-1000 AACAGAGAGGTCCCCAAATCCCGGTCTGTGGCCTGTCCGCCTAAGCTCTGCCTCCTGCCAGATCAGCAGGCAGCATTAGATTCTCATAGGAGCTGGACGC
-900 CTATTGTGAACTGCGCATGTGCGGGATCCAGATTGTGCACTCTTTATGAGAATCTAACTAATGCTTGATGATCTATCTGAACCAGAACAATTTCATCCTG
-800 AAACCATCCCCCACCAATCCATAGAAATACTGTCTTCCACAAAAATGATCCCTGGTGCCAAAAATGTTAGAGACCACTCCCCTAAAACTCTCTTCTTAGC
-700 TCTCACCTCCTGTATTACTATCTCATCTCAGTACATTGAAGCCCCCATCTTTTCCCCATGGATGCCTCATTTCCTATTAGGGAGGCATTTTTTTATTTTT

-600 TGTTTTTATTTTTTTCCGAGACGGAGTCTCGCTCTGTCGCCAAGGCTGGAGTGCAGTGGCGCGATCTCGGCTCACTGCAAGCTCCGCCTCCCGGGTTCAC

-500 GCCATTCTCCTGCCTCAGCCTCCCAAGTAGCTGGGACTACAGGCGCCCGCACTACGCCCGGCTAATTTTTTGTATTTTTAGTAGAGACGGGGTTTCACCG

-400 TGGTAGCCAGGATGGTCTCGATCTCCTGACCTCGTGATCCGCCCGCCTTGGCCTCCCAAAGTGCTGGGATTACAGGCGTGAGACCGCGCCCGGCCGTCAT

-300 TTGGTATGTCTTAATGTGCCTCAGGACCTAGCACAGTCCCTGGTACCCAGTAGAGACCTATGTAATGTTCGTTATTCAATAATAAATACATGAATTAAAG
-200 AGTGAGAGTGGATTTTGTAATGTTACGACTGATAGAGAAATACTCAGTGATTCTAAGGGATGGGGAAGAACGGTTGGAGCTAGAGGTTGTGCTCAGGAAA
-100 CTATTAAATAGACGTTCCGCAGGAAGGGATTGACGAAGTGTGAGGTTAATGAGGAAGGGAAAATAGANTATAAMATTTGGTGGTGGAAAAGATCTGATTC

1 ATGATGCCGTGTCAGAGAGCAAAGCTCCTGTCCTTTTGGCCTAATTTGGTGATGCTGTTCTTGGGTCTACCACACCTCCTTTTGCCCTCCGCAGGAGCCT
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301 CAAAGACATCAACACATTTATTCATGGCAACAAGCGCAGCATCAAGGCCATCTGTGAAAACAAGAATGGAAACCCTCACAGAGAAAACCTAAGAATAAGC
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501 CTTGTGAAAATGGCTTACCTGTCCACTTGGATCAGTCAATTTTCCGTCGTCCGTAACCAGCGGGCCCCTGGTCAAGTGCTGGCTCTGCTGTCCTTGCCT
600 TCCATTTCCCCTCTGCACCCAGAACAGTGGTGGCAACATTCATTGCCAAGGGCCCAAAGAAAGAGCTACCTGGACCTTTTGTTTTCTGTTTGACAACATG

700 TTTAATAAATAAAAATGTCTTGATATCAGTAAGAATCAGAGTCTTCTCACTGATTCTGGGCATATTGATCTTTCCCCCATTTTCTCTACTTGGCTGCTCC

800 CTGAGAGGACTGCATAGGATAGAAATGCCTTTTTCTTTTCTTTTCGTTTTTTTTTTTTTTTTTTTTTGAGATGGAGTCTCACTCTGTCGCCCAGGCTTAA

900 GTGCAATGGCACAATCTCGGCTCACTGCAACCTCTCTCTCCTGGGTTCAAGTGATTCTCCTGCCTCAGCCTCCCAAATAGCTGAGATTACAGGCATGCAC

1000 CACCACACCTGGCTAATTTTTGTGTTTTTAGTAGAGACAGGGTTTCACCGTTTTGGCCAGGTTGGTCTTGAACTCCTGACCTCGGGAGATCCGCCCACCT

1100 TGGCCTCTCTTTGTGCTGGGATTACAGGCATGAGCCACTGAGCCGGGCCACTTTTTCCTTATCAGTCAGTTTTTACAAGTCATTAGGGAGGTAGACTTTA
1200 CCTCTCTGTGAAGGAAAGTATGGTATGTTGATCTACAGAGAGAGATGGAAAAATTCCAGGGCTCGTAGCTACTAAGCAGAATTTCCAAGATAGGCAAATT
1300 GTTTTTTCTGTCAAATAATAAGCTAATATTACTTCTACAAATATGAGACCTTGGAGAGAAGTTTCCAAGGACCAAGTACCAACATACCAACAGATTATTA
1400 TAGTTTCTCTCACTCTTACACACACACACACACATATACACATATGTAATCCAGCATGAATACCAAAATTCATTCAGGGTAGCCACCTTTTGTCTTAATC

1500 GAGAGATAATTTTGATGTTTGAATGGAATGCTCCCAGGATATTCTCTTGTCATGGTTATTTTATATAAAATTCAAAAACCAATTACATTATTTCCTCTGT

1600 AATCTTTTACTTTATCAACTAATGTCTGGCAAGTGTGATGTTTTGGGGAAGTTATAGAAGATTCCGGCCAGGCGCTTATCTCACGCTTGTAATCCAGCAC

1700 TTTGGGAAGCTGAGGCGGACAGATCACGAGGTCAAGAGATCAAGACCATCCTGGACAACATGGTGAAACCTTGTCTCTACTAAAAATGTGAAAATTAGCT

1800 GGGCGTGGTGGCACACACCTATAGTCCCAGCTACTCGGGAGGCTGAGGCAGGAGAATCGCTTGAACCTAGGAGGCGGAGGTTGCACTGAGCCGAGATCAC

1900 GCCACTGCACTCCAGCCTGGGCGACAGAGCGAGACTCCATCTCAAAAAAAAAAAAAAAAGAAAGATCCCAGTTTATCCCAGTTTATCCCTTATTCTTCCT

Figure 5. Nucleotide sequence of the human angiogenin gene and inferred amino acid sequence. Nucleotides
are numbered beginning with +1 at the proposed transcription initiation site; TATA box is boxed; AATAAA
and CACTG sequences are underlined with solid bars. The two arrows limit the cDNA sequence.
Underlining shows the three Alu repeat sequences in the 5°- and 3’- flanking regions of the gene; dashed
underlining indicates the direct repeat sequences flanking each Alu repeat (modified from [69]).



