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Fig. 1 Sequence analysis of Igfbp3 in African pygmy mouse.



Table 1Prediction of the Functional Impact of amino acid substitutions in Igfbp3.
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Fig. 2 Expression analysis of the Igfbp3 gene
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Fig. 3 Sequence analysis of Igfals in African pygmy mouse.




Table 2 Prediction of the Functional Impact of amino acid substitutions in Igfals.
PredictSNP  MAPP PhD-SNP PolyPhen-1 PolyPhen-2 SIFT SNAP
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The growth hormone—insulin-like growth
factor 1 (Gh-Igfl) axis is a well-established
signaling pathway that plays a critical role in
regulating body size in mammals. the African
pygmy mouse (Mus minutoides) is one of the
smallest known mammals; however, the
molecular mechanisms underlying its dwarfism
remain largely unexplored. In this study, we
performed molecular biological analyses of
Gh-Igf1 axis-related factors in M. minutoides. We
successfully identified the full-length coding

sequences of the Igfbp3 and Igfals genes in M.

minutoides, and performed a combined approach
of comparative analysis with the laboratory
(Mus

analysis to characterize the features of these

mouse musculus) and bioinformatic
genes and their encoded proteins. These analyses
revealed unique amino acid substitutions in the
Igfbp3 and Igfals proteins of M. minutoides.
Future research aims to sequence the /gf7 gene of
M. minutoides and conduct both in vitro and in
vivo functional assays to determine how the

identified amino acid variations affect protein

function and overall body size.



