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GGAGACGTGATGTGT---CAGTGAAATCTGTCAATCCTCTGAAACCTCCTGAACGACACACCCGTCACTGCTGATCTC
GTGGAGGTGATGTCT---GAGTGAA-TCTGTCAATCCACTGAG--CCGCTGTGCTG-ACAGCCCTCACTGCTGATCCC
---GCAGTGATGACTTGCGAATCAAATCTGTCAATCCCCTGAGTGCAATC--ACTGATGTCTCCATGTCTCTGAGCAA

Consensus

G--GA-GTGATGTCT---GAGTGAAATCTGTCAATCC-CTGAG--C--CTG-ACTG-ACACCCCTCACTGCTGATC-C

C-box antisense element D'-box D-box

<<<<<<<<<<<<<<<.<...|....
>>>>>>>>>>>>>>>>....
H.sapiens AAGGAAGGCAGCAGGCGCGC|CGUUCCUUGUUGCCUUCCUUCUGA
G.gorilla AAGGAAGGCAGCAGGCAUGC|CGUUCCUUGUUGCCUUCCUUCUGA
P.pygmaeus AAGGAAGGCAGCAGGCAGAC|CGUUCCUUGUUGCCUUCCUUCUGA
C.jacchus AAGGAAGGCAGCAGGCGCGC|CAUUCUCUACUGCCUUCCUUCUGA
O.garnettii AAGGAAGGCAGCAGGCGCGC|CAUUCCAUGUUGCCUUCCUUCUGA
T.belangeri AAGGAAGGCAGCAGGCGCGC|UCUUCCUUGUUGCCUUCCUUCUGA
R.norvegicus AAGGAAGGCAGCAGGCGCGC|CAUUCCCUGUUGCCUUCCUUCUGA
M.musculus AAGGAAGGCAGCAGGCGCGC|UAUUCCCUGUUGCCUUCCUUCUGA
D.ordii AAGGAAGGCAGCAGGCGCGC|CAUUCCCUGUUGCCUUCCUUCUGA
S.tridecemlineatus AAGGAAGGCAGCAGGCGCGC|UGUUCCUUGUUGCCUUCCUACUGA
O.cuniculus AAGGAAGGCAGCAGGCGCGC|CAUUCCCUGUUGCCUUCCUUCUGA
C.familiaris AAGGAAGGCAGCAGGCGCGC|CAUUCCUUGCUGCCUUCCUUCUGA
B.taurus AAGGAAGGCAGCAGGCGCGC|UAUUCCUUGCUGCCUUCCUUCUGA
S.scrofa AAGGAAGGCAGCAGGCGCGC|UAUUCCUCGCUGCCUUCCUUCUGA
E.caballus AAGGAAGGCAGCAGGCGCGC|CAUUCCUAGCUGCCUUCCUUCUGA
P.vampyrus AAGGAAGGCAGCAGGCGCGC|CGUUCCUUGCUGCCUUCCUUCUGA
E.europaeus AAGGAAGGCAGCAGGCGCGC|UAUUCCUUGCUGCCUUCCUUCUGA
L.africana AAGGAAGGCAGCAGGCGCGC|CGUUCCUUGCUGCCUUCCUUCUGA
M.domestica AAGGAAGGCAGCAGGCGCGC|UAUUCCUUGCUGCCUUCCUUCUGA
O.anatinus AAGGAAGGCAGCAGGCGCGC|CCUUCCUUGCUGCCUUCCUUCUGA
A.carolinensis AAGGAAGGCAGCAGGCGCGC|CGUUCCAUGCUGCCUUCCUUCUGA
T.guttata AAGGAAGGCAGCAGGCGCGC|CAUUCCAUGCUGCCUUCCUUCUGA
A.platyrhynchos AAGGAAGGCAGCAGGCGCGC|CAUUCCAUGCUGCCUUCCUUCUGA
G.gallus AAGGAAGGCAGCAGGCGCGC|CAUUCCAUGCUGCCUUCCUUCUGA
X.tropicalis AAGGAAGGCAGCAGGCGCAC|UAUUCCAUGCUGCCUUCCUUCUGA
L.chalumnae AAGGAAGGCAGCAGGCGCGC|UAUUCCAUGCUGCCUUCCUUCUGA
T.nigroviridis AAGGAAGGCAGCAGGCGCGC|CCUUCCAUGCUGCCUUCCUUCUGA
O.latipes AAGGAAGGCAGCAGGCGCGC|GUUUCCAUGCUGCCUUCCUUCUGA
D.rerio AAGGAAGGCAGCAGGCGCGC|UUUCCCAUGCUGCCUUCCUUCUGA
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