
2.28061e+07
2.28164e+07
bK150C2.2
Gene
APOBEC-A, similar to APOBEC1 / Phorbolin

bK150C2.3.mRNA
2.2838e+07
2.28425e+07
bK150C2.3
Related gene
APOBEC-C, similar to APOBEC1 / Phorbolin

bK150C2.9
2.28487e+07
2.28493e+07
bK150C2.9
Related gene
APOBEC-D, similar to APOBEC1 / Phorbolin

bK150C2.10
2.28554e+07
2.2856e+07
bK150C2.10
Related gene
APOBEC-F, similar to APOBEC1 / Phorbolin

bK150C2.4.mRNA
2.28643e+07
2.28681e+07
bK150C2.4
Predicted gene
APOBEC-G, similar to APOBEC1 / Phorbolin

bK150C2.5
2.28687e+07
2.28691e+07
bK150C2.5
Related gene
APOBEC-H, similar to APOBEC1 / Phorbolin

bK150C2.6
2.28757e+07
2.28763e+07
bK150C2.6
Related gene
Similar to APOBEC1 / Phorbolin

bK150C2.11
2.28941e+07
2.28943e+07
bK150C2.11
Pseudogene
Pseudogene similar to Phorbolin 1

dJ494G10.1.mRNA
2.29099e+07
2.29114e+07
dJ494G10.1
Related gene
APOBEC-B, similar to APOBEC1 / Phorbolin

dJ742C19.2
2.29249e+07
2.29257e+07
DJ742C19.2
Related gene
APOBEC1 (Apolipoprotein B mRNA editing protein) and Phorbolin 1 LIKE

dJ742C19.3.mRNA
2.2935e+07
2.29385e+07
dJ742C19.3
Predicted gene
Matches EST sequences

dJ742C19.4
2.29442e+07
2.29439e+07
dJ742C19.4
Pseudogene
Pseudogene similar to Cytochrome C Oxidase Polypeptide VB

dJ742C19.5.mRNA
2.29762e+07
2.29544e+07
CBX7
Related gene
Chromobox homolog 7

cN10C3.1.mRNA
2.30677e+07
2.30473e+07
PDGFB
Gene
Platelet-derived growth factor beta polypeptide (simian sarcoma viral (v-sis) oncogene homolog)

dJ333H23.1.1.mRNA
2.31433e+07
2.31365e+07
RPL3
Gene
Ribosomal protein L3

dJ333H23.2.2.mRNA
2.31736e+07
2.32092e+07
SYNGR1
Gene
Synaptogyrin 1

dJ407F17.1.mRNA
2.32234e+07
2.32554e+07
TAB1
Gene
Transforming growth factor beta-activated kinase-binding protein 1

dJ407F17.2.mRNA
2.32579e+07
2.32583e+07
dJ407F17.2
Predicted gene
Matches EST cluster

dJ407F17.3.mRNA
2.32589e+07
2.32583e+07
dJ407F17.3
Predicted gene
Matches EST cluster

dJ1104E15.1.mRNA
2.3281e+07
2.33158e+07
MGAT3
Gene
Mannosyl(beta-1,4-)-glycoprotein beta-1,4-N-acetylglucosaminyltransferase

dJ1104E15.5.mRNA
2.33383e+07
2.33401e+07
dJ1104E15.5
Predicted gene
Matches EST cluster

dJ1104E15.3.mRNA
2.33403e+07
2.33418e+07
dJ1104E15.3
Gene
HYPOTHETICAL 17.7 KD PROTEIN

dJ1104E15.2.mRNA
2.33442e+07
2.33463e+07
ATF4
Gene
Activating transcription factor 4 (tax-responsive enhancer element B67)

dJ1104E15.4.mRNA
2.33536e+07
2.33527e+07
dJ1104E15.4
Predicted gene
Leukemia-associated phosphoprotein p18 (stathmin)

dJ172B20.1.mRNA
2.33944e+07
2.35089e+07
CACNA1I
Gene
Calcium channel, voltage-dependent, alpha 1I subunit

dJ370M22.2.mRNA
2.36989e+07
2.37e+07
UQCRFSL1
Gene
Ubiquinol-cytochrome c reductase, Rieske iron-sulfur polypeptide-like 1

dJ370M22.3.mRNA
2.37114e+07
2.3711e+07
dJ370M22.3
Related gene
Similar to Tr:O13027, frog MITOTIC PHOSPHOPROTEIN 90

dJ370M22.1.mRNA
2.37248e+07
2.37949e+07
GRAP2
Gene
Grb2-related adaptor protein 2

dJ496C20.1.mRNA
2.386e+07
2.38602e+07
dJ496C20.1
Predicted gene
Matches EST cluster

dJ496C20.2.mRNA
2.38667e+07
2.38672e+07
dJ496C20.2
Predicted gene
Matches EST cluster

dA11O7.1
2.39307e+07
2.393e+07
dA11O7.1
Pseudogene
RPL7 (60S Ribosomal Protein L7) pseudogene

dA11O7.2.mRNA
2.39407e+07
2.39798e+07
dA11O7.2
Predicted gene
Putative novel protein

dA11O7.3
2.40017e+07
2.40858e+07
dJ377F16.1
Predicted gene
Matches EST sequences

dJ1042K10.4.mRNA
2.40894e+07
2.41474e+07
dJ1042K10.4
Gene
Novel human gene mapping to chomosome 22

dJ1042K10.1.2.mRNA
2.41702e+07
2.41904e+07
ADSL
Gene
Adenylosuccinate lyase

dJ1042K10.2.1.mRNA
2.42243e+07
2.42338e+07
dJ1042K10.2
Related gene
Similar to C.elegans predicted protein with probable rabGAP domains and src homology

dJ1042K10.3.mRNA
2.42411e+07
2.42339e+07
dJ1042K10.3
Predicted gene
Matches EST sequences

dJ1042K10.5.mRNA
2.4287e+07
2.4253e+07
dJ1042K10.5
Predicted gene
Matches EST sequences

dJ591N18.1
2.43929e+07
2.43935e+07
dJ591N18.1
Related gene
COX6B (Cytochrome C Oxidase subunit VIb (EC 1.9.3.1)) pseudogene

bK229A8.1
2.44117e+07
2.44103e+07
bK229A8.1
Pseudogene
RPL4 (60S Ribosomal Protein L4) pseudogene

bK229A8.2
2.44981e+07
2.44971e+07
bK229A8.2
Pseudogene
GAPD (Glyceraldehyde 3-Phosphate Dehydrogenase, pseudogene

bK229A8.3.mRNA
2.4504e+07
2.45059e+07
GPR24
Gene
G protein-coupled receptor 24

dJ362J20.1.mRNA
2.4643e+07
2.45937e+07
SLC25A17
Gene
Solute carrier family 25 (mitochondrial carrier; peroxisomal membrane protein 34kD), member 17

dJ408N23.1.mRNA
2.46803e+07
2.46482e+07
ST13
Gene
Suppression of tumorigenicity 13 (colon carcinoma) (Hsp70-interacting protein)

dJ408N23.2
2.46856e+07
2.4685e+07
dJ408N23.2
Related gene
Similar to mouse Mrj encodes a DnaJ-related co-chaperone that is essential for murine placental development, Tr:O54946

dJ1057D18.1.mRNA
2.47328e+07
2.47512e+07
dJ1057D18.1
Related gene
Similar to yeast HYPOTHETICAL 58.0 KD PEPTIDASE

bA554C12.2.mRNA
2.47558e+07
2.47565e+07
bA554C12.2
Predicted gene
Matches EST cluster

bA554C12.1.mRNA
2.4775e+07
2.47963e+07
RBX1
Related gene
Ring-box 1

bA12M9.1
2.48877e+07
2.48883e+07
RPS9L1
Related gene
Similar  to Sw:P46781, human 40S RIBOSOMAL PROTEIN S9

bA12M9.2
2.48989e+07
2.48978e+07
bA12M9.2
Pseudogene
Similar  to Tr:P02570, human ACTIN, CYTOPLASMIC 1

dJ85F18.1.mRNA
2.49154e+07
2.50032e+07
EP300
Gene
E1A binding protein p300

dJ756G23.3.mRNA
2.50477e+07
2.50549e+07
dJ756G23.3
Related gene
Similar to Tr:Q24191, Drosophila TRANSCRIPTIONAL REPRESSOR PROTEIN

dJ756G23.1.mRNA
2.50625e+07
2.50609e+07
dJ756G23.1
Related gene
Similar to Tr:O55226, mouse CHONDROADHERIN

dJ756G23.2.mRNA
2.51099e+07
2.50692e+07
RANGAP1
Gene
Ran GTPase activating protein 1

dJ979N1.2.mRNA
2.51253e+07
2.51838e+07
dJ979N1.2
Gene
Homo sapiens mRNA for KIAA1031 protein, partial cds plus EST data

dJ979N1.1.mRNA
2.52057e+07
2.52197e+07
TEF
Gene
Thyrotrophic embryonic factor

bK223H9.3.mRNA
2.52221e+07
2.5223e+07
bK223H9.3
Predicted gene
Matches EST cluster

bK223H9.1.mRNA
2.52612e+07
2.52571e+07
TROB2
Gene
Transducer of ERBB2, 2

bK223H9.2.mRNA
2.52923e+07
2.52834e+07
bK223H9.2
Related gene
Similar to Tr:O80873, Arabidopsis thaliana F23F1.8 PROTEIN

dJ347H13.1.mRNA
2.53234e+07
2.53526e+07
ACO2
Gene
Aconitase 2, mitochondrial

dJ347H13.5.mRNA
2.5368e+07
2.53525e+07
dJ347H13.5
Related gene
Novel protein similar to yeast DNA-directed RNA Polymerase III 25 kD Polypeptide

dJ347H13.2.mRNA
2.53847e+07
2.54003e+07
dJ347H13.2
Related gene
Human orthologue of rat Pippin

dJ347H13.3.mRNA
2.54135e+07
2.54005e+07
PMM1
Gene
Phosphomannomutase 1

dJ347H13.6.mRNA
2.54229e+07
2.54217e+07
dJ347H13.6
Predicted gene
Matches EST cluster

dJ347H13.4.mRNA
2.54278e+07
2.54245e+07
dJ347H13.4
Predicted gene
Novel protein

bK216E10.1.mRNA
2.54444e+07
2.54877e+07
G22P1
Gene
Thyroid autoantigen 70kD (Ku antigen)

bK216E10.2.mRNA
2.55061e+07
2.54976e+07
NHP2L1
Gene
Non-histone chromosome protein 2 (S. cerevisiae)-like 1

bK216E10.3
2.55331e+07
2.55329e+07
HMG17L2
Pseudogene
High-mobility group (nonhistone chromosomal) protein 17-like 2 

dJ821D11.1
2.56054e+07
2.56175e+07
dJ821D11.1
Predicted gene
Matches EST sequences

dJ821D11.2.mRNA
2.56191e+07
2.56231e+07
dJ821D11.2
Predicted gene
Matches EST sequences

dJ821D11.3
2.56244e+07
2.56374e+07
dJ821D11.3
Predicted gene
Matches EST sequences

bK250D10.1.mRNA
2.56568e+07
2.573e+07
SREBF2
Gene
Sterol regulatory element binding transcription factor 2

bK250D10.5.mRNA
2.57628e+07
2.57624e+07
bK250D10.5
Predicted gene
Matches EST cluster

bK250D10.2.mRNA
2.57673e+07
2.57707e+07
bK250D10.2
Predicted gene
Matches EST sequences

bK250D10.3.mRNA
2.58053e+07
2.58188e+07
bK250D10.3
Related gene
Similar to AF111179, Rattus norvegicus G-septin alpha mRNA

bK250D10.4
2.58256e+07
2.58247e+07
bK250D10.4
Pseudogene
Similar to ANT2 (ADENINE NUCLEOTIDE TRANSLOCATOR 2)

bK250D10.6.mRNA
2.58508e+07
2.58564e+07
bK250D10.6
Predicted gene
Matches EST cluster

bK250D10.5.mRNA
2.58944e+07
2.5882e+07
NAGA
Gene
N-acetylgalactosaminidase, alpha-

dJ186O1.2.mRNA
2.59016e+07
2.59031e+07
dJ186O1.2
Predicted gene
Matches EST cluster

dJ186O1.1.mRNA
2.59034e+07
2.59057e+07
dJ186O1.1
Predicted gene
Matches EST cluster

dJ257I20.3.mRNA
2.59144e+07
2.59098e+07
NDUFA6
Gene
NADH dehydrogenase (ubiquinone) 1 alpha subcomplex, 6 (14kD, B14)

dJ257I20.5
2.59326e+07
2.59314e+07
dJ257I20.5
Pseudogene
Similar to WP:CE14708, PUTATIVE GTP-BINDING PROTEIN W08E3.3 (CAMBRIDGE) SW:P91917 [1] SW:YCHF_CAEEL

dJ257I20.1
2.5956e+07
2.59518e+07
CYP2D7P
Pseudogene
Cytochrome P450, subfamily IID (debrisoquine, sparteine, etc., -metabolizing)-like 1

dJ257I20.2
2.59665e+07
2.59614e+07
CYP2D8P
Pseudogene
Cytochrome P450, subfamily IID (debrisoquine, sparteine, etc., -metabolizing), polypeptide 8 (pseudogene)

dJ597B2.1.mRNA
2.60261e+07
2.59715e+07
TCF20
Gene
Transcription factor 20 (AR1)

bK126B4.2.mRNA
2.63166e+07
2.63241e+07
bK126B4.2
Predicted gene
Matches EST sequences

bK126B4.3.mRNA
2.63313e+07
2.63241e+07
bK126B4.3
Related gene
Homo sapiens CGI-96 protein mRNA, complete cds

dJ222E13.1
2.63655e+07
2.63859e+07
dJ222E13.1
Predicted gene
Novel protein with some similarity to Drosophila KRAKEN

dJ222E13.2.mRNA
2.63935e+07
2.63856e+07
dJ222E13.2
Predicted gene
Matches EST cluster

dJ222E13.3.2.mRNA
2.64264e+07
2.63953e+07
dJ222E13.3
Predicted gene
Matches EST sequences

dJ222E13.5
2.64518e+07
2.64515e+07
dJ222E13.5
Pseudogene
ATP Synthase G Chain, Mitochondrial (EC 3.6.1.34) pseudogene

dJ222E13.4.mRNA
2.64609e+07
2.64304e+07
DIA1
Gene
Diaphorase (NADH) (cytochrome b-5 reductase)

cB33B7.1.mRNA
2.65055e+07
2.65044e+07
cB33B7.1
Predicted gene
Matches EST cluster

dJ437M21.1
2.66294e+07
2.66186e+07
dJ437M21.1
Predicted gene
Novel protein

dJ437M21.2.mRNA
2.66688e+07
2.66385e+07
dJ437M21.2
Related gene
Novel putative GTP-ase activating protein for Arf1 (ADP-ribosylation factor 1-directed) similar to worm F07F6.4

dJ323M22.1.mRNA
2.68266e+07
2.66813e+07
PACSIN2
Gene
Protein kinase C and casein kinase substrate in neurons 2

dJ323M22.2.a.mRNA
2.69009e+07
2.68512e+07
dJ323M22.2
Gene
Novel human gene mapping to chomosome 22

bK1191B2.1
2.69037e+07
2.69041e+07
bK1191B2.1
Pseudogene
40S Ribososmal Protein S25 pseudogene

bK1191B2.2.mRNA
2.69223e+07
2.69413e+07
BIK
Gene
BCL2-interacting killer (apoptosis-inducing)

bK1191B2.3.1.mRNA
2.69549e+07
2.69444e+07
bK1191B2.3
Predicted gene
Weakly similar to MALONYL COA-ACYL CARRIER PROTEIN TRANSACYLASE [E.coli]

dJ526I14.1.2.mRNA
2.69631e+07
2.69748e+07
BZRP
Gene
Benzodiazepine receptor (peripheral)

dJ526I14.2.mRNA
2.69986e+07
2.69782e+07
dJ526I14.2
Gene
Human mRNA for KIAA0153 gene, partial cds.

dJ526I14.3.mRNA
2.70744e+07
2.70196e+07
dJ526I14.3
Related gene
Similar to Tr:O80873, Arabidopsis thaliana F23F1.8 PROTEIN

dJ100N22.1.mRNA
2.71549e+07
2.71026e+07
dJ100N22.1
Related gene
Novel EGF-like domain containing protein

cB13C9.1.mRNA
2.72765e+07
2.72266e+07
C22orf-1
Gene
Chromosome 22 open reading frame 1

dJ185D5.1.mRNA
2.73622e+07
2.73561e+07
dJ185D5.1
Predicted gene
Matches EST cluster

dJ345P10.4.mRNA
2.74078e+07
2.74175e+07
dJ345P10.4
Predicted gene
Matches EST sequences

dJ345P10.2.mRNA
2.74433e+07
2.74274e+07
dJ345P10.2
Predicted gene
Matches EST sequences

dJ345P10.1
2.74722e+07
2.74732e+07
dJ345P10.1
Pseudogene
Homology to YWHAQ, but ORF disrupted

dJ786D3.1.mRNA
2.74725e+07
2.75732e+07
dJ786D3.1
Predicted gene
Matches EST sequences

dJ345P10.3.mRNA
2.74996e+07
2.74963e+07
dJ345P10.3
Predicted gene
Matches EST sequences

dJ388M5.1
2.75872e+07
2.75866e+07
dJ388M5.1
Pseudogene
60S Ribosomal protein L1-like pseudogene

dJ388M5.2.mRNA
2.76295e+07
2.76309e+07
HMG17L-1
Related gene
High mobility group (non-histone chromosomal) protein 17 like

dJ388M5.3.mRNA
2.76897e+07
2.76519e+07
dJ388M5.3
Gene
SULT4A1 Sulfotransferase-like gene 

dJ388M5.4
2.77192e+07
2.77081e+07
dJ388M5.4
Related gene
Similar to X56789, H.sapiens mRNA for unknown liver orphan

dJ549K18.1.mRNA
2.77514e+07
2.77606e+07
dJ549K18.1
Related gene
Similar to WP:C05D11.7 : (ST. LOUIS) SW:Q11186 [1] SW:YPD7_CAEEL

dJ796I17.1
2.7772e+07
2.77737e+07
dJ796I17.1
Predicted gene
PUTATIVE novel protein

dJ796I17.2.mRNA
2.77828e+07
2.78239e+07
dJ796I17.2
Gene
CGI-51

dJ796I17.3
2.77844e+07
2.77847e+07
dJ796I17.3
Pseudogene
60S Ribosomal Protein L35a pseudogene

bK414D7.1.mRNA
2.79213e+07
2.8018e+07
bK414D7.1
Related gene
Novel protein similar to C. elegans T21D12.4

dJ671O14.1
2.79779e+07
2.79783e+07
dJ671O14.1
Pseudogene
TRNA phosphoserine opal suppressor

dJ671O14.6.mRNA
2.8071e+07
2.80725e+07
dJ671O14.6
Predicted gene
Matches EST cluster

bK397C4.1.mRNA
2.82882e+07
2.82885e+07
bK397C4.1
Predicted gene
Matches EST cluster

dJ1033E15.1.mRNA
2.83344e+07
2.83338e+07
dJ1033E15.1
Predicted gene
Matches EST sequences

dJ1033E15.2.mRNA
2.83417e+07
2.83401e+07
dJ1033E15.2
Predicted gene
Matches EST cluster

dJ474I12.1
2.84145e+07
2.84158e+07
dJ474I12.1
Pseudogene
Cytokeratin 18, pseudogene

dJ474I12.2.mRNA
2.84542e+07
2.84541e+07
dJ474I12.2
Predicted gene
Matches EST cluster

dJ181C9.1
2.84994e+07
2.85e+07
dJ181C9.1
Pseudogene
PHAPI2 Leucine Rich Acidic Nuclear Protein pseudogene

dJ181C9.2.mRNA
2.85621e+07
2.86731e+07
ARHGAP8
Predicted gene
Rho GTPase activating protein 8

dJ127B20.3.mRNA
2.87436e+07
2.87334e+07
dJ127B20.3
Predicted gene
Matches EST sequences

dJ127B20.2
2.87491e+07
2.87499e+07
dJ127B20.2
Pseudogene
Tax-responsive element binding protein pseudogene

bK217C2.1.mRNA
2.90116e+07
2.9026e+07
NPAP60L
Gene
Nuclear pore-associated protein 60L

bK268H5.1.mRNA
2.90595e+07
2.90416e+07
bK268H5.1
Gene
Homo sapiens mRNA for KIAA0930 protein, partial cds

bK268H5.3
2.91231e+07
2.91236e+07
bK268H5.3
Pseudogene
Homology to Sw:Q07254, S10 ribosomal protein

bK268H5.2.mRNA
2.91325e+07
2.91434e+07
UPK3
Gene
Uroplakin 3

bK268H5.4.mRNA
2.91699e+07
2.91854e+07
bK268H5.4
Related gene
Matches EST sequences

bK268H5.5.mRNA
2.92611e+07
2.91921e+07
SMC1L2
Related gene
Novel Mitosis-specific Chromosome Segregation protein SMC1 LIKE gene

dJ102D24.2.mRNA
2.92613e+07
2.92799e+07
dJ102D24.2
Predicted gene
Matches EST sequences

bK941F9.1.mRNA
2.93505e+07
2.94482e+07
FBLN1
Gene
Fibulin 1

bK941F9.2.mRNA
2.95194e+07
2.96928e+07
bK941F9.2
Gene
Similar to mouse brain protein E46

dJ439F8.1.mRNA
2.98864e+07
2.98334e+07
dJ439F8.1
Gene
KIAA0767 protein

dJ695O20A.2.mRNA
2.99096e+07
2.99173e+07
PKDREJ
Gene
Polycystic kidney disease and receptor for egg jelly related protein (PKDREJ)

dJ1163J1.6.mRNA
2.9976e+07
3.0152e+07
CELSR1
Related gene
Cadherin EGF LAG seven-pass G-type recepto

dJ695O20A.1.mRNA
2.99962e+07
2.99373e+07
PPARA
Gene
Peroxisome proliferative activated receptor, alpha

cN5H6.1
3.00481e+07
3.00555e+07
cN5H6.1
Predicted gene
Matches EST sequences

cN5H6.2.1
3.00641e+07
3.00741e+07
cN5H6.2
Predicted gene
Matches EST sequences

cN5H6.3
3.00775e+07
3.00776e+07
cN5H6.3
Predicted gene
Matches EST sequences

dJ1163J1.3.mRNA
3.00882e+07
3.01109e+07
dJ1163J1.5
Related gene
Similar to mouse B99 protein

dJ1163J1.2.1.mRNA
3.01158e+07
3.01374e+07
dJ1163J1.4
Related gene
Novel protein similar to C. elegans B0035.16 and bacterial tRNA (5-Methylaminomethyl-2-thiouridylate)-Methyltransferases

dJ996D20.2.mRNA
3.02616e+07
3.02614e+07
dJ996D20.2
Predicted gene
Matches EST sequences

bK29F11.1.mRNA
3.05011e+07
3.04998e+07
bK29F11.1
Predicted gene
Matching EST cluster

bK29F11.2.mRNA
3.05419e+07
3.05424e+07
bK29F11.2
Predicted gene
Matching EST cluster

fF64F4.1.mRNA
3.06558e+07
3.0951e+07
fF64F4.1
Related gene
Similar to Tr:Q92680, H_N79E2.1 PROTEIN

bA191L9.1.mRNA
3.14064e+07
3.14024e+07
bA191L9.1
Predicted gene
Matches EST sequences

bA191L9.2
3.14406e+07
3.14396e+07
bA191L9.2
Pseudogene
Similar to Sw:P14148, human 60S RIBOSOMAL PROTEIN L7

cN62C4.1
3.17892e+07
3.17889e+07
cN62C4.1
Pseudogene
Similar to Tr:P27635, human 60S RIBOSOMAL PROTEIN L10 

bK280A3B.1.mRNA
3.18245e+07
3.18207e+07
bK280A3B.1
Predicted gene
Matches EST sequences

fF96H12.1.mRNA
3.23517e+07
3.23519e+07
fF96H12.1
Predicted gene
Matches EST sequences

bA262A13.1
3.24343e+07
3.24951e+07
bA262A13.1
Gene
Homo sapiens clone 25003 mRNA sequence, partial cds.

fF113D11.1.mRNA
3.25378e+07
3.25381e+07
fF113D11.1
Predicted gene
Matches EST sequences

fF113D11.2.mRNA
3.25386e+07
3.25387e+07
fF113D11.2
Predicted gene
Matches EST sequences

dJ34P24.1
3.30165e+07
3.30161e+07
dJ34P24.1
Pseudogene
Similar to ribosomal protein L35

dJ983L19.1
3.35589e+07
3.35576e+07
dJ983L19.1
Pseudogene
60S Ribosomal Protein L5 LIKE pseudogene

dJ522J7.2.mRNA
3.36258e+07
3.3573e+07
BRD1
Gene
Bromodomain-containing 1

bA494O16.1.mRNA
3.36824e+07
3.36875e+07
bA494O16.1
Gene
KIAA0637 protein Tr:O75132

dJ355C18.1.mRNA
3.38932e+07
3.38672e+07
dJ355C18.1
Gene
KIAA0027 gene

dJ402G11.8.mRNA
3.39608e+07
3.39694e+07
dJ402G11.8
Related gene
Similar to Sw:P23249. Mouse MOV-10

dJ402G11.4.mRNA
3.40013e+07
3.40074e+07
dJ402G11.4
Related gene
Similar to Wp:CE10030, gene from C. elegens cosmid F38A5

dJ402G11.5.mRNA
3.40235e+07
3.40254e+07
dJ402G11.5
Predicted gene
Matches EST cluster

dJ402G11.6.mRNA
3.40271e+07
3.40255e+07
dJ402G11.6
Predicted gene
Matches EST cluster

dJ402G11.7.mRNA
3.40545e+07
3.40534e+07
dJ402G11.7
Predicted gene
Matches EST cluster

dJ402G11.1.mRNA
3.40695e+07
3.40607e+07
MAPK12
Gene
Mitogen-activated protein kinase 12

dJ402G11.2.mRNA
3.40781e+07
3.40715e+07
MAPK11
Gene
Mitogen-activated protein kinase 11

dJ402G11.3.mRNA
3.40847e+07
3.40827e+07
dJ402G11.3
Gene
KIAA0315 gene

dJ579N16.1.mRNA
3.4193e+07
3.4207e+07
dJ579N16.1
Gene
Homo sapiens mRNA for KIAA0685 protein, complete cds.

dJ579N16.2.mRNA
3.42283e+07
3.42087e+07
SBF1
Gene
SET binding factor 1

dJ579N16.3.mRNA
3.42488e+07
3.42519e+07
dJ579N16.3
Related gene
Similar to Tr:O65014, Pinus radiata PRE87

bK384D8_1.9.mRNA
3.42689e+07
3.42656e+07
bK384D8_1.9
Related gene
Hypothetical protein 384D8_7

bK384D8_1.2.mRNA
3.42701e+07
3.42853e+07
bK384D8_1.2
Gene
This gene has currently no known homology

bK384D8_1.3.mRNA
3.42874e+07
3.42854e+07
SCO2
Gene
SCO (cytochrome oxidase deficient, yeast) homolog 2

bK384D8_1.4.mRNA
3.42917e+07
3.42876e+07
ECGF1
Gene
Endothelial cell growth  factor 1 (platelet-derived)

bK384D8_1.10.mRNA
3.43248e+07
3.4313e+07
bK384D8_1.10
Gene
Novel human gene mapping to chomosome 22

bK384D8_1.5.mRNA
3.43403e+07
3.4331e+07
CPT1B
Gene
Carnitine palmitoyltransferase I, muscle

bK384D8_1.6.mRNA
3.43448e+07
3.43408e+07
CHKL
Gene
Choline kinase-like

bK384D8_1.7.mRNA
3.4366e+07
3.43733e+07
PRKM8IPL
Gene
PRKM8 interacting protein-like

bK384D8_1.8.mRNA
3.439e+07
3.43869e+07
ARSA
Gene
Arylsulfatase A

AC000036.3.mRNA
3.44594e+07
3.44668e+07
AC000036.3
Related gene
Similar to AF159047, Rattus norvegicus SPANK-2 mRNA, partial cds.

AC000036.1.mRNA
3.44989e+07
3.4506e+07
ACR
Gene
Acrosin

AC000036.2
3.45161e+07
3.45154e+07
AC000036.2
Pseudogene
SNRPA1 pseudogene (U2 snRNP-specific A' protein pseudogene)

AC002055.1.mRNA
3.45443e+07
3.45282e+07
RABL2B
Gene
RAB, member of RAS oncogene family-like 2B

AC002055.4.mRNA
3.45496e+07
3.455e+07
AC002055.4
Predicted gene
Matches EST cluster

AC002055.3.mRNA
3.45532e+07
3.45538e+07
AC002055.3
Predicted gene
Matches EST cluster

AC002055.2
3.45594e+07
3.45598e+07
AC002055.2
Pseudogene
Similar to Tr:P29316, Human 60S RIBOSOMAL PROTEIN L23A

Table 1.  Genes and predicted genes on chromosome 22. 

Genes are listed in their order centromere to telomere with their 5’ to 3’ positions and orientation.  Genes are named either by their HUGO gene name where one exists or by a code based on the accession number of the sequence in which they are annotated, or in the case of Sanger Centre sequences by the name of the clones which appears in the EMBL database entry.  The titles are summaries of the current knowledge on these genes.  Further information can be obtained from http://www.sanger.ac.uk/HGP/Chr22 .
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