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Additional file 3. The highly divergent genomic regions with related genes identified by the 50Kb sliding

window.
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Gene description

FERM domain containing 4A [Source:HGNC
Symbol;Acc:25491]

DnaJ (Hsp40) homolog, subfamily C, member 2
[Source:HGNC Symbol;Acc:13192]

proteasome (prosome, macropain) 26S subunit,
ATPase, 2 [Source:RefSeq
peptide;Acc:NP_001006225]

Uncharacterized protein

[Source:UniProtK B/TrEMBL;Acc:FINDRS]
Uncharacterized protein
[Source:UniProtKB/TrEMBL;Acc:FINDS6]
HMG-box transcription factor 1 [Source: HGNC
Symbol;Acc:23200]

component of oligomeric golgi complex 5
[Source:HGNC Symbol;Acc:14857]
Uncharacterized protein

[Source:UniProtK B/TrTEMBL;Acc:E1BZ82]
N(alpha)-acetyltransferase 38, NatC auxiliary subunit
[Source:HGNC Symbol;Acc:20471]

aarF domain containing kinase 2 [Source:HGNC
Symbol;Acc:19039]

NADH dehydrogenase (ubiquinone) 1 beta
subcomplex, 2, 8kDa [Source: HGNC
Symbol;Acc:7697]

Uncharacterized protein

[Source:UniProtK B/TrTEMBL;Acc:F1P1M4]
PHD finger protein 21B [Source: HGNC
Symbol;Acc:25161]

tetraspanin 9 [Source:HGNC Symbol;Acc:21640]

EPH receptor B6 [Source:RefSeq
peptide;Acc:NP_001004387]

interferon (alpha, beta and omega) receptor 2
[Source:RefSeq peptide;Acc:NP_990189]
phosphoribosylglycinamide formyltransferase,
phosphoribosylglycinamide synthetase,
phosphoribosylaminoimidazole synthetase
[Source:RefSeq peptide;Acc:NP_001001469]
crystallin, zeta (quinone reductase)-like 1
[Source:HGNC Symbol;Acc:2420]

PHD finger protein 16 [Source:HGNC
Symbol;Acc:22982]

Uncharacterized protein
[Source:UniProtKB/TrEMBL;Acc:F1INS19]
ets variant gene 1 [Source:RefSeq
peptide;Acc:NP_990248]

cadherin 7, type 2 [Source:RefSeq
peptide;Acc:NP_989518]
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ENSGALGO00000013853

ENSGALGO00000015056
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ENSGALG00000011624
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ENSGALGO00000017853

ENSGALG00000011637

ENSGALG00000025629

ENSGALG00000011659

ENSGALG00000011660

ENSGALG00000011661

ENSGALG00000012395

ENSGALG00000023054

ENSGALGO00000015596

ENSGALG00000009096
ENSGALG00000009192

ENSGALG00000009239

ENSGALG00000009237

ENSGALG00000009567
ENSGALG00000011990

ENSGALG00000020171

ENSGALG00000006799

ENSGALG00000006830

ENSGALGO00000008255

ENSGALG00000023135

ENSGALG00000010046

ENSGALG00000010052

ENSGALG00000010063

Uncharacterized protein
[Source:UniProtKB/TrEMBL;Acc:E1BZ74]
laminin, alpha 3 [Source:HGNC Symbol;Acc:6483]

transcriptional regulating factor 1 [Source:HGNC
Symbol;Acc:18273]

poly(A)-specific ribonuclease (PARN)-like domain
containing 1 [Source:HGNC Symbol;Acc:21185]
mitochondrial ribosomal protein L18 [Source:HGNC
Symbol;Acc:14477]

Small nucleolar RNA SNORA29
[Source:RFAM;Acc:RF00429]

t-complex 1 [Source:RefSeq
peptide;Acc:NP_001006405]

Small nucleolar RNA SNORA20
[Source:RFAM;Acc:RF00401]

acetyl-Coenzyme A acetyltransferase 2 (acetoacetyl
Coenzyme A thiolase) [Source:RefSeq
peptide;Acc:NP_001034376]

Wilms tumor 1 associated protein [Source: HGNC
Symbol;Acc:16846]

superoxide dismutase 2, mitochondrial [Source:RefSeq
peptide;Acc:NP_989542]

pleckstrin homology domain containing, family G (with
RhoGef domain) member 1 [Source: HGNC
Symbol;Acc:20884]

Uncharacterized protein
[Source:UniProtKB/TrEMBL;Acc:FINKHS]
Uncharacterized protein
[Source:UniProtKB/TrEMBL;Acc:E1C063]

myotubularin 1 [Source:HGNC Symbol;Acc:7448]

SLIT and NTRK-like family, member 2
[Source:HGNC Symbol;Acc:13449]

Uncharacterized protein
[Source:UniProtKB/TrEMBL;Acc:FINUHO]

Toll-like receptor 2 type-1 [Source:UniProtKB/Swiss-
Prot;Acc:Q9DD78]

tolloid-like 1 [Source:RefSeq peptide;Acc:NP_990034]

ubiquitin specific peptidase 53 [Source:HGNC
Symbol;Acc:29255]

Uncharacterized protein

[Source:UniProtK B/TrEMBL;Acc:E1C6UO0]

adaptor-related protein complex 2, alpha 2 subunit
[Source:RefSeq peptide;Acc:NP_001012914]
Uncharacterized protein
[Source:UniProtKB/TrEMBL;Acc:FINERS]
chromosome 11 open reading frame 49 [Source: HGNC
Symbol;Acc:28720]

signal recognition particle 54kDa [Source: HGNC
Symbol;Acc:11301]

hypothetical protein LOC423323 [Source:RefSeq
peptide;Acc:NP_001026373]

protein phosphatase 2, regulatory subunit B", gamma
[Source:HGNC Symbol;Acc:17485]

Rel-associated pp40 [Source:RefSeq
peptide;Acc:NP_001001472]
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breast cancer metastasis-suppressor 1-like
[Source:RefSeq peptide;Acc:NP_001007936]

chondroitin sulfate N-acetylgalactosaminyltransferase 2

[Source:HGNC Symbol;Acc:24292]
ret proto-oncogene [Source:RefSeq
peptide;Acc:NP_990521]

Uncharacterized protein
[Source:UniProtKB/TrEMBL;Acc:E1BYX1]
zinc finger and BTB domain containing 41
[Source:HGNC Symbol;Acc:24819]
glycosyltransferase 25 domain containing 2
[Source:HGNC Symbol;Acc:16790]

tRNA splicing endonuclease 15 homolog (S.
cerevisiae) [Source:HGNC Symbol;Acc:16791]
Uncharacterized protein
[Source:UniProtKB/TrEMBL;Acc:FING28]

Uncharacterized protein
[Source:UniProtKB/TrEMBL;Acc:FINIQ9]

Uncharacterized protein
[Source:UniProtKB/TrEMBL;Acc:FINVIJO0]
proteasome (prosome, macropain) 26S subunit, non-
ATPase, 9 [Source:RefSeq
peptide;Acc:NP_001006189]

WD repeat domain 66 [Source:HGNC
Symbol;Acc:28506]

B-cell CLL/lymphoma 7A [Source:HGNC
Symbol;Acc:1004]

gga-mir-762 [Source:miRBase; Acc:MI10008209]

Uncharacterized protein
[Source:UniProtK B/TrTEMBL;Acc:FINAQO6]

hypothetical protein LOC419128 [Source:RefSeq
peptide;Acc:NP_001026017]

Uncharacterized protein
[Source:UniProtKB/TrEMBL;Acc:F1IN881]
Uncharacterized protein
[Source:UniProtKB/TrEMBL;Acc:E1BWH?2]



