
1110.000

1110.0

GACGAGAACTGTATCCCTTTGTGGAG � � � � � � TTGTTGCCTCCTTGACTTGAGGCCCTGCAGACATGGAGTT Hsap NM_005072 i23 01 1 0 OK
GACGAGAACTGTATCCTTTTGTGTAA � � � � � � GGCTGCCTCCTTGACCTGACAACCCTGCAGACATGGAATT Mmus NM_009195 i23 11 2 0 OK
GATGAGAACTGTATCCTTTTGTATAA � � � � � � GGCTGCCTCCTTGACATGACAACCCCACAGACATGGAATT Rnor NM_019229 i23 11 3 0 OK

1110.001

1110.1

GTCCATTCATATCCTTTCATTGCACC � � � � � � CATATCTGCCTTAATGGATGCTGGCCACATTGTTCAGCAT Hsap NM_014139 i02 01 1 2 OK?
CAGTCCATTCATATCCTTTCATTGCA � � � � � � AACATATCTGCCTTAATGGATGCTGGCCACATTGTTCAGC Hsap NM_014139 i02_fixed 11 1 2 OK
CTGTCCATTCATATCCTTTCTCTAAG � � � � � � AGTGTCTGTGCCTTAATCCGCCCTGGCCACAGTCTTCAGC Mmus NM_011887 i03 11 1 2 OK
CTGTCCATTCATATCCTTTCTCCAAG � � � � � � GCGGTGTCTCGCCTTAACGGGTCCTGGCACAGTCTTTAGC Rnor NM_019265 i03 11 1 1 OK

1110.002

1110.2

AGGACTCAAGGTATCCTTGAAAGTGT � � � � � � AAAGTAACTTTCTCTCTTTACTCTCTACAGGCTGACACAT Hsap NM_022048 i06 10 0 0 OK
AGGACTCAAGGTATCCTTGAAAGTGC � � � � � � CAGGTGTTTTTCTTTCTTTACTTTCTACAGGCTGATACAT Mmus NM_173185 i07 11 2 2 OK
AGGACTCAAGGTATCCTGAAAGTGCT � � � � � � CTGATGATTTTATTTCTTTACTTTCTACAGGCTGATACAT Rnor NM_022288 i08 01 2 2 OK

1110.004

1110.4

TATATAACGAGTATCCTTTCTTGAGT � � � � � � CTGTTGGCTCCTTAACAAGCTTCCCCTCAGGTACATTGTC Hsap NM_001618 i22 11 1 0 OK
TGTATAATGAGTATCCTTTCTTGGCT � � � � � � TGTTGGCTCCTTGACAACTGCCCTCCCCAGGTACATTGTC Mmus NM_007415 i22 11 1 0 OK
TGTATAACGAGTATCCTTTCATGGCC � � � � � � TGTTGGCTCCTTGACAGCCGCCCTCCCCAGGTACATTGTC Rnor NM_013063 i22 11 1 0 OK

1110.005

1110.5

GAGTTTATCTGTATCCTTTCCCACAG � � � � � � CACCCTATATGTTCCTTTACCTGGATACAGATACAGCAAG Hsap NM_002108 i03 11 1 1 OK
GAGTTTTCCTGTATCCTTTGTGCATC � � � � � � TTGCTAGTCTGCTCCTTTACCTGGCTTTAGATACAGCAAA Mmus NM_010401 i02 11 1 1 OK
GCGTTTTCCTGTATCCTTTCTGCATC � � � � � � CCGCTAGCATGTTCCTTCACCTGGCTTTAGTTACAGCAAA Rnor NM_017159 i02 11 2 1 OK

1110.007

1110.7

TTCAAGAGCTGTATCCTTTTCTGCTG � � � � � � ATTATTGTTTTTCTTAACCAGTGTTCTTAGAATTGAAGTG Hsap NM_002689 i03 11 1 1 OK
TACAAGAGCTGTATCCTTTTCTGCTG � � � � � � GTAGTTGCTCTCCTTGACCAGTGTTTTCAGAATTGAAGCA Mmus NM_008893 i03 11 3 0 OK
TACAAGAGCTGTATCCTTGTCTGCTC � � � � � � GTAGTTGCCCTCCTTGACCAGCCTTTTCAGAATTGAAGCA Rnor NM_053480 i03 11 2 0 OK

1110.008

1110.8

GGGAAAGATTGTATCCTTTGCTGGAA � � � � � � AGCAAGGCTAAGCCTTAACCTGCCACCAAGACCTGGACCA Hsap NM_002754 i08 11 1 1 OK
GGCAAGGACTGTATCCTTGAAGAATT � � � � � � AGCAAGGCTGTGCCTTAACTGGCTGCCAAGACCTGGACCA Mmus NM_011950 i08 11 1 1 OK
GGTAAGGACTGTATCCTTTGCTGGAA � � � � � � AGCAAGGCTGTGCCTTAACTGGCTGTCAAGACCTGGACCA Rnor NM_019231 i08 11 1 1 OK

1110.009

1110.9

GACCTGTTCCGTATCCTCTGGGCCTC � � � � � � CATCCCGACTGCTTCTTAACCTGGGTGCAGACATCGGGCA Hsap NM_002861 i07 11 2 1 OK
GACCTGTTCCGTATCCTCTGCTGCCC � � � � � � GCTAGTTACTGCTTCTTAATCTGGATATAGACATCGGGCA Mmus NM_024229 i08 11 1 2 OK
GACCTGTTCCGTATCCTACTACCTCT � � � � � � GCTAGTTACTGCTTCTTAATCCGGATATAGACATCGGGCA Rnor NM_053568 i08 01 1 2 OK

1110.011

1110.11

ATCGAGGAATATATCCTTTGGGTAGG � � � � � � TCCTCAGGTGGGTCCTTAAAACACTTGCACGCATCTTCCG Hsap NM_003195 i06 11 1 1 OK
ATCGAGGAGTATATCCTTTGTACAGG � � � � � � AACCTCAGGTGGGTCCTTAAACACCTGCACGCATCTTCCT Mmus NM_009326 i06 11 1 1 OK
ATCGAGGAGTATATCCTTTGTGTAGG � � � � � � AACCTCAGATGGGTCCTTAAATACCTGCACGCATCTTCCT Rnor NM_057098 i06 11 1 1 OK

1110.012

1110.12

GAACATCATTGTATCCTTTGAGAGAA 	 	 	 	 	 	 CCTGGTGATCTTCCTTGACTTACTCCTCAGTTTTTTATTA Hsap NM_003951 i09 11 1 0 OK
GAACATCATTGTATCCTTTTAGAAAC 	 	 	 	 	 	 CCCAACGATCTTCCATAACTCATTCTTCAGTTTTTTATTA Mmus NM_011398 i10 11 1 1 OK
GAACATCATTGTATCCTTTTAGAAAT 	 	 	 	 	 	 CCCAGCAATCTTCCATGACTCGTTCTTCAGTTTTTTATTA Rnor NM_053501 i10 11 1 1 OK

1110.013

1110.13

ATGTAGTTCCGTATCCTTTTGACAAA 
 
 
 
 
 
 AGCTGCTTAAGTTCCTTTACTTGTATTCAGACATTTCAAC Hsap NM_003968 i06 11 3 1 OK
ACGTGGTACCGTATCCTTTCAAAAGA 
 
 
 
 
 
 AGCATATTGGGTTCCTTTACTTGTATTCAGACATTTCAAC Mmus NM_011666 i05 11 1 1 OK
ACGTGGTCCCGTATCCTTTCAACAGA 
 
 
 
 
 
 GACCTTAGGTTCCTTTACTTTTGGATTCAGACATTTCAAC Rnor NM_057205 i06 11 2 1 OK

1110.014

1110.14

TGCAACAACCGTATCCTTCCTTCTGG � � � � � � GCCAAGCTTTCCTTGACTCTCCTGAACAAGGCCTCCAGCA Hsap NM_004581 i15 11 2 0 OK
TGTAATAACCGTATCCTTCCTTCAGT � � � � � � ATTGAGCTTTCCTTGACTCCACCGCCCAAGGCCTCCAGCA Mmus NM_019519 i15 11 1 0 OK
TGTAATAACCGTATCCTCCCTCAGTC � � � � � � ACTGAGCCTTCCTTGACTCTACTGCCCAAGGCCTCCAACA Rnor NM_031654 i15 11 1 0 OK

1110.015

1110.15

ACTTTGGCCAGTATCCTTTTTGAATG � � � � � � AAATATGACCTTAATAAAGATTTCCCAAAGATCGTTTTCC Hsap NM_004871 i08 11 1 2 OK
ACTCTGGCCAGTATCCTTTGTGAAAT � � � � � � AGGTATGACCTTAACCAAGGTGTCCCAAAGACCGCTTTCC Mmus NM_016810 i08 11 1 1 OK
ACTCTGGCCAGTATCCTTTATGAAGC � � � � � � CAAGTGTGCCCTTAACCAAGCTTTCCAAAGACCGCTTTCC Rnor NM_053584 i08 11 2 1 OK

1110.016

1110.16

GGATCTTCCGATATCCTTGCTTTCCT 
 
 
 
 
 
 TTCCCAAGTGATCCTTGACTCCGTGGACACACTGCTGGGG Hsap NM_004935 i09 11 1 0 OK
GGATCTTCCGATATCCTCCCAGTGCC 
 
 
 
 
 
 CCCACAAGTGACCCTTGACCACATGGACACACTGCTAGGG Mmus NM_007668 i09 11 1 1 OK
GGATCTTTCGATATCCTCCCAGTGCC 
 
 
 
 
 
 CCCACAAGTGACCCTTGACCACGTGGACACACTGCTAGGG Rnor NM_080885 i09 11 1 1 OK

1110.017

1110.17

TCCCTCGTGTGTATCCTTTCCCAGGC � � � � � � GAGGCCGAGTTTTCCTTGACGCCGCCGCAGACTTCAGCAG Hsap NM_005072 i10 11 1 0 OK
TCGCTGGTGTGTATCCTTTCCGATTC � � � � � � CGAGCTTCTAGTTTCCTTAACACAGTCCAGACTTCAGCAG Mmus NM_009195 i10 11 1 0 OK
TCACTCGTGTGTATCCTTTCCCAGGC � � � � � � TGGGATTCTAGCTTCCTTAATGCAGTCCAGACTTCAGCAG Rnor NM_019229 i10 11 1 1 OK

1110.018

1110.18

TTATCACCCTATATCCTTTAACATAG � � � � � � GGTCTCCATTTCCCTTAACCACAGCCCTACCTATAAGGAT Hsap NM_005739 i03 11 2 1 OK
ATGAATCTATATCCTTGGGCATCAGA � � � � � � CTTCCATTTTCCTTAACCATGACCCTACATATAAGGATGC Mmus NM_011246 i03 01 2 2 OK?
TCATGAATCTATATCCTTGGGCATCA � � � � � � AGCTTCCATTTTCCTTAACCATGACCCTACATATAAGGAT Mmus NM_011246 i03_fixed 11 2 2 OK
ATGAATCTATATCCTTGGGCATGGAA � � � � � � TTTCCATTTTCCTTAACCACAACTCTACATATAAGGACGC Rnor NM_019211 i03 01 1 0 OK?
TCATGAATCTATATCCTTGGGCATGG � � � � � � AGTTTCCATTTTCCTTAACCACAACTCTACATATAAGGAC Rnor NM_019211 i03_fixed 11 1 0 OK

1110.019

1110.19

TTCTGCACCAATATCCTTCCAGCTCC � � � � � � GATGTTGTGGTTCCCTTGACTGGTGCCCACCTTCCATGTG Hsap NM_006105 i13 11 2 1 OK
TCCTGCACCAATATCCTTCCACCCAC � � � � � � CTTGTTGTGGTTCCCTTGACCGGTGTCCACCTTCCACGTG Mmus NM_144850 i13 11 2 1 OK
TCCTGCACCAATATCCTTCCAGCCCC � � � � � � CATGTTGTGGTTCCCTTGACTGGTGTCCACCTTCCACGTG Rnor NM_021690 i12 11 2 1 OK

1110.020

1110.20

CGGGGCTGTCGTATCCTTTGGGCTGC � � � � � � TTACTTTATTTGCCTTAATTCACATCCTAGGTAGCTCATC Hsap NM_006214 i01 11 1 2 OK
CCCAACGATTGTATCCTTTGGGCTGT � � � � � � TCTTCTTTCTTTTCCTTAATTCTCCCCTAGGTAGCCCAGC Mmus NM_010726 i01 11 1 1 OK
CCTTCAGATTGTATCCTTTGGGCTGT � � � � � � TTCTACTTCTTTTCCTTAATTTTTACTCAGGTAGCCCACC Rnor NM_053674 i01 11 1 1 OK

1110.022

1110.22

TTACATGGCTGTATCCTTACATGATA � � � � � � ATATGTTATATTTTTCTTAATGTGGTTAAGTTATTACCAT Hsap NM_014016 i07 11 1 2 OK
TTGCATGGCTGTATCCTTATCTGAAA � � � � � � CTATGTTACATTTTTCTTAACATAGTTAAGTTATTACTAT Mmus NM_030692 i07 11 1 1 OK
TTGCATGGCTGTATCCTTATCTGAAA � � � � � � TCTATGTTACATTTTCTTAATATAGTTAAGTTATTACTAT Rnor NM_053798 i07 11 1 2 OK

1110.026

1110.26

CAACAGAGACGTATCCTTTCCACAAG � � � � � � GTTGGTGTCTTGCCTTAACTGGCTATGCAGTATGTCTACC Hsap NM_021213 i03 11 1 1 OK
CAACAGAGATGTATCCTTTCTGTACG � � � � � � GCTGGCATCATGCCTTGACTGGCTATGCAGTACGTCTACA Mmus NM_008796 i03 11 1 1 OK
CAACAGAGATGTATCCTTTCTGCACG � � � � � � GCTGGCATCCTGCCTTGACTGGCTGTACAGTATGTCTACA Rnor NM_017225 i03 11 2 1 OK

1110.027

1110.27

GAGTTCATATGTATCCTTCCCTGTAT � � � � � � ATCTTATTTTCCTTAGCTAAAAACCTTTAGGTATCTTCTT Hsap NM_022488 i11 11 1 1 OK
GTGTTCATATGTATCCTTATGTGTAT � � � � � � ATCTTATTTTCCTTAGCCAAGGACATTCAGGTATCTTTTA Mmus NM_026402 i11 11 1 1 OK
GTGTTCATATGTATCCTTACGTGTAT � � � � � � ATCTTATTTTCCTTAGCTAAAGACATTCAGGTATCTTTTA Rnor NM_134394 i10 11 1 1 OK

1110.028

1110.28

TGAAAGATGTGTATCCTTTTTAGGCA � � � � � � TTGGTGTTTTACCTTAACCTGTGCAAACAGATATATAGTA Hsap NM_138957 i02 11 1 1 OK
TGAAAGATGTGTATCCTTTTCTAAAG � � � � � � AGTGTTTGACCTTAACCTCCTGTCACACAGATATATAGTA Mmus NM_011949 i02 11 2 1 OK
TGAAAGATGTGTATCCTTTTCTAACT � � � � � � TGTAGAGTTTTACCTTAACCTGTCAAACAGATATATAGTA Rnor NM_053842 i02 11 1 1 OK

1110.029

1110.29

GGTACAGACCGTATCCTTTAAAAAGT � � � � � � CCAACATTTTCCTTTATGGTCCACCATTAGATATTGATCA Hsap NM_139012 i08 11 1 2 OK
GGTACAGACCGTATCCTTTAACACGT � � � � � � CCGACATTTTCCTTTATAGTCCACCGTTAGATATTGATCA Mmus NM_011951 i08 11 1 2 OK
GGTACAGACCGTATCCTTTAACACGT � � � � � � CCGACATTTTCCTTTATAGTCCACCATTAGATATTGATCA Rnor NM_031020 i08 11 1 2 OK

1111.003

1111.3

ATCAAGGGCAGTATCCTTCCCAGTGC � � � � � � AAGCAGCCAGCCCTCCTTGATGAGCCCCAGATATCGACAA Hsap NM_001287 i05 11 1 1 OK
ATCAAGGACAGTATCCTCCAAAGACA � � � � � � CTGCAGTACCTGTCCTTGACCATCCCTGAGACATTGACAA Mmus NM_011930 i05 11 1 0 OK
ATCAAGGACAGTATCCTCCAAAGACA � � � � � � CATCGGTGTCTGTCCTTGACCATCCCTGAGACATCGACAA Rnor NM_031568 i05 11 1 0 OK
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1111.006

1111.6

GAGAAGCTGTGTATCCTTTGCGTGGT � � � � � � TTTACACTTCCTTAACTGCACGATATTCAGATTTCGGCCT Hsap NM_002613 i04 11 1 0 OK
GAAAAGCTGTGTATCCTTTGCATGGT � � � � � � TCCATTCTTCCTTAACCACAAAACATTCAGATTTTGGCCT Mmus NM_011062 i04 11 1 0 OK
GAAAAGCTGTGTATCCTTTGCATGGT � � � � � � TCCACTCTTCCTTAACCACAAAATATTCAGATTTTGGCCT Rnor NM_031081 i04 11 1 0 OK

1111.010

1111.10

AAATCCAACAGTATCCTTTGGTTGTT � � � � � � TTGAAACCAGAGTCCTTAACAAGCATTGAGATATATTTCT Hsap NM_002880 i13 11 1 0 OK
AAATCCAACAGTATCCTTTGGTATTG � � � � � � AAACTGTCAGTCTCCTTAACAAGCATCGAGATATATTTCT Mmus NM_029780 i13 11 1 0 OK
AAATCCAACAGTATCCTTTGGTATTG � � � � � � GAACTGTCAGTCTCCTTAACAAGCATTGAGATATATTTCT Rnor NM_012639 i12 11 1 0 OK

1111.021

1111.21

CTTCAGCCTAATATCCTTGGCTTCAT � � � � � � TTGCTCAGCTGGATTCCTTAACGCACGCACACCTGAACCT Hsap NM_012305 i17 11 1 0 OK
TCAAACTAATATCCTTGCTTAGAGGC � � � � � � GTCTGCCTGGACTCCTTAATGCACTCACATCTGAACCTGC Mmus NM_007459 i16 01 3 1 OK?
CTTCAAACTAATATCCTTGCTTAGAG � � � � � � TTGTCTGCCTGGACTCCTTAATGCACTCACATCTGAACCT Mmus NM_007459 i16_fixed 11 3 1 OK
CTTCAGACTAATATCCTTGCTTACCT � � � � � � CTGTCTGCCTGTATTCCTTAATGCACTCACATCTGAACCT Rnor NM_031008 i17 11 2 1 OK

1111.023

1111.23

TGATACATTCATATCCTTTTCGGCAA � � � � � � TTTTAATATTGCCCCTTGACTCTTCTCTACAGTATTTAGC Hsap NM_014191 i03 11 1 1 OK
TGATACATTCATATCCTTTTCTGCAC � � � � � � GACCTCGCTCGCCCCTTAACTCCTCTCTACAGTCTTCAGC Mmus NM_011323 i02 11 2 1 OK
TGATACACTCATATCCTTTTCGGCGC � � � � � � GACCTCGCTCTCCCCTTAACTCCGATCTACAGTTTTCAGC Rnor NM_019266 i02 11 1 1 OK

1111.024

1111.24

TATGAGCGATATATCCTTTGGACGAG � � � � � � TTGCCTGGGATTTCCTTAATTCCCTTGCACTTGTCCTCGT Hsap NM_016652 i06 11 1 1 OK
TATGAACGCTATATCCTTTGAATAAG � � � � � � CCTGCTCTTTCCTTCACTCCCTGCCCGTACTTGTGCTCGT Mmus NM_025820 i05 11 2 1 OK
TATGAACGCTATATCCTTTGAATGAG � � � � � � GGTGCCTGCTCTTTCCTTCACTCCCCGCACTTGTGCTCGT Rnor NM_053797 i05 11 1 1 OK

1111.025

1111.25

CCAGTTACAAGTATCCTTTTCTACCT � � � � � � TTAAATGTTTTCCTTAATTGTTTTCTTTAGTGAGTATCTT Hsap NM_018126 i03 11 2 1 OK
CCTGTCACAAGTATCCTTTCATTGCT � � � � � � GACATGAGGCTTTCCTTAATGGCTCTCCAGTGAGTATTTT Mmus NM_028975 i04 11 1 1 OK
CCAGTTACAAGTATCCTTTCAGAGCC � � � � � � GTGAAGGCTTTCCTTAATGGCTTTCTCCAGTGAGTATTTT Rnor NM_021671 i04 11 1 1 OK

1111.030

1111.30

GGAAGAGACTGTATCCTTCACAGGGG � � � � � � CAGTTGTATTTTCCTCAAGAAACTCCTTAGATATTGATCA Hsap NM_139069 i06 11 1 2 OK
GGCACTGACCGTATCCTTCCCCGCGA � � � � � � CAGTTGTATTTTCCTCAAGAAACTCCTTAGATATTGATCA Hsap NM_002752 i06 11 1 2 OK
GGAAGAGACTGTATCCTTCACAGGGA � � � � � � TAGTTGTATTTTCCTCAAGAGAATCCTTAGATATTGATCA Mmus NM_016961 i07 11 2 2 OK
GGTACTGACCGTATCCTTCCCCAGAA � � � � � � TAGCTGTGTTTTCCTCAAGAGAATCCTTAGATATTGATCA Rnor NM_017322 i06 11 1 2 OK

1111.031

1111.31

AAGCTCTACAGTATCCTCGTTGCCCC � � � � � � TGGTTGTCATTCTCCTTGACCGTGGCCCAGAGTTCCTCCT Hsap NM_153273 i03 11 1 0 OK
AAACTCTACAGTATCCTTGTCCACTG � � � � � � TGGTTGCCATTCTTCTTGACTCTGGCCCAGAGTTCCTCCT Mmus NM_013785 i04 11 1 1 OK
AAACTCTACAGTATCCTTGTCCACTG � � � � � � TGGTCACCATTCTTCTTGACTCTGGCCCAGAGTTCCTCCT Rnor NM_053316 i04 11 1 1 OK

1111.032

1111.32

CTGGTCCTCAGTATCCTTTCAGGACG       CTACTGAACATTTCCTTAGCCTCGTTTTAGGTGGAGTCTT Hsap NM_153342 i06 11 2 1 OK
CTGGTCCTTAGTATCCTTTTGGGATA       CTCTCGAACCTTTCCTTAGCTCTGCTCCAGGTGGAGTCTT Mmus NM_144916 i07 11 1 1 OK
CTGGTCCTTAGTATCCTTTTGGGACA       CTCTTGTCACTTTCCTTAGCCCTGCTCCAGGTGGAGTCTT Rnor NM_139107 i06 11 1 1 OK
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