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CCCACCAU CCCAAG CUCAGCUUAG GUUCGAAA ACUCAGC GGCAGAUUAU CGACAUCUUU GAAGCUGGGG CCCCUGCAAC CUCGGGGA 37
CCCACCAU CCCAAG CUCAGCUUAG GUUCGAAA ACUCAGC GGCAGGUUAU CEACGUCECU GAGGCUGGGG CCCCUGCAGC CUCGGGGA 37

87% percent of homology between the Homo Sapiens and Rattus Norvegicus gene that encodes to D3 receptor in the
98-nucleotides deleted in D;nf. DRD3 Homo Sapiens gene (DRD3 ENSG00000151577) in black, Drd3 Rattus Norvegicus
gene (Drd3 ENSRNOGO00000060806) in red. The green boxes show the differences between the nucleotide sequences.

Link in database:

Human
https://www.ensembl.org/Homo sapiens/Gene/Summary?db=core;g=ENSG00000151577:r=3:114127580-114199407

Rat
http://www.ensembl.org/Rattus norvegicus/Gene/Summary?g=ENSRNOG00000060806;r=11:56879689-56940596



https://www.ensembl.org/Homo_sapiens/Gene/Summary?db=core;g=ENSG00000151577;r=3:114127580-114199407
http://www.ensembl.org/Rattus_norvegicus/Gene/Summary?g=ENSRNOG00000060806;r=11:56879689-56940596

Sequence cDNA . . Silencer Value 0-100
" .\ Sironi's motif . L.
Position Position motif (variation)
-98 c.861-98 Motif 3 - TCTCCCAA tcccacca 61.63
-97 c.861-97 Motif 3 - TCTCCCAA cccaccat 60.04
-93 c.861-93 Motif 1 - CTAGAGGT ccatagcg 62.38
-91 c.861-91 Motif 1 - CTAGAGGT atagcgcc 62.12
-88 c.861-88 Motif 3 - TCTCCCAA gcgcccaa 82.54
-73 c.861-73 Motif 1 - CTAGAGGT ttagaagt 73.45
Motif 2 -

-27 c.861-27 [T/GIG[T/AIGGGG agctgggg 72.83
Motif 2 -

-26 c.861-26 [T/GIG[T/AIGGGG gctggagce 80.18
Motif 2 -

-24 c.861-24 [T/GIG[T/AIGGGG tggggcecc 60.69

-17 c.861-17 Motif 3 - TCTCCCAA cctgcaac 61.79

-9 c.861-9 Motif 1 - CTAGAGGT ctcgggoa 60.33
Motif 2 -

-9 c.861-9 [T/GIG[T/AIGGGG ctcgggoa 60.84
Motif 2 -

-7 c.861-7 [T/GIG[T/AIGGGG cggggagT 60.84
Motif 2 -

-4 c.861-4 [T/GIGIT/AIGGGG ggagTGCC 67.10

Potential splicing silencers Sironi motifs present in the 98-nucleotide sequence deleted in the D;nf receptor in
the Homo Sapiens gene, characterized by Human Splicing Finder 3.1. In yellow, the sequences that coincide
with Rattus norvegicus are observed.
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Light green colored boxes indicate motifs with consensus value superior to 67. DBIK Q@8N colored boxes indicate motifs consensus value superior to 70 and having a
good position according to the AG dinucleotide exclusion zone from Gooding et al.

In silico characterization of the potential branch points present in the sequence of the 98 nucleotides
deleted in the D3nf receptor of Rattus Norvegicus with a high score.
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