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Comparative integromics on Ephrin family
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Abstract. EFNA1, EFNA2, EFNA3, EFNA4, EFNAS,
EFNB1, EFNB2 and EFNB3 are EFN family ligands for EPH
family receptors. EFN/EPH signaling pathway networks with
the WNT signaling pathway during embryogenesis, tissue
regeneration, and carcinogenesis. Comparative genomics
analyses on EFNBI, EFNB2 and EFNB3 were performed by
using bioinformatics and human intelligence (humint). EFNBI
mRNA was expressed in human embryonic stem (ES) cells,
neural tissues, diffuse type gastric cancer, pancreatic cancer,
colon cancer, brain tumors and esophageal cancer, EFNB2
mRNA in human ES cells, neural tissues and colon cancer,
EFNB3 mRNA in human ES cells, neural tissues, brain tumors,
pancreatic cancer and colon cancer. Because triple TCF/LEF-
binding sites were identified within the 5'-promoter region
of human EFNB3 gene, comparative genomics analyses on
EFNB3 orthologs were further performed. Chimpanzee
EFNB3 gene, consisting of five exons, was identified within
AC164921.3 genome sequence. AY421228.1 was not a correct
coding sequence for chimpanzee EFNB3. Chimpanzee EFNB3
gene was found to encode a 340-amino-acid protein showing
99.4% and 96.6% total-amino-acid identity with human
EFNB3 and mouse Efnb3, respectively. Three TCF/LEF-
binding sites within human EFNB3 promoter were conserved
in chimpanzee EFNB3 promoter, and the second TCF/LEF-
binding site in rodent Efinb3 promoters. CpG hypermethylation
of EFNB3 promoter with 63.2% GC content as well as deletion
of EFNB3 gene closely linked to TP53 tumor suppressor gene
at human chromosome 17p13.1 should be investigated to
elucidate the mechanism of infrequent EFNB3 upregulation in
human colorectal cancer. EFNB3, identified as potential
transcriptional target of WNT/B-catenin signaling pathway, is
a pharmacogenomics target in the fields of regenerative
medicine and oncology.
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Introduction

EFNAL1, EFNA2, EFNA3, EFNA4, EFNAS, EFNB1, EFNB2
and EFNB3 are EPHRIN (EFN) family ligands for EPH
family receptors (1-15). EFNA1, EFNA2, EFNA3, EFNA4
and EFNAS5 are GPI-anchored cell-surface proteins with
EPH-binding domain, while EFNB1, EFNB2 and EFNB3 are
transmembrane proteins with extracellular EPH-binding
domain and cytoplasmic PDZ-binding motif. EPH family
members share common domain architecture, consisting of
extracellular EFN-binding domain, cysteine-rich domain, two
fibronectin type III repeats as well as cytoplasmic tyrosine
kinase domain and C-terminal SAM motif. EPHA1, EPHA2,
EPHA3, EPHA4, EPHAS, EPHA6, EPHAS and EPHA1O are
classified into EPHA subfamily, while EPHB1, EPHB2,
EPHB3, EPHB4 and EPHB6 are classified into EPHB
subfamily. EFN/EPH signaling pathway is implicated in a
variety of processes, including axon guidance, angiogenesis,
and gastrointestinal morphogenesis.

Canonical WNT signaling activation leads to transcriptional
activation of DKK1, DKK4, FGF18, FGF20, etc. depending on
the transcriptional complex consisting of TCF/LEF, B-catenin,
BCLY9/BCLOL and PYGO1/PYGO2 (16-32). WNT/B-catenin
signaling pathway is implicated in the cell fate determination.

Mouse Efnbl is expressed in intestinal differentiated
cells, while Ephb2 and Ephb3 in intestinal proliferating cells
depending on the WNT/B-catenin signaling pathway (33,34).
EFN/EPH and WNT signaling pathways network together
during embryogenesis, tissue regeneration and carcinogenesis;
however, direct transcriptional regulation of EFN family
members by the WNT/B-catenin signaling pathway remains
unclear. Comparative genomics analyses on EFNBI, EFNB2
and EFNB3 were performed, and EFNB3 was identified as
potential target gene of the WNT/B-catenin signaling pathway.

Materials and methods

WNT target gene screening. Genome sequences corresponding
to human EFNBI, EFNB2 and EFNB3 genes were searched
for with BLAST programs (http://www .ncbi.nlm.nih.gov) as
described previously (35-39). TCF/LEF-binding sites within
the 5'-flanking promoter region of the above genes were
searched for based on bioinformatics and manual inspection as
described previously (28-32).
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Human Human chromosomal Human Human genome clone TCF/LEF binding site Mouse genome clone
gene localization RefSeq including promoter within human promoter including promoter
EFNB1 Xq13.1 NM_004429.3 AL13€092.8 0 AL671478.9
EFNB2 13933.3 NM_004093.2 AL13€689.22 0 AC090007.8
EFNB3 17p13.1 NM_001406.3 AC087388.9 3 AL731687.13

B Exon

Nucleotide sequences around

Exon position within

C Hs EFNB1

chimpanzee AC164921.3 Mm Efnb1

No exon —intron boundaries genome sequence
Mm Efnb3

1 GGTTTC--———~ TAAGAG gtgagt 54062 - 54580 )
2 catag GTTCCA~-=—-~ TCATTG gtactg 56810 -~ 57102 Hs EFNB3
3 cccag CCACAT-mmmm GACAAA gtgagt 57287 - 57379
4 tocag GTCCCC-———- TGCCAG gtagga 57487 ~ 57591
5 gecag GTGACC--—-~ AACAAC 58078 - 60244 Hs EFNB2

Mm Efnb2

Figure 1. (A), EFNB gene family. Three TCF/LEF-binding sites exist within the EFNB3 promoter. (B), Exon-intron structure of the chimpanzee EFNB3 gene.
Nucleotide sequences around exon-intron boundaries are shown by upper-case letters (exon) and by lower-case letters (intron). (C), Phylogenetic analyses on

the EFNB family.

Identification of the chimpanzee EFNB3 orthologs.
Chimpanzee genome sequences homologous to human
EFNB3 were searched for with BLAST programs as
described previously (40-43). Exon-intron boundaries were
determined based on the consensus sequence of exon-intron
junctions (‘gt ... ag’ rule of intronic sequence) and codon
usage within the coding region as described previously (44-
47). Coding sequence of chimpanzee EFNB3 was determined
by assembling exonic regions.

Comparative proteomics analysis. Phylogenetic analyses on
mammalian EFNB family members were performed by using
the CLUSTALW program.

Comparative genomics analyses. Promoter region of mam-
malian EFNB3 orthologs were aligned by using the Genetyx
program and manual curation. TCF/LEF-binding sites within
the promoter region were determined as mentioned above.

In silico expression analysis. Expressed sequence tags (ESTs)
derived from human FENBI, EFNB2, and EFNB3 genes were
searched for by using the BLAST programs. The sources of
FENBI, EFNB2, and EFNB3 ESTs were listed up for in silico
expression analysis.

Results

Screening of TCF/LEF-binding site within promoter region of
EFNB family genes. Human EFNB1 RefSeq (NM_004429.3),
EFNB2 RefSeq (NM_004093.2) and EFNB3 RefSeq
(NM_001406.3) were used as query sequences for the BLAST
programs to identify genome clones corresponding to EFNB
family genes. The 5'-flanking promoter region of human
EFNBI, EFNB2 and EFNB3 genes were identified within
AL136092.8, AL138689.22 and AC087388.9 genome
sequences, respectively (Fig. 1A). TCF/LEF-binding sites
within the 5'-promoter region of human EFNBI, EFNB2
and EFNB3 genes were then searched for based on manual
inspection. Triple TCF/LEF-binding sites were identified
within human EFNB3 promoter (Fig. 1A).

Identification of the chimpanzee EFNB3 gene. BLAST
programs using human EFNB3 RefSeq revealed that
chimpanzee EFNB3 gene was located within AC164921.3
genome sequence. Exon-intron boundaries of chimpanzee
EFNB3 gene were determined based on the consensus
sequence of exon-intron junctions. Chimpanzee EFNB3 gene
was found consisting of five exons (Fig. 1B).

Because the chimpanzee AY421228.1 predicted sequence
accompanied by sequence gaps within exons 2, 4 and 5 was
not the correct chimpanzee EFNB3 sequence, complete coding
sequence (CDS) of chimpanzee EFNB3 was determined in
this study by assembling nucleotide sequences of five exons
(Fig. 2).

Genetyx program revealed that nucleotide position 398-
1420 was the coding region of chimpanzee EFNB3 complete
CDS (Fig. 2). Chimpanzee EFNB3 gene was found to encode
a 340-amino-acid protein showing 99.4% and 96.6% total-
amino-acid identity with human EFNB3 and mouse Efnb3,
respectively.

Comparative proteomics analysis on mammalian EFNB3
family members. Phylogenetic analysis revealed that EFNBI1
orthologs and EFNB2 orthologs were more related to each
other than to EFNB3 orthologs (Fig. 1C). Extracellular EPH-
binding domain as well as the C-terminal cytoplasmic region
with five tyrosine residues and PZD-binding motif were well
conserved among EFNB family members (Fig. 2B).

Expression of human EFNBI1, EFNB2 and EFNB3 mRNAs.
In silico expression analyses were performed to investigate
the expression profile of EFNB family members. EFNBI
mRNA was expressed in human embryonic stem (ES) cells,
diffuse type gastric cancer, pancreatic cancer, colon cancer,
brain tumors and esophageal cancer. EFNB2 mRNA was
expressed in human ES cells, neural tissues and colon cancer.
EFNB3 mRNA was expressed in human ES cells, neural
tissues, brain tumors, pancreatic cancer and colon cancer.

Comparative genomics analyses on EFNB3 promoters. Human
EFNB3 promoter and chimpanzee EFNB3 promoter were
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ac TGGCGC! GCCTGCAGACGGCCCC TCTGCCGCCEERGCGCGGGCACAGCAGGAAGCAGGTCCGC! TACCGGGGT 300

I\ GGTTTCCTCCCTITAGCCCGCTGCCCTCARTCCCORCEAGECTGEAGCTCCEECTCGECECCCCCTTCCTCEGCTCCLCTRATCCEGCECCCCATGCCGCCCCCACCCGELCCCCEGECTCCCCCAGTCCCCCACTTAGGCGGACTCACAGATC 150

GGTCC. C A CCC ‘GAC CCCGTCCCCCAGGT cCceeee. GAGTCGG CCTGCTGCT 450
M 6 P P H S GP 666G VRV 6 ALLTL 18

GCTCAGCCTUGAGCCTGTCTRCTGGRACTCGGCGAATBAGﬂGG GGC. CTCAGATC! GGCTAGAL 'CCCC CTCC 600

L 6 VL & L V S 6 L 5 L P V Y W NS A NKRVF QA EGE Y VLY P QI ¢ D RULDILTIELTCZPURATRTPP 68
TGGCCCTCACTCCTCTCCTAATEATGRGTTCTACAABCTGTA. CCAGGGCCGGCAEC ACCCCCTGCCCCAARACCTCCTTCTCAC GCCCAGAC TCCGCTTCACCATCAAGTTCCA 750
8 8 P N Y EF ¥ R L YLV G GA QGRUBRGCEA BABPUPAPNLILTLTTCDRUPUDULDILURTFTTIZ KTFQ 118

CCCTA. ‘CGCTCGCAC CTACATCATTGCCACATC C CTGC TAACCAGA TCTCC 900

E ¥ 8 P N L WG HEVF RS B H DY Y I I ATSDGT RETGTLTESBULZG QS GS GV CLTURGMME KUV LTULZRVG 168
ACAAAGTCCC CCCCGAAAR AATGCCC: C AGCCCACA CTGCE CCCACCAGCAATGCAA AGG 1050
Q S P R G G A APRIEKUPV S EMZPMER RUDT RGAARARREHSTLEZPUGRENINTLUZPOGD?®PT SN ATS R G A E G 218
CCCCCTGCCCCCTCCCAGCATGCCTGE AGC TG T GCCACCH TC 1200
P L P PP S M P AV AGAAGS GTLALULTLTLSGVYVYAGA ARG G AMTCWU RIBRRRAIKTPGBEGSTREPUGZPG S 268
CTTC TCTAGEC C CTGAGCC TCTGCEGEGCEGC AGATCCCCCCTTCTGCCCEC CTA 1350
F ¢ R G ¢ 8 L ¢ L GG G GG 6 M e PREMGBAEUPGET LG GTIA ATLHRGU GG AU RDUPUZPTFTCPH YZET KTV VS G DY 318
TGGGCAT 'TATA' CCCCCCAGAGCCCTCCAAACATCTACTAC CTCTC TATCCTGAATCCAGCCCTTC TCCTCC, AATTCC! ACC 1500
6 H P V Y I V Q D GG P P Q 8 P P NI Y ¥ K V * 340
TCTAACATCTCGGCCCCCTGTGCCCCCCCAGCCCCT TCCCGGC! AC CCA 2CCCACTTCCTGCCCTCCC CA CCCCTC GTGTCC 1650
CT@GATCCTTT‘Lbu‘L CAGCCTCCTS GGCATCCT CTCACCCACCCAGA! ACAGCCCACC TTCT PCTCACTGGTT 1800
TTCTC TGTTCTTCTTCC! CTCCTCC CTTTCACCCTCTTGGCTTCTTATCCTGTGCCTCTCCCA AAGCATT 1950
IcTCCCCTTAGCTTTCAGCCCCCCTTF “TCATACCAACCACTCCCCTCAGTCTGCC C TCTGACACTCCACCCCAGCTCAGGCCATGGGC) CATTCTCTGGCCTGGCCCAG 2100
GCCTCTACATACTTACTCCA! CTACH AGAAGTGTCCC! AGTGGCCAATAGCA. ACC ACTTG 2250
A TCC cn GGCCC AR AGTAGCAGAA AGGAACTGGA ATCCAGGACAGGAAGTAGCACTTCTGAAAC, A 2400

CTCCA TTAGTC TTACTC GA AGRAACTTCCTTT AGCTGGAACTTACTGAC! CCGAGAAGGACTTTTCCC 2550
AGTCTTCAGTGGCACTTCCCAAGATCTCCCTTCC CAG TGC! CCCA. TTCCTTTCCATATC ATCAACAGG 2700
ACTACCCCAAGAACCCATGTGCTCTCCCGAGTAACCC, 'CATTCCATCCTA GAC! CTCARCACAGTTCCCTTC CCARA TGGC TGAC! 2850
AAGGCCACTGTTTC TGATACCTCTTCCTGCCC TCAGTTTCCTCCC TCAA ACC. caccnccrcnnwcnccx 3000

GCCA CACCAGAUGTCAAGTTCACCTC AGCTCCTTC TTTCTAATCACTCC CAGGA. C CGTCAC 3150
TTACTGTAAAAGGGAAATTTGAACAAC 3177

Hs EFNB3 MGPPHBGPGGV--RVGALL--LLGVLGLVSGLSLEPVYWNSANKRFQAEGGYVLYFQIGDRLDLLCPRARPPGPHSSPNYEFYRLYLVGGAQGRRCEAPPAPNLLLTCDRPDLDLRFTIRFQ 118

Mm Efnb3 MGAPHFGPGGV--QVGALL--LLGFAGLVSGLSLEPVYWNSANKRFQAEGGYVLYPQIGDRLDLLCPRARPPGPHSSPSYEFYRLYLVEGAQGRRCEAPPAPNLLLTCDRPDLDLRFTIKFQ 118

Es EFNB1 MAR-PGQ-RWLGRWLVAMVVWALCRLATPLARNLEPVSWSSLNPEFLSGKGLVIYPRIGDRLDIICPRAEA GRP--YEYYKLYLVRPEQAAACSTVLDPNVLVICNRPEQEIRFTIKFQ 115

Es EFNB2 HAVBR DSV"K!C“GVLHV---LCRTA[BKSIVLEPIYHNSHNSKPLPGQGLVLYPQIGDKLDIICPKVDSKTVG -Q-~-YEYYRVYMVDKDQADRCTIRKENTPLLNCARPDQDIKFTIRFQ 115
' '

E3 Pt EFNB3 MGPPHBGPGGV--RVGALL--LLGVLGLVSGLSLEPVYWNSANKRFQAEGGYVLYPQIGDRLDLLCPRARPPGPHSSPNYEFYRLYLVGGAQGRRCEAPPAPNLLLTCDRPDLDLRFTIRFQ 118

PERTEE * * * ok ok Ak
Pt EFNB3 EYSPNLWGHEFRSHHDYYIIATSDGTREGLESLQGGVCLTRUMKVLLRVGQSPRGGAAPRKPVSEMPMERDRGAAHSLEPGRENLPGDPTSNATSRGREGPLPPP ~-— 223
Hs EFNB3 EYSPNLWGHEFRSHHDYYIIATSDGTREGLESLQGGVCLTRGMKVLLRVGQSPRGGAVPRKPVSEMPMERDRGARHSLEPGRENLPGDPTSNATSRGAEGPLPPP--— 223
Mm Efnb3 EYSPNLWGHEFRSHHDYYIIATSDGTREGLESLQGGVCLTRGMKVLLRVGQSPRGUAVPRRKPVSEMPMERDRGAAHSAEPGRDTIPGDPSSNATSRGAEGPLPPP-~——n—v— ———==-=- 223
Hs EFNB1 !FSPNYHGLEFKKHHD!!ITETINGBLFGLENREGGVCRTRTMKIIHRVGQDPNAVTPEQLTTSRPSKEADNTVKHATQAPGSRGSLGDSDGKHETVNQEERSGPGASGGSEGDPDGFPNSR 237
Hs EFNB2 EFSPNLWGLEFQKNKDYYIISTSNGSLEGLDNQEGGVCQTRAMKILMEKVGQDASSAGSTRNRD--PTRRP----ELEAGTNGRSSTTSPFV-KPNPGSSTDGNSAGHSGNNI--—-—-—- SE 224
*okkk ok kk T T dkok e wd dw Yk
Pt EFNB3 SMPAVAIGAAGGLALLLLGVAGAGGAMCWRRRRARPSESRHPGPGSFGRGGSLU-LGGGGGMGPREA-EPGELGIALRGGGAADPPFCPHYEKVSGDYGHPVYIVQDGPFQSPPNIYYRV 340
Hs EFNB3 SMPAVAIGARGGLALLLLGVAGAGGAMCWRRRRARPSESRHPGPGSFGRGGSLU-LGGGGGMGPREA-EPGELGIALRGGGAADPPFCPEYEKVSGDYGHPVYIVQDGPFQSPPNIYYRV 340
Mm Efnb3 SMPAVAGAAGGMALLLLGVAGAGGAMCWRRRRARPSESRHPGPGSFGRGGSLG~LOGEGGGMGPREA-EPGELGIALRGGGTADPPFCPHYERVSGDYGHPVYIVQDGPFQSPPNIYYRV 340
Hs EFNBl VALFAAVGAGCVIFLLIIIFLTVLLLi-~-KLRKRHRRK-——-- HTQQRAAAL--SLSTLASPRGGSGTAGTEPSDIIIPLR-~~-TTENNYCPHYERVSGDYGHPVYIVQEMPFQSPANIYYRV 346
Hs EFNB2 VRLFAGIASGCIIFIVIIITLVVLLL-H-KYRRRBRK---—nH8PQBTTTL-‘SLHTLATPKRSGNNNGﬂEPSDIIIPLR---TADSVFCPHYERVSGDYGIPVYIVQEMPEQBPANI!YKV 333
[ ra— R R R I T T

Figure 2. (A), Nucleotide and amino-acid sequences of chimpanzee EFNB3. Nucleotides and amino-acid residues are numbered on the right. (B), Alignment
of EFNB family members. Pt, chimpanzee; Hs, human; Mm, mouse. Transmembrane domain is boxed. Amino-acid residues are numbered on the right.
Conserved amino-acid residues are shown by asterisks.

TCP/LEF (1)
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Hs GTCACCTTTGATATTGCTGTTCCATGCGGGGCGCGGCGAGGGTCTTATTCATTCAGCGGCTGTCGCTIGRGCTTOTTTCTCCATTTGTCTGCTCTGTCTTTGGGGGTGOGGGGACGAGTGTG
Pt GTICACCTTTGATATTGCTGTTCCATACGGGGCGCGGCGAGGGTCTTATTCATTCAGCGECTIGTICGCTIGGGCTTOTTTCTCCATTTGTCTGCICTGTCTTTGGGGGTGGGGGACGAGTGTG

Mm GCTT-CTT~-ATT- GGACTCCC-TCTAGACTGCGGCG -CACGCTCGGGCAAGGGGC~-TTGCTCAG--TAGTTCTTCATG---CTTCTCCATCTG -~~~ -~~~ e ————————
Rn GCTG CTT-GIT---GGTCTCCC-CCTAGGCTGCAGCG -CCGGGCAAGGGGC-TTGCTTG-~~— -~ TTPCTTCOTG-~-CTTCTCCAPCTG T mmm e mmmmmmm e e m e e
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TCF/LRF (2)

Hs TCATTTGAAGCAGTGACTCCTCCCTCCTCCCCCCAACACCTTCCCAAACACTGAGARTGOGGGGACTTTGAAGARATACTGCCAGCAGGUGATGTGATTTTGGACCTCACAATCAAAGGG
Pt TCATTTGAAGCAGTGACTICCTICCCTCCTCCCCCCAACACCTTCCCARACACTGAGAATGGGGGGACTTTGARGAAATACTGCCAGCAGGGGATGTGATTTTGGACCTCACAATCAAAGGE
Mm CCACT-~-===- -CTCCCTCCTCCCCACA-CACCTTGTCARATACCCAGAATGAGAGT-CTTTGAARGAGATGCTIGTCAAC-GGEGCCATGOT-~-~GUGGACCACAGTCAAAGGG

Rn CCACT ~-=-== ~CICCCCCCTCCCCAGA-CACCTTGTCARATACCCAGARTCAGAGT-CTTTGARGAGATGTTIGTCAAC-GGGGCTAAGGT-~--GEGGACCTCAGTCAAAGGG
Xk % Kok ok k ok ko k R kK * Xk R AR kkk ok kok *k ARk * x AR KKEERE Kk TR * % * % * Kk AKX KRR

Hs ARGGGACGAAAGGCCTGGGGAGGCTTGA-~--GAGGGAGAGGAATGTCACCCCTGCCCAGAGGTGCTGAAAGCCAGGGCTCTTACACCCGAARAGGCAACTCCTCCCTTCCCCCAGGATA
Pt AARGGGACGAARAGGCCTGGGGAGGCTTGA----GAGGGAGAGGAATGTCACCCCTGCCCAGAGGTGCTGAAAGCCAGGGCTCTTACACCCGRAAAGGCARCTCCTCCCTTCCCCCAGGATA
-AAAGGAGCAGCCTGIGGAGGAT TGGGCTGGARGGAGAGGAATGTCGCCCCTGCCGGGAGGTGCTGARAGCCT TGCTTCTTACACCCARGAAGGCAGCTCCTCCCTTCCCCCAGGATA
Rn A-GAAAGGAGCAGCCTGTGGAGGATTGGGCAGGAAGGAGAGGAATGTCGCCCCTGCCGGGAGGTGCTGAAAGCCTTGGTTCTTACACCCARGAAGGCAGCTCCTCCCTTCCCCCAGGATA

* xw AREHK KHEEA KKK KK RAKKAKEANKEENE KK RKREAE KRN KKK KKRARIKAR h NKXNAKTA AR % KKKENA KN R AR N KRR KT XA KN A KN

Hs ATTGGAAACAGCCCTTICCTGCGCAGCGCCGGT I TGEGGTTGYAGGTACGCCCCTTICTTCTCCCAGCCCCGCTTCTCCCCCCAGCCATCTAGGAAAGACCCAAGTGTATCCCCTAAACTCY
Pt ATTGGAAACAGCCCTTCCTGCGCAGCGCCGGT T TGGGGTTGTAGGTACGCCCCTTCTTCTCCCAGCCCCGCTTCTCCCCCCAGCCATCTAGGAAAGACCCAAGTGTATCCCCTAAACTCT
Mm ATTGGAAACAGCCTTTCCTGTGGATTACTABCTTTGEGOGTTATAGGTACCCCCTTTICCTCTCCCAGTCATACTTTITCTICCGTGATCACCCAAGRAAGGGCCAAAATTTA- CTACTCCCT
Rn ATTGGAAACAGCCCTTCCTIGTGGAT TGCAGCT I TGEGGTTATAGGTACCCCCTTITCTTCTCCCAGTCTTACTTITCTICCGTGATCACCCARGAAGGGCCAAAATTTA- -CTACTCCCT

HEX KKK KK A KR I K KKK KK Xk XX K KKKKAKKKA KKK KKKE NKK KKK KK KAANKN Ak h kX Kk *E Kk K KKK K KK k% K KK * k% * o H

Hs TUGTTT--TTCACTAACCCCCAGGTAACAACAGCACTTGGTCCATGGAGCAGTGACARAAGAGACCCCAAG--AGTGEGAGGTGCGCAGCCTGEGTTTGGTTTCTAGCT--TTATCCCAGA

Pt TGTTT~--TTCACTAACCCCCAGGTAACAACAGCACATGGTCCATGGAACAGTGACARAGGAGACCCCAAG--AGTGEGAGTTGCGCAGCCTGGGTTTGGTTITCTAGCT-~-TTATCCCAGA
M¥m GGTCTCTTCGTCTAATCCACAG-~--ARRACAGTAAAGGGTCCARGARARCCGTGACARAAATGAACCCCAGGAAAGGGGGAGTTCAGCAGCCTAGATTGTGTCTTCGGEG-~-TTTTCCTARA
Rn GGTCT~~-TCACCTAACCCACAG~---AAAACAGTAAAGGGTCAGAAAAGCTIGTGACARAAGAAATTCCAGGAAARGGGEGAGTTCAGCAGCCTAGGTTGTIGTTTTCGGGGGGTTTTCCGARA

o * ARk ok A% Kk X ek KA K * o kK XK K KN KEERK * T AT T T P * T

s CTTCCTGTGTGACCTTGGGCARGTCACGGGGCCTCCCTGAGCCTCAGTTTICCTICATCTCTGCAATGGGATCGTTAGCTICTGCCCCTCCCACTTCACACAGGTAGTCGTGACGATCAGCTC
Pt CITCCTGTGTGACCTTGGGCAAGTCACGGEGCCTICCCTGAGCCTCAGTITICCTICATCTCTGCAATGGGATCOTTAGCTICTGCCCCTCCCACTTCACACAGGTAGTCGETGACGATCAGCTC
Mm CTCCCCGTGTGACCTTGGGCAAGTCACGEGEGGTCCCCT~~~--CTCAACCTGGATAGCTCTAC- CCCCTCCCACTTCACACAGGTAGCCC - ~-—-~- ATCAACTT
Rn CTCCCCTTGTGACCTTGUGGGCAAGTCACGEAEGTCCCCT ~ —CTCAACCIGGTTATCTCTGC— ~CCCCTCCCACTTCACGCAGGTAGCCC -~~~ ~ATCAACTT

*E o ww KANRERRH XK X I KRR R N X AN X X * X *xwx * * EHRE AKX KA KK RE S AR X KE Axnk xkw

TCF/LEF (3)
[ p——
HS8 CGCCGCACTTTGTAAAGCGCCAAGCCTTCAAGGTTATTATTATTCTCTCCAARCCTGCCGRGA-GCAGCGGTGTTGTTTTGGGATGGAGGAGGAG---GCTGCGGG-AGCGAAAGGGETG
Pt CGCCGCACTTTGTAAAACGCCAAGCCTTCAAGGTTATTATTATTCTCTCCAAACCTGCCGGGA-GCAGCGGTGTTGTTTTGGGATGGAGGAGGAG---GCTGCGGG-AGCGARAGGGGCGE
Mm AGCGTTACTTTGTGAAGTGCCTAGCCTTCAAGGTTATCATTATCCTCTCCAGACCGCCTGGAAAGCCGCGGTGTITGTTTTGGAATGGGAGAGGAGTAGGCTGCGGGGAGCAARGGGGGAA
Rn AGCGTITACTTTGTGAAGTGCCTAGCCTTCAAGGTTATCATTATCCTCTCCAGOCCGCCCGGARAGCCGCGGTGTITGTTTI TGGAATGGAAGAGGAGCAGGCARCGGG-AGCAARGGGGGAR
*x o N T T R T T KA Rk KRR KK AAwK

Hs G-GITTCCTCGGGGTIGGAGAGGGCGAGAGCCTTITCTGGATTCGAGAGAGGAAGATTCCAGCAGCTTGGOCGATCGCGAGGCGCAGGAGGGGAGCCOGGEGCAGAA-CTCAGCCGGAGCCAGAGEC
Pt G-GTTCCTCGGGGTGGAGAGGGCGAGAGCCTTTCTGGATTCGAGAGAGGAAGATTCCAGCAGCTTIGGGCGATCGGAGGGCAGCGAGGGGAGCCGGGCAGAA-CTCAGCCGGAGCCAGAGGC
Mm GGITTTTTCGGGGTGGAGAGGGCAAGAGCCTTTCTGGATGCTAGCGAGGAAGATTCCARACGCTCGGGCAATCGGAGGGCAGGAAGGAAAGCAAGTAGAAACTCAGCCAGAGACGGACAC
Rn G-CTTTTITCGGGGTGGAGAGGGCAAGAGCCTITCTGGATGCTAGCGAGGAAGATTCCAAAGGCTCGGGCAATCGGAGGGCAGGAAGGAAAGCAAGCAGARACTCAGCCAGAGACGGACAC

»

* * x HHE KKK A RE X NAK I A ® KA KRRE AR KNI N AR * KX R KNI R AN N R XN ® EHE KXHK KRXANKKKKXKRKRS X * % * K ORKEAX KERKKKE KKK K NK

Hs TCGGAGAGACAAAGGGGGCGTGACAGCCCGCGCCGGGGEGCTGACGGCGGGEGCGGCGGECOEGAGGTGCGCOGAGGTGAGGCGAGGTIGTGGGGEECOTGGGCCGCAEGATGCTGLCCGCCCGCTC
Pt TCGGAGAGACAAAGOGGGCETGACAGCCCGCGCCGOGGGCTGAGGCGOGGCGGCOGECACGEAGEGTECOCOAGGTGAGGCGAGGTGTIGGEOEGCGTIGGGCCGCGEGATGCTGLCCGCCCGCTC
Mm TGCCAGAGACAAAGGGGGCETGAGAGACCGCGCCGGGCAGCGAGGCGGEGGTGGCGGACGGGAGGTEGTGCGAGGTGAGGGAGGTGTIGOGGGEGCGTGGCEGCCRCGEGATGC-GACGCCCGCTC
Rn TGCCAGAGACAAAGGGEGCGTGAGAGACCGCGCCGGGCAGCEAGGCGGGGTGGCGGACCGEAGGTGCGCEAGGTGAGGGAGGTGTGGEGEECOTOGECCGCEGEEGATEC-GACGECCCEGCTC

* KA KA KK HKKRF A AKX H RN I KK RRAXK XK KKK HEXKN K XK K RXRKK Kk KRR KRT KA X AR I AN R RN R KRN N R K AN AR AR NN XA IR AR AN AR A I N X F ke k kAR A H

Hs CGCCTCGAGCTCCAGCTCCGEGTTTTTCCCTCCACCATCCTCTGCCCCTCCCCOCCTCTICCTTTARCTCCCCCCTCCTGGACTCGGGACT|@GTTTCCTCCCTTAGCCCGCTGCCCTCAATC
Pt CGCCTCGAGCTCCAGCTCCOGTTTTTCCCTCCACCATCCTCTGCCCCTCCCCOCCTCTCCTTTAACTCCCCCCTCCTGGGCTCGGGACT|GGTTTCCTCCCTTAGCCCGCTGCCCTCAATC
Mm COACT-GTGCTCCAGCTCCGGTTTTTCCCTCCACCATGCTCTCCCCCTCCCCGCCTICTICCTTTAACTCCCCCCTCCTGEGGCTCAGGACT|GEGTTTCCTCCCTTAGCCCGCTGCCCTCAATC
Rn CGACT-GAGCTICCAGCTICCGGTT T TICCCTCCACCATGCTCTCCCCCTCCCCOGCCTCTCCTTTAACTCCCCCCTCCTUGEGCTCGGGACT|GETTTCCTCCCTTAGCCCGCTGCCCTCAATC

R I T R R

Figure 3. Alignment of 5'-promoter region of mammalian EFNB3 orthologs. Hs, human; Pt, chimpanzee; Mm, mouse; Rn, rat. Region corresponding to exon 1
of human EFNB3 gene is boxed. Three TCF/LEF-binding sites conserved in primate EFNB3 promoters are shown by double over-lines. The second TCF/
LEF-binding site of primate EFNB3 promoters is conserved in rodent Efnb3 promoters. The first and the third TCF/LEF-binding sites of primate EFNB3
promoters are not conserved in rodent Efnb3 promoters due to nucleotide changes shown by a sharp.
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located within AC087388.9 and AC164921.3 genome
sequences, respectively, as mentioned above. BLAST programs
revealed that mouse and rat Efnb3 promoters were located
within AL731687.13 and AC134317.3 genome sequences,
respectively. Promoter alignment revealed that 5'-promoter
region of human, chimpanzee, mouse and rat EFNB3 orthologs
were well conserved (Fig. 3).

GC content of human EFNB3 promoter was 63.2%, that
of chimpanzee EFNB3 promoter was 63.1%, that of mouse
Efnb3 promoter was 55.5%, and that of rat Efnb3 promoter
was 56.3%. GC contents of primate EFNB3 promoters were
higher than the rodent Efnb3 promoters.

Triple TCF/LEF-binding sites within human EFNB3
promoters were located about 1100, 1000, and 400 bp up-
stream of the transcription start site (Fig. 3). Three TCF/LEF-
binding sites within human EFNB3 promoter were conserved
in the chimpanzee EFNB3 promoter. The second TCF/LEF-
binding site within human EFNB3 promoter was conserved
in rodents Efnb3 promoters.

Discussion

TCF/LEF-binding sites within EFNBI, EFNB2, EFNB3
promoters were searched for to identify the WNT/B-catenin
target gene among the EFNB family in this study. The 5'-
flanking promoter region of human EFNBI, EFNB2 and EFNB3
genes were identified within AL136092.8, AL138689.22 and
ACO087388.9 genome sequences, respectively. Because triple
TCF/LEF-binding sites were identified within the 5'-promoter
region of human EFNB3 gene (Fig. 1A), comparative genomics
analyses on EFNB3 orthologs were further performed.

Chimpanzee EFNB3 gene, consisting of five exons, was
identified within the AC164921.3 genome sequence (Fig.
1B). AY421228.1 was not the correct coding sequence for
chimpanzee EFNB3, and complete CDS of chimpanzee
EFNB3 was determined in this study (Fig. 2). Chimpanzee
EFNB3 gene was found to encode a 340-amino-acid protein
showing 99.4% and 96.6% total-amino-acid identity with
human EFNB3 and mouse Efnb3, respectively.

Three TCF/LEF-binding sites within human EFNB3
promoter were conserved in chimpanzee EFNB3 promoter,
while the only second TCF/LEF-binding site within human
EFNB3 promoter was conserved in rodent Efnb3 promoters
(Fig. 3). GC contents of primate EFNB3 promoters were higher
than the rodent Efnb3 promoters. Although mammalian
EFNB3 promoters were relatively well conserved, TCF/LEF-
binding sites were triplicated in primate EFNB3 promoters
compared with the rodent Efnb3 promoters due to nucleotide
changes during mammalian evolution.

Expression of human EFNBI, EFNB2 and EFNB3 mRNAs
was investigated by using the in silico expression analyses.
EFNBI, EFNB2 and EFNB3 mRNAs were expressed in human
ES cells and neural tissues. In addition, EFNBI mRNA was ex-
pressed in a variety of tumors, such as gastric cancer, pancreatic
cancer, colon cancer, brain tumors and esophageal cancer.

Mouse Efnb3, interacting with Epha4 on the axons, is
implicated in axon repulsion during embryogenesis as well
as inhibition of neurite outgrowth after traumatic spinal cord
injury (48-50). Repression of EFNB3 transcription could
contribute to the acceleration of neurite outgrowth after
traumatic spinal cord injury.

KATOH and KATOH: EFN/EPH AND WNT SIGNALING NETWORK

EFNB3 expression in colorectal cancer was relatively
infrequent, although WNT/B-catenin signaling pathway is
frequently activated in colorectal cancer. GC content of EFNB3
promoter was 63.2%, and EFNB3 gene is closely linked to
TP53 tumor suppressor gene at human chromosome 17p13.1.
CpG hypermethylation of EFNB3 promoter as well as deletion
of EFNB3 gene might explain the relatively infrequent
expression of EFNB3 mRNA in colorectal cancer. Epigenetic
changes and genetic alterations of EFNB3 gene in colorectal
cancer should be investigated in the future.

EFNB3 was identified as potential transcriptional target
of WNT/B-catenin signaling pathway in this study. EFNB3 is
a pharmacogenomics target in the fields of regenerative
medicine and oncology.
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