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Range (nt) Human

1 200-500 HS1

2 500-1000 HS2

3 1000-1500 HS3

4 1500-2500 HS4

5 >2500 HS5

HS1 HS2 HS3 HS4 HS5

A                                           B
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Comprehensive Gene Annotation Set from GENCODE Version 20 (Ensembl 76)
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Comprehensive Gene Annotation Set from GENCODE Version 20 (Ensembl 76)
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Comprehensive Gene Annotation Set from GENCODE Version 20 (Ensembl 76)
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UCA1 / ENSG00000214049
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Basic Gene Annotation Set from GENCODE Version 20 (Ensembl 76)
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