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UniGenelD  #repeats Name

Hs.79391 21 huntingtin (Huntington disease) (HD) @———— NV FUb U5
Hs.239506 21 mab-21 cell fate-determining protein homolog (CAGRI)

Hs.99915 20 androgen receptor (AR) SN A ERE
Hs.89230 19 calcium-activated potassium channel SK3 (KCNN3)

Hs.1619 14 achaete scute homologous protein (ASH1)

Hs.280413 13 nuclear receptor co-repressor 2 (NCOR2)
Hs.198296 13 hbrm

Hs.74520 12 SCAL for ataxin <& SCA1
Hs.96253 11 alphal A-voltage-dependent calcium channel

Hs.233321 11 retina-derived POU-domain factor-1

Hs.80961 10 DNA polymerase gamma, mitochondrial protein

Hs.182280 10 myocyte-specific enhancer factor 2A (MEF2A)

Hs.169488 10 DRPLA < BRI R E DR
Hs.108447 10 spinocerebellar ataxia 7 LA KSR
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