
1010.186

1010.186

GGTGCTCCGTATCCTTAAGATCCATC � � � � � � GACTATCCTTGACTCACGTCAATGCCAGATCTGAAGCGGT Hsap NM_004205 i10 01 1 0 OK?
TTGGTGCTCCGTATCCTTAAGATCCA � � � � � � TTGACTATCCTTGACTCACGTCAATGCCAGATCTGAAGCG Hsap NM_004205 i10_fixed 11 1 0 OK
TTGGTGCTCCGTATCCTTAACCCCCA � � � � � � CTTCCTGTCCTTGACTCAGAGCAATCACAGACCTGAAGCG Rnor NM_053774 i09 11 1 0 OK

1010.187

1010.187

CAGGAGTATTGTATCCTTTTAGAAGA � � � � � � GACACTGTGGTCCTTAGCAACTCTCCACAGCGGGGAAACC Hsap NM_000190 i08 11 1 1 OK
CAAGAGTATTGTATCCTTTCACAAGA � � � � � � TGGTGATTTCTCCTTAGCAACTCTCCACAGCGGGGAAACC Rnor NM_013168 i08 11 1 1 OK

1010.189

1010.189

AATTTGTCAAGTATCCTTATGTATCA � � � � � � TTTTTTTCTGTTTTCCTTAATAAGTTACAGTTATAACAAA Hsap NM_000933 i21 11 1 1 OK
AGTTTGTAAAGTATCCTACCAGACTG � � � � � � GCTTTTGGATTTCCTTAATCAGTTACCCAGTTACAATAAG Rnor NM_024353 i22 01 1 1 OK

1010.191

1010.191

CATGCTAGATGTATCCTTTAATGTGC � � � � � � CACTCAAGGGCTTTCCTTGACTGAAGGCAGTCGGACGGGA Hsap NM_001748 i16 11 1 0 OK
CATGCTGGATGTATCCTTTCGTGCGC � � � � � � TACTCCAGAGCTTTTCTTAACCGAGGGCAGGAAGATGGGA Rnor NM_017116 i16 11 1 1 OK

1010.192

1010.192

TAGTACACTCATATCCTTTTAAAAAT � � � � � � CGTCTCTTTTGTTCCTTGATTCTAAGCTACCTTATTCAGC Hsap NM_002977 i02 11 2 1 OK
TAGTGCACTCATATCCTTTCCAAAGC � � � � � � GGTGTCCCATGTTCCTTGACTGGAAGCCACCTTATTCAGC Rnor NM_133289 i02 11 1 0 OK

1010.194

1010.194

CCTCATGGATGTATCCTTCCGTTTGC � � � � � � GATGGAATTTCCTTCTTAACGGCCACCCAGCGTGATGGCA Hsap NM_005186 i17 11 2 1 OK
CCTCATGGATGTATCCTCCCACCTGC � � � � � � AGCTGTGTAGTTTCCTTAACATCCGCCAAGCGAGACGGTA Rnor NM_019152 i17 11 2 0 OK

1010.196

1010.196

CAACCCCTATGTATCCTTCTCAGCAG � � � � � � ACGCTTGCCATGTTTTCCTCAGCAGGACAGATATTTAATG Hsap NM_006247 i06 11 1 2 OK
CAACCCCTATGTATCCTCTATGCTAC � � � � � � GAACCACAGTTTCCTTAACAAAAAAAAAAGATATTTAACG Rnor NM_031729 i06 11 3 0 OK

1010.197

1010.197

AGAGTTTTACGTATCCTTTGCGATTT � � � � � � ATGGAAAACTTTTCTTAACTCGTTGTACAGTTCAGGCATC Hsap NM_020401 i02 11 1 1 OK
AGAGTTTTAAGTATCCTTCACGTAAG � � � � � � CATGGAAAACTTTCCTTAATTCTTCCTAAGTTCAGGCCAA Rnor NM_053830 i02 11 3 1 OK

1010.199

1010.199

GGCCACAGGAATATCCTTTTCTTGGG � � � � � � ATATGTCTTGCCCCTTAATTCAAAATTCAGGTATTCGCAT Hsap NM_024923 i07 11 1 2 OK
GGCCACAGGAATATCCTCCGCTCAGG � � � � � � TTATGTTTTATACCTTAATTAAGAATTCAGGCATCCGTAT Rnor NM_053322 i07 11 1 2 OK

1011.188

1011.188

ACAAGATCGTGTATCCTTTGCCTGCT 	 	 	 	 	 	 AAATGGAATGACCTTAATCTGGGGTTCTAGCCACTTTTCT Hsap NM_000379 i03 11 1 2 OK
ACAAGATTGTGTATCCTTTGCCTGGT 	 	 	 	 	 	 CAATGAAACAACCTTAATCTGTGGTTCTAGTCATTTTTCT Rnor NM_017154 i03 11 1 2 OK

1011.190

1011.190

TTTTGGAAACGTATCCTTTGTTTCAC 
 
 
 
 
 
 GAGAAATGTGATTCTTGACTGGAAAAATAGATGTGTCGTG Hsap NM_000968 i03 11 1 1 OK
CTTTGGAAACGTATCCTTTGTTGGTG 
 
 
 
 
 
 AAAAGAAAAATTCTTGACAAAAGAAATCAGATGTGTCGTG Rnor NM_022510 i03 11 1 1 OK

1011.193

1011.193

AGTTTGTGGAGTATCCTTGAGGTTTC � � � � � � CCTTGGCTAGGGTCCTAAACTCAGGGACAGCTACAACAAG Hsap NM_004573 i17 11 2 1 OK
AGTTTGTGGAGTATCCTTGAGGCTTT � � � � � � GCCTTGGCTAGCTCCTATACCCAACAACAGCTATAATAAA Rnor NM_053478 i17 11 2 2 OK

1011.195

1011.195

TGCCTTCAGTGTATCCTTTGGGCGCT � � � � � � GAATTGATTTTTCTTGAGCAGATTGATTAGATGGAGCTGC Hsap NM_006141 i06 11 1 2 OK
TGCCTCCAGTGTATCCTTGGGACGCT � � � � � � GAATTGGTTTTCCTTAAGCAAATGGATCAGATGGAGCTGC Rnor NM_031026 i06 11 1 1 OK

1011.198

1011.198

TGGTACATTCATATCCTTTTTCAAAT 
 
 
 
 
 
 TGAACTTTGTCTTCCTTGACGATATTCTACTTTATTCAAT Hsap NM_021007 i03 11 1 0 OK
TGGTACATTCATATCCTTTTGACTCA 
 
 
 
 
 
 ACTTTGTTTTCCTTGACGATATTTTTCTACTTTATTCAAT Rnor NM_012647 i03 11 1 0 OK
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