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Supplemental Table 1  

Primary 
Sequence 

Name 
GeneID 

Sequence Description / Function / Comments of the 
259 Transcripts Significantly (>1.50 fold) 

Dysregulated by NMBA and Modulated Back to 
Control Value (±33%) by BRB 

Accession 
NMBA 

vs 
CNTRL 

Zcchc12 313436 Zinc finger, CCHC domain containing 12. AI101009 24.31 

Rgs17_ 
predicted 308118 

Regulator of G-protein signaling 17 (predicted). Member 
of the regulator of G-protein signaling family; attenuates 
the signaling activity of G-proteins by binding to activated, 
GTP-bound G alpha subunits and acting as a GTPase 
activating protein (GAP), increasing the rate of conversion 
of the GTP to GDP.  

TC487123 17.78 

    

Transcribed locus. UniGene Rn.9039 Noncoding RNA 
(Evf2) mRNA, complete sequence. The Evf-2 noncoding 
RNA transcribed from the opposite strand of the Dlx-5/6 
ultra conserved region and functions as a Dlx-2 
transcriptional coactivator. 

CB605666 15.14 

Prkg2 25523 Protein kinase, cGMP-dependent, type II.  NM_013012 14.84 

Cacna1b 257648 

Calcium channel, voltage-dependent, N type, alpha 1B 
subunit. Functions as a scaffold allowing assembly of 
intracellular signaling components that route signals to 
the MAP kinase pathway. 

NM_147141 11.73 

Nfyb 25336 
Nuclear transcription factor-Y beta. A component of the 
heteromeric mammalian transcription factor which binds 
to sequences containing a CCAAT motif. 

BM986564 10.66 

Ca5b 302669 Carbonic anhydrase VB, mitochondrial.  BI290340 10.41 
Depdc2-
predicted 312912 DEP domain containing 2 (predicted). AA819397 9.19 

Slc2a3 25551 
Solute carrier family 2 (facilitated glucose transporter), 
member 3. Also called Glut3.  May mediate increased 
glucose uptake in response to neuronal injury.  

AA901341 5.06 

Rhcg 293048 
Rhesus blood group-associated C glycoprotein.  Plasma 
membrane glycoportein; has a role in transmembrane 
NH3 or NH4+ transport in epithelial cells. 

AW921971 4.05 

Mug1 497794 Murinoglobulin 1 homolog (mouse). A plasma proteinase 
inhibitor involved in acute phase inflammatory response.  NM_023103 4.00 

Pnoc 25516 Prepronociceptin. Endogenous ligand of the opioid-like 
orphan receptor. NM_013007 3.97 

    Transcribed locus. UniGene Rn.168028, similar to 
(Q5A659) Hypothetical protein, partial (16%).    AI535080 3.73 

Sh2d2a 310688 
SH2 domain protein 2A. T cell-specific SH3/SH2 adaptor 
protein; may be a transcriptional regulator; may be a 
marker for T cell proliferation.  

NM_207605 3.41 

LOC298721 298721 Similar to Neighbor of A-kinase anchoring protein 95. 
Pseudogene XM_233763 2.83 

Ocm 25503 

Oncomodulin.  A high-affinity calcium ion-binding protein 
of the superfamily of calmodulin proteins. An onco-
developmental protein found in early embryonic cells and 
also in tumors.  

BF417236 2.78 

LOC681124 681124 

Similar to Deoxyribonuclease I-like 2 precursor (DNase I-
like2). Activated via the NF-kappaB pathway and an plays 
an essential role in DNA degradation during terminal 
differentiation of epidermal KC. 

XM_213244 2.60 

Lepr  24536 
Leptin receptor. Receptor for adipocyte-specific hormone 
that regulates adipose-tissue mass through hypothalamic 
effects on satiety and energy expenditure. 

TC496053 2.48 

Ambp 25377 

Alpha 1 microglobulin/bikunin.  May play a role in 
regulation of immune response. Has a role in 
downregulating PI3 kinase and suppressing tumor 
invasiveness and metastasis in ovaran cancer cells 

NM_012901 2.34 
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Pcsk9 298296 

Proprotein convertase subtilisin/kexin type 9. A soluble 
zymogen that undergoes autocatalytic intramolecular 
processing in the endoplasmic reticulum; involved in 
hepatic growth and differentiation.  

CB545486 2.33 

Inhbb 25196 
Inhibin beta-B.  Shown to regulate gonadal stromal cell 
proliferation negatively and to have tumor-suppressor 
activity. 

CB545486 2.31 

Mtfr1_ 
predicted  311403 Mitochondrial fission regulator 1 (predicted). TC483748 2.31 

Kbtbd9_ 
predicted 298867 Kelch repeat and BTB (POZ) domain containing 9 

(predicted). XM_233955 2.28 

Ftsj3 303608 FtsJ homolog 3 (E. coli). Possibly involved in 
embryogenesis. CB546560 2.22 

Plk3 58936 
Polo-like kinase 3 (Drosophila). Cell cycle associated 
kinase involved in regulation of the G1/S phase transition.  
It may play a role in tumorigenesis. 

XM_342888 2.22 

Dusp5 171109 
Dual specificity phosphatase 5. Inactivates ERK1 by 
dephosphorylating and phosphoserine/threonine and 
phosphotyrosine residues. 

NM_133578 2.20 

Adh6a_ 
predicted 295498 Alcohol dehydrogenase 6A (class V) (predicted). XM_215715 2.19 

Gba2 298399 

Glucosidase beta 2.  Catalyzes the hydrolysis of bile acid 
3-O-glucosides as endogenous compounds; putative 
transmembrane protein thought to play a role in 
carbohydrate transport and metabolism. 

XM_216490 2.18 

LOC679532 679532 Similar to Elongation of very long chain fatty acids protein 
1. CB547894 2.17 

LOC685534  685534 Hypothetical protein LOC685534.  Mouse homologue is 
eukaryotic translation initiation factor 5. XM_229097 2.17 

Rnf12 317241 

Ring finger protein 12. A ubiquitin protein ligase that 
targets LIM domain binding 1 and causes proteasome-
dependent degradation. A co-repressor of LHX1/LIM-1, a 
homeodomain transcription factor. 

XM_228541 2.13 

RGD1310433_
predicted 297514 Similar to mKIAA1757 protein (predicted).  Homologue of 

SET domain containing 5. CB605807 2.13 

 Olfactory 
receptors 
olr1434_ 
1437_, 1439_, 
1440_, 1444_, 
1445_, 1446_, 
1450_ 
predicted.  

  Olfactory receptors_predicted.  2.12 

Ywhaz 25578 

Tyrosine 3-monooxygenase/tryptophan 5-
monooxygenase activation protein, zeta polypeptide.  
30kDa component of the mitochondrial import stimulation 
factor, a protein complex that facilitates the import of in 
vitro synthesized precursor proteins into mitochondria.  

NM_173136 2.11 

Akr1b8 286921 Aldo-keto reductase family 1, member B8. Carcinogen-
dependent tumor-associated protein.   XM_343776 2.10 

Pls3 81748 Plastin 3 (T-isoform).  ENSRNOT0
0000036114 2.10 

LOC294990  294990 
Unknown; similar to eukaryotic translation initiation factor 
4A1; initiation factor eIF-4A long form [Rattus norvegicus]. 
This record was discontinued. 

XM_227492 2.09 

Lrba_ 
predicted 361975 LPS-responsive beige-like anchor (predicted).  XM_342940 2.09 

Ccdc21 362622 Coiled-coil domain containing 21. XM_219356 2.09 

   Transcribed locus. UniGeneRn.112795 Clone:bA7, 
differentially expressed in pylorus. AB072252.1 2.05 

Fbxl19_ 308999 F-box and leucine-rich repeat protein 19 (predicted).  F- NM_012580 2.05 
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predicted box proteins interact with SKP1 through the F box, and 
they interact with ubiquitination targets through other 
protein interaction domains.  

Hmox1 24451 Heme oxygenase (decycling) 1. Catalyzes the oxidative 
cleavage of heme to biliverdin.  TC462789 2.04 

LOC363417 363417 Similar to nidogen-2 precursor (NID-2) (Osteonidogen)  XM_344536 2.03 

Lsm1_ 
predicted 364624 

LSM1 homolog, U6 small nuclear RNA associated (S. 
cerevisiae) (predicted). Thought to form a stable 
heteromer present in tri-snRNP particles, which are 
important for pre-mRNA splicing. 

AF022091 2.03 

Gng12 114120 

Guanine nucleotide binding protein (G protein), gamma 
12. Gamma 12 subunit of heterotrimeric G-proteins, which 
exchange GDP for GTP and activate downstream 
effectors.  

NM_017068 2.02 

Lamp2 24944 

Lysosomal membrane glycoprotein 2. A member of a 
family of membrane glycoproteins; provides selectins with 
carbohydrate ligands. It may play a role in tumor cell 
metastasis. It may also function in the protection, 
maintenance, and adhesion of the lysosome.  

NM_022603 2.02 

Fgfbp1 64535 

Fibroblast growth factor binding protein 1. Highly 
expressed in various human cancers; plays a rate limiting 
role as an angiogenic switch molecule during tumor 
growth  

NM_175761 2.01 

Hspca 299331 
Heat shock protein 1, alpha. A molecular chaperone; 
involved in sequestering damaged proteins and in ATP-
dependent folding of proteins.  

XM_343063 2.01 

Srp54 116650 

Signal recognition particle 54. May recognize signal 
sequences of secretory proteins and may retard them in 
the endoplasmic reticulum; may regulate synthesis of the 
secretory protein osteopontin.  

TC464649 1.99 

Eif4g2_ 
predicted  361628 

Eukaryotic translation initiation factor 4, gamma 2 
(predicted). This gene product functions as a general 
repressor of translation by forming translationally inactive 
complexes.  

361628 1.99 

    
Transcribed locus. UniGene Rn.15407, Homologue to 
UP|Q8YR68_ANASP (Q8YR68) All3582 protein, partial 
(7%) 

XM_235993 1.99 

LOC499330 499330 

Similar to Nicotinamide riboside kinase 1.   Nicotinamide 
riboside kinases function to synthesize NAD+ through 
nicotinamide mononucleotide using nicotinamide riboside 
as the precursor.  

BC079144 1.98 

LOC300491  300491 Similar to enolase 1, alpha.  ENSRNOT0
0000033308 1.98 

RGD1564400_
predicted  295660 Similar to Eukaryotic translation initiation factor 5 (eIF-5) 

(predicted). 
ENSRNOT0
0000037533 1.98 

LOC365820 365820 Similar to enolase 1, alpha non-neuron.  XM_234728 1.97 
LOC682643 682643 Similar to heat shock protein HSP 90-beta.  XM_238415 1.96 
LOC681287 681287 Similar to proline arginine rich coiled coil 1. BF286190 1.96 

Gtf2f2 81674 

General transcription factor IIF, polypeptide 2.  
Assembles with RAP74 to form transcription factor beta 
gamma which interacts with RNA polymerase II to 
regulate transcription.  

M33313 1.95 

Cyp2a2 24895 
Cytochrome P450, subfamily 2A, polypeptide 1. Hepatic 
steroid hydroxylase that is expressed exclusively in adult 
males; may play a role in drug metabolism.  

NM_199380 1.94 

Eif2s2 296302 

Eukaryotic translation initiation factor 2, subunit 2 (beta). 
Functions in the early steps of protein synthesis by 
forming a ternary complex with GTP and initiator tRNA 
and binding to a 40S ribosomal subunit. 

XM_212921 1.94 

LOC679528 679528 Similar to peroxiredoxin 1. NM_020075 1.94 
Eif5 56783 Eukaryotic initiation factor 5 (eIF-5). Translation initiation BF554683 1.93 
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factor that catalyzes the hydrolysis of GTP bound to the 
40S ribosomal initiation complex.  

Cops5 312916 

COP9 (constitutive photomorphogenic) homolog, subunit 
5 (Arabidopsis thaliana). Subunit of COP9 signalosome, a 
highly conserved protein complex that functions as an 
important regulator in multiple signaling pathways. A 
positive regulator of E3 ubiquitin ligases and is involved in 
the degradation of CDKN1B/p27Kip1. It is also a 
coactivator that increases the specificity of JUN/AP1 
transcription factors.  

XM_345680 1.93 

RGD1563850_
predicted  366639 Similar to Aldo-keto reductase family 1, member B8 

(predicted). XM_225867 1.93 

Tubb6 307351 Tubulin, beta 6.  BI296950 1.93 
Cib2 300719 Calcium and integrin binding family member 2 TC477183 1.93 

LOC689577 689577 

Similar to RING finger protein 11 (NEDD4 WW domain-
binding protein 2) (Sid 1669).  The human homologue is 
induced by mutant RET proteins that are known to be 
responsible for the development of multiple endocrine 
neoplasia. 

ENSRNOT0
0000005240 1.92 

LOC683813  683813 Similar to peroxiredoxin 1. AA925885 1.92 
RGD1561455_
predicted  364885 Similar to Ras GTPase-activating-like protein IQGAP2 

(predicted). XM_342932 1.92 

    
Transcribed locus. UniGene Rn.162504, moderately 
similar to NP_082326.1 protein LOC72000 [Mus 
musculus] 

NM_001007
615 1.91 

Atpbd1b_ 
predicted 362614 ATP binding domain 1 family, member B (predicted).  AABR03024

169 1.91 

Wipi2 288498 

WD repeat domain, phosphoinositide interacting 2. WD40 
repeat proteins are key components of many essential 
biologic functions. They regulate the assembly of 
multiprotein complexes by presenting a beta-propeller 
platform for simultaneous and reversible protein-protein 
interactions.  

BC061992 1.90 

Olr407, 408, 
409, and 
410_predicted 

405117 
296672 
296672 
405322 

Olr407, 408, 409, and 410_predicted. Olfactory receptor 
proteins are G-protein-coupled receptors (GPCR) aand 
are responsible for the recognition and G protein-
mediated transduction of odorant signals.  

  1.90 

Cldn1 65129 

Claudin 1.  Tight junction protein for cell-to-cell adhesion 
in epithelial or endothelial cell sheets, forming continuous 
seals around cells and serving as a physical barrier to 
prevent solutes and water from passing freely through the 
paracellular space.  

XM_347254 1.89 

Rraga 117044 Ras-related GTP binding A. Binds GTP; member of the 
subfamily of Ras-homologous GTP binding proteins.  NM_199372 1.89 

LOC368084 368084 
Similar to Putative methyltransferase HUSSY-03 
(Williams-Beuren syndrome chromosome region 22 
protein homolog). 

XM_347254 1.89 

Eif4a1 287436 Eukaryotic translation initiation factor 4A1. Mouse 
homolog is a protein synthesis initiation factor.  XM_218993 1.88 

    Unknown   1.88 
Btbd10 308890 Btbd10 BTB (POZ) domain containing 10. AA944358 1.87 

Actn4 63836 

Alpha actinin 4. Alpha-actinin cytoskeletal protein that 
anchors various actin-containing microfilaments to cellular 
structures; anchors V myosins to cellular structures via 
the RING finger-containing protein BERP.  This gene 
encodes a nonmuscle, alpha actinin isoformand is found 
along microfilament bundles and adherens-type junctions, 
where it is involved in binding actin to the membrane. 

BF289360 1.87 

Msn 81521 
Moesin.  Involved in regulating functional associations 
between the cell surface and the cytoskeleton; functions 
as cross-linkers between plasma membranes and actin-

CA506204 1.87 
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based cytoskeletons. Moesin  important for cell-cell 
recognition and signaling and for cell movement. 

Als2 363235 Amyotrophic lateral sclerosis 2 (juvenile) homolog 
(human).  Kas a role in regulating Rac-PAK signaling.  XM_226549 1.86 

Jph3_ 
predicted 307916 

Junctophilin 3 (predicted).  A component of junctional 
complexes; mediates cross talk between cell surface and 
intracellular ion channels.  

TC482315 1.86 

Cd44 25406 CD44 antigen. Adhesion molecule involved in migration in 
osteoclasts; plays a role in cellular metastasis.  

AABR03000
060 1.84 

Olr35  293140 

Olfactory receptor 35.  Olfactory receptor proteins are G-
protein-coupled receptors (GPCR) and are responsible for 
the recognition and G protein-mediated transduction of 
odorant signals.  

XM_345000 1.84 

LOC691385 691385 Similar to eukaryotic translation initiation factor 2, subunit 
2 beta, 38kDa.  Pseudogene  NM_053999 1.83 

   Transcribed locus. UniGene Rn.40069, strongly similar to 
NP_032628.2 Msx-interacting-zinc finger [Mus musculus]. CA510958 1.83 

Ppp2r2a 117104 

Protein phosphatase 2 (formerly 2A), regulatory subunit B 
(PR 52), alpha isoform. One of the four major Ser/Thr 
phosphatases; it is implicated in the negative control of 
cell growth and division.  

NM_019282 1.83 

Grem1 50566 

Gremlin 1 homolog, cysteine knot superfamily (Xenopus 
laevis). A member of the BMP (bone morphogenic 
protein) antagonist family; may play a role in cellular 
growth control, viability and differentiation; high 
expression levels may induce apoptosis.  May play an 
oncogenic role especially in carcinomas of the uterine 
cervix, lung, ovary, kidney, breast, colon, pancreas, and 
sarcoma. Over-expressed gremlin 1 functions by 
interaction with YWHAH. 

NM_001007
740 1.82 

Vps26 361846 

Vacuolar protein sorting 26 (yeast). A component of a 
large multimeric complex, termed the retromer complex, 
involved in retrograde transport of proteins from 
endosomes to the trans-Golgi network.  

XM_346084 1.82 

 Ddx11_ 
predicted  367329 

DEAD/H (Asp-Glu-Ala-Asp/His) box polypeptide 11 
(CHL1-like helicase homolog, S. cerevisiae) (predicted) .  
Believed to be involved in cellular growth and division. 
Possesses ATPase and DNA helicase activities; may 
function to maintain chromosome transmission fidelity and 
genome stability. 

NM_031135 1.82 

Klf10 81813 

Kruppel-like factor 10. Kruppel-like zinc finger 
transcription factor; involved in TGFbeta-mediated 
signaling cascades to the regulation of pancreatic 
epithelial cell growth and a tumor suppressor gene that 
plays a significant role in the proliferation of breast 
cancer.  

NM_181631 1.82 

Fbxo11 301674 

F-box only protein 11. A member of the F-box protein 
family which is characterized by an approximately 40 
amino acid motif, the F-box. The F-box proteins constitute 
one of the four subunits of ubiquitin protein ligase 
complex called SCFs (SKP1-cullin-F-box), which function 
in phosphorylation-dependent ubiquitination.  

NM_173128 1.81 

Krt20 286912 Keratin 20 NM_022853 1.81 

Slc30a1 58976 
Solute carrier family 30 (zinc transporter), member 1.  
Zinc-binding carrier molecule; may function to transport 
zinc out of the cell.  

XM_217560 1.81 

Ap3s1_ 
predicted 302290 Adaptor-related protein complex 3, sigma 1 subunit 

(predicted).  TC475392 1.81 

RGD1304653_
predicted 363213 Similar to 2310061I09Rik protein (predicted).Human 

homologue to coiled-coil domain containing 115. AA944506 1.80 

Umps 288051 Uridine monophosphate synthetase. Overexpression of NM_030988 1.80 
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the OPRT gene plays an important role in the 
antiproliferative effect of 5-FU. 

Tg 24826 Thyroglobulin. Precursor to thyroid hormone; required for 
thyroid hormone generation.  AA818945 1.80 

    Unknown ENSRNOT0
0000033720 1.80 

Sec13l1 297522 

EC13-like 1 (S. cerevisiae).  It has similarity to the yeast 
SEC13 protein, which is required for vesicle biogenesis 
from endoplasmic reticulum during the transport of 
proteins.  

NM_001005
529 1.80 

LOC678772 678772 Smilar to O-acetyltransferase.  NM_001009
671 1.79 

Ttc1 287208 

Tetratricopeptide repeat domain 1. A novel adaptor 
protein for Ras and selected G-alpha proteins that may be 
involved in protein-protein interaction relating to G-protein 
signaling. 

XM_345932 1.79 

RGD1359509 301416 Similar to hypothetical protein FLJ13448. Human 
homologue is coenzyme Q10 homolog B (S. cerevisiae). NM_012561 1.78 

   Transcribed locus. UniGene Rn.46917, similar to 
(Q3NMT5) Hypothetical protein, partial (1%).  BF565662 1.78 

Tmprss4_ 
predicted 367074 

Transmembrane protease, serine 4 (predicted).  A 
member of the serine protease family.  Overexpressed in 
pancreatic carcinoma. The protein is membrane bound 
with an N-terminal anchor sequence and a glycosylated 
extracellular region containing the serine protease 
domain. 

NM_031090 1.78 

   
Transcribed locus. UniGene Rn.23152, similar to 
(Q4RKK9) Chromosome 18 SCAF15027 whole genome 
shotgun sequence. (Fragment), partial (2%).     

AA957332 1.77 

Fst 24373 
Follistatin. Specifically inhibits follicle-stimulating hormone 
release.  Binds activin and inhibits activin-mediated 
signaling pathways.  

AI101338 1.77 

Rab1 81754 
RAB1, member RAS oncogene family. May have GTPase 
activity; may regulate intracellular protein transport from 
the endoplasmic reticulum to the Golgi apparatus  

NM_001009
268 1.77 

LOC297481 297481 

Similar to eukaryotic translation initiation factor 4E 
member 3. Belongs to the EIF4E family of translational 
initiation factors that interact with the 5-prime cap 
structure of mRNA and recruit mRNA to the ribosome.  

NM_019335 1.77 

Actr2 289820 

ARP2 actin-related protein 2 homolog (yeast). Protein is a 
major constituent of the ARP2/3 complex located at the 
cell surface and is essential to cell shape and motility 
through lamellipodial actin assembly and protrusion.  

NM_013181 1.77 

Prkr 54287 

Protein kinase, interferon-inducible double stranded RNA 
dependent. Differentially regulates TNF signaling; IKK, 
Akt and JNK were positively regulated; p44/p42 MAPK 
and p38 MAPK were negatively regulated. 

54287 1.77 

Prkar1a 25725 
Protein kinase, cAMP dependent regulatory, type I, alpha. 
Regulatory subunit of cAMP-dependent protein kinase 
(PKA); negatively regulates meiosis.  

XM_213506 1.76 

RGD1561020_
predicted 501731 Similar to survival motor neuron domain containing 1 

(predicted). XM_342160 1.76 

Hace1_predict
ed 361866 

HECT domain and ankyrin repeat containing, E3 ubiquitin 
protein ligase 1 (predicted). Hypermethylation of two 
upstream CpG islands correlates with low HACE1 
expression in tumor samples. 

XM_236579 1.75 

LOC315970 315970 Similar to CDV-3B.  BI285791 1.75 

RGD1308734 297694 Similar to RIKEN cDNA 1100001H23. Homologue to 
human hypothetical protein FLJ22662.  NM_080887 1.74 

Txnl1 140922 Thioredoxin-like 1. Mouse homolog is a cytoplasmic 
regulator of the redox state.   NM_017076 1.74 
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PVR 25066 Poliovirus receptor.May act as a receptor to mediate entry 
of some viruses  NM_145777 1.73 

Olfm3 252920 Olfactomedin 3.  A Golgi and secreted protein that is 
involved in eye development and function.  AA899565 1.73 

Hip1 192154 

Huntingtin interacting protein 1.  Membrane-associated 
protein that colocalizes with huntingtin; has similarities to 
cytoskeleton proteins. It also has been implicated in the 
pathogenesis of hematopoietic malignancies. 

BE115624 1.72 

RGD1311474 288591 Similar to transmembrane protein induced by tumor 
necrosis factor alpha. AA858740 1.72 

LOC362587 362587 

Similar to microfilament and actin filament cross-linker 
protein isoform a. A cytoskeletal linker protein. It has 
functional actin and microtubule binding domains, and it 
appears to stabilize actin at sites where microtubules and 
microfilaments meet. It may function in microtubule 
dynamics to facilitate actin-microtubule interactions at the 
cell periphery and to couple the microtubule network to 
cellular junctions.  

TC462241 1.72 

Adamts6_ 
predicted  361886 A disintegrin-like and metalloprotease (reprolysin type) 

with thrombospondin type 1 motif, 6 (predicted). AI556941 1.71 

Slc39a4_ 
predicted 300051 

Solute carrier family 39 (zinc transporter), member 4 
(predicted). Zinc/iron-regulated transporter-like 
transmembrane protein; required for zinc uptake in the 
intestine. 

XM_230523 1.71 

Eif3s1_ 
predicted 311371 Eukaryotic translation initiation factor 3, subunit 1 alpha 

(predicted).  AW143698 1.71 

Tgfb1i4 25564 

Transforming growth factor beta 1 induced transcript 4.  
Putative transcription regulating factor; modulates the 
TGF-beta-dependant signaling pathway and binds to and 
modulate the transcriptional activity of Smad3 and 
Smad4. It has effect on cellular differentiation. 

NM_017283 1.70 

Bpil1_ 
predicted 296290 

Bactericidal/permeability-increasing protein-like 1 
(predicted) A lipid transfer/lipopolysaccharide binding 
protein. 

XM_215892 1.70 

Ywhah 25576 

Tyrosine 3-monooxygenase/tryptophan 5-
monooxygenase activation protein, eta polypeptide. 
Belongs to the 14-3-3 family of proteins; mediates signal 
transduction via activation of protein kinase C and 
calcium/calmodulin-dependent protein kinase II  

XM_215892 1.70 

Calm1 24242 

Calmodulin 1. May mediate calcium-dependent 
modulation of KCNQ channels. Its functions include roles 
in growth and the cell cycle as well as in signal 
transduction.  

NM_013052 1.70 

LOC688432 688432 

Similar to Proteasome subunit alpha type 6 (Proteasome 
iota chain) (Macropain iota chain) (Multicatalytic 
endopeptidase complex iota chain). May be subunit of the 
proteasome complex, which may play a role in protein 
catabolism.  

NM_031969 1.69 

LOC679714 679714 Transcribed locus, strongly similar to XP_001057119.1 
similar to CG7220-PA, isoform A. XM_212707 1.69 

LOC315370  315370 Similar to heat shock protein 1, alpha.  AI511259 1.69 

Rad23b 298012 
RAD23b homolog (S. cerevisiae). One of two human 
homologs of Saccharomyces cerevisiae Rad23, a protein 
involved in the nucleotide excision repair.   

XM_235741 1.69 

Myd116 171071 

Myeloid differentiation primary response gene 116. (Also 
known as GADD34.) Displays increased expression 
during progression of transformation and in response to 
DNA damaging agents. Protein response is correlated 
with apoptosis following ionizing radiation.    

XM_216381 1.69 

Ube2c_ 
predicted 296368 Ubiquitin-conjugating enzyme E2C (predicted).  This 

enzyme is required for the destruction of mitotic cyclins NM_133546 1.69 
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and for cell cycle progression. 
Rars_ 
predicted 287191 Arginyl-tRNA synthetase (predicted). Catalyzes the 

aminoacylation of tRNA by the cognate amino acid.  XM_215924 1.69 

Map2k3 303200 

Mitogen activated protein kinase kinase 3. Kinase 
activated by mitogenic and environmental stress, and 
participates in the MAP kinase-mediated signaling 
cascade. It phosphorylates and activates MAPK14/ p38-
MAPK. Expression of RAS oncogene is found to result in 
the accumulation of the active form of this kinase, which 
thus leads to the constitutive activation of MAPK14, and 
confers oncogenic transformation of primary cells.  

XM_213276 1.68 

Setbp1_ 
predicted 291423 SET binding protein 1 (predicted). BQ781225 1.68 

Anxa2 56611 

Annexin A2. Calcium-dependent phospholipid-binding 
protein family that plays a role in the regulation of cellular 
growth and in signal transduction pathways. A 
plasminogen receptor; may be involved in cellular 
transformation.  

XM_344704 1.68 

Ubxd2 304766 UBX domain containing 2.May be involved in 
endoplasmic-reticulum-associated protein degradation.  NM_019905 1.68 

RGD1310507 315963 Similar to RIKEN cDNA 1300017J02. XM_222627 1.68 

39332.00 64551 

Sseptin 7. Protein that is highly similar to the CDC10 
protein of Saccharomyces cerevisiae and contains a 
GTP-binding motif. The yeast CDC10 protein is a 
structural component of the 10 nm filament which lies 
inside the cytoplasmic membrane and is essential for 
cytokinesis.. 

AW433572 1.68 

LOC689616 689616 
Similar to adenomatosis polyposis coli down-regulated 1.  
A novel in vivo target gene of Wnt/beta-catenin signaling 
pathway. 

AI556201 1.68 

Tomm70a 304017 

Translocase of outer mitochondrial membrane 70 
homolog A (yeast). Mitochondrial-specific protein integral 
to the outer membrane; may be a component of the 
preprotein import machinery, a multisubunit complex 
involved in the recognition, unfolding and translocation of 
preproteins into the mitochondria.  

NM_212519 1.67 

Apg3l 171415 

APG3 autophagy 3-like (S. cerevisiae). Autophagy is a 
process of bulk degradation of cytoplasmic components 
by the lysosome or vacuole. Enzyme for multiple 
substrates, GATE-16, GABARAP, and MAP-LC3.  

NM_134394 1.67 

RGD1309784 363099 

Similar to ribosomal protein L24-like; 60S ribosomal 
protein L30 isolog; my024 protein; homolog of yeast 
ribosomal like protein 24. The function of the human 
homologue this gene (C15orf15) is unknown. 

H31541 1.67 

Ube1dc1 300968 Ubiquitin-activating enzyme E1-domain containing 1. A 
member of the E1-like activating enzyme family.  

NM_001009
669 1.66 

LOC685792 685792 

Smilar to Discs large homolog 5 (Placenta and prostate 
DLG) (Discs large protein P-dlg).  A membrane-
associated guanylate kinase.  Interacts with adherens 
junctions and the cytoskeleton and functions in 
transmission of extracellular signals to the cytoskeleton 
and in the maintenance of epithelial cell structure. 

XM_217497 1.66 

Gabrd 29689 

Gamma-aminobutyric acid (GABA-A) receptor, subunit 
delta. GABA-A receptor subunit which are ligand-gated 
chloride channels. Chloride conductance of these 
channels can be modulated by agents such as 
benzodiazepines that bind to the GABA-A receptor.   

NM_017289 1.65 

Rab22a_ 
predicted 366265 

RAB22A, member RAS oncogene family (predicted). 
Member of the RAB family of small GTPases. The GTP-
bound form of the encoded protein has been shown to 
interact with early-endosomal antigen 1, and may be 

AW144345 1.65 
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involved in the trafficking of and interaction between 
endosomal compartments.  

    Transcribed locus UniGene Rn.15183. XM_343060 1.65 
RGD1561653_
predicted 362736 Similar to HECT domain containing 1 (predicted). NM_001000

842 1.64 

Olr821 
_predicted 405131 

Olfactory receptor 821 (predicted).  The olfactory receptor 
proteins are members of a large family of G-protein-
coupled receptors (GPCR) arising from single coding-
exon genes. Olfactory receptors share a 7-
transmembrane domain structure with many 
neurotransmitter and hormone receptors and are 
responsible for the recognition and G protein-mediated 
transduction of odorant signals.  

TC497172 1.64 

Ccnc 114839 

Cyclin C.  Encoded protein interacts with cyclin-
dependent kinase 8 and induces the phophorylation of the 
carboxy-terminal domain of the large subunit of RNA 
polymerase II. The level of mRNAs for this gene peaks in 
the G1 phase of the cell cycle.  

TC479700 1.64 

Dsc3_ 
predicted 307563 

Desmocollin 3 (predicted).Cell Communication; found 
primarily in epithelial cells where they constitute the 
adhesive proteins of the desmosome cell-cell junction and 
are required for cell adhesion and desmosome formation.   

XM_344312 1.63 

RGD1563478_
predicted  364278 Smilar to RNA polymerase II transcriptional coactivator 

(predicted). NM_012671 1.63 

Tgfa 24827 
Transforming growth factor alpha. Acts as an EGF 
receptor ligand; inhibits apoptosis that results from 
epithelial detachment from the extracellular matrix  

NM_001000
003 1.63 

Olr1401 
_predicted 287247 

Olfactory receptor 1401 (predicted). Olfactory receptors 
share a 7-transmembrane domain structure with many 
neurotransmitter and hormone receptors and are 
responsible for the recognition and G protein-mediated 
transduction of odorant signals.  

XM_223759 1.63 

LOC305639 305639 Similar to heat shock protein 8. AW144704 1.63 

Top1 64550 
DNA topoisomerase I. Catalyzes the transient breakage 
and rejoining of DNA; plays a role in nucleotide excision 
repair.  

TC470302 1.63 

Crk 54245 

v-Crk sarcoma virus CT10 oncogene homolog (avian). 
Adaptor protein that interacts with tyrosine-phosporylated 
proteins to transduce cellular signals in multiple 
pathways. ROS affect the key adapter protein CrkII 
signaling by two ways: stimulation of CkII phosphorylation 
and a functional consequence: formation of CrkII-protein 
complexes. 

NM_053972 1.62 

RragB 117043 
Ras-related GTP-binding protein ragB. A cellular switch 
that operate by GTP-exchange factors and stimulate their 
intrinsic GTPase activity.  

AW141337 1.62 

Psma6 29673 
Proteasome (prosome, macropain) subunit, alpha type 6.  
Subunit of the proteasome complex, which may play a 
role in protein catabolism.  

BE099797 1.61 

RGD1359452 296118 Similar to hypothetical protein FLJ32800. Human 
homologue is chromosome 15 open reading frame 33. XM_216638 1.61 

RGD1309929 298787 

Similar to RIKEN cDNA 0610016J10 gene.  Human 
homologue is MEMO1 mediator of cell motility 1; MEMO1 
controls cell migration by relaying extracellular 
chemotactic signals to the microtubule cytoskeleton.  

NM_001009
618 1.61 

Sub1 192269 

SUB1 homolog (S. cerevisiae). Expressed in 12 day 
embryo and in a chemically induced pancreatic B-cell 
tumor; not expressed in normal differentiated cells.  Plays 
a role in chromatin organization.  

NM_133320 1.60 

Ndel1 170845 NudE nuclear distribution gene E homolog like 1 (A. 
nidulans). A thiol-activated peptidase that is XM_342740 1.60 



Berries and PEITC Modulate Gene Expression in Rat Esophagus 

 33

phosphorylated in M phase of the cell cycle. 
Phosphorylation regulates the cell cycle-dependent 
distribution of this protein, with a fraction of the protein 
bound strongly to centrosomes in interphase and 
localized to mitotic spindles in early M phase.  

Tmem40_ 
predicted 362420 Transmembrane protein 40 (predicted). AI230347 1.60 

Pcdh9_ 
predicted 306091 

Protocadherin 9 (predicted). Encodes a cadherin-related 
neuronal receptor that localizes to synaptic junctions and 
is putatively involved in specific neuronal connections and 
signal transduction.  

BG667330 1.60 

Pip5k1a_ 
predicted 365865 

Pip5k1a_predicted phosphatidylinositol-4-phosphate 5-
kinase, type 1, alpha (predicted).  Can influence cell 
migration through regulation of PI(4,5)P2 synthesis 
through direct activation of PIPKI alpha enzyme activity. 
Apoptotic stimuli that initiate a signaling pathway during 
cell death can lead to caspase-independent 
downregulation of PIP5K alpha. 

AW917841 1.59 

Cttn 60465 

Cortactin Component of clathrin-coated pits; provides a 
direct link between the dynamic actin cytoskeleton and 
the membrane pinchase dynamin that supports vesicle 
formation during receptor-mediated endocytosis..  

NM_031722 1.58 

Tmed2 65165 

Transmembrane emp24 domain trafficking protein 2. May 
play a role in intracellular vesicle-mediated protein 
transportfrom the endoplasmic reticulum to the Golgi 
apparatus.   

AA964050 1.58 

Bub1_ 
predicted 296137 

Budding uninhibited by benzimidazoles 1 homolog (S. 
cerevisiae) (predicted). Human homologue is a kinase 
involved in spindle checkpoint function that functions as a 
miotic checkpoint complex and spindle checkpoint. 
Mutations in this gene have been associated with 
aneuploidy and several forms of cancer.  

NM_001008
301 1.58 

Cebpd 25695 

CCAAT/enhancer binding protein (C/EBP), delta. 
Transcriptional activator; high C/EBPdelta protein levels 
correlated significantly with expression of cell-cycle 
promoters (cyclin D1 and E) and cell-cycle inhibitory 
proteins (Rb, p27, p16). May be involved in glucose-
mediated regulation of iNOS.  

25695 1.58 

Usp14 291796 

Ubiquitin specific protease 14. A ubiquitin-specific 
processing (UBP) proteases with His and Cys domains. 
Mice with a mutation that results in reduced expression of 
this protein develop severe tremors by 2 to 3 weeks of 
age. 

ENSRNOT0
0000035254 1.57 

 Eno1  24333 Enolase 1, alpha. AW533662 1.56 

Ssfa2_ 
predicted  311146 

Sperm specific antigen 2 (predicted). Localized as a 
membrane-bound form with extracellular regions; might 
be involved in the regulation of filamentous actin and 
signals from the outside of the cells. 

NM_171994 1.56 

Anxa2-ps1 394265 Annexin 2 pseudogene1. Putative retroposon. NM_001007
613 1.56 

Cdc42 64465 

Cell division cycle 42. A small GTPase of the Rho-
subfamily.  Regulates cell morphology, migration, 
endocytosis and cell cycle progression. The oncogene 
Dbl catalyzes the dissociation of GDP from Cdc42. This 
protein could regulate actin polymerization.  Promotes the 
assembly of cell-cell contacts.  

NM_021846 1.56 

Ddx5 287765 

Ddx5 gene. Putative RNA helicase.  Implicated in a 
number of cellular processes involving alteration of RNA 
secondary structure. This gene encodes a DEAD box 
protein, which is a RNA-dependent ATPase, and also a 
proliferation-associated nuclear antigen, specifically 

XM_344255 1.56 
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reacting with the simian virus 40 tumor antigen.   

Mcl1 60430 Myeloid cell leukemia sequence 1. BAD-interacting 
protein; may inhibit apoptosis  CB548241 1.56 

Cno 364183 

Cappuccino homolog (mouse). May play a role in 
organelle biogenesis associated with melanosomes, 
platelet dense granules, and lysosomes; may play a role 
in intracellular vesicular trafficking.  

NM_001007
731 1.56 

Med4  306030 Mediator of RNA polymerase II transcription, subunit 4 
homolog (yeast). Vitamin D receptor interacting protein.  306030 1.56 

Golga7 361171 
Golgi autoantigen, golgin subfamily a, 7.Possibly involved 
in vesicular transport from the Golgi to the cell surface. 
Palmitoylates H- and N-Ras. 

NM_019379 1.55 

Vdp 56042 
Vesicle docking protein. Tethering protein involved with 
transcytotic vesicle transport, including ER to Golgi and 
between the Golgi stacks  

XM_345096 1.55 

RGD1560350_
predicted  683535 Similar to proteasome subunit iota (predicted). CB545171 1.55 

MGC72992 494345 Similar to programmed cell death 10. Encodes a protein 
with similarity to proteins that participate in apoptosis. CB545171 1.55 

Spsb3_ 
predicted 302981 SplA/ryanodine receptor domain and SOCS box 

containing 3 (predicted). XM_220230 1.55 

Fcho2_ 
predicted 309129 FCH domain only 2 (predicted). AW918107 1.55 

LOC361237 361237 

Similar to testis-specific chromodomain Y-like protein.  
Implicated in chromatin binding and gene suppression, 
and a catalytic domain believed to be involved in histone 
acetylation.  

AA957447 1.54 

Gmps 295088 Guanine monphosphate synthetase.  Catalyzes the 
amination of XMP to GMP. CB606342 1.54 

MYO10 310178 

Myosin X.  A molecular motor that functions in filopodia 
formation. Interacts with DCC; involved in cell-cell 
adhesion-associated (integrin function) signaling-linked 
membrane and/or cytoskeleton reorganization; a 
molecular link between PI(3)K and pseudopod extension 
during phagocytosis. 

BI395659 1.54 

Arpc2_ 
predicted 301511 

Actin related protein 2/3 complex, subunit 2 (predicted).  
The Arp2/3 protein complex has been implicated in the 
control of actin polymerization in cells.  

XM_217432 1.54 

Atp6v0e1 94170 

ATPase, H+ transporting, V0 subunit E isoform 1. A 
component of vacuolar ATPase (V-ATPase) that 
mediates acidification of eukaryotic intracellular 
organelles for protein sorting, zymogen activation, 
receptor-mediated endocytosis, and synaptic vesicle 
proton gradient generation.  

NM_053578 1.54 

Sdc1 25216 

Syndecan 1.  Mediates cell binding, cell signaling, and 
cytoskeletal organization; participates in cell proliferation, 
cell migration and cell-matrix interactions via its receptor 
for extracellular matrix proteins.   

NM_013026 1.53 

LOC314432 314432 
Similar to ubiquitin-protein ligase (EC 6.3.2.19) E1 - 
mouse. Catalyzes the first step in ubiquitin conjugation to 
mark cellular proteins for degradation.  

XM_234520 1.53 

LOC678715 678715 Similar to MORF-related gene X. NM_201418 1.52 

Ns5atp9 300795 
NS5A (hepatitis C virus) transactivated protein 9. PCNA-
associated factor that binds the potential tumor 
suppressor product p33ING1b. 

NM_199081 1.52 

Slc35b1 287642 Solute carrier family 35, member B1. AI237189 1.52 
Gramd1c_ 
predicted  360717 GRAM domain containing 1C (predicted). NM_133423 1.52 

Yt521 170956 
Splicing factor YT521-B. Binds nuclear transcriptosomal 
complex scaffold attachment factor B (SAF-B) and 
Sam68; may play a role in splice site selection and 

AI030814 1.51 
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alternative splicing.  

Kifap3_ 
predicted  289168 

Kifap3_predicted kinesin-associated protein 3 (predicted).  
Regulator protein on Rho and Rap1 family members and 
Ki-Ras that stimulates their GDP/GTP exchange reactions 
and inhibits their interaction with membranes.  Plays a 
role in the interaction of chromosomes with an ATPase 
motor protein.  

XM_341176 1.51 

Lamb3 305078 Laminin, beta 3.  Serves as the ligand for alpha 6beta1-
integrin.  AF452728 1.51 

Ppp3ca 24674 

Protein phosphatase 3, catalytic subunit, alpha isoform.  
Involvement in the regulation of NF-kappaB. Catalytic 
subunit of Calcineurin, a ubiquitously expressed 
Ca2+/CaM-dependent protein phosphatase; mediates 
activities of transcription factors and ion channels.  

NM_022674 1.51 

BQ208403   
Transcribed locus. UniGene Rn.40322, weakly similar to 
XP_001112263.1 similar to WD repeat domain 5B 
[Macaca mulatta]. 

BE116217 1.50 

H2afz 58940 
H2A histone family, member Z.  Function is unknown but 
appears to be different from classical S-phase regulated 
H2a family members.  

XM_343875 1.50 

Acp1 24161 Acid phosphatase 1, soluble. Catalyzes the hydrolysis of 
p-nitrophenyl phosphate. 24161 1.50 

LOC363564 363564 

Rattus norvegicus similar to putative actin (predicted). 
(Record discontinued.)  Best fit is ACTin family member 
(act-4) [Caenorhabditis elegans].  In C elegans this 
protein is involved in cell-cell communication. 

ENSRNOT0
0000032946 1.50 

LOC685069 685069 Similar to H2A histone family, member V isoform 1.  ENSRNOT0
0000032946 -1.50 

    Unknown ENSRNOT0
0000032946 -1.50 

Taldo1 83688 

Transaldolase 1. A key enzyme of the nonoxidative 
pentose phosphate pathway providing ribose-5-
phosphate for nucleic acid synthesis and NADPH for lipid 
biosynthesis. This pathway can also maintain glutathione 
at a reduced state and protect sulfhydryl groups and 
cellular integrity from oxygen radicals.  

AA964693 -1.51 

Atp5b 171374 
ATP synthase, H+ transporting, mitochondrial F1 
complex, beta polypeptide.  The enterostatin receptor. 
subunit of mitochondrial ATP synthase 

AA859178 -1.51 

Srrm1_ 
predicted 313620 

Serine/arginine repetitive matrix 1 (predicted). A splicing 
coactivator; regulates CD44 alternative splicing in a Ras-
dependent manner; also associated with factors involved 
in chromatin regulation and sister chromatid cohesion. 

XM_233556 -1.52 

RGD1306773 315863 Hypothetical LOC315863..  XM_343441 -1.53 

RGD1565395_
predicted  303471 

Similar to stathmin 1/oncoprotein 18) (predicted).  
Phosphoprotein proposed to function as an intracellular 
relay integrating regulatory signals of the cellular 
environment; involved in the regulation of the microtubule 
filament system by destabilizing microtubules. It prevents 
assembly and promotes disassembly of microtubules. 

XM_220874 -1.53 

LOC292672 292672 Similar to 3-phosphoglycerate dehydrogenase.  XM_227056 -1.55 

Nr1d2 259241 

Nuclear receptor subfamily 1, group D, member 2. 
Orphan nuclear receptor; may be involved in hormone-
dependent aspects of hippocampal and cerebellar 
development.  

BF284190 -1.55 

Rnr2 170603 Liver regeneration-specifique protein (107 bp). 
Mitochondrial gene. Y17323 -1.56 

RGD1303003 294326 Homolog of zebrafish ES1. May be involved in isoprenoid 
biosynthesis  BE109962 -1.59 

Prss23 308807 Protease, serine, 23.  Member of the trypsin family of 
serine proteases. 

NM_001007
691 -1.62 
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Hmgn2 114637 

High mobility group protein 17.  Member of a family of 
non-histone chromosomal proteins; fragment of the 
HMGN2 protein homes to the nuclei of tumor cells and 
tumor endothelial cells and tumor endothelial cells in vivo.  

CA509211 -1.67 

Mccc2 361884 Methylcrotonoyl-Coenzyme A carboxylase 2 (beta).  XM_342181 -1.67 

Mipep 81684 
Mitochondrial intermediate peptidase. Enzyme that 
catalyzes the removal of amino-terminal octapeptides 
from mitochondrial proteins. 

NM_031052 -1.71 

Chd2_ 
predicted  308738 

Chromodomain helicase DNA binding protein 2 
(predicted). CHD genes alters gene expression possibly 
by modification of chromatin structure and altering access 
of the transcriptional apparatus to chromosomal DNA.  

TC488565 -1.71 

RGD1566239_
predicted 306348 Similar to RIKEN cDNA 2810428I15 (predicted). BI296905 -1.72 

LOC365983 365983 Similar to 60S ribosomal protein L13.  XM_345317 -1.72 

Hsd3b6 29632 
Hydroxy-delta-5-steroid dehydrogenase, 3 beta- and 
steroid delta-isomerase 6. A converting enzyme of 
progesterone. 

NM_017265 -1.74 

Eef2k 25435 Eukaryotic elongation factor-2 kinase. Catalyzes the 
phosphorylation of eukaryotic elongation factor 2 (eEF2).  NM_012947 -1.74 

Hmmr 25460 

Hyaluronan mediated motility receptor (RHAMM).  Binds 
hyaluronan; may play a role in cell signaling and 
regulation of the cytoskeleton.  Interaction with hyaluronic 
acid is a critical component of the recruitment of 
inflammatory cells to the lung after injury. Has been 
reported to mediate migration, transformation, and 
metastatic spread of murine fibroblasts. 

BF290649 -1.74 

Klf5 84410 
Kruppel-like factor 5. Mouse homolog is a transcription 
factor involved in positive regulation of cellular 
proliferation.  

NM_053394 -1.75 

Cd47 29364 

CD47 antigen (Rh-related antigen, integrin-associated 
signal transducer). A membrane protein involved in the 
increase in intracellular calcium that occurs upon cell 
adhesion to extracellular matrix. Also a receptor for the C-
terminal cell binding domain of thrombospondin. 

CB547605 -1.77 

LOC316373  316373 Smilar to high-mobility group (nonhistone chromosomal) 
protein 1-like 1.The function of this gene is unknown.  XM_237105 -1.77 

RGD1561219_
predicted  499571 Similar to High mobility group protein 1 (HMG-1) 

(predicted). XM_345185 -1.78 

Ahnak 191572 
AHNAK nucleoprotein (desmoyokin). Mediates activation 
of phospholipase C-gamma1 through protein kinase C. A 
protein marker of endothelial cells with barrier properties. 

AF454371 -1.79 

Aldh3a2 65183 
Alcohol dehydrogenase family 3, subfamily A2.  This gene 
product catalyzes the oxidation of long-chain aliphatic 
aldehydes to fatty acid.  

NM_031731 -1.80 

    Unknown XM_344684 -1.82 
RGD1559833_
predicted  498563 Similar to 60S ribosomal protein L5 (predicted). XM_224484 -1.83 

Phgdh 58835 
3-phosphoglycerate dehydrogenase.  Catalyzes the 
transition of 3-phosphoglycerate into 3-
phosphohydroxypyruvate.  

NM_031620 -1.84 

MGC105647 361824 Similar to Nur77 downstream protein 2 AA819702 -1.88 

Rpl13 81765 

Ribosomal protein L13. Encodes a ribosomal protein of 
the 60S subunit. This gene is expressed at significantly 
higher levels in benign breast lesions than in breast 
carcinomas.  

BG374422 -1.89 

Kazald1 293997 
Kazal-type serine peptidase inhibitor domain 1. Involved 
in the proliferation of osteoblasts during bone formation 
and bone regeneration. 

XM_215264 -1.90 

LOC364558 364558 Similar to palladin; CGI-151 protein. XM_214338 -1.97 
Mss4 304807 Mss4 protein.Stimulates GTP-GDP exchange in Sec4 and NM_001007 -1.98 
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Rab and binds to a subset of genetically related Rab 
proteins. 

678 

LOC683903  683903 
Similar to High mobility group protein 1 (HMG-1) (High 
mobility group protein B1) (Amphoterin) (Heparin-binding 
protein p30). 

ENSRNOT0
0000034494 -2.00 

    Unknown ENSRNOT0
0000034494 -2.00 

Aox1 54349 
Aldehyde oxidase. Produces hydrogen peroxide and, 
under certain conditions, can catalyze the formation of 
superoxide. 

NM_019363 -2.03 

RGD1560584_
predicted 500154 RGD1560584_predicted similar to High mobility group 

protein 1 (HMG-1) (predicted).  
ENSRNOT0
0000030095 -2.10 

    Unknown ENSRNOT0
0000030095 -2.10 

BF551311   Transcribed locus. UniGene Rn.18139, (Q8DIP4) Tll1537 
protein, partial (2%).     BF551311 -2.14 

Pecr 113956 Peroxisomal trans-2-enoyl-CoA reductase. Member of the 
short-chain dehydrogenase/reductase (SDR) family.  NM_133299 -2.18 

Scel_ 
predicted 361086 

Sciellin (predicted). A precursor to the cornified envelope 
of terminally differentiated keratinocytes. This protein 
localizes to the periphery of cells and may function in the 
assembly or regulation of proteins in the cornified 
envelope.  

XM_341370 -2.28 

Aqp4 25293 Aquaporin 4.  Water channel protein; plays an important 
role in the function of glutamate transporters.  TC477505 -2.37 

RGD1562954_
predicted 307096 

Similar to aldo-keto reductase family 1, member C12 
(predicted). A member of the aldo/keto reductase 
superfamily, which consists 40+ known enzymes and 
proteins that catalyze the conversion of aldehydes and 
ketones to their corresponding alcohols by utilizing NADH 
and/or NADPH as cofactors. 

XM_225544 -2.44 

 

 


