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Background
Previously, a quantitative trait loci (QTL) for alcohol
preference on chromosome 2 in a C57BL/6IBG (B6)
background has been identified. The overlap of two of
interval specific congenic recombinant strains (ISCRS)
strains reduced the QTL interval into a 3.4 mbp
region.

Results
By using the keyword alcohol, we identified a total of 39
genetic elements in the region between markers
D2Mit56 and D2Mit10. Among these genetic elements,
we found seven with potential function in alcohol pre-
ference (Table 1). We then examined the SNPs, inser-
tions and deletions, and gene expression levels of those
seven genes.

Conclusions
Our current data suggest that the Atf2 and Titin genes
are potentially the most alcohol relevant genes. How-
ever, further experiments and examination are still
needed to confirm their candidacy. Several other candi-
date genes are also in the process of being identified.
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Table 1 Candidate genes for alcohol preference on Chr 2.

ENSEMBL
ACCESSION

SYMBOL FULL NAME SNPS INSERTIONS DELETIONS

ENSMUSG00000027104 ATF2 ACTIVATING TRANSCRIPTION FACTOR2 3

ENSMUSG00000027109 SP3 TRANS-ACTING TRANSCRIPTION FACTOR3 1(G/A) -
AT(72784944)

ENSMUSG00000006494 PDK1 PYRUVATE DEHYDROGENASE KINASE, ISOENZYME 1 -T(71718212)

ENSMUSG00000009207 LNP LIMB AND NEURAL PATTERNS 9 6 -
TA(74365654)

ENSMUSG00000027107 CHRNA1 CHOLINERGIC RECEPTOR, NICOTINIC, ALPHAPOLYPEPTIDE1

ENSMUSG00000018770 ATP5G3 ATP SYNTHASE, H+ TRANSPORTING, MITOCHONDRIAL F0 COMPLEX,
SUBUNIT C, (SUBUNIT 9), ISOFORM 3

ENSMUSG00000051747 TTN CONNECTIN 1
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