RD3 Mus musculus:

Nucleotide Sequence (588 nt):
ATGTCCCTCATCCCGTGGCTCCGGTGGAACGACACCCCTCCCCGGCTCTCGGCCCGGACCCCGGCCGAGA
TGGTGCTGGAGACGCTCATGATGGAGCTGGCTGGGCAGATGAGAGAGGTGGAGCGACAACAGAGGGAGCG
TCGCAGCGCAGTCAGGAAGATCTGCACTGGTGTGGACTACAGCTGGTTGGCAAACACGCCCAGGCCCACC
TATGACATCAGCCCTGGTGAGCGGCTGCAGTTGGAGGATGTATGTGCCAAGATCCACCCATCCTACTGTG
GGCCTGCCATCCTCAGGTTCAGGCAGCTGCTGGCTGAACGAGAGCCCGAGGTGCAGGAGGTGGCGCGGCT
GTTCCGCTCCGTGTTGCAGGAGGCCCTGGAGAAGATGAAGCAGGAGGAGGAGGCCCATAAGCTGACACGT
CAGTGGAGCTTGAGGCCCCGCGGCAGCCTGTCGTCCTTCAAGACCCGCGCTCGCATCGCACCCTTTGCCA
GTGACATCCGAACCATCTCGGAGGATGTGGAGCGCGATGCGCCACCCCCGCCGCGCACCTGGAGCATGCC
GGAGTTCAGGGCGCCCCAGGCCGACTGA

Source: http://www.ncbi.nlm.nih.gov/CCDS/CcdsBrowse.cgi?REQUEST=CCDS&GO=MainBrowse&DATA=CCDS15626.1

RD3 Homo sapiens:
Nucleotide Sequence (588 nt): 
ATGTCTCTCATCTCATGGCTTCGGTGGAACGAGGCCCCATCCCGGCTGTCCACCAGGAGCCCTGCTGAGA
TGGTGCTGGAGACGCTTATGATGGAGCTGACGGGGCAGATGCGAGAGGCTGAGAGGCAGCAGCGGGAGCG
CAGCAATGCGGTCAGAAAGGTCTGCACCGGTGTGGACTACAGCTGGCTGGCCAGCACACCCCGGTCCACC
TATGACCTCAGCCCCATTGAGCGGTTGCAGCTGGAAGATGTCTGCGTTAAGATCCACCCATCCTATTGTG
GGCCTGCTATCCTCAGGTTCCGGCAGCTGCTGGCGGAGCAGGAGCCCGAGGTGCAGGAGGTGTCCCAGCT
CTTCCGCTCGGTGCTGCAGGAGGTCCTGGAGAGGATGAAGCAGGAAGAGGAGGCCCACAAGCTGACGCGC
CAGTGGAGCCTGCGGCCCCGCGGCAGCCTGGCCACCTTCAAGACCCGCGCGCGCATCTCGCCCTTCGCCA
GCGACATCAGGACCATCTCCGAGGACGTGGAGCGGGACACACCGCCGCCACTGCGGTCCTGGAGCATGCC
CGAATTCCGGGCGCCCAAAGCCGACTGA

Source: 
BLAST" 

http://www.ncbi.nlm.nih.gov/CCDS/CcdsBrowse.cgi?REQUEST=CCDS&GO=MainBrowse&DATA=CCDS1498.1

BLAST
 Comparison
Query= Mouse

Sbjct=Human

Query  1    ATGTCCCTCATCCCGTGGCTCCGGTGGAACGACACCCCTCCCCGGCTCTCGGCCCGGACC  60

            ||||| |||||| | ||||| |||||||||||  ||||  ||||||| ||  || ||| |

Sbjct  1    ATGTCTCTCATCTCATGGCTTCGGTGGAACGAGGCCCCATCCCGGCTGTCCACCAGGAGC  60

Query  61   CCGGCCGAGATGGTGCTGGAGACGCTCATGATGGAGCTGGCTGGGCAGATGAGAGAGGTG  120

            || || |||||||||||||||||||| |||||||||||| | ||||||||| ||||||  

Sbjct  61   CCTGCTGAGATGGTGCTGGAGACGCTTATGATGGAGCTGACGGGGCAGATGCGAGAGGCT  120

Query  121  GAGCGACAACAGAGGGAGCGTCGCAGCGCAGTCAGGAAGATCTGCACTGGTGTGGACTAC  180

            ||| | || ||| |||||||  |||  || ||||| ||| ||||||| ||||||||||||

Sbjct  121  GAGAGGCAGCAGCGGGAGCGCAGCAATGCGGTCAGAAAGGTCTGCACCGGTGTGGACTAC  180

Query  181  AGCTGGTTGGCAAACACGCCCAGGCCCACCTATGACATCAGCCCTGGTGAGCGGCTGCAG  240

            |||||| |||| | ||| ||| || ||||||||||| |||||||   ||||||| |||||

Sbjct  181  AGCTGGCTGGCCAGCACACCCCGGTCCACCTATGACCTCAGCCCCATTGAGCGGTTGCAG  240

Query  241  TTGGAGGATGTATGTGCCAAGATCCACCCATCCTACTGTGGGCCTGCCATCCTCAGGTTC  300

             |||| ||||| || |  ||||||||||||||||| ||||||||||| ||||||||||||

Sbjct  241  CTGGAAGATGTCTGCGTTAAGATCCACCCATCCTATTGTGGGCCTGCTATCCTCAGGTTC  300

Query  301  AGGCAGCTGCTGGCTGAACGAGAGCCCGAGGTGCAGGAGGTGGCGCGGCTGTTCCGCTCC  360

             ||||||||||||| || |  ||||||||||||||||||||| | | ||| |||||||| 

Sbjct  301  CGGCAGCTGCTGGCGGAGCAGGAGCCCGAGGTGCAGGAGGTGTCCCAGCTCTTCCGCTCG  360

Query  361  GTGTTGCAGGAGGCCCTGGAGAAGATGAAGCAGGAGGAGGAGGCCCATAAGCTGACACGT  420

            ||| ||||||||| |||||||| |||||||||||| ||||||||||| |||||||| || 

Sbjct  361  GTGCTGCAGGAGGTCCTGGAGAGGATGAAGCAGGAAGAGGAGGCCCACAAGCTGACGCGC  420

Query  421  CAGTGGAGCTTGAGGCCCCGCGGCAGCCTGTCGTCCTTCAAGACCCGCGCTCGCATCGCA  480

            ||||||||| || ||||||||||||||||| |  |||||||||||||||| |||||| | 

Sbjct  421  CAGTGGAGCCTGCGGCCCCGCGGCAGCCTGGCCACCTTCAAGACCCGCGCGCGCATCTCG  480

Query  481  CCCTTTGCCAGTGACATCCGAACCATCTCGGAGGATGTGGAGCGCGATGCGCCACCCCCG  540

            ||||| ||||| |||||| | |||||||| ||||| |||||||| ||  | || || || 

Sbjct  481  CCCTTCGCCAGCGACATCAGGACCATCTCCGAGGACGTGGAGCGGGACACACCGCCGCCA  540

Query  541  CCGCGCACCTGGAGCATGCCGGAGTTCAGGGCGCCCCAGGCCGACTGA  588

            | |||  ||||||||||||| || ||| |||||||| | |||||||||

Sbjct  541  CTGCGGTCCTGGAGCATGCCCGAATTCCGGGCGCCCAAAGCCGACTGA  588

Primers
Human

No mispriming library specified

Using 1-based sequence positions

OLIGO            start  len      tm     gc%   any   3'  seq 

LEFT PRIMER        235   20   60.14   50.00  8.00  2.00 TTGCAGCTGGAAGATGTCTG

RIGHT PRIMER       352   19   60.40   63.16  5.00  1.00 AGAGCTGGGACACCTCCTG

SEQUENCE SIZE: 588

INCLUDED REGION SIZE: 588

PRODUCT SIZE: 118, PAIR ANY COMPL: 5.00, PAIR 3' COMPL: 3.00

EXCLUDED REGIONS (start, len)*: 1,210 369,220

    1 ATGTCTCTCATCTCATGGCTTCGGTGGAACGAGGCCCCATCCCGGCTGTCCACCAGGAGC

      XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

   61 CCTGCTGAGATGGTGCTGGAGACGCTTATGATGGAGCTGACGGGGCAGATGCGAGAGGCT

      XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

  121 GAGAGGCAGCAGCGGGAGCGCAGCAATGCGGTCAGAAAGGTCTGCACCGGTGTGGACTAC

      XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

  181 AGCTGGCTGGCCAGCACACCCCGGTCCACCTATGACCTCAGCCCCATTGAGCGGTTGCAG

      XXXXXXXXXXXXXXXXXXXXXXXXXXXXXX                        >>>>>>

  241 CTGGAAGATGTCTGCGTTAAGATCCACCCATCCTATTGTGGGCCTGCTATCCTCAGGTTC

      >>>>>>>>>>>>>>                                              

  301 CGGCAGCTGCTGGCGGAGCAGGAGCCCGAGGTGCAGGAGGTGTCCCAGCTCTTCCGCTCG

                                       <<<<<<<<<<<<<<<<<<<        

  361 GTGCTGCAGGAGGTCCTGGAGAGGATGAAGCAGGAAGAGGAGGCCCACAAGCTGACGCGC

              XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

  421 CAGTGGAGCCTGCGGCCCCGCGGCAGCCTGGCCACCTTCAAGACCCGCGCGCGCATCTCG

      XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

  481 CCCTTCGCCAGCGACATCAGGACCATCTCCGAGGACGTGGAGCGGGACACACCGCCGCCA

      XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

  541 CTGCGGTCCTGGAGCATGCCCGAATTCCGGGCGCCCAAAGCCGACTGA

      XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

Mouse:
No mispriming library specified

Using 1-based sequence positions

OLIGO            start  len      tm     gc%   any   3'  seq 

LEFT PRIMER        212   20   61.10   55.00  6.00  2.00 ATGACATCAGCCCTGGTGAG

RIGHT PRIMER       366   18   61.46   61.11  2.00  1.00 CAACACGGAGCGGAACAG

SEQUENCE SIZE: 588

INCLUDED REGION SIZE: 588

PRODUCT SIZE: 155, PAIR ANY COMPL: 4.00, PAIR 3' COMPL: 2.00

EXCLUDED REGIONS (start, len)*: 1,210 369,220

    1 ATGTCCCTCATCCCGTGGCTCCGGTGGAACGACACCCCTCCCCGGCTCTCGGCCCGGACC

      XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

   61 CCGGCCGAGATGGTGCTGGAGACGCTCATGATGGAGCTGGCTGGGCAGATGAGAGAGGTG

      XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

  121 GAGCGACAACAGAGGGAGCGTCGCAGCGCAGTCAGGAAGATCTGCACTGGTGTGGACTAC

      XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

  181 AGCTGGTTGGCAAACACGCCCAGGCCCACCTATGACATCAGCCCTGGTGAGCGGCTGCAG

      XXXXXXXXXXXXXXXXXXXXXXXXXXXXXX >>>>>>>>>>>>>>>>>>>>         

  241 TTGGAGGATGTATGTGCCAAGATCCACCCATCCTACTGTGGGCCTGCCATCCTCAGGTTC

  301 AGGCAGCTGCTGGCTGAACGAGAGCCCGAGGTGCAGGAGGTGGCGCGGCTGTTCCGCTCC

                                                      <<<<<<<<<<<<

  361 GTGTTGCAGGAGGCCCTGGAGAAGATGAAGCAGGAGGAGGAGGCCCATAAGCTGACACGT

      <<<<<<  XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

  421 CAGTGGAGCTTGAGGCCCCGCGGCAGCCTGTCGTCCTTCAAGACCCGCGCTCGCATCGCA

      XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

  481 CCCTTTGCCAGTGACATCCGAACCATCTCGGAGGATGTGGAGCGCGATGCGCCACCCCCG

      XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

  541 CCGCGCACCTGGAGCATGCCGGAGTTCAGGGCGCCCCAGGCCGACTGA

      XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX

Primer Order (2/25/09): 
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DNA 

 

Hrd3-1F 

TTG CAG CTG GAA GAT GTC TG 

9.60  




Hrd3-1R 

AGA GCT GGG ACA CCT CCT G 

9.12  




Mrd3-1F 

ATG ACA TCA GCC CTG GTG AG 

9.60  




Mrd3-1R 

CAA CAC GGA GCG GAA CAG 

8.64  







