Search for unique ZFP-binding sites in the DNA sequence

1_Enter/Paste the DNA Sequence here without any space:

>{gil345631:88—-202, S81-734, 943-1127, 133e-1475, 22352401, o
2934-3030, 3283-3352, 3708-3853) Homo sapiens interleukin-2Z =
receptor gamma subunit (ILZRG) gene, complete cds
ATGTTGAAGCCATCATTACCATTCACATCCCTCITATTCCTGCAGCTGCCCCTGCTGGGAGT

GGGGCTGA
ACARCGACAATTCTGACGCCCAATGGGAATGALGACACCACAGCTGATITCTICCIGACCACT -

2 Or,upload a sequence file in raw format directly from your local disk:

| Browse... |

[ Submit ]  Reset |

Result of Zif-BASE search using sequence data
Length of Sequence is 1316

Total mmber of motif found: 1

Input sequence showing specified zinc finger motif binding sequences

Detailed list of position and the specified zinc finger motif

Input sequence showing specified zinc finger motif binding sequences

>(g1]|349631:88-202, 581-734, 943-1127, 1336-1475, 2239-2401, 2934-3030, 3283-3352, 3708-3893) Homo sapiens interleukin-2
receptor gamma subunit (IL2RG) gene, complete cds ATGTTGAAGCCATCATTACCATTCACATCCCTCTTATTCCTGCAGCTGCCCCTGCTGGGAGTGGGGCTGA
ACACGACAATTCTGACGCCCAATGGGAATGAAGACACCACAGCTGATTITCTTCCTGACCACTATGCCCAC
TGACTCCCTCAGTGTTTCCACTCTGCCCCTCCCAGAGGTTCAGTGTTTTGTGTICAATGTCGAGTACATG
AATTGCACTTGGAACAGCAGCTCTGAGCCCCAGCCTACCAACCTCACTCTGCATTATTIGGTACAAGAACT
CGGATAATGATARAGTCCAGAAGTGCAGCCACTATCTATICTCTGAAGARATCACTICTGGCTGTCAGTT
GCAAAAAAAGGAGATCCACCTCTACCAAACATTTGTTGTICAGCTCCAGGACCCACGGGAACCCAGGAGA
CAGGCCACACAGATGCTAAAACTGCAGAARTCTGGTGATCCCCTGGGCTCCAGAGAACCTAACACTTCACA
AACTGAGTGAATCCCAGCTAGAACTGAACTGGAACAACAGATICTTGAACCACTGTTTGGAGCACTTGGT
GUAGTACCGGACTGACTGGGACCACAGCTGGACTGAACAATCAGTGGATTATAGACATAAGTICTCCTIG
CCTAGTGTGGATGGGCAGAAACGCTACACGTITCOTGTICGGAGCCGCTITAACCCACTCTGTGGAAGTG
CTCAGCATTGGAGTGAATGGAGCCACCCAATCCACTGGGGGAGCAATACTTCARAAGAGRATCCTITCCT
GTTTGCATTGGAAGCCGTGGETTATCTCTGTTIGGCTCCATGGGATIGATTATCAGCCTICTCTGTGTGTAT
TTCTGGCTGGAACGGACGATGCCCCGAATTCCCACCCTGAAGAACCTAGAGGATCTIGTTACTGAATACC
ACGOGAACTTTTCGGCCTGGAGTGETGTGTCTAAGGGACTGGCTGAGAGTCTGCAGCCAGACTACAGTGA
ACGACTCTGCCTCGTCAGTGAGATTCCCCCAARAGGAGGGGCCCTTEGEGAGGGECCTEOEGCCTCCCCA
TGCAACCAGCATAGCCCCTACTGGGCCCCCCCATGTTACACCCTAAAGCCTGAAACCTGA

Detailed list of position and the specified zinc finger motif
S.No Position Sequence Protein name
1 1226-1235 GGGGAGGGG GNG-GA3

General Information

Protein name GNG-GA3 Organism Engineered Construct
Class  C2H2(3F) Molecular Weight*  11.341Da
Framework  Sp1 Iso-Electric Point”  10.94
Length of Protein 95aa Dissociation Constant NA

Protein Sequence  MDPGKKKQHICHIQGCGKVYGRSDHLARHLRWHTG
ERPFMCTWSYCGKRFTRSDNLARHKRTHTGEKKFA
CPECPKRFMRSDHLSRHIKTHONKK

Key amino acid residues at Finger 1 22-28 RSDHLAR
positions -1, +1,+2, +3, +4, +5 Finger2 5258 RSDNLAR
and +6 relative to the start of s o iR

the aplha-heiix
Binding Sequence  GGGGAGGGG

* Determined theoretically
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