
CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr19_NM_032377      ----CACCAGTCCCTTCTCTTGGTCTGTTTCAGGGACCGTGCCCGCAACA 
mouse_chr9                 TCTCATGCATACCTACACCTTGTCTCACTGCAGGGACCGTGCTCGAAACA 
                                  **  **     ****      * ************ ** **** 
 
human_chr19_NM_032377      CCGGAGTCATCTCTTGTACCGTGTGCCTAGAGGAATTCCAGACGCCCATA 
mouse_chr9                 CTGGAGTCATCTCCTGTACTGTGTGCCTAGAGGAATTCCAGACACCCATC 
                           * *********** ***** *********************** *****  
 
human_chr19_NM_032377      ACGTGTATCCTTGGAAACCTGGGCTTTTTCCAGAGGGTGGGGAGGGGGCT 
mouse_chr9                 ACAT---------------------------------------------- 
                           ** *                                               
 
human_chr19_NM_032377      GGAGTCCGGACCCTGCTCATCTGGCCCACTGTGTGCCCTGGTGCAGGGCC 
mouse_chr9                 -------------------------------------------------- 
                                                                              
 
human_chr19_NM_032377      AAAGCCGTCCAGAGGAACAGGTGCCACCTAGTGATTTCTGTGGGGTGAGA 
mouse_chr9                 -------------------------------------------------- 
                                                                              
 
human_chr19_NM_032377      AGATGCAGGGCAGGGTTCCAATGCCAATGATCGCCCTTGACCTAAGTGGC 
mouse_chr9                 -------------------------------------------------- 
                                                                              
 
human_chr19_NM_032377      CCAGATCTGTCAGAACCCGTGGATGTGTACAGTGATTGGATAGACGCCTG 
mouse_chr9                 ----ACCTGTCAGAACCAGTGGATGTGTACAGCGACTGGATAGATGCCTG 
                               * *********** ************** ** ******** ***** 
 
human_chr19_NM_032377      CGAGGCGGCCAATCAGTAGCGACACAGAGGACCCGCCCCCTGAGCAGCCC 
mouse_chr9                 CGAGGCAGCCAATCAGTAGCAAAGTCAGGGACCTGCTCCTCCACAGCCCC 
                           ****** ************* *      ***** ** **   *    *** 
 
human_chr19_NM_032377      CGCG- 
mouse_chr9                 CATCT 
                           *     
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr20_NM_000516      ---CCAGTCCCTCTGGAATAACCAGCTGTCCTCCTCCCCACCAGCATGTT 
mouse_chr2                 AGAGTGGTGGGCCCAGGGTAACCCAGTATTTTCCGGTT--CCAGCATGTT 
                                 **    *  *  *****   * *  ***      ********** 
 
human_chr20_NM_000516      TGACGTGGGTGGCCAGCGCGATGAACGCCGCAAGTGGATCCAGTGCTTCA 
mouse_chr2                 CGATGTGGGCGGCCAGCGCGATGAGCGCCGCAAGTGGATCCAGTGCTTCA 
                            ** ***** ************** ************************* 
 
human_chr20_NM_000516      ACGGTAGGATGCTGTGGGCTTGGCTGTTCGTAAAGAACGCTTTGCTTCTG 
mouse_chr2                 ATG----------------------------------------------- 
                           * *                                                
 
human_chr20_NM_000516      TGTTGTTAGGGATCAGGGTCGCTGCTCACGCTCTTGGCTTTGCTCTCTTT 
mouse_chr2                 -------------------------------------------------- 
                                                                              
 
human_chr20_NM_000516      GGTTAAGATGTGACTGCCATCATCTTCGTGGTGGCCAGCAGCAGCTACAA 
mouse_chr2                 -------ATGTGACTGCCATCATCTTCGTGGTGGCCAGCAGCAGCTACAA 
                                  ******************************************* 
 
human_chr20_NM_000516      CATGGTCATCCGGGAGGACAACCAGACCAACCGCCTGCAGGAGGCTCTGA 
mouse_chr2                 CATGGTCATTCGGGAGGACAACCAGACTAACCGCCTGCAGGAGGCTCTGA 
                           ********* ***************** ********************** 
 
human_chr20_NM_000516      ACCTCTT---- 
mouse_chr2                 ACCTCTTCAAG 
                           *******     
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr20_NM_005560      -CCGTGGCTGCGTCAAAGGCATCAAGGCCCTGGGCAAGTATGTGGACCTC 
mouse_chr2                 TCCGTGGCTGCATCAAGGGTATTAAGGCTCTGGGCAAGTACGTGGACCTC 
                            ********** **** ** ** ***** *********** ********* 
 
human_chr20_NM_005560      AAGCGGCTGAACACGACAGGCGTGAGCGCCGGCTGCACCGCCGACCTGCT 
mouse_chr2                 AAACGGTTGAACACCACGGGCATCAGTTTCGGCTGCACCGCTGACCTGCT 
                           ** *** ******* ** *** * **   ************ ******** 
 
human_chr20_NM_005560      GGTGAGCAGCCCTCCCCGGGCTGGGGGTGGCATCTGTGGACATGCAGGGG 
mouse_chr2                 A------------------------------------------------- 
                                                                           
 
human_chr20_NM_005560      CACCCGCGGGCACTCAGGGATGGCCTCCCCGCAGGTGGGGCGCGCCATGA 
mouse_chr2                 ----------------------------------GTGGGACGCACCATGA 
                                                             ***** *** ****** 
 
human_chr20_NM_005560      CTTTCCATGGCCACGGCTTCCTTCGCCTGGCGCTCTCGAACGTGGCACCG 
mouse_chr2                 CTTTTCACGGCCACGGCTTCCTGCCCCTGGCACTTCCTGATGTGGCACCC 
                           **** ** ************** * ****** **  *  * ********  
 
human_chr20_NM_005560      CTCACTGGCAACGTCTACTCCGGCTTCGGCTTCC- 
mouse_chr2                 ATCACCGAAGTGGTCTATTCTGGCTTTGGCTTTCG 
                            **** *     ***** ** ***** ***** *  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr20_NM_033405      ----TGTGGTCAAGAATGAGCGGCTGCAAAACCTGGGTCTGGACCGGTCT 
mouse_chr2                 GGCCTGTGGTCAAGAGTGAACAGCTGCAGAGTCTGGGGATGGATCGGTCT 
                               *********** *** * ****** *  *****  **** ****** 
 
human_chr20_NM_033405      CTGTTCGAGCGGTACCACGAGGACGCACATATGCTGGACACTCAGTACCG 
mouse_chr2                 CTCTTTGAGAGGTACCACAGGGATGCCATCATGCTGGACACACAGTACCG 
                           ** ** *** ********  *** **    *********** ******** 
 
human_chr20_NM_033405      CATGGTGAGCCCGCCCCACTCAGCCCCCAGCCCACCTGCAGCCCCTGGGG 
mouse_chr2                 TATG---------------------------------------------- 
                            ***                                               
 
human_chr20_NM_033405      GGCCACAACCCCGCGTGGCAGCCTCTGACCAGCGCACATCCTTGCCTGCA 
mouse_chr2                 -------------------------------------------------- 
                                                                              
 
human_chr20_NM_033405      GCATGAGGGCATCTGTGCCTTCCCCTCTGTGGCGTTCTACAAGAGCAAGC 
mouse_chr2                 -CATAAGGACATCTGTTCCTTCCCCTCCGTGGAGTTCTATGGGGGAAAGC 
                            *** *** ******* ********** **** ******   * * **** 
 
human_chr20_NM_033405      TGAAGACGTGGCAGGGCCTGAGGAGGCCGCCCAGTGTCCTGGGCCACGCT 
mouse_chr2                 TAAAGACCTGGTCTGACCTGAGGCGTCTGCCTAGTATCCTGGGTCACACT 
                           * ***** ***   * ******* * * *** *** ******* *** ** 
 
human_chr20_NM_033405      G- 
mouse_chr2                 GG 
                           *  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr22_NM_001670      -------GCAGCCTGGCCGCTGATGACGAGGGTGGCCCTGAGCTGGAGCC 
mouse_chr16                GATACACGGAGCCTGGCTGCGGATGATGAGGGTGGCCCCGACCTGGAGCC 
                                  * ******** ** ***** *********** ** ******** 
 
human_chr22_NM_001670      TGACTATGGCACGGCCACAAGGAGGAGGCCTGAGTGTGGGCGGGGCCTTC 
mouse_chr16                TGACTATAGCACGGCAACCCGGAGAAGACCTGAGTACGGGCGGGGCCTTC 
                           ******* ******* **  **** ** *******  ************* 
 
human_chr22_NM_001670      ATACCAGGTGAGCTGCACCCCGTCCCCTGTGGCTACCTCCTCTGGGAAGT 
mouse_chr16                GTGCCAG------------------------------------------- 
                            * ****                                           
 
human_chr22_NM_001670      CTGCCCTCCACCCCCCAACTACAGAGTGCCCCACTTGTCAAGTGGCGCAG 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      TTGAGTTAGTCATGCATGTTAGTTTGAATTGGCCTTGGCTCTCGTCAGGG 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      ACAGAAGAAAGGTGGACCCTGGGGTGGTAGGAGTTCGGCTGGGCACTGTC 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      CTGCAGGCCCAGGGCCCAGGAAAGCTGGGAAGAGTGCCGGCCACTGGCCT 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      TGCTCCAGCCACACTCTGGGTAACCAGAACCCAGAGCCCTGGCCCTTGTC 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      ACAGCCCCTGGTTCTGTCCCCATTGCCCTCAGTTTCTGCATCTCTGGAGT 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      GGGGATGTGACCACAGCCCGGGTCAGGATTTTGTTGTGTGACCCTGGCCA 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      AGTCACCTGACCGTCACTCCTAGCCTCAGGGCAGGCGGTTTGATGACAGC 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      AACCCACAGGGCTACTGAGAGCTAAGGAGATCTTGTGCCCCAAGGGGCTG 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      GTGGCCTGAATACTCCTCAGGTGGTCCTACTGGGATGGCTTCATGCGGAG 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      AGGGCCATTTACTCCCCCTACATCCTGGCACAGCCAGAGATGGGCCTCAT 
mouse_chr16                -------------------------------------------------- 
                                                                              
 



human_chr22_NM_001670      GGAAGATGGGGTGGTTTTGTGGAAGGGAGGTGAGACGGTCTCTCCAGCAG 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      CCATAGCAGATGTCTCACAGAAACTTGTTTTGCTCGGGATTGGGAAACTG 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      CCCGGTGACAGCAGTGAGTGAGTTTGCTGTCCTGGGAGGGTTGCCTGGGT 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      CCTGGTAGCCGCTGGCTGGGGTTTGGCATTTGGCTCTGAATTGGTTCTCA 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      CTGGGCTGGTGCATGACTCTCTGTGTCCCCACCATGCTCCGGGCCAAGAT 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      ACAGGTGCTCTCAGCCCAGCGCTGCTGGGTGAGTTTGCAGTCCTGAAGAA 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      GGTGTGATGGGGCAGCTCAGAGGCAGGGCTGGCGGCTGCTGTGACGATGT 
mouse_chr16                -------------------------------------------------- 
                                                                              
 
human_chr22_NM_001670      CCACGCGCCCCACTTGCCTGTGCAGGGCCTACGAGGACACAGCAGATGAT 
mouse_chr16                -------------------------GGCCTTTGAAGACACAGCAGATGAT 
                                                    *****  ** *************** 
 
human_chr22_NM_001670      GGCGGCGAGCTGGCGGACGAGCGGCCTGCGTTCCCAATGGTGACGGCGCC 
mouse_chr16                GCTGGTGAGCTGATAGAAGAGCGTCCCCCATTTCCAGCAGCAACAGCCCC 
                           *  ** ******   ** ***** **  * ** ***   *  ** ** ** 
 
human_chr22_NM_001670      CCTGGCCCAGCCTGAACGGGGCAGC- 
mouse_chr16                TCTGGCCCAGCCTGAGAGGGGCAGCC 
                            **************  ********  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr1_NM_003132      
CCTCTGTCTTCCCCAGGCCCCGCCGAAAGTCTCTTCAAGGAGTCCTATTACCAGCTCATG 
mouse_chr4                
TGCTCTACCCCTCTAGGCCCTGCTGAGAGCCTCTTCAAGGAGTCCTATTACCAGCTCATG 
                                 *  * * ****** ** ** ** 
****************************** 
 
human_chr1_NM_003132      
AAGACAGCCCTCAAGGAAGATGGTGTCCTCTGCTGCCAGGGTGAGCCACAGGCCTGGAGC 
mouse_chr4                AAGACAGCACTCAAAGAAGATGGCATCCTGTGCTGCCAGG--------------
------ 
                          ******** ***** ********  **** **********                
 
human_chr1_NM_003132      
ACTGGGGCGGGGCGGGGTGGGGCAGGGCAGGCCCTGCCGGATGCTGATGCTTAGGGGCCC 
mouse_chr4                ------------------------------------------------------
------ 
                                                                                       
 
human_chr1_NM_003132      
CCAGGCGAGTGCCAGTGGCTGCACCTGGACCTCATCAAGGAGATGCGGCAGTTCTGCCAG 
mouse_chr4                ----
GTGAGTGCCAGTGGCTGCACCTGGACCTCATCAAGGAGATGAGGCACTTCTGCAAA 
                              * *************************************** **** 
****** *  
 
human_chr1_NM_003132      TCCCTGTTCCCCGTGGTGGCCTATGCCTACTGCACCATCCCCAC- 
mouse_chr4                TCTCTCTTCCCCGTGGTGGACTACGCCTACTGTAGCATTCCTACC 
                          ** ** ************* *** ******** * *** ** **  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr1_NM_004550      -
AATCACACGTTTGTTGAACCACATCATGGCTGTGACCACACATGCCCTGGACCTTGGGG 
mouse_chr1                
AGATCACACGGATTTTAAACCATATCATGGCTGTCACCACACATGCCCTGGACATCGGTG 
                            ********  * ** ***** *********** ****************** 
* ** * 
 
human_chr1_NM_004550      
CCATGACCCCTTTCTTCTGGCTGTTTGAAGAAAGGGAGAAGGTAAGAGTGGGAGGAAAGG 
mouse_chr1                CCATGACTCCTTTCTTCTGGATGTTTGAAGAAAGAGAGAAG-------------
------ 
                          ******* ************ ************* ******                    
 
human_chr1_NM_004550      
ATAGGAATAGGGAAGGAAGTGCAGGAAGTAGAGAAGGTATAAAGGAGACAGGAGATTAAA 
mouse_chr1                ------------------------------------------------------
------ 
                                                                                       
 
human_chr1_NM_004550      
AGAAGAGAGAGAACATGGGAGAACATTTAGAGGGGGAAGGTATGTTTAACTTGGGTTATA 
mouse_chr1                ------------------------------------------------------
------ 
                                                                                       
 
human_chr1_NM_004550      
TTTGTAGAAACTATATCATGAGGGGTTGGTTGGGCACAAGAAGGCAGAAAGTGGGGGAGT 
mouse_chr1                ------------------------------------------------------
------ 
                                                                                       
 
human_chr1_NM_004550      
AGGCCATCATAGGACCTGGGGGCCTGGGACTTTGACACTAATTCCCAGCACGTTCTATGA 
mouse_chr1                ------------------------------------------------------
------ 
                                                                                       
 
human_chr1_NM_004550      
AGATGTTTGAGTTCTACGAGCGAGTGTCTGGAGCCCGAATGCATGCTGCTTATATCCGGC 
mouse_chr1                --
ATGTTCGAGTTCTATGAGCGGGTGTCTGGGGCCCGGATGCACGCGGCGTATATCCGAC 
                            ***** ******** ***** ******** ***** ***** ** ** 
******** * 
 
human_chr1_NM_004550      CAGGAGGAGTGCACCAGGTGAGCAGGTCCCCGGCTTCCCCAA---- 
mouse_chr1                CTGGAGGAGTGCACCAGGTGAGTGAGCTGCTCTCTGGCCTCTCTCC 
                          * ********************   *   *   **  **        
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr1_NM_006600      -
GGAGGAAGATGAGAAGGACAAAGGAAAACTGAAGCCCAACCTAGGCAACGGGGCAGACC 
mouse_chr4                
ACGAGGAGGATGAGAAGGACAAAGGAAAGCTGAAGCCCAACCTAGGCAATGGGGCTGACC 
                            ***** ******************** ******************** 
***** **** 
 
human_chr1_NM_006600      
TGCCCAATTACCGCTGGACCCAGACCCTGTCGGAGCTGGACGTGAGTGTCAGGGACCAGA 
mouse_chr4                TGCCCAACTACCGCTGGACCCAGACCCTGGCAGAACTGGAT-------------
------ 
                          ******* ********************* * ** *****                     
 
human_chr1_NM_006600      
GGTAAAGCTTAGGGGGCCAGCCTGGGGTACCAGCAGCACTTAGTGGCCTCTTCTGACTGC 
mouse_chr4                ------------------------------------------------------
------ 
                                                                                       
 
human_chr1_NM_006600      
CTCTGCCCTATGCAGCTGGCGGTCCCTTTCTGTGTGAACTTCCGGCTGAAAGGGAAGGAC 
mouse_chr4                ---------------
CTGGCAGTGCCCTTCCGGGTCAGCTTCCGGCTGAAGGGAAAGGAT 
                                         ***** ** ** *** * ** * ************ ** 
*****  
 
human_chr1_NM_006600      
ATGGTGGTGGACATCCAGCGGCGGCACCTCCGGGTGGGGCTCAAGGGGCAGCCAG---- 
mouse_chr4                
GTGGTGGTGGACATCCAGCGGCGGCATCTCCGGGTGGGCCTTAAAGGACAGCCACCAGT 
                           ************************* *********** ** ** ** ******      
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr1_NM_007122      -------
CACAGTGGAGCGTCGCCGCCGAGACAAGATCAACAACTGGATCGTGCAGCTCT 
mouse_chr1                
TCTGCCCCACAGTGGAGCGCCGCCGCCGGGACAAGATCAACAACTGGATTGTACAGCTGT 
                                 ************ ******** ******************** ** 
***** * 
 
human_chr1_NM_007122      
CCAAGATAATCCCAGACTGCTCTATGGAGAGCACCAAGTCTGGCCAGGTCATGGAAAGAC 
mouse_chr1                CCAAAATCATCCCAGACTGCTCTATGGAGAGCACCAAGTCTGGCCAG-------
------ 
                          **** ** ***************************************              
 
human_chr1_NM_007122      
CCTGGTAGTGGGCAGGATGCCTGAATTCTGCCTCCTGGTATTGTTTCCAGAAATGGTAGA 
mouse_chr1                ------------------------------------------------------
------ 
                                                                                       
 
human_chr1_NM_007122      
GAGAGGGGCACACATGACAGTAGTCTTATCTCTCCCTGAGGTTCCTGTATCCCTGGGAGA 
mouse_chr1                ------------------------------------------------------
------ 
                                                                                       
 
human_chr1_NM_007122      
TATTATACCACCTTCCTTAGATGAAAATGAGGTCCAAAGTGTGAACCTACTTTTGGAAAG 
mouse_chr1                ------------------------------------------------------
------ 
                                                                                       
 
human_chr1_NM_007122      
CAAGCTGGGTATCTGAAATCCTAGTTCTCATTTTGTTGACCTTATCTTGCAGAGTAAAGG 
mouse_chr1                ----------------------------------------------------
AGTAAAGG 
                                                                              
******** 
 
human_chr1_NM_007122      
TGGGATTCTATCCAAAGCTTGTGATTATATCCAGGAGCTTCGGCAGAGTAACCACCGCTT 
mouse_chr1                
TGGAATCCTGTCCAAAGCCTGTGATTATATCCAGGAGCTGCGGCAGAGCAACCACCGGCT 
                          *** ** ** ******** ******************** ******** 
********  * 
 
human_chr1_NM_007122      GTCTGAAGAACTGCAGGGACTTGACCAACTGC- 
mouse_chr1                GTCTGAAGAGCTGCAGGGGTTAGATCAGTTGCA 
                          ********* ********  * ** **  ***  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr1_NM_024319      ---
GGCGCCATGTTCGGCTCCAGTCGTGGAGGCGTGCGCGGCGGGCAGGACCAGTTCAAC 
mouse_chr11               
TCCAGCGCCATGTTCGGCTCCAATCGCGGTGGCGTGCGTGGCGGACAAGACCAGTTCAAT 
                              ****************** *** ** ******** ***** ** 
***********  
 
human_chr1_NM_024319      
TGGGAGGACGTGAAGACTGACAAGCAGCGGGAGAACTACCTGGGTGGGTGCGCGCGGTGG 
mouse_chr11               TGGGAGGACGTGAAGACTGACAAGCAGAGGGAGAACTACTTGG-----------
------ 
                          *************************** *********** ***                 
 
human_chr1_NM_024319      
GCGGGCTCCGGGCTCCGGGCTCCGGGATCCCGGGCGGGCGCTGGACTCACAGCGTCTACG 
mouse_chr11               ------------------------------------------------------
------ 
                                                                                       
 
human_chr1_NM_024319      
TCCGCAGGCAACTCGCTGATGGCGCCGGTAGGCCGCTGGCAGAAGGGCCGCGACCTCACC 
mouse_chr11               -------
GCAACTCGCTGATGGCGCCAGTAGGCCGCTGGCAGAAGGGCCGCGACCTCACC 
                                 ******************* 
********************************* 
 
human_chr1_NM_024319      TGGTACGCCAAGGGCCGGGCGCCATGCGCGGGCCCGAGCCGCGAGGA- 
mouse_chr11               TGGTACGCGAAGGACCGCGCGCCGTGTACCGGCCCGAGCCGTGAGGAA 
                          ******** **** *** ***** **  * *********** *****  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr1_NM_182752      -
GCGGCCGGGGGCGGGGACGCCGCTGCGCCAGACACTCTGGCCTCTCAGCATCCACGACC 
mouse_chr4                
GCCGGCCTGGGGCGGGCACACCGCTGCGCCAGACGTTGTGGCCGCTGAACGTCCACGACC 
                            ***** ******** ** **************  * ***** ** * * 
********* 
 
human_chr1_NM_182752      
CCACGCGCCGCGCCCGCGTCAAGGAGTACTTCGTGTTCCGGGTGAGGCAGGGGCCAGGGC 
mouse_chr4                CTACACGCCGCGCCCGCGTCAAGGAGTACTTCGTGTTCCGG-------------
------ 
                          * ** ************************************                    
 
human_chr1_NM_182752      
CGGGGCGGGGGCCGAGGGCGCGGGGCGGGATGGGGGCGGGTGGGGTCGGAGGCGGGCGCC 
mouse_chr4                ------------------------------------------------------
------ 
                                                                                       
 
human_chr1_NM_182752      
GGGCGGTCCCGCAGGGAGCGAGCTGTGACCTGTGATCTTTGCCCCCGTCCCCCACCCCGC 
mouse_chr4                ------------------------------------------------------
------ 
                                                                                       
 
human_chr1_NM_182752      
AACCCGCCCAGCCCGGCAGCATCGAGCAGGCAGTGGAGGAGATCCGCGTGGTGGTGCGGC 
mouse_chr4                -----------
CCCGGCACCATCGAGCAGGCGGTCGAGGAGATCCGCGCCGTGGTACGGC 
                                     ******* ************ ** *************  
***** **** 
 
human_chr1_NM_182752      CCGTGGAGGACGGCGAGATCCAGGGAGTGTGGCTGCTTACCGAGTAAGCCG---
- 
mouse_chr4                
CCGTGGAGGACGGCGAGATCCAGGGGGTGTGGCTGCTGACCGAGTAAGCCGGCGC 
                          ************************* *********** *************     
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr2_NM_006773      -
GATAATGGGTGGCAGTAACAGATCTGCTGAAGCACAGAAACTTGGTAATGGGATCAACA 
mouse_chr1                
TGATCATGGGCGGCAGCAACAGGTCTGCTGAAGTGCAGAAGCTCCTCAATGGGATCAACA 
                           *** ***** ***** ***** **********  ***** **    
************* 
 
human_chr2_NM_006773      
TCATTGTGGCCACACCAGGCCGTCTGCTGGACCATATGCAGGTAAGAGATGTAGTGCTTG 
mouse_chr1                TCATCGTGGCCACGCCCGGCCGGCTCCTGGACCACATGCAG-------------
------ 
                          **** ******** ** ***** ** ******** ******                    
 
human_chr2_NM_006773      
TCTCATTGTCTTGTATGAAACATAAACTGACAACTAATGGTTGTTCTTTGTCCTTTGTTT 
mouse_chr1                ------------------------------------------------------
------ 
                                                                                       
 
human_chr2_NM_006773      
TGTTAGAATACCCCAGGATTTATGTATAAAAACCTGCAGTGTCTGGTTATTGATGAAGCT 
mouse_chr1                ------
AACACGCCAGGGTTTATGTACAAGAACCTGCAGTGTCTGGTTATTGATGAGGCT 
                                ** ** ***** ******** ** 
************************** *** 
 
human_chr2_NM_006773      GATCGTATCTTGGATGTGGGGTTTGAAGAGGAATTAAAGCAAATTA-- 
mouse_chr1                GACCGTATCTTGGATGTTGGGTTTGAAGAAGAATTAAAGCAAATTATT 
                          ** ************** *********** ****************   
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr2_NM_012290      ----
AATCCTAGGCTTTTGACCTTTATGAACAAAGATATGCTGCTGTGAAGATACATCAG 
mouse_chr2                
CTTGAATTGTAGGCATTCGACTTGTATGAGCAAAGATACGCTGCTGTGAAGATCCACCAG 
                              ***  ***** ** *** * ***** ******** ************** 
** *** 
 
human_chr2_NM_012290      
CTTAATAAAAGCTGGAGAGATGAGAAGAAAGAAAACTACCACAAGTAAATACTAATACTT 
mouse_chr2                CTTAATAAGAGCTGGAGAGACGAGAAGAAAGAAAACTACCACAA----------
------ 
                          ******** *********** ***********************                 
 
human_chr2_NM_012290      
TATGGTTTTTTAAAATTGAATATTTTTTGAATGATCATGGAGAATTAATACACTGTCTTC 
mouse_chr2                ------------------------------------------------------
------ 
                                                                                       
 
human_chr2_NM_012290      
TCATAGACATGCCTGCAGAGAGTATAGAATACACAAAGAACTGGATCACCCCAGAATAGT 
mouse_chr2                ------
ACACGCTTGCCGAGAGTATCGAATACACAAGGAACTGGACCACCCCAGAATAGT 
                                *** ** *** ******** ********** ******** 
************** 
 
human_chr2_NM_012290      TAAACTCTATGATTATTTCTCCTTGGATACAGATACGTAAGTGAAT- 
mouse_chr2                TAAACTCTATGATTACTTCTCCTTGGATACAGATACGTAAGTAAAGA 
                          *************** ************************** **   
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr2_NM_014763      -
GCGGCCTGCATTGCAGCGGGGCACTGGGCTGCAATGGGCCTAGGCCGGAGTTTCCAAGC 
mouse_chr6                
GGCGGCCTCCATGGCAGAAAGTTGTAGGGCGTCCCTGTACCTGGCCCGGAGCGTCCGAAT 
                           ******* *** ****   *     ****  *  **  *** * ******  
*** *   
 
human_chr2_NM_014763      
CGCCAGGACTCTGCTCCCCCCGCCGGCCTCTATCGCCTGCAGTAAGTGGAGCCGGACTTG 
mouse_chr6                GGCCAGGCCACGGCTTGCTGCCTTCGCATCTGATGCCTGCC-------------
------ 
                           ****** * * ***  *  *    ** ***   ******                   
 
human_chr2_NM_014763      
CGAGCTGGGGCGCGTTAGGGGCCCAGGGTCAGGATGGGGGAGGCGAACCTGGAGATCAGA 
mouse_chr6                ------------------------------------------------------
------ 
                                                                                       
 
human_chr2_NM_014763      
GGCAACCCCAGCGTTGGTCCCCCGTGGGACGCCGGGTTGGGGGAGATTGCGGGGCTCTGC 
mouse_chr6                ------------------------------------------------------
------ 
                                                                                       
 
human_chr2_NM_014763      
GGGATCTCAGGGTTGGCACGAGAGTTCTGACCTCCGTCGTCCGCTCCCGCAGGGGTCCAC 
mouse_chr6                ----------------------------------------------------
GTGTCTGC 
                                                                              * 
***  * 
 
human_chr2_NM_014763      
GCGGGGCCTGTCCGGCAGCAGAGCACTGGGCCTTCCGAGCCCGGTGCGTTCCAACCGCCG 
mouse_chr6                
ACGGGCCCAAGCCGATTTCAGAGCACCGGGCCTTCAGAGCCCGGTGGGTTCAAGCCACCG 
                           **** **   ***    ******** ******** ********** **** * 
** *** 
 
human_chr2_NM_014763      CCGAAACCGGTCATCGTGGACAAGCACCGCCC------ 
mouse_chr6                CCGAAACCTGTCATCGTGGACCGGCGCCGAGTCCCGGA 
                          ******** ************  ** ***          
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr2_NM_016252      -
CAGAATATCTTGCTTTGGGTCGGGGAGCTGCCCTCATTTTCTAGCTGCTGCAACTAAAC 
mouse_chr17               
ACAGAATAGCTTGCTTTGGGTCTGGGAGCTGTCCTCAGTTTCTAGCTGCTGCAACCAAAC 
                           ******* ************* ******** ***** 
***************** **** 
 
human_chr2_NM_016252      
GAGGAAAGATCTGCATATGGGATGTTTCCAAACTTATGAAGGTATGTTTGAATTTTGAAG 
mouse_chr17               GTGGGAAGATCTGCATATGGGACGTCTCCAAACTCATGAAG-------------
------ 
                          * ** ***************** ** ******** ******                  
 
human_chr2_NM_016252      
TAACAAATTAGTAATTGAAAAAAGATCAGTTGTAAACTTAGGCTTTTCATTTGTTTAGGT 
mouse_chr17               ------------------------------------------------------
----GT 
                                                                                    
** 
 
human_chr2_NM_016252      
GCACTTAAAGTTTGAAATTAATGCCTATGATCCAGCAATTGTACAACAGCTTATTCTATC 
mouse_chr17               
GCACTTGAAGTTTGAAATTAATGCCTATGACCCAGCAATCGTGCAACAGCTGATCCTATC 
                          ****** *********************** ******** ** ******** ** 
***** 
 
human_chr2_NM_016252      AGGAGACCCAAGCTCAGGAGTTGATTCAAGGAGACCAA-- 
mouse_chr17               AGGAGACCCAAGTTCAGGAGTTGATTCAAGGAGACCCACT 
                          ************ *********************** *   
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr2_NM_145212      -
CGTTGCTTTGTTGTTGTTGTTCACAGGCACATACCCCTCAAGTTCACAAGAATATCCCT 
mouse_chr1                
CTGTGATATTGCTCCTCTTGTTCCTAGGCACACAGCCCTCAAATTCACAAGAACATCCCA 
                            **    *** *  * ******  ******* * ******* ********** 
*****  
 
human_chr2_NM_145212      
TCAGTGAATGCAAAATTGAAAGTAGTTAAGCATTTGATAAGGTTTGTTGTTTCTTCTCAG 
mouse_chr1                TCGGTGAATGCAAAGCTGAAAGTGGTTAAACACTTGATACG-------------
------ 
                          ** ***********  ******* ***** ** ****** *                    
 
human_chr2_NM_145212      
CTCTTTTTAAAATGTATTGCCTAGTGTAATTCTAAATGCATTTTTCTTTTTTCGTTAATG 
mouse_chr1                ------------------------------------------------------
------ 
                                                                                       
 
human_chr2_NM_145212      
TTCTGAAAAAAACTTTTTAAAAAACTAAAATTTTATTTTGTTTTTTTTTAATTGACACAT 
mouse_chr1                ------------------------------------------------------
------ 
                                                                                       
 
human_chr2_NM_145212      
AATAATTGTACATATTTATGGGGTACATAGTGACGTTTCAATATATATAAAGTATAGTGA 
mouse_chr1                ------------------------------------------------------
------ 
                                                                                       
 
human_chr2_NM_145212      
TCCGATCAGGGTAATTGGCATATCCATCATCTCAGACATTTACCATTTCTTCATGTTGGG 
mouse_chr1                ------------------------------------------------------
------ 
                                                                                       
 
human_chr2_NM_145212      
AACATTCAACATCCTCCTCCTAGCTATTTGAAACTATGTGTTATTGTTAACTGTAGTTAT 
mouse_chr1                ------------------------------------------------------
------ 
                                                                                       
 
human_chr2_NM_145212      
CCTGCGGGGATATAGAACGCTAGAACGTATTCCTCCTATCTAAACGCATTTTCTTGTGTC 
mouse_chr1                ------------------------------------------------------
------ 
                                                                                       
 
human_chr2_NM_145212      
ACAGAATCAAGCCCTTGAAGTTGCCACAAGGACTTCCAGCAGAGGAGAACATGTCTAACA 
mouse_chr1                ----
CATCCAGCCTCTGAAGCTGCCACAGGGACTTCCCACAGAAGAGACCATGTCCAGCA 
                               *** ****  ***** ******* ********  **** **** 
****** * ** 
 



human_chr2_NM_145212      CGTGCCTCAAAAGCACTGGGGAGTTAGTAGTGCAGTGGCATCTG----- 
mouse_chr1                CATGCCTCAAGAGCACTGGGGAGTTGGTCGTGCAGTGGCATCTGAAGCC 
                          * ******** ************** ** ***************      
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr5_NM_153188      -
TTCAGTTGCCACAGCACTGCAGTCTGGATTCCTTCCGTACTGTGAACCTGTGTATCAGC 
mouse_chr13               
CGTCTGTTGCCACAGCCTTGCAGTCTGGCTTCCTTCCATATTGTGAACCTGTATATCAGC 
                            ** ***********  ********** ******** ** *********** 
******* 
 
human_chr5_NM_153188      
GTTGTGTAAACCTAGTACAGAAGACTCTTGCACAAGCCATGGTAATTTTTTTAAAATGTC 
mouse_chr13               GTTGCGTAAACCTAGTTCAGAAGACTCTGGCACAAGCCATG-------------
------ 
                          **** *********** *********** ************                    
 
human_chr5_NM_153188      
TTCCTCTTCTTGACATGGTGGACATTTTTCTAAAGATAGGTATAATGTATACAGACTTTT 
mouse_chr13               ------------------------------------------------------
------ 
                                                                                       
 
human_chr5_NM_153188      
TAAGTAGTTAATTAAAACCAAACTTACAAAAAACATTGTGTCTAATTTCAGCTAAACAAT 
mouse_chr13               ---------------------------------------------------
CTAAACAAT 
                                                                             
********* 
 
human_chr5_NM_153188      
GCTCAACCAGATCAATATGAAGCTCCAGATAAAGATTTTATGATAGTGGCTCTTGATTTA 
mouse_chr13               
GCTCAACCAGAACAGTATGAAGCTCCAGATAAAGATTTTATGATTGTGGCTCTTGACTTA 
                          *********** ** ***************************** 
*********** *** 
 
human_chr5_NM_153188      CTGAGTGGCCTGGCTGAAGGACTTGGAGGCA---- 
mouse_chr13               CTCAGCGGCCTGGCTGAGGGCCTGGGAGGCAACAT 
                          ** ** *********** ** ** *******     
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr6_NM_001090      -
TGGAGAAGTTCAGCATCTCCGCTCATGGCAAGGAGCTGTTCGTCAATGCAGACCTGTAC 
mouse_chr17               
TTGGAAAAGTTCAGCATCTCCGCCCACGGCAAGGAGCTATTCGTCAATGCTGACCTGTAC 
                           **** ***************** ** *********** *********** 
********* 
 
human_chr6_NM_001090      
ATTGTAGCCGGCCGCCGCTACGGGCTGGTAGGACCCAATGGGTGAGAAGAGGAGGGAGCT 
mouse_chr17               ATAGTAGCCGGCCGCCGCTATGGGCTGGTGGGACCCAACGG-------------
------ 
                          ** ***************** ******** ******** **                    
 
human_chr6_NM_001090      
GGAGGCAAAAAAGGGCCTGGAGGGAAAAGAAGAGATTTCTCAGTGGTGGCCAGGTCCTAA 
mouse_chr17               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_001090      
TAGCTTTTATTCCCCAGCAAGGGCAAGACCACACTCCTCAAGCACATTGCCAACCGAGCC 
mouse_chr17               -----------------
CAAAGGCAAAACCACGCTTCTGAAGCACATTGCCAACCGTGCC 
                                           *** ***** ***** ** ** 
***************** *** 
 
human_chr6_NM_001090      
CTGAGCATCCCTCCCAACATTGATGTGTTGCTGTGTGAGCAGGGTGAGACCACTGGG--- 
mouse_chr17               
CTGAGCATCCCCCCTAACATTGACGTGCTGCTGTGCGAGCAGGGTGAGGCTGGGGAGTGG 
                          *********** ** ******** *** ******* ************ *    
* *    
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr6_NM_001090      -
GATGTACCAGCAGAAGCAGAAAGAACTGCTGAAACAGTATGAGAAGCAAGAGAAAAAGC 
mouse_chr17               
AGATGTACCAGCAGAAGCAGAAAGAGCTGCTAAAGCAGTACGAGAAGCAGGAGAAGAAAC 
                           ************************ ***** ** ***** ******** 
***** ** * 
 
human_chr6_NM_001090      
TGAAGGAGCTGAAGGCAGGCGGGAAGTCCACCAAGCAGGCGGTGAGCACCTGAGGGACTT 
mouse_chr17               TGAAGGAGCTGAAGGCTGGGGGCAAGTCCACCAAGCAAGCG-------------
------ 
                          **************** ** ** ************** ***                   
 
human_chr6_NM_001090      
CTGGGCTGGGGGCCACTGTTCTCTCCTGGCAGTGGAGGAAGAAGGAGACTCTGGAACGCT 
mouse_chr17               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_001090      
GGCCTACATTTCAAGGACTGCCGCGCAGGGCTCAGGTTTCTCTTTTTTCCTCTTCCTCTC 
mouse_chr17               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_001090      
CAGGAAAAACAAACGAAGGAAGCCCTGACTCGGAAGCAGCAGAAATGCCGACGGAAAAAC 
mouse_chr17               ---
GAAAAGCAAACAAAGGAAGTCCTGACTCGAAAACAGCAGAAGTGCCGACGGAAAAAC 
                             ***** ***** ******* ********* ** ******** 
*************** 
 
human_chr6_NM_001090      CAAGATGAGGAATCCCAGGAGGCCCCTGAGCTCCTGAAGCGCC--- 
mouse_chr17               CAGGATGAAGAGTCTCAGGAGCCCCCTGAGCTCCTGAAGCGTCCCA 
                          ** ***** ** ** ****** ******************* *    
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr6_NM_001634      -
GCCAGATCAAACCTTGGAAATTCTGATGAGTGAGCTTGACCCAGCAGTTATGGACCAGT 
mouse_chr10               
AGCCAGATCAAACACTGGAAATTCTGATGAGTGAGCTTGACCCAGCAGTTATGGACCAGT 
                           ************  
********************************************* 
 
human_chr6_NM_001634      
TCTACATGAAAGATGGTGTTACTGCAAAGGATGTCACTCGTGTAAGCATTTTTAGTAATA 
mouse_chr10               TCTACATGAAAGATGGTGTTACTGCAAAGGATGTCACTCGT-------------
------ 
                          *****************************************                   
 
human_chr6_NM_001634      
ATTGTTGCTGGACTCTTCTGCGTGGGGACTAAATTTTATTTTTCATTCTGTAACTTTTAA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_001634      
GTTCAGGGTAACAAGTGCTAGTTTGTTACATAGGTAAACTTGTGTCATGGGGGTTTGTCG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_001634      
TACACAGTATTTCGTCACCCAGGTGTTAAGCCTAGTACCCATTAGTTATTTTTCCTGGTC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_001634      
CTCTCCCTTCTCCCACCCTGGGACTAAATTTTGGACTCAATTGAAGTTTATTTGTCAAAC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_001634      
CCTTGTTAAACTCGGTCTTTTTCCCCCCCCAGGAGAGTGGAATTCGTGACCTGATACCAG 
mouse_chr10               --------------------------------
GAGAGTGGAATTCGTGACCTGATACCAG 
                                                          
**************************** 
 
human_chr6_NM_001634      
GTTCTGTCATTGATGCCACAATGTTCAATCCTTGTGGGTATTCGATGAATGGAATGAAAT 
mouse_chr10               
GTTCTGTCATTGATGCCACACTGTTCAATCCTTGTGGCTACTCGATGAATGGAATGAAAT 
                          ******************** **************** ** 
******************* 
 
human_chr6_NM_001634      CGGATGTGAGTA----- 
mouse_chr10               CGGATGTGAGTAGCTGT 
                          ************      
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr6_NM_007355      -
GACCTTTTTGAGAACAAGAAGAAAAAGAACAACATCAAACTCTATGTCCGCCGTGTGTT 
mouse_chr17               
CGACCTTTTTGAGAACAAGAAGAAGAAGAACAACATCAAATTGTATGTCCGCCGTGTGTT 
                           *********************** *************** * 
***************** 
 
human_chr6_NM_007355      
CATCATGGACAGCTGTGATGAGTTGATACCAGAGTATCTCAGTGAGTATCTCCTTGGCCT 
mouse_chr17               CATCATGGACAGCTGTGACGAGCTGATACCTGAGTACCTCA-------------
------ 
                          ****************** *** ******* ***** ****                    
 
human_chr6_NM_007355      
AATTTAGTTGGGTGAAGTCTTGGGAGGTTTTAGGCATTCTGCTAGGATATTCTAAGGTAA 
mouse_chr17               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_007355      
CAGTTTTCTGCAATACATAGTAGGTGTAAGGGTTCAGGAGGCTATTAGAGCCTTCTGTTT 
mouse_chr17               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_007355      
GAATCTGGGGACCAGGTCTGGTCTAGCTGTTTTTTACTGAGCTTTCTCACCCTGGTTGAT 
mouse_chr17               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_007355      
GGCAGATTTTATCCGTGGTGTGGTTGACTCTGAGGATCTGCCCCTGAACATCTCCCGAGA 
mouse_chr17               -----
ACTTTATCCGCGGTGTGGTTGACTCCGAGGACCTGCCCCTGAACATCTCCCGGGA 
                               * ******** ************** ***** 
******************** ** 
 
human_chr6_NM_007355      AATGCTCCAGCAGAGCAAAATCTTGAAAGTCATTCGCAAAAACAT---- 
mouse_chr17               GATGCTGCAGCAGAGCAAGATCCTGAAGGTCATCCGCAAGAACATCGTC 
                           ***** *********** *** **** ***** ***** *****     
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr6_NM_020755      ------
CACTCATCCAGCCAGTTGTTCAGAAAACAAGGCGTTCATCAGTGTCAACATGCT 
mouse_chr10               
CTACTACACTCACCCAGCCAGCTGTGCAGAGAACAAGGCGTTCATCAGTGTCAACATGCT 
                                ****** ******** *** **** 
***************************** 
 
human_chr6_NM_020755      
CCTCTGCGTTGGTGCTTCTGTAATGTCTATACTGCCAAAAATCCAAGTATGCCCTTTAAA 
mouse_chr10               CCTCTGCATTGGCGCCTCAGTAATGTCCATTCTGCCCAAGATCCAG--------
------ 
                          ******* **** ** ** ******** ** ***** ** *****                
 
human_chr6_NM_020755      
GCATTAGTTTTTATGAAGCTTATACCTTTTTAAGTTTTCAAAAATCTAGAATGATGTCAG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_020755      
ACTATTTACCTGTGTTGCTATATATATATATATATATTTTTTTTTTTTTTTTTTTGTAGG 
mouse_chr10               ------------------------------------------------------
-----G 
                                                                                     
* 
 
human_chr6_NM_020755      
AATCACAACCAAGATCTGGTTTGTTACAGTCTTCAGTAATTACAGTCTACACAATGTATT 
mouse_chr10               
AATCACAACCAAGGTCTGGCTTGTTACAGTCGTCAGTAATTACAGTCTACACAATGTATT 
                          ************* ***** *********** 
**************************** 
 
human_chr6_NM_020755      TGACATGGTCAGCTATGACCAATGAACCAGGTGTGTTTT- 
mouse_chr10               TGACATGGTCTGCTATGACCAATGAACCAGGTATGTTTTA 
                          ********** ********************* ******  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr6_NM_022551      -
TCACTTCATTCAGGGTGTGGGCCGAAGATATGCTCATGTGGTGTTGAGGAAAGCAGACA 
mouse_chr17               
ACTTTTGACCTCAGGGCGTGGGGCGGAGATATGCTCATGTGGTGTTGAGGAAAGCAGACA 
                               *    ****** ***** ** 
********************************** 
 
human_chr6_NM_022551      
TTGACCTCACCAAGAGGGCGGGAGAACTCACTGAGGATGAGGTGAGGACAAGGAAGGGGG 
mouse_chr17               TCGACCTCACCAAGAGGGCTGGAGAACTCACGGAGGATGAG-------------
------ 
                          * ***************** *********** *********                 
 
human_chr6_NM_022551      
CTGGGGGTGGGGTCAGCCTCAGAAAGGGGTCCATCTAGATCTGACCTTGGTCTGCCTGCC 
mouse_chr17               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_022551      
AGGTGGAACGTGTGATCACCATTATGCAGAATCCACGCCAGTACAAGATCCCAGACTGGT 
mouse_chr17               --
GTGGAGCGAGTGATCACCATCATGCAGAACCCACGACAGTACAAGATCCCAGACTGGT 
                            ***** ** *********** ******** ***** 
********************** 
 
human_chr6_NM_022551      TCTTGAACAGACAGAAGGATGTAAAGGATGGAAAATACAGCC-- 
mouse_chr17               TCCTGAACAGACAGAAGGATGTGAAGGATGGGAAGTACAGCCAG 
                          ** ******************* ******** ** *******   
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr6_NM_138419      ------
ATTATAGTCATCATTCAAAAAGCCAGAGAAATAAAGATATTCCAAACATGTTGG 
mouse_chr10               
AGACCGATGACAGCCATCATTCAAAAAGCCAGAGACTTCGTGATGTCCCAAACATGCTGG 
                                ** * ** *********************  *   *** * 
********* *** 
 
human_chr6_NM_138419      
ACGTTCTAAAGGATATGAATAAGGTTAAGCTTCGTGCAATTGAGCGGTATGTTGTTGTAA 
mouse_chr10               ATGTTCTGAAGGACGTGAACAAGGTCAGACTTCGGCCTGTGGAAAG--------
------ 
                          * ***** *****  **** ***** *  *****  *  * **  *               
 
human_chr6_NM_138419      
TTTGAAAAGTGAACTGAAATTTTGTCAATTTTATGTTTAGAAAAATTATTATGTTTATGA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
AAATTAACATATATGTCTTTTTTCTTATTCTTCTTCACCCCTGAATACCTCTCCTAGAGA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TAATGACATTCAATTATTTTTGACTATTTCTTCTTCTAGTCTCTTATCACCATATTTTTG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
AAACAACATACTTATTTGCTATTTCTTGATATTTTAATTATGTTGACTTCCAATTGTAGG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
ATATTAGGAATATATTTTCTTAGATACTCTACCCAGGACACACACACACATCTTGCCACG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TCTTCCTGAAATAGTTAAACCACAATCTTTAGTTAAATGAGTATTCAGAATTAATATCCT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TATTATAACAGTGAACATCCACAGTAAGCCATTTCTCATATTGTAACCCAGGCTGTAGGG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 



human_chr6_NM_138419      
CAGTGTTGAAATTACAGCTCACTGCAGCCTCGACCTCCTGGGCTCAAGTGATCCTCCCAC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CTCAGCTTCCTTAGTAGCTGGGACTATAGGCATGTGCCACCATGCCTGGCTAATTTTTGT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
ATTTTTTTGTAGAGATGGGGTTTCGCCATGTTGCCCAGGCTGGTCTCTAACTCCTGAGCT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CAAGCGATCTGCCCATGTTGGCCTCCCAAAGCGCTGGGATTACAGGTGTGAGCCACTGTG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CCTGGCCCCATTTCATATATTTTGACTACATTTTATTTGTTGAATAATTTTTTTAGAGTT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
AATAATTGCCTCTCTGAGTTCCATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGTGAAAA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
AACATAATGAGCTCTATTCTGTTAACAAATTTTTATGTGTATAATACAGTATCGTTAAGC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
ACAATGTTGTACAACAGATCTCTAGAGCTTTTTCATCTTGCATAACTGAAATTTTATACT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CACTGAACAGTAATCATTTCCCTCTCCCCTCATCCCCTGGCAACTGCCATTCTTCTTTCT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
ACTTCTATAGTTTGATTACTTTATTTTTTATTTTATCTTATTAAAAAAAATAGAGACAGG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       



 
human_chr6_NM_138419      
ATTTCACTGTGTTGCCCAGGCTGGTCTTGAACTCGGCTCAAGTGATCCTCCTGCCTCGGT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CTCTCAAAGTACTGGGATTACAGGCAAGAGCCACTGTGTCTGGCCCAGTTTGATTACTTT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
AGATGCCTCATATAAGTGAATCATGCAGCATTTATCTTTTTGTGACTGGCTTATTTCACT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TAGCATGCTGTATATTGTATGTATATATCCCATTTCTTAATCCATTCATCTGTTGATAGA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CATTTAGTTTGCTTCCATGTCTTGTCTATTGTAAATAGCACTGCAATGAATGTGGGTGTG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CAGATATCTCTTTGAGATGCTGATTTCACTTCTTTTGGATAAGTACCCAGAAGTGGGATT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GCTGGATCATAGGGTAGTTCTATTTCTAATTTTTGGATGACCCTCCATTTAGTTCTTGGT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GATTCTCCTCAAGGATCCCTCTGTGCCTGAAGGATTTCCTTCGCTTACCTCTTGAGCATT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CTTGCCCCCTTTTTTCTATGCTGCATCACTGATTTCCTAAATGTCATATCTTCCTATAGC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TTCCTGAGAAACATAAAGGGTAGATTAGTTTACTACTTTGCATGTCCAAAAATGTTCTTT 
mouse_chr10               ------------------------------------------------------
------ 



                                                                                       
 
human_chr6_NM_138419      
TATTCTTTTTTTTTTTTAGATGGAGTCTGGCTCTGTCGCCCGGGCTGGAGTGCAGTGGCA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TGATCTTGGCTCACTGCAGCTTCTGCCTCCTGGGTCTTGGTTCAAGCAATTCTTTTGCTG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CAGCCTCCCGAGTAGCTGGGATTACAGGCACGTGCCACCATGCCCAGCTAATTTTTGTAG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TTTTAGTAGAGACAGGGTTTCACCATGTTGGCCAGGCTGGTCATGAACTCCTGACCTTGT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GATCTGCCGGCCTCGGCCTCCCAAAGTGCTGGGATTACAGGTGTGAGCCACCACACCTGG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CCCACATTTTTAATTTTTAAGAGCTGTTTCTTTTTCTTCAAATGCTTCTTGTTAAAATCT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TTTTGGTTTTGTTGGTCTTATCCCACTGACAGTATTAAAAGTGTAGGTTTGTTTTAAGTT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TCCTCTGTTCTTGAATTACTGTATTTTTTGTGAGTTTCTTTTTTCCTTTTAGCTTTGATC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TCTATCTTTAGTTTTGTAGCCTTGGGTAAGCATCTGGTGATTCTTATTTAAAATGAGGCA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
AGGAAAAGCTGATCGCATGTTCTTTGTGTGAGGTGGGCTTATCAACTTGGGAGCTTCACA 



mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GTTTAGTGATTAGGGAGAGGACCATTTTGTTGGCCACACCCCAGAGCTGTATGTCTTTTC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TTTTGGGCTACAGGATTTTCCTTAGAAAGTTCTTCATTCTCCCTTGTGGTCAGGAGGGAT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GGGGATTACACAGCGGGTGCAAGTCAGGTCATTGGAGAGCTGAGTGGGGAAAGAGGAGCA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
AGAGAGAAGTGTCTTATTTAGCACACGCCCTGTGTTCAGCAGGGCGCCCACGCCCCATGC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TCTCACTTTCATCAGCTTTCCAGCTTCCGGCATCTGGTTGCAATTCTTATCTCCTGTCTC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CCCTTCTAATCTCTTTGTCCTTGTGGATATATAGATCTTTTTCATTTCTTTACTGTCATT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TTAGTAGGATTTCACAAGGGATTTGCCATGCTTACTTGGAAATCCCTCAGTGAGGTTTTC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GGTGAGAAAATAGATATATTTTCTGTATGATAGTCCTGGGACAGATAAGTCAGTTCTGTT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TTTAATGAGGTTGTGAGTTTGATCCTTGCAACGATGCAGAAGGGCTCATTTTAAGTGAAA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 



human_chr6_NM_138419      
TCCTTGTGAAGAGGAAAGAGAAGGGAAACCAGTAACCACAGGAAGAGCATGAGGCAGCTT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GTTGAGAAGAATCTCATGGCTGTAGGTGCATGCTTGGTCCCAACTAGATCTTGTACTTGT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GTTGTCGGGCTTAGTATCAAGTGGCAACTCTGTGACTGTTACCATCACTGGAAAAACAAC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TAAAAGGCCAGTAGCCTCTGCCTCCTGTCCCCCTATTCTCTCCTGAGTTGCCTCTACAGC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TAACTTTGTTTTGTACGTTGCTGAGGAATCAGATGAGCTCTCTCACCTCTTTACACCTAC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
AGATTCCCCGTGCAGATTCTCTGCCTTCCATCTTGCTGTTGGGAGCCAAGTGTCATCATT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CATGGCCAGGCTCTTCCTTTGGTTACTGGTTTCCCTTCTCTTTCCTCTTCACAAGGATTT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CACTTAAAATGAGCCCTTCTGCATCACTGAGTCTTCCTTCTATACTTCATCCTTCTCCTC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
ACACCTGAGTACTTCCCACCTTCAAAACACATGTACTCTCAGCCGTTGTTCTGTTGTTCT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GCTCCCCTTTCTGATATGAATTCTTGAAGTCGTCTATAATTTGTTTCTGTCTATCGCTGC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       



 
human_chr6_NM_138419      
TGCCTTCTACCCATGAAAACTCCATTGAAAACTGCTTCACCAGTGACTCCATGTGGCTAA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
ATCCACTGGTCTCTTAGCATTGCTCGTCTTAGTTGACCTCTTGGCAGCATTTGATACAGC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CTATGGTCCCCACCTCCTTGGAGCACTTTCTTTTTTTTTTTGAGACGGAGTCTCGCTCTG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TTGCCAGGCTGGAGTGCAGTGGCGTGATCTCGGCTCACTGCAACCTCTGCCTCCTGGATT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CAAGTGATTCTCCTGCCTCGGCCTCCCGAGTAGCTGGGACTACAGGCATGTGCCACCATG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CTCAGCTAATTTTTGTATTTTTAGTAGAGATAGGGTTTCACCGTATTGGCCAGGATGGTC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TCGATCTCTTGACCGCATGATCCGACCACCTTGGCCTCCCAAAGTGCTGGGATTACAGGC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
ATGAGCCACTGCGCCTAGCCTGGAGCACTTTCTTTACTTGGTTTCTGGGAAAGCATACCC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CCAGGTTTCCTCTGACCTCATCAGCTATTCCTTCTTATTCCTTAAACTCTTCCCCCTGGG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CCTGGTCTTTAAATGTTGAAATACCTGGTTCAGACCTCAGCCCCCTCTCTTCTCTGTCCA 
mouse_chr10               ------------------------------------------------------
------ 



                                                                                       
 
human_chr6_NM_138419      
TGCTGTTTCCTTTGGTGAGCTCACCTAGTCCTATGACTCTAAATACCAGCTGTATGCTTA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TGACTCAAACGTTTATTTTTCTAGCCCTGACCTCTCCTCTTGAGCCCAGATGCACATACT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GAAATGCCTACTTGACATCTTTATTTGCCTGTCTCACAGGTATCTCGTTTCACAGGTCCA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
AAACAGGACTTTTCCTTCCTACCTGTTCTTTTCCGCCACCTTGAAAACCTGTTCTTTCCC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
ACGTCTTTTGCATATTAGCAAATGGCAACACGATCACCCGGTTGCTTAAGATCTAGGAAT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CAGGCCAGGTGCGGTGGCTCACACCAGTAAACACAGCACTTTGAGAGGCTGAGGTGGGCA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GATCACTCGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATGGTGAAACCCAGTCTCTA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CTAAAAATACAAAAATTACCCTGACATGATGGCGCACACCTGTAATCCCAGCTACTAGGA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GGCTGAGGCAGGAGAATTAATTGTTTGAGCCCGGGAGGCGGAGGTTGCAGTGAGCCACTA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TACTCCAGCCTTGGTGACAAAGCGAGACTCCGTCTCAAAAAAACAAAAACAAATATCTAG 



mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GAATCATCCTTCATCTTTATTTTCCATTCTATCTCCCACCGTTCCCATCAGCACATAGCT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CAATTCTGTGGACCTCTTGACCTCCACTGCCAACTCCCCAGGCTAAGCCCATTCTTATCT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
AGCTTAGACTTCCGCAGCAGCCTCCTCAGTGATCTGTTTTCATTCTTGCCTCCTTATTTA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TTCTGCAGATAGTGACCAGAAGTCAGATCAGGCCATTCTCCTGCTTCAGACTCTTCTGTG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GGTTTCCGTTGTGCTTGAATCAGTTCTAGAGCCCTTGCTGTGTCCGTAGGCCCCTCCAGG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
AGCCAGCCCTCACTTCTCTCGCTGAGCTCCTCTCCTATGCCCCATGTTTGCCCACTGCAC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TCCAGCTGCAGTTGCTTTCTTTTTTCCGTTTCTCACACATGCCAAGCTCCTTCCTGATGC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
AGCCCCAGATGTTTACACTAAAACTGACCCCTTGTCATTTTCTTAAAGAGGATGTTGCTT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CCTTAAAGAGGCTTTTTTTCTGATCATATCTAAAGTGCTTCTGTCCCTAATCACTATTAC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 



human_chr6_NM_138419      
ATTTCCCTATTTTTTATTTTTTAATTTAGTTTTTTTTTTTTTTTTTTGAGACAGGGTGTT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GCTCTGTCACCCAGGCTGGAGTGTAGTGGTGCCATGACTTGCTGCAGGCTTGACCTCCTT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
GGCTCAAGTGATCCTCCTGCCTTAACCTCCCAAGTAGTTGCCTGGCTAATTTTTAAATTT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TTTCTAGAGATGGGGTCTCGCTATGTTACCCAAGCTGCTCTCGAACTCCTGGGCTCAGGC 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
AGTCCTCCCACCTTGGCCTCCTAAAGTGCTGGGATTATAGGCATGAGCTACCGTGCCCAG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CCTCTGTTTTGTTTTATTCACAGCTCTTATTACCAGCCAAATGATCTTACTTGTATATTG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
ATGATAATCTTGCTGTAAGAATTGGGAGCAGAATACTCCCAAAGCATAAAATGGAGTCGG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
ATGTGGTAGTGGGCATTCAATGAAGATTAAATGAATGAACAACCAAACAAATGAACAATT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TGCGTAATTTTTTTTTTTTTGGCATGAACTCTCGTCCTTTTAAAAGTTCTTATTTATTTG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
AATTTTCCTACCCATTAGGAAATTAGAAAATTACCATAATAAAGATCTTCAGCATAGTGA 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       



 
human_chr6_NM_138419      
CATCTGACAAATCTCAGGTCATAACAAGGTTATGGCAGAGTCTCAAGTCACATGGGTTCT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TGGTTTTCTGATTCTTCATTCATTGTGCCTTCCTTATTTCATTGCGAAAATTTCTTGAAG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
ATTAGATTATTTTCAATCTCTTGAAGACTAATTAAATTGTAAGATATGCTTGTATTCCTG 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
CCATGTTTGTCAACAAGGAGCTAAAATTACATCCAAGTTTTAATAAATTCAATTTTTTTT 
mouse_chr10               ------------------------------------------------------
------ 
                                                                                       
 
human_chr6_NM_138419      
TTTAAAAAATAGGTCACCTGGCGGTAGACCCATTCATAAGAGGAAAAGACAGAATTCACA 
mouse_chr10               ------------
GTCACCAGGTGGCAGACCCGTTCAGAAGAGGAAGAGACGGAGTTCAGA 
                                      ****** ** ** ****** **** ******** **** ** 
**** * 
 
human_chr6_NM_138419      TTGGGATCCAGTTTCTTTAATATCTCATGCACTTAAACAGAAATTTGCATTT- 
mouse_chr10               ATGGGATCCAGTGTCTTTAATATCTAATGCACTGAAGCAGAAGTTTGCATTTC 
                           *********** ************ ******* ** ***** *********  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr7_NM_007189      ----
ATGCCCCCTAGTGACAAGACACCCTTGCATTGTGTGATGGAAGTCGACACAGAGCG 
mouse_chr5                
TGAGATGCCTCCTAGCGAAAAAACACCCTTGCAGTGTGTGATGGAGGTGGACACAGAGCG 
                              ***** ***** ** ** *********** *********** ** 
*********** 
 
human_chr7_NM_007189      
GGCCATGCTGGAGAAAGAGGCAGAGCGGCTGGCTCATGAGGATGGTAGGGCTCCAGACCT 
mouse_chr5                GGCCATGCTGGAGAGAGAGGCTGAGCGGTTAGCACATGAGGATG----------
------ 
                          ************** ****** ****** * ** **********                 
 
human_chr7_NM_007189      
GGGCATAGGGGTGGGCGTCCTCCCAGAAAGGCCCCCAGGAGCCTCATGGCCATACACTGT 
mouse_chr5                ------------------------------------------------------
------ 
                                                                                       
 
human_chr7_NM_007189      
CCACAGCGGAGTGTGAGAAGCTCATGGAGCTCTACGAGCGCCTGGAGGAGCTGGATGCCG 
mouse_chr5                ------
CGGAGTGTGAAAAGCTCATGGAGCTCTATGAACGGCTGGAAGAGCTGGATGCTG 
                                ********** ***************** ** ** ***** 
*********** * 
 
human_chr7_NM_007189      ACAAGGCAGAGATGAGGGCCTCGCGGATCTTGCATGGACTGGGTTT- 
mouse_chr5                ACAAAGCTGAGATGAGGGCCTCAAGGATCTTACATGGATTGGGCTTC 
                          **** ** **************  ******* ****** **** **  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr8_NM_006421      -------
GTGTTCTTTAAAGAAATTTTCTTATACATTTTGGAAACTTCTACCAGCTCATT 
mouse_chr1                
GTCACAGGTATTCTTTAAAGAAATCTTCCTGTACATTTTGGAAACGTCTACAAGCTCATT 
                                 ** ************** *** * ************** ***** 
******** 
 
human_chr8_NM_006421      
TGATCACAAATGGATGGTTATTCAGACACTGACGAGGATTTGTGCAGGTATTTTAAATTA 
mouse_chr1                TGACCATAAGTGGATGGTTATTCAGACACTGACAAGGATCTGTGCAG-------
------ 
                          *** ** ** *********************** ***** *******              
 
human_chr8_NM_006421      
TCCTTTTTATTATCTCTTTCTTATTATTAGATATTTAAAAGGCCAAATGTACTCATATCC 
mouse_chr1                ------------------------------------------------------
------ 
                                                                                       
 
human_chr8_NM_006421      
TAGATGTACTTTGTTGAAATTAATGTTATATTGTTACAGATGCTCAGAGTGTAGTGGATA 
mouse_chr1                ---------------------------------------
ATGCTCAGAGTGTGGTGGACA 
                                                                 ************* 
***** * 
 
human_chr8_NM_006421      
TTTATGTAAACTATGACTGTGACTTAAATGCAGCCAATATATTTGAAAGACTAGTAAATG 
mouse_chr1                
TTTATGTAAATTATGACTGTGACCTAAATGCAGCAAATATATTTGAAAGACTAGTAAATG 
                          ********** ************ ********** 
************************* 
 
human_chr8_NM_006421      ATCTATCAAAAATTGCTCA- 
mouse_chr1                ACCTGTCGAAAATTGCCCAA 
                          * ** ** ******** **  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr9_NM_001010      ------
GCAGCACAAACGGCGGCGTATTGCTCTGAAGAAGCAGCGTACCAAGAAAAATAA 
mouse_chr4                
TGTCCTGCAACACAAACGCCGACGTATTGCTCTGAAGAAGCAACGCACTAAGAAGAACAA 
                                *** ******** ** ******************** ** ** ***** 
** ** 
 
human_chr9_NM_001010      
AGAAGAGGCTGCAGAATATGCTAAACTTTTGGCCAAGAGAATGAAGGTTAGTCTAAGATG 
mouse_chr4                GGAGGAGGCTGCAGAATACGCTAAACTTTTGGCCAAGAGAATGAAG--------
------ 
                           ** ************** ***************************              
 
human_chr9_NM_001010      
ATTTGAGGGGGTGGGAGGAGTTCGACCTGGCTTTGGATTTGCGTCTTTAACCCAGAAAGG 
mouse_chr4                ------------------------------------------------------
------ 
                                                                                       
 
human_chr9_NM_001010      
CCTTAACTGTTTGCTGTTTTGTTTTGTTTAGGAGGCTAAGGAGAAGCGCCAGGAACAAAT 
mouse_chr4                -------------------------------
GAAGCCAAAGAAAAGCGCCAGGAACAGAT 
                                                         ** ** ** ** 
************** ** 
 
human_chr9_NM_001010      
TGCGAAGAGACGCAGACTTTCCTCTCTGCGAGCTTCTACTTCTAAGTCTGAATCCAGTCA 
mouse_chr4                
TGCCAAGAGACGTAGGCTGTCCTCACTGAGAGCTTCTACTTCTAAGTCTGAGTCCAGTCA 
                          *** ******** ** ** ***** *** ********************** 
******** 
 
human_chr9_NM_001010      GAAATAAGATT- 
mouse_chr4                AAAATGAGTCTT 
                           **** **  *  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr9_NM_003086      
GCAGCTTTCTCATCAGGGTGGGAGGCGTCTGCTGACAGTGCCTGTGGAGACCGTGCTGAG 
mouse_chr2                
TGTACCAGATCCTCTTGATATACAGCCTGTGTTGAAGGTGCCCCTAGAGAAAATGCCGAA 
                              *    ** **  * *     ** * ** ***  *****  * ****   
*** **  
 
human_chr9_NM_003086      
GGTGCTCAGGGCCAACACGGCTGCTCGGAGCTGCACACAGGTGAGGCCTGCTGCAGACAC 
mouse_chr2                GTTAATCAGGACTCGTCCACCCACCCAGAGTCACACACTGATGAAGGAA-----
------ 
                          * *  ***** *     *  *  * * ***   ***** * *** *               
 
human_chr9_NM_003086      
CCACGCGCACGCCACCACGTGCCCCGCCCTGGTCTGAGTGATTCCTCTCCCCGTCGATCA 
mouse_chr2                ------------------------------------------------------
------ 
                                                                                       
 
human_chr9_NM_003086      
TGCCCTGATGGGGGTGGAGGGCAGCACTGGCCACTGGGCAGGGTCCACTCCGGGGGCCGA 
mouse_chr2                ------------------------------------------------------
------ 
                                                                                       
 
human_chr9_NM_003086      
GCCTGGCCATGGGCCCCAGGTGCTGCCTTCTCCTTACAGAAAGAGCAGCTGAGGCAGCCA 
mouse_chr2                ---------------------------------------------
AGACCGAAGCAGCCA 
                                                                          * ** 
******* 
 
human_chr9_NM_003086      
CCCCTGCCCACCTCATCCCCAGGGGTCAGCTCTGGTGACAGCGTGGCCCGATCCCATGTG 
mouse_chr2                
CTCCTCCCTAGTTCACGCTCAGGGTCTGACCCTGGCAACAATACGGCTGGGCCCCATCTG 
                          * *** ** *  ***  * *****     * ****  ***    ***  *  
***** ** 
 
human_chr9_NM_003086      CAGTGGCTACGGCACAGAG----- 
mouse_chr2                CGGCAGCTATGGCATGGAACTTAC 
                          * *  **** ****  **       
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr11_NM_000920      ------TCACTGCTGGCCACTCGTGTGCGCACCCACGATCTCAAAAAGAT 
mouse_chr19                CACCAGTCACTACTGGCCACTAGAGTGCGCACACATGATCTCAAAAAGAT 
                                 ***** ********* * ******** ** ************** 
 
human_chr11_NM_000920      CGCCCCCTATGTTGCCCACAACTTCAGCAAGCTCTTCAGCATGGAGAACT 
mouse_chr19                TGCGCCCTATGTTGCCCACAACTTCAACAAGCTCTTCAGCATGGAGAACT 
                            ** ********************** *********************** 
 
human_chr11_NM_000920      GGGGAGGTAGGCTGGCATGCTGCGCAGCGCCTGGTAGGAATGGGCGCCCG 
mouse_chr19                GGGGAG-------------------------------------------- 
                           ******                                            
 
human_chr11_NM_000920      CTCTGTGGCCAGTCCCACAGGCTTAGGCCACTGGGGACAAGCTAGAGACG 
mouse_chr19                -------------------------------------------------- 
                                                                              
 
human_chr11_NM_000920      CTGACACGAAGAACACCAAAGAGGAAGGACCGAAGAAGGCACAGCGCCCT 
mouse_chr19                -------------------------------------------------- 
                                                                              
 
human_chr11_NM_000920      CTCCGGCCAGGCCTGGTGCCGGCACGAGGTTGCAGAGCTGAGACCAGGTG 
mouse_chr19                -------------------------------------------------- 
                                                                              
 
human_chr11_NM_000920      CATCCTGGGAGGTCCAGGGTCAGGAGGAGACACCTGCCTGTTAATTATAG 
mouse_chr19                -------------------------------------------------- 
                                                                              
 
human_chr11_NM_000920      CACAGAGAGGTAGAGGAGAAGATGGGATTATAAAGGGGGCATAGAAGGGA 
mouse_chr19                -------------------------------------------------- 
                                                                              
 
human_chr11_NM_000920      CACAAATGAGCCTGGTCTCCCCCTTAGAGATCAGACAAGGGAAAAATCTG 
mouse_chr19                -------------------------------------------------- 
                                                                              
 
human_chr11_NM_000920      TGGGGGTTGGAGCAGGGAACACAGGTATGGCGAAGATGAGCAGGACCTGG 
mouse_chr19                -------------------------------------------------- 
                                                                              
 
human_chr11_NM_000920      TATTGGGGCCAGAGGCTTGTGCTGCAGAGCTAGCTCCAAGGCCTGGTGGA 
mouse_chr19                -------------------------------------------------- 
                                                                              
 
human_chr11_NM_000920      GTTCCCCAGGCATGCAGAGCTGATCTGGGCCTCTCGGTTCCTGTGCAGGA 
mouse_chr19                ------------------------------------------------GC 
                                                                           *   
 
human_chr11_NM_000920      GCCACGTTTGACGTCGCCATGCGCTTCCTGTATGAGTGCCCCTGGCGGCG 
mouse_chr19                GCCACGTTCGACGTTGCCATGCGCTTCCTGTACGAGTGCCCCTGGCGGCG 
                           ******** ***** ***************** ***************** 
 
human_chr11_NM_000920      GCTGCAGGAGCTCCGGGAGCTCATCCCCAACATCCCTTTCCAGATGCT- 
mouse_chr19                GCTCCAGGAGCTCCGGGAGCTTATCCCGAACATCCCGTTCCAGATGCTA 
                           *** ***************** ***** ******** ***********  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr11_NM_001166      -ATGCAGACACATGCAGCTCGAATGAGAACATTTATGTACTGGCCATCTA 
mouse_chr9                 TATGCAGACACACTCTGCTCGATTGAGGACATTTCTGTACTGGCCACCTA 
                            ***********  * ****** **** ****** *********** *** 
 
human_chr11_NM_001166      GTGTTCCAGTTCAGCCTGAGCAGCTTGCAAGTGCTGGTTTTTATTATGTG 
mouse_chr9                 GTGTTCCTGTTCAGCCCGAGCAGCTTGCAAGTGCTGGATTCTATTACGTG 
                           ******* ******** ******************** ** ***** *** 
 
human_chr11_NM_001166      GGTAAGAAGCAAATAACTATACATTTTATCATTTTATTTTAATTTACATA 
mouse_chr9                 G------------------------------------------------- 
                           *                                                
 
human_chr11_NM_001166      TTAGAACATACGTGTTTTCAATATTTAGTCTTTTTTTTCCTGAAGGTCGC 
mouse_chr9                 ---------------------------------------------ATCGC 
                                                                         **** 
 
human_chr11_NM_001166      AATGATGATGTCAAATGCTTTTGTTGTGATGGTGGCTTGAGGTGTTGGGA 
mouse_chr9                 AATGATGATGTCAAGTGCTTTTGTTGTGATGGTGGCTTGAGATGTTGGGA 
                           ************** ************************** ******** 
 
human_chr11_NM_001166      ATCTGGAGATGATCCATGGGTAGAACATGCCAAGTGGTTTCCAAG--- 
mouse_chr9                 ACCTGGAGATGACCCCTGGATAGAACACGCCAAATGGTTTCCAAGGTA 
                           * ********** ** *** ******* ***** ***********    
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr11_NM_004357      -CCGCGCCCCGCAGGGCGGCTGCATCACCAAGTTGGAGACCTTCATCCAG 
mouse_chr7                 TTCTCTCCCACTAGGGTGGCTGTATCACTAAGCTGGAGACCTTCATTCAG 
                             * * ***   **** ***** ***** *** ************* *** 
 
human_chr11_NM_004357      GAGCACCTGAGGGTCATTGGGGCTGTGGGGATCGGCATTGCCTGTGTGCA 
mouse_chr7                 GAGCACCTGCGGGTCATTGGGGCGGTGGGCATTGGCATCGCCTGTGTGCA 
                           ********* ************* ***** ** ***** *********** 
 
human_chr11_NM_004357      GGTGAGGGCACATGGGGGTGGCGGTCATCTTGTTGGGGACACGGGGCAGG 
mouse_chr7                 G------------------------------------------------- 
                           *                                                
 
human_chr11_NM_004357      GCGGTGGCTGGTGGCCCCATGACGTCTGCTTACGCCCACCCGGCTCTGCA 
mouse_chr7                 -------------------------------------------------- 
                                                                              
 
human_chr11_NM_004357      CACAGGTCTTTGGCATGATCTTCACGTGCTGCCTGTACAGGAGTCTCAAG 
mouse_chr7                 -----GTCTTCGGCATGATCTTCACCTGCTGCTTGTACCGAAGCCTCAAG 
                                ***** ************** ****** ***** * ** ****** 
 
human_chr11_NM_004357      CTGGAGCACTACTGACCCTGCCTTGGGCCTTGCTGCTGCTGCACCCAACT 
mouse_chr7                 CTGGAACACTACTGACCACGATGATGTCAGGCCGGGCGGCCAGCCTTGCA 
                           ***** ***********  *     * *    * *  *     **   *  
 
human_chr11_NM_004357      ACTGA- 
mouse_chr7                 CTACTG 
                                  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr11_NM_015104      -----------CCAGGCGCCGCCGGTGGACGTGCATCAGCCGCCTGCCTT 
mouse_chr19                CGGGACCCCAGCCAGGCCCCACCTGTGGACGTGCACCAGCCGCCTGCCTT 
                                      ****** ** ** *********** ************** 
 
human_chr11_NM_015104      CCTGCACAAGCTGCTGCAGCTGGCAGGGGTCCGCCTGCACTACGAGGAGC 
mouse_chr19                CCTGCACAAGCTGCTGCAGCTGAGTGGGGTCTGCCTATACTTTGAGGAGC 
                           **********************   ****** ****  ***  ******* 
 
human_chr11_NM_015104      TCCCGGCACAGGTGAGCGGGCTCTGATTCCCACAGCCCCTGTCTCCTCTC 
mouse_chr19                TGCCCTCCCAG--------------------------------------- 
                           * **  * ***                                            
 
human_chr11_NM_015104      CCTTGAGCCCATTGAGCCCCTCCCATCCTTTCTGACCATCTCTGACTCCA 
mouse_chr19                -------------------------------------------------- 
                                                                              
 
human_chr11_NM_015104      TTTTCTCAACCTTTCCCTCTTGTATCCTCCCGTCTCCCAGGAAGAGCCTC 
mouse_chr19                ----------------------------------------GCAGACCCAC 
                                                                   * *** ** * 
 
human_chr11_NM_015104      CAGAGCCCCCCTTGCAGATCGGCAGCTGCTCAGGGTACATGGAGCTGATG 
mouse_chr19                CACAGCCACCTCTGCAAATCGGCAGCTGCACGGGGTACGTGGAGCTCATG 
                           ** **** **  **** ************ * ****** ******* *** 
 
human_chr11_NM_015104      GTGAAGTTGAAGCAAAATGAGGCCTTCCCTGGCCCCAAGG- 
mouse_chr19                GTGAGGCTGAAGCAGAACGAGGCCTTTCCAGGCCCCAAGGT 
                           **** * ******* ** ******** ** **********  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr11_NM_020680      -GACAGAGGCTGTGACCCCGTTGGGAATATACCTCAAGGCGAGAGTGGAG 
mouse_chr19                TGACAGAGGCTGTGACCCCCCTGGGAACATACCTCAAGGCACGAGCAGAA 
                            ******************  ****** ************  ***  **  
 
human_chr11_NM_020680      GCTGGTGGCCTGAAGGAGCTGGAGATCTCCTGGGGGCTACACCAGATCGT 
mouse_chr19                GCAGGTGGCCTGAAGGAGCAGGAGCTGTCATGGGGGTTACACCAGATCGT 
                           ** **************** **** * ** ****** ************* 
 
human_chr11_NM_020680      GGTGAGGTGGGGGGCAGTGGTGATGAGAGCAGGGATGGGGGGTTGCAGGT 
mouse_chr19                G------------------------------------------------- 
                           *                                                  
 
human_chr11_NM_020680      GCTGGGGCGTGATGGCTCCTTTTGCCCCCAGAAAGCCCTCAGCTTCCTGG 
mouse_chr19                -------------------------------AAAGCCCTCAGCTTCCTGG 
                                                          ******************* 
 
human_chr11_NM_020680      TCAACGACTGCAGCCTCATCCACAACAATGTCTGCATGGCCGCCGTGTTC 
mouse_chr19                TCAACGACTGCAACCTCATCCACAATAATGTCTGCATGGCCGCTGTGTTT 
                           ************ ************ ***************** *****  
 
human_chr11_NM_020680      GTGGACCGAGCTGGCGAGTGGAAGCTTGGGG--- 
mouse_chr19                GTGGACAGGGCTGGCGAGTGGAAACTTGGGGGTC 
                           ****** * ************** *******    
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr12_NM_001273      ------CATTGCCCGAATTCCCCCAGTTGCTGTGAGGTTACAGATGTCAG 
mouse_chr6                 AGCCACCATTGCCCGCATCCCCCCAGTCGCTGTGAGGTTACAGATGTCAG 
                                 ********* ** ******** ********************** 
 
human_chr12_NM_001273      AGCGTAACATTCTCAGCCGCCTGGCAAACCGGGCACCCGAACCTACCCCA 
mouse_chr6                 AGCGGAACATTCTCAGCCGCCTGGCAAACAGGGCGCCAGAACCTCCCCCA 
                           **** ************************ **** ** ****** ***** 
 
human_chr12_NM_001273      CAGCAGGTAGGACCATTTTCTTCTTGACACCACCTCTTCCTGCAGAACCA 
mouse_chr6                 CAGCAG-------------------------------------------- 
                           ******                                         
 
human_chr12_NM_001273      TTCTGGAGCTTGTAACTTTGCTGTATGTCCCTAGCTTTACATACTGGGTG 
mouse_chr6                 -------------------------------------------------- 
                                                                              
 
human_chr12_NM_001273      GGTGGCCTATCAGTGAATTCCCTTGAGATTGGGTGGATTCCTATCATCTG 
mouse_chr6                 -------------------------------------------------- 
                                                                              
 
human_chr12_NM_001273      GAATTCTGACTCCTCGGGTCTCCTTCTCTAGGTAGCCCAGCAGCAGTGAA 
mouse_chr6                 -------------------------------GTAGCCCAGCAGCAGTGAA 
                                                          ******************* 
 
human_chr12_NM_001273      GATGC--AGACTGATACCACCTCCACCGCTGAGCAGTGACCTTCCTCACT 
mouse_chr6                 AGACCCAGAGTGATATCCACCTCCACCACTCAGCAGTGACCTTCCTCACT 
                               *           *********** ** ******************* 
 
human_chr12_NM_001273      TTCTCTTGTCCCAGCTTCTCCCCTGGGGGCCTG 
mouse_chr6                 TTCTCTTGTCCCGGCTGCCCCTGGGGGCCAGA- 
                           ************ *** * **   ***       
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr12_NM_002046      -ATTTGGTCGTATTGGGCGCCTGGTCACCAGGGCTGCTTTTAACTCTGGT 
mouse_chr6                 GATTTGGCCGTATTGGGCGCCTGGTCACCAGGGCTGCCATTTGCAGTGGC 
                            ****** *****************************  **  *  ***  
 
human_chr12_NM_002046      AAAGTGGATATTGTTGCCATCAATGACCCCTTCATTGACCTCAACTACAT 
mouse_chr6                 AAAGTGGAGATTGTTGCCATCAACGACCCCTTCATTGACCTCAACTACAT 
                           ******** ************** ************************** 
 
human_chr12_NM_002046      GGTGAGTGCTACATGGTGAGCCCCAAAGCTGGTGTGGGAGGAGCCACCTG 
mouse_chr6                 G------------------------------------------------- 
                           *                                                
 
human_chr12_NM_002046      GCTGATGGGCAGCCCCTTCATACCCTCACGTATTCCCCCAGGTTTACATG- 
mouse_chr6                 -----------------------------------------GTCTACATGG 
                                                                            * 
 
human_chr12_NM_002046      TTCCAATATGATTCCACCCATGGCAAATTCCATGGCACCGTCAAGGCTGA 
mouse_chr6                 TTCCAGTATGACTCCACTCACGGCAAATTCAACGGCACAGTCAAGGCCGA 
                           ***** ***** ***** ** ********* * ***** ******** ** 
 
human_chr12_NM_002046      GAACGGGAAGCTTGTCATCAATGGAAATCCCATCACCATCT-- 
mouse_chr6                 GAATGGGAAGCTTGTCATCAACGGGAAGCCCATCACCATCTTC 
                           *** ***************** ** ** *************   
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr12_NM_002046      -TGTTCCAATATGATTCCACCCATGGCAAATTCCATGGCACCGTCAAGGC 
mouse_chr6                 TGGTTCCAGTATGACTCCACTCACGGCAAATTCAACGGCACAGTCAAGGC 
                             ****** ***** ***** ** ********* * ***** ******** 
 
human_chr12_NM_002046      TGAGAACGGGAAGCTTGTCATCAATGGAAATCCCATCACCATCTTCCAGG 
mouse_chr6                 CGAGAATGGGAAGCTTGTCATCAACGGGAAGCCCATCACCATCTTCCAGG 
                            ***** ***************** ** ** ******************* 
 
human_chr12_NM_002046      AGTGAGTGGAAGACAGAATGGAAGAAATGTGCTTTGGGGAGGCAACTAGG 
mouse_chr6                 A------------------------------------------------- 
                           *                                                 
 
human_chr12_NM_002046      ATGGTGTGGCTCCCTTGGGTATATGGTAACCTTGTGTCCCTCAATATGGT 
mouse_chr6                 -------------------------------------------------- 
                                                                              
 
human_chr12_NM_002046      CCTGTCCCCATCTCCCCCCCACCCCCATAGGCGAGATCCCTCCAAAATCA 
mouse_chr6                 ------------------------------GCGAGACCCCACTAACATCA 
                                                         ****** *** * ** **** 
 
human_chr12_NM_002046      AGTGGGGCGATGCTGGCGCTGAGTACGTCGTGGAGTCCACTGGCGTCTTC 
mouse_chr6                 AATGGGGTGAGGCCGGTGCTGAGTATGTCGTGGAGTCTACTGGTGTCTTC 
                           * ***** ** ** ** ******** *********** ***** ****** 
 
human_chr12_NM_002046      ACCACCATGGAGAAGGCTGGGGTGAGTGCA----- 
mouse_chr6                 ACCACCATGGAGAAGGCCGGGGTAAGTGGCCGGAA 
                           ***************** ***** ****        
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr12_NM_002046      -GAGCCAAAAGGGTCATCATCTCTGCCCCCTCTGCTGATGCCCCCATGTT 
mouse_chr6                 GGAGCCAAAAGGGTCATCATCTCCGCCCCTTCTGCCGATGCCCCCATGTT 
                            ********************** ***** ***** ************** 
 
human_chr12_NM_002046      CGTCATGGGTGTGAACCATGAGAAGTATGACAACAGCCTCAAGATCATCA 
mouse_chr6                 TGTGATGGGTGTGAACCACGAGAAATATGACAACTCACTCAAGATTGTCA 
                            ** ************** ***** *********   ********  *** 
 
human_chr12_NM_002046      GGTGAGGAAGGCAGGGCCCGTGGAGAAGCGGCCAGCCTGGCACCCTATGG 
mouse_chr6                 G------------------------------------------------- 
                           *                                                  
 
human_chr12_NM_002046      ACACGCTCCCCTGACTTGCGCCCCGCTCCCTCTTTCTTTGCAGCAATGCC 
mouse_chr6                 -------------------------------------------CAATGCA 
                                                                      ******  
 
human_chr12_NM_002046      TCCTGCACCACCAACTGCTTAGCACCCCTGGCCAAGGTCATCCATGACAA 
mouse_chr6                 TCCTGCACCACCAACTGCTTAGCCCCCCTGGCCAAGGTCATCCATGACAA 
                           *********************** ************************** 
 
human_chr12_NM_002046      CTTTGGTATCGTGGAAGGACTCATGGTATGAGAGCTGGGGAAT- 
mouse_chr6                 CTTTGGCATTGTGGAAGGGCTCATGGTATGTAGGCAGTGGGGAG 
                           ****** ** ******** ***********   ** * **     
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr12_NM_006191      -CTTTCTCTCTATTCCTTTTAGGAAGGACCATGAAAAAGCTGAATTTGAG 
mouse_chr10                GTTCCTTCTCTGTTCCTTTTAGGAAGGACCATGAAAAGGCAGAATTTGAG 
                             *   ***** ************************* ** ********* 
 
human_chr12_NM_006191      GTACATGAAGTATATGCTGTGGATGTTCTCGTCAGCTCAGGAGAGGGCAA 
mouse_chr10                GTGCATGAGGTTTATGCTGTAGATGTCCTCGTCAGCTCAGGAGAAGGCAA 
                           ** ***** ** ******** ***** ***************** ***** 
 
human_chr12_NM_006191      GGTGAGGAGAGTACCAGAGTTGGCAAAGAGGGGTGACTGAGAGTGTTCAC 
mouse_chr10                G------------------------------------------------- 
                           *                                                 
 
human_chr12_NM_006191      CAGACCAAATGTTACTTAAATTACTCTTTCAGGCCAAGGATGCAGGACAG 
mouse_chr10                --------------------------------GCCAAAGATGCAGGACAG 
                                                           ***** ************ 
 
human_chr12_NM_006191      AGAACCACTATTTACAAACGAGACCCCTCTAAACAGTATGGACTGAAAAT 
mouse_chr10                AGAACCACCATCTACAAGCGAGACCCCTCTAAACAATATGGCCTGAAAAT 
                           ******** ** ***** ***************** ***** ******** 
 
human_chr12_NM_006191      GAAAACTTCACGTGCCTTCTTCAGTGAGGTGG-- 
mouse_chr10                GAAAACTTCACGTGCCTTTTTCAGTGAGGTGGAA 
                           ****************** *************   
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr12_NM_053275      ----GCATGTCCCTTCGCGGGAAGGCTGTGGTGCTGATGGGCAAGAACAC 
mouse_chr5                 ATCCGCATGTCGCTCCGAGGGAAGGCCGTGGTGCTGATGGGCAAGAACAC 
                               ******* ** ** ******** *********************** 
 
human_chr12_NM_053275      CATGATGCGCAAGGCCATCCGAGGGCACCTGGAAAACAACCCAGCTCTGG 
mouse_chr5                 CATGATGCGCAAGGCTATCAGGGGCCACCTGGAGAACAACCCAGCTCTGG 
                           *************** *** * ** ******** **************** 
 
human_chr12_NM_053275      AGAAGTCAGTTCCCCTGGCAGTTTTGTCCTTTCTCCCCAGTGCCCGTCTC 
mouse_chr5                 AGAA---------------------------------------------- 
                           ****                                        
 
human_chr12_NM_053275      CCTCTTCCTGGAGAATGGTGCTGAAAGGTGATTGTCTCCCATAAACTTCT 
mouse_chr5                 -------------------------------------------------- 
                                                                              
 
human_chr12_NM_053275      CTTTGCAGACTGCTGCCTCATATCC-GGGGGAA-TGTGGGCTTTGTGTTCAC 
mouse_chr5                 --------ACTGCTGCCTCACATCCCGGGGGAAACGTGGGCTTCGTGTTCAC 
                                   ************ **** *******  ******** ******** 
 
human_chr12_NM_053275      CAAGGAGGACCTCACTGAGATCAGGGACATGTTGCTGGCCAATAAGGTAA 
mouse_chr5                 CAAGGAGGACCTCACTGAGATTCGGGATATGCTGTTGGCCAATAAGGTAA 
                           *********************  **** *** ** *************** 
 
human_chr12_NM_053275      GGGGACAA 
mouse_chr5                 GGGGCTG- 
                           ****     
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr14_NM_001312      --CTCAGCCGAGAAGGTGAGCTCCCTGGGGAAGGACTGGCACAAGTTCTG 
mouse_chr12                NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCCTGGCACAAGTTCTG 
                                                              *************** 
 
human_chr14_NM_001312      CCTCAAGTGCGAGCGCTGCAGCAAGACGCTGACGCCCGGGGGCCACGCCG 
mouse_chr12                TCTCAT-TGTGAGCGCTGCAACAAGACACTGACCCCCGGCGGCCATGCTG 
                            ****  ** ********** ****** ***** ***** ***** ** * 
 
human_chr14_NM_001312      AGGTGAGCCCCACTGCGCGGCGCGGGCGGGGGCGGGGGTCGCGACTCCCG 
mouse_chr12                AG------------------------------------------------ 
                           **                                                 
 
human_chr14_NM_001312      CCACCCTCAGGCAGGGTCCTGACCCGCGCCCCTCTGCGCAGCATGACGGG 
mouse_chr12                -----------------------------------------CATGATGGG 
                                                                    ***** *** 
 
human_chr14_NM_001312      AAGCCGTTCTGCCACAAGCCGTGCTACGCCACCCTGTTCGGACCCAAAGG 
mouse_chr12                AAGCCCTTCTGCCACAAGCCCTGCTATGCCACGCTGTTTGGACCCAAAGG 
                           ***** ************** ***** ***** ***** *********** 
 
human_chr14_NM_001312      TGAGCTCCGGCTGCCCTCGGCCTGCCCTGGGACCTGCTGGG-- 
mouse_chr12                TAAAGTAAGCAGGGTCCCAGCCAAGCAGTGGTGGAGCACTCCT 
                           * *  *  *   *  * * ***   *   **    **       
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr14_NM_001376      -CGAGGCTGCCGCTGCTAACACTAAGTTTCCCTGCACCAGGCTCTGCAGA 
mouse_chr12                GGCTGCCTGCCGTGGTTCACACTTGTCTTCCTTGTCTCAGGCTCAGCAGA 
                               * ******  * * *****    **** **   ******* ***** 
 
human_chr14_NM_001376      AGGCTTTAACCAAGCAGATAAGGCAATAAACACCGCTGTAAAGTCGGGCA 
mouse_chr12                AGGCTTTAACCAAGCAGATAAGGCCATCAACACCGCCGTGAAGTCAGGCA 
                           ************************ ** ******** ** ***** **** 
 
human_chr14_NM_001376      GGTAGGCCTGTTCTCTTTGGCTGAAGAAAGCCTTAGTCCCCAGGCATTCA 
mouse_chr12                G------------------------------------------------- 
                           *                                                
 
human_chr14_NM_001376      GGCAGGCAGCCTGGCATGCTGTGTGACTCTCACTTTGTGTGTGCAGGTGG 
mouse_chr12                ----------------------------------------------GTGG 
                                                                         **** 
 
human_chr14_NM_001376      GTGATGCTGAAGAATGTGCATCTGGCCCCAGGGTGGCTGATGCAGCTGGA 
mouse_chr12                GTGATGTTGAAGAACGTGCACCTGGCCCCGGGCTGGCTGATGCAGCTGGA 
                           ****** ******* ***** ******** ** ***************** 
 
human_chr14_NM_001376      GAAGAAGTTGCATTCCCTGCAGCCGCATGCCTGCTTCCGACTCTTC- 
mouse_chr12                GAAGAAGCTGCACTCCCTGCAGCCCCACGCCTGCTTCCGACTTTTCC 
                           ******* **** *********** ** ************** ***  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr14_NM_004184      ---TCCTGCCATCCAGGCTGCTCCCTCCTTCAGCAACTCATTCCCACAGA 
mouse_chr12                TTTTCCTGCTGTCCAGGCCGCGCCATCGTTCAGCAACTCTTTCCCGAAGA 
                              ******  ******* ** ** ** *********** *****  *** 
 
human_chr14_NM_004184      TCTTCCGAGACAGGACGGATATCCAGTGCCTTATCCCATGTGCCATTGAC 
mouse_chr12                TCTTCCGAGACAGGACAGATATCCAGTGCCTCATCCCGTGTGCCATTGAC 
                           **************** ************** ***** ************ 
 
human_chr14_NM_004184      CAGGTCAGCAGGCAGAAAAGCAAGGCTCTCTAAGTCTGGGGCATTGACAG 
mouse_chr12                CAG----------------------------------------------- 
                           ***                                               
 
human_chr14_NM_004184      CAGGTTCCTCTTACTCTTCAGCGGGGAGAGGTATTGAAAGATATGATGGG 
mouse_chr12                -------------------------------------------------- 
                                                                              
 
human_chr14_NM_004184      CAGCCAGGCAGGGTGGCTCACGCCTGTAATACCAGCACTCTGGGAGGCCA 
mouse_chr12                -------------------------------------------------- 
                                                                              
 
human_chr14_NM_004184      AGGCAGGCGGATCACTTGAGGCCAGGAGTTCAAGACCAGCCTGGCCAACA 
mouse_chr12                -------------------------------------------------- 
                                                                              
 
human_chr14_NM_004184      TGGCGAAACCCCGTCTCTACTAAAAATACAAAATTTAGCCACATGTGGTG 
mouse_chr12                -------------------------------------------------- 
                                                                              
 
human_chr14_NM_004184      GCAGGCGCCTGTAATCCCAGCTACTCGCCTCGCTTGAACCCCAGAGGCAG 
mouse_chr12                -------------------------------------------------- 
                                                                              
 
human_chr14_NM_004184      AGGTTGCAGCGAGAGCGCATCACTGCACTCTAGCCTGGGCGACAGAGCAA 
mouse_chr12                -------------------------------------------------- 
                                                                              
 
human_chr14_NM_004184      GGCTCTGTCTCAAAAAAAAGGAAAGAAAGTTGGGGAGTGGGGCAAGGGGA 
mouse_chr12                -------------------------------------------------- 
                                                                              
 
human_chr14_NM_004184      GGGAGAGCATTAGGACAAATACCTAATGCATGCGGGGCTTAAAACCTAGA 
mouse_chr12                -------------------------------------------------- 
                                                                              
 
human_chr14_NM_004184      TGACGGGTTGATGGGTGCAGCAAACCACCATGGCACATGTATACCTATGT 
mouse_chr12                -------------------------------------------------- 
                                                                              
 
human_chr14_NM_004184      AACAAACCTGCGTGTTCTGTACATGTATCCCAGAACTGGAAGTAAAATTT 
mouse_chr12                -------------------------------------------------- 
                                                                              
 
human_chr14_NM_004184      AAAAAAAAAAAAGGAAAAGATGAAGGGGAGGAGGGAGTGAATTTCTTTGG 
mouse_chr12                -------------------------------------------------- 
                                                                              
 



human_chr14_NM_004184      TTGGAAGCATGAGAGCCTTCTGGGAAGATGCTCACAGGGACTGCTCATGG 
mouse_chr12                -------------------------------------------------- 
                                                                              
 
human_chr14_NM_004184      CTGAAAGCTGGCATGTTTTCTGGCCGCCCTCATCAGGGTCCTTACTCTCC 
mouse_chr12                -------------------------------------------------- 
                                                                              
 
human_chr14_NM_004184      CCACAGGATCCTTACTTTAGAATGACAAGGGACGTCGCCCCCAGGATCGG 
mouse_chr12                ------GATCCGTACTTCAGAATGACAAGGGACGTGGCCCCCAGGATCGG 
                                 ***** ***** ***************** ************** 
 
human_chr14_NM_004184      CTATCCTAAACCAGCCCTGCTGCACTCCACCTTCTTCCCAGCCCTGCAGG 
mouse_chr12                CCATCCTAAACCTGCCCTGCTGCACTCGACCTTCTTCCCTGCCCTGCAGG 
                           * ********** ************** *********** ********** 
 
human_chr14_NM_004184      GCGCCC- 
mouse_chr12                GCGCTCA 
                           **** *  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr15_NM_001003      -ATTGGGAGCCTCATCTGCAATGTAGGGGCCGGTGGACCTGCTCCAGCAG 
mouse_chr9                 CATTGGGAGCCTCATCTGCAATGTAGGGGCTGGTGGGCCCGCTCCAGCAG 
                            ***************************** ***** ** ********** 
 
human_chr15_NM_001003      CTGGTGCTGCACCAGCAGGAGGTCCTGCCCCCTCCACTGCTGCTGCTCCA 
mouse_chr9                 CTGGAGCTGCGCCTGCTGGTGGTGCTGCTCCATCCACTGCCGCCGCCCCA 
                           **** ***** ** ** ** *** **** ** ******** ** ** *** 
 
human_chr15_NM_001003      GGTAGGAAACATGGAGTTTTTAGTATTGGGAGGAGTGTAGAGATTTTTTA 
mouse_chr9                 G------------------------------------------------- 
                           *                                                  
 
human_chr15_NM_001003      AAAAATAGTATTATAGACAAAATTGCCATTAATTTTTCACAAGTATATGA 
mouse_chr9                 -------------------------------------------------- 
                                                                              
 
human_chr15_NM_001003      AGTATGGAAATCCTAACACCTGATTGACTTTTTTTTTCTAGCTGAGGAGA 
mouse_chr9                 -----------------------------------------CTGAGGAGA 
                                                                    ********* 
 
human_chr15_NM_001003      AGAAAGTGGAAGCAAAGAAAGAAGAATCCGAGGAGTCTGATGATGACATG 
mouse_chr9                 AGAAAGTGGAGGCAAAGAAGGAAGAGTCCGAGGAGTCTGAAGATGACATG 
                           ********** ******** ***** ************** ********* 
 
human_chr15_NM_001003      G-GCTTTGGTCTTTTTGACTAAACCTCTTTTATAACATGTTC- 
mouse_chr9                 GAGCTTCGGTCTTTTTGACTAAACTGCTTTTGTTAAGTTGGCT 
                           * **** *****************  ***** * *  *   *  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr16_NM_002952      --CATCCGTGGGGCCATCATCCTGGCCAAGCTCTCCATCGTCCCCGTGCG 
mouse_chr17                GCCATCCGAGGGGCCATCATCTTGGCCAAGCTTTCCATCGTCCCTGTGCG 
                             ****** ************ ********** *********** ***** 
 
human_chr16_NM_002952      CAGAGGCTACTGGGGGAACAAGATCGGCAAGCCCCACACTGTCCCTTGCA 
mouse_chr17                GAGAGGCTACTGGGGGAACAAGATTGGCAAGCCCCACACTGTTCCATGCA 
                            *********************** ***************** ** **** 
 
human_chr16_NM_002952      AGGTAGGCTGGTGGCAGGTGATGGGCCTGCCGTGGGGCAGGCTCCCTCGG 
mouse_chr17                AG------------------------------------------------ 
                           **                                               
 
human_chr16_NM_002952      GCCCCCGTCTCCTGACTCCTTCCCTCACCAGGTGACAGGCCGCTGCGGCT 
mouse_chr17                -------------------------------GTGACAGGCCGCTGTGGCT 
                                                          ************** **** 
 
human_chr16_NM_002952      CTGTGCTGGTACGCCTCATCCCTGCACCCAGGGGCACTGGCATCGTCTCC 
mouse_chr17                CTGTGCTGGTGCGTCTCATCCCTGCCCCCAGAGGCACTGGCATTGTCTCT 
                           ********** ** *********** ***** *********** *****  
 
human_chr16_NM_002952      GCACCTGTGCCTAAGAAGCTGCTCATGATGG- 
mouse_chr17                GCTCCTGTGCCCAAGAAGCTCCTGATGATGGC 
                           ** ******** ******** ** *******  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr16_NM_024860      -CTTATCTCAGGTGGCGGGGCCCGTGGACGGCGGCGACCTGGATCCTGTG 
mouse_chr8                 TGCCGCTCCCTGCGGGGTCCAGCGGCGGCGAGCCCGAGGGCGACGCGGTG 
                                   *  * ** *     **  * **    ***    **  * *** 
 
human_chr16_NM_024860      GCCTGCTTCCTGAGCTGGTGCCGGCGGGTGGGGCTGGAGCTGAGTCCCAA 
mouse_chr8                 GCCGGCTTCCTGCGCTGGTGCAGGCGAGTGGGGCTGGAGCTGAGTCCTAA 
                           *** ******** ******** **** ******************** ** 
 
human_chr16_NM_024860      GGTGAGCGAGCGAGCCGGCGGGCGGAGGACCCGCGGCGGGGCGCGGGCTG 
mouse_chr8                 G------------------------------------------------- 
                           *                                              
 
human_chr16_NM_024860      CCCTGACCAGCCCTCCTGCTCAGGTGGCGGTCAGCCGGCAGGGCACGGTG 
mouse_chr8                 -----------------------GTGACGGTGAGCCGGCAGGGCACGGTG 
                                                  *** **** ****************** 
 
human_chr16_NM_024860      GCCGGCTACGGCATGGTGGCCCGGGAGAGCGTGCAGGCCGGAGAGCTGTT 
mouse_chr8                 GCCGGCTATGGCATGGTGGCGCGGGAGAGCGTGCGGGCCGGGGAGCTCCT 
                           ******** *********** ************* ****** *****  * 
 
human_chr16_NM_024860      GTTCGTGGTGCCGCGGGCCGCGC-------- 
mouse_chr8                 TTTCGCAGTGCCGCGGTCCGCGCTTCTGTCC 
                            ****  ********* ******         
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr17_NM_002230      -----GCAGGAGGCAGCGGTCATCCCCCGCCTCGTCCAACTGCTGGTGAA 
mouse_chr11                CCTCTGCAGGAGGCCGCGGTCATTCCCCGCCTCGTCCAGCTGTTGGTCAA 
                                ********* ******** ************** *** **** ** 
 
human_chr17_NM_002230      GGCCCACCAGGATGCCCAGCGCCACGTAGCTGCAGGCACACAGCAGCCCT 
mouse_chr11                GGCCCACCAGGACGCCCAGCGCCATGTGGCTGCAGGCACCCAGCAGCCCT 
                           ************ *********** ** *********** ********** 
 
human_chr17_NM_002230      ACACGGTATGTGAGCTGGTGGTGCCTCTGACAGCCTTCCTGGGGGGTCAG 
mouse_chr11                ACACG--------------------------------------------- 
                           *****                                             
 
human_chr17_NM_002230      GGTGTCCTCTGTGGGTGTGTGTGTGAATGGGGAGGTCAGTTGCAACTGAT 
mouse_chr11                -------------------------------------------------- 
                                                                              
 
human_chr17_NM_002230      GCCAATTCCAAGAACCTGTGAAGTTCATTCGGCTGTCATGGGGAGGAGTT 
mouse_chr11                -------------------------------------------------- 
                                                                              
 
human_chr17_NM_002230      GTGGCCATGTCCAAGGCACCTGTCCCATGCCCCCTGCCTCCTCTCACACA 
mouse_chr11                -------------------------------------------------- 
                                                                              
 
human_chr17_NM_002230      GGATGGTGTGAGGATGGAGGAGATTGTGGAGGGCTGCACCGGAGCACTGC 
mouse_chr11                -GATGGTGTGAGGATGGAGGAGATCGTGGAAGGCTGCACCGGAGCCCTGC 
                            *********************** ***** ************** **** 
 
human_chr17_NM_002230      ACATCCTCGCCCGGGACCCCATGAACCGCATGGAGATCTTCCGGCTCAAC 
mouse_chr11                ACATCCTCGCCCGGGATCCCATGAACCGCATGGAGATCTTCCGGCTCAAC 
                           **************** ********************************* 
 
human_chr17_NM_002230      A- 
mouse_chr11                AC 
                           *  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr17_NM_002805      -TTTGGTGGCTGTCAAGGAAGGTCATGAGCCCTTGTTTCTTTAGGTACAT 
mouse_chr11                TGCTGACCACCGAGGGAGATCATAGCCCATTATTATTTTCTCAGGTCCAT 
                              **    * *     **   *         ** ***  * **** *** 
 
human_chr17_NM_002805      CCTGAAGGTAAATTTGTTGTAGACGTGGACAAAAACATTGACATCAATGA 
mouse_chr11                CCTGAGGGCAAATTTGTTGTTGATGTGGACAAGAACATTGATATCAACGA 
                           ***** ** *********** ** ******** ******** ***** ** 
 
human_chr17_NM_002805      TGTGAGTGTAGCAGGTGAGGTGGTGGTGGTGGTGGGGTCAGCTCTTACTG 
mouse_chr11                T------------------------------------------------- 
                           *                                              
 
human_chr17_NM_002805      TACCACTTCTGAAACTCGCCCCCTTCACCCAGGTGACACCCAATTGCCGG 
mouse_chr11                --------------------------------GTGACGCCCAATTGTCGG 
                                                           ***** ******** *** 
 
human_chr17_NM_002805      GTGGCTCTAAGGAATGACAGCTACACTCTGCACAAGATCCTGCCCAACAA 
mouse_chr11                GTCGCTCTAAGAAATGACAGCTACACTCTGCATAAGATCTTACCTAACAA 
                           ** ******** ******************** ****** * ** ***** 
 
human_chr17_NM_002805      GGTAGACCCATTAGTGTCACTGATGATGGTGG---- 
mouse_chr11                GGTGGACCCTTTGGTGTCACTAATGATGGTGGAGAA 
                           *** ***** ** ******** **********     
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr17_NM_014030      ----GGAGCTGAAGAAGGCCCTGGCTACATCGGAGGCAAAGGTGCAGCAG 
mouse_chr11                ACCTGGAGCTGAAGAAGGCTCTGGCTACCTCCGAGGCCAAGGTGCAACAG 
                               *************** ******** ** ***** ******** *** 
 
human_chr17_NM_014030      CTCATGAAGGTCAACAGTAGCCTGAGCGACGAGCTCCGGAGGCTGCAGCG 
mouse_chr11                CTCATGAAGGTCAACAGCAGCCTGAGTGACGAGCTGCGGCGGCTGCAAAG 
                           ***************** ******** ******** *** *******  * 
 
human_chr17_NM_014030      AGAGGTGAGGGTGCAGCCTCGGTGGGAGGGGGAGCCCCAGGACTCCAGGG 
mouse_chr11                GGAG---------------------------------------------- 
                            ***                                               
 
human_chr17_NM_014030      GGTTGACAGCACTTTGCACCCATAGATCCACAAGCTGCAGGCGGAGAACC 
mouse_chr11                -------------------------ATCCACAAATTGCAGGCAGAGAACC 
                                                    ********  ******* ******* 
 
human_chr17_NM_014030      TGCAGCTCCGGCAGCCTCCAGGGCCGGTGCCCACACCTCCACTCCCCAGT 
mouse_chr11                TGCAGCTTCGGCAGCCACCCGGACCAGTGCCTCCACCCTCACTTCCCAGT 
                           ******* ******** ** ** ** *****  ****  **** ****** 
 
human_chr17_NM_014030      GAACGGGCGGAACACACACCCATGG- 
mouse_chr11                GAACGGGCAGAACACACCCTCATGGG 
                           ******** ******** * *****  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr18_NM_024805      -CTTATGTAACTTTTTGACTTTGCCATCACTAACATAATGCTTATTTTCT 
mouse_chr18                CCACTGAGCTACTTCTCCAGCCGCCCCCTCCCAACCCAATCTTGTTTTCT 
                            *          ** *      ***  * *  *    *  *** ****** 
 
human_chr18_NM_024805      CCCCAAAGAAAAAAGGTTTGGTATGAAAGTCCTTCCTTGGGTTCTCACTC 
mouse_chr18                TGATCTAGGAAGAAGTTTTGGTATGAAGGTCCCTCCCTGGGGTCTCACTT 
                                 ** ** *** *********** **** *** **** *******  
 
human_chr18_NM_024805      GGTGAGTATAAGCCATGAGCCACTTTATAATCTTGATGGGAGTGAGGGTT 
mouse_chr18                G------------------------------------------------- 
                           *                                                  
 
human_chr18_NM_024805      TAAAAGTTGGCAAAACTCTTACCTGGAGGTCTTTCCATTTCTGTATTGGA 
mouse_chr18                -------------------------------------------------- 
                                                                              
 
human_chr18_NM_024805      GGGGATAGTGTCTATGTGGATGCGACTGGATGCCATTGGCAACATGGAGT 
mouse_chr18                -------------------------------------------------- 
                                                                              
 
human_chr18_NM_024805      TTTGATCTTTTCAAAAAAAAATGTACTGACATTAATGTTTTCTGGAAAGT 
mouse_chr18                -------------------------------------------------- 
                                                                              
 
human_chr18_NM_024805      CATATCTTTTATCAAATTATAATATGGTAATATCCATTCAGTTTTTAGTG 
mouse_chr18                -------------------------------------------------- 
                                                                              
 
human_chr18_NM_024805      TGTGTGTACTGTAAAAGTTTATACAATATATGGCTCCCATTCTGAAAAAT 
mouse_chr18                -------------------------------------------------- 
                                                                              
 
human_chr18_NM_024805      AAATACATCACGTTTCCAAAAAATTACTGAATTATTCCCTTTAGCACGGT 
mouse_chr18                -------------------------------------------------- 
                                                                              
 
human_chr18_NM_024805      GAACTTTATGGTATGTGAATTATATCTCAACAAAAACTTTTTTTGAGAAA 
mouse_chr18                -------------------------------------------------- 
                                                                              
 
human_chr18_NM_024805      ATATTTACTGGCAGTACTTTTAATCTTGGAGGGTTACCAGGTAAAATTTA 
mouse_chr18                -------------------------------------------------- 
                                                                              
 
human_chr18_NM_024805      AAAGGATCCCGGTTTATAAAACTTTATCTTAATGAAAGCTGAGGCAGCTG 
mouse_chr18                -------------------------------------------------- 
                                                                              
 
human_chr18_NM_024805      AGAGTGATAGCTGCTGTTGATCTGGTTGCCCATCCAGCCCTCCCCCAGCC 
mouse_chr18                -------------------------------------------------- 
                                                                              
 
human_chr18_NM_024805      CCTGCTGTGTGACTTGGTGAGTTTGGAGTTGTAACGCTGCCCTTGGGGTG 
mouse_chr18                -------------------------------------------------- 
                                                                              
 



human_chr18_NM_024805      TGCTCTTCTTCCTGATGGAGACTTACAAACCATCCAAGTTGGAATTCCTC 
mouse_chr18                --------------------ACCCCCAGGCCATCCAAGCATGAGTTCCTC 
                                               **   **  *********   ** ****** 
 
human_chr18_NM_024805      ATGAGGAGCACCTCAAAGAAAACCAGGAAGGAAGACCATGCGCGCCTGAG 
mouse_chr18                ACGAAGACCACCTCAAAGAAGACTAGGAAGGAAGACAGCATCCGCCTGAG 
                           * ** ** ************ ** ************      ******** 
 
human_chr18_NM_024805      GGCCCTGAACGGCCTCCTCT---- 
mouse_chr18                GGTCCTGAACGGCCTTCTCTACAA 
                           ** ************ ****     
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr19_NM_000979      ------------CGGGCCCGCAGCCGCATCCTCAGGGCAGGGGGCAAGAT 
mouse_chr7                 CGGGTGAGCAGCCGGGCCCGGAGTCGCATCCTCAAGGCTGGGGGTAAGAT 
                                       ******** ** ********** *** ***** ***** 
 
human_chr19_NM_000979      CCTCACTTTCGACCAGCTGGCCCTGGACTCCCCTAAGGGCTGTGGCACTG 
mouse_chr7                 CCTCACCTTTGACCAGCTGGCCCTGGAGTCTCCCAAGGGCCGGGGCACTG 
                           ****** ** ***************** ** ** ****** * ******* 
 
human_chr19_NM_000979      TCCTGCTCTCCGGTGAGTGATACGTGGTCGACGGGTTTGGACTGAGCTGT 
mouse_chr7                 TGCTCCTGTCTG-------------------------------------- 
                           * ** ** ** *                                     
 
human_chr19_NM_000979      GTGGCTACTGGCAGCCTTCACCCTCCTGGATCTGGGAGGCCAGAAGCTGG 
mouse_chr7                 -------------------------------------------------- 
                                                                              
 
human_chr19_NM_000979      GCGCCAGATCCCTGTCTCACCCGGTTCTCCTTCCCCTTCCCTAGGTCCTC 
mouse_chr7                 --------------------------------------------GTCCTC 
                                                                       ****** 
 
human_chr19_NM_000979      GCAAGGGCCGAGAGGTGTACCGGCATTTCGGCAAGGCCCCAGGAACCCCG 
mouse_chr7                 GGAAGGGCCGAGAGGTGTACCGACATTTTGGCAAGGCCCCAGGAACCCCA 
                           * ******************** ***** ********************  
 
human_chr19_NM_000979      CACAGCCACACCAAGTGAGTATCAGGCCCCCAGCCCTGCCCTCT- 
mouse_chr7                 CACAGCCATACCAAGTGAGTATCAGAGCTTTGGCTTCAGGTAGTT 
                           ******** ****************  *    **         *  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr19_NM_001379      -------CGGGAACCGGCACAACCACTGGGCTGGCCTCTATGGAAGGCTC 
mouse_chr9                 CGCACACTGGGAACCGGCACAACCACTGGGCTGGCCTCTACGGGCGTCTG 
                                   ******************************** **  * **  
 
human_chr19_NM_001379      GAGTGGGACGGCTTCTTCAGCACAACCGTCACCAACCCCGAGCCCATGGG 
mouse_chr9                 GAGTGGGATGGCTTCTTCAGCACCACTGTCACCAACCCTGAGCCCATGGG 
                           ******** ************** ** *********** *********** 
 
human_chr19_NM_001379      CAAGCAGGTAGGTGGGGAGGGGGCATCCGAGGGCCTGGGTCAGGCCCTGT 
mouse_chr9                 CAAGCAG------------------------------------------- 
                           *******                                           
 
human_chr19_NM_001379      ACTTGGCGGCCTAACTAGGTGGAAGTGTGGGTTTAGCCAAGTGGGGGACA 
mouse_chr9                 -------------------------------------------------- 
                                                                              
 
human_chr19_NM_001379      GCACCCCAGGACCCCAGGCACCTGGCCTCTGCCTCCTGCCCCTCCACGTC 
mouse_chr9                 -------------------------------------------------- 
                                                                              
 
human_chr19_NM_001379      CACGGGACAAGCTCATAGGCCAAGGCCATGGCCGTATGCTGTCACAGTGC 
mouse_chr9                 -------------------------------------------------- 
                                                                              
 
human_chr19_NM_001379      CATTTCCCTCCCTGTCCCCGACGGTGACCCGGCCTGGGTGCTACTGCCCT 
mouse_chr9                 -------------------------------------------------- 
                                                                              
 
human_chr19_NM_001379      CGCCCACCGCGCCTCTTTCCCCCAGGGCCGCGTGCTCCACCCAGAGCAGC 
mouse_chr9                 -------------------------GGTCGGGTGCTCCACCCGGAGCAGC 
                                                    ** ** *********** ******* 
 
human_chr19_NM_001379      ACCGTGTGGTGAGCGTGCGGGAGTGTGCCCGCTCCCAGGGCTTCCCTGAC 
mouse_chr9                 ACCGGGTCGTGAGTGTTCGGGAATGTGCCCGCTCCCAGGGCTTTCCAGAT 
                           **** ** ***** ** ***** ******************** ** **  
 
human_chr19_NM_001379      ACCTACCGGCTCTTCGGCAACATCC- 
mouse_chr9                 AGCTACCGGTTCTTCGGCAACATCCT 
                           * ******* ***************  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr19_NM_001961      ------CATGAATTTCAAGAAAGAGGAGACAGCAAAACTGATAGAGAAAC 
mouse_chr10                CGCCATCATGAACTTCAGGAAGGAGGAGACAGCCAAGCTGATCGAGAAGC 
                                 ****** **** *** *********** ** ***** ***** * 
 
human_chr19_NM_001961      TGGACATCAAACTGGACAGCGAGGACAAGGACAAAGAAGGCAAACCCCTG 
mouse_chr10                TGGACATCAAGCTGGACAGCGAGGACAAAGACAAGGAGGGCAAGCCATTG 
                           ********** ***************** ***** ** ***** **  ** 
 
human_chr19_NM_001961      CTGAAGGTGCGGCCTGGGCCCAGCCCTCGGGGTGGAGGGAACACAGGCTG 
mouse_chr10                CTCAAG-------------------------------------------- 
                           ** ***                                            
 
human_chr19_NM_001961      CTGTTTCCGGATGCTCTGACAGCCCAGGCCTGGGGGCTGAAGTCCTCAGC 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_001961      TGGGCAGGGACAGCTGCTGCCCCTTTCGCTTTAGACTCTGGGTGCTGCTG 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_001961      GAGACACATCCCAGCAGCCAGCCCCATCCGGGACAGGTGTGGGTGAGGGC 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_001961      CTTGGCAGGAGTGTGCATGGCCTTTGCCGCCTTCCAGAAGGGACTGTGCT 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_001961      TTGGAGAACGTTAGTCCTGACTTTGGCTTCCTTGGCTTCAAGAGAGGAAG 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_001961      CGTGTACGGGGTGGGGCCATCCTGGGCTCCCCAGGTGTCTCATGCACCGC 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_001961      TCTCTGCCCCCGCAGGCTGTGATGCGCCGCTGGCTGCCTGCCGGAGACGC 
mouse_chr10                ---------------GCTGTGATGCGCCGCTGGCTGCCTGCAGGGGACGC 
                                          ************************** ** ***** 
 
human_chr19_NM_001961      CTTGTTGCAGATGATCACCATCCACCTGCCCTCCCCTGTGACGGCCCAGA 
mouse_chr10                CCTCCTGCAGATGATCACCATCCACTTACCATCCCCCGTCACTGCACAGA 
                           * *  ******************** * ** ***** ** ** ** **** 
 
human_chr19_NM_001961      AGTACCGCTGCGAGC- 
mouse_chr10                AGTACCGTTGTGAGCT 
                           ******* ** ****  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr19_NM_002695      ----CATCAAGACCATCAAGGTGTACTGCCAGCGCATGCAGGAGGAGAAC 
mouse_chr10                TGGGCATCAAGACCATCAAGGTATACTGCCAGCGCATGCAGGAGGAAAAC 
                               ****************** *********************** *** 
 
human_chr19_NM_002695      ATCACACGGGCTCTCATCGTGGTGCAGCAGGGCATGACACCCTCCGCCAA 
mouse_chr10                ATCACACGGGCGCTGATTGTGGTGCAGCAGGGCATGACGCCCTCCGCCAA 
                           *********** ** ** ******************** *********** 
 
human_chr19_NM_002695      GCAGGTGGGCACCCCTGCCCCACCCCGCCAGCCTCTCCCCCTCCCCAGCC 
mouse_chr10                GCAG---------------------------------------------- 
                           ****                                               
 
human_chr19_NM_002695      TCCTCCCGCAAGCAGTACCCACAGGCGGCCCACGTGCCTTGGGCTTTGGG 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_002695      CCAGGCCAGCCAGGGTGCCCTGGAGGATGTGGCCGGGATGTCCGGCAAGC 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_002695      CCCGACCGCCTCCCTCCCACCGCGTCCATGGGCCCCACCCCAGGCAGCCG 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_002695      CCGTCCTCCCCCAGCTCTCAGGAGGGGCGTCAGGGCGGAGGGCACTGTGC 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_002695      CTCTCGCCAGCTCCTGTGGGCTCCAGCCCTCGGCCTGGTGCAGATTCCAG 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_002695      GAGCCGGAGGTTCTTTATCCTGAGCTGATGTCCAGGGGGACTTGCAGAGG 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_002695      AGGCCCGGCACGGGGTCCTCCAGGGGCCTATCCGTGTTCCCCGTCTGTCT 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_002695      GTCGGACACTCTGGAGCCAGGCTGCTGTGCTGTGACGGGCAGTCAGCAGA 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_002695      GCAGTTTAGTCCCTGGCCCACCAGCTGTGGGGTTCACGCAGCCACACAGA 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_002695      GCAGCACCCCTGTATGGGGAAGAGGTCGCCCTGCCAGCTCTGAGGGCCGC 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_002695      CCCTGGAAGCGTGTGATGGATGGAAACACATCCGAGTTTCCACGGCCACT 
mouse_chr10                -------------------------------------------------- 
                                                                              
 



human_chr19_NM_002695      TCACTGCTGGATGAGGCTCTCGATGAGCAGAGAGGCTGGGGAGGGGCGGG 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_002695      CTGTTGAAGGCTCCTGGGCTGGCGGTGGGGTTTTCTGATTCACGACGTGG 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_002695      GTGTGTTGTTGGGGCACACGAGTAAGCCCCAGGTAGCTTGAGGCAGGAAA 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_002695      TGGGGTTGGGGTTGTCTGGGCCCCTCCGGGCCGTGCCTTAGAGCCGCTCT 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_002695      CTTCCAGTCCCTGGTCGACATGGCCCCCAAGTACATCCTGGAGCAGTTTC 
mouse_chr10                -------TCCCTGGTGGACATGGCCCCGAAGTATGTGCTGGAACAGTTTC 
                                  ******** *********** *****  * ***** ******* 
 
human_chr19_NM_002695      TGCAGCAGGAGCTGCTCATCAACATCACGGAGCACGAGGTGGGCGCGCGC 
mouse_chr10                TACAGCAGGAGCTGCTCATCAATATCACAGAGCACGAGGTGTGTGTGGTG 
                           * ******************** ***** ************ * * *    
 
human_chr19_NM_002695      CGCGGAA- 
mouse_chr10                GGGTGGGG 
                            *  *    
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr19_NM_002819      -CCGGAAGCTCCCCATCGACGTCACGGAGGGGGAAGTCATCTCCCTGGGG 
mouse_chr10                TCAGAAAGCTGCCCAGCGATGTCACTGAGGGCGAGGTCATCTCCCTAGGG 
                            * * ***** **** *** ***** ***** ** *********** *** 
 
human_chr19_NM_002819      CTGCCCTTTGGGAAGGTCACCAACCTCCTGATGCTGAAGGGGAAAAACCA 
mouse_chr10                CTGCCCTTTGGAAAGGTTACCAACCTTCTCATGCTGAAGGGGAAGAACCA 
                           *********** ***** ******** ** ************** ***** 
 
human_chr19_NM_002819      GGTACCTGAGCCGCGTTTCTCCGGGGTGCTCACACCGTGCAGGCGGGGAC 
mouse_chr10                G------------------------------------------------- 
                           *                                                 
 
human_chr19_NM_002819      GAGGAGGGCCCAGCGCTCACTGCCTCCCCAACAGGCCTTCATCGAGATGA 
mouse_chr10                ----------------------------------GCCTTCATTGAGATGA 
                                                             ******** ******* 
 
human_chr19_NM_002819      ACACGGAGGAGGCTGCCAACACCATGGTGAACTACTACACCTCGGTGACC 
mouse_chr10                ACACAGAGGAGGCTGCCAACACTATGGTTAACTACTATACATCGGTGGCG 
                           **** ***************** ***** ******** ** ****** *  
 
human_chr19_NM_002819      CCTGTGCTGCGCGGCCAGCCCATCTACATCCAGT- 
mouse_chr10                CCAGTGCTTCGTGGACAGCCCATCTACATCCAGTT 
                           ** ***** ** ** *******************  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr19_NM_003333      -CCACCCTGCACCTGGTGTTGCGCCTGCGAGGTGGCATTATTGAGCCTTC 
mouse_chr8                 TCCACCTTGCACCTGGTGCTGCGTCTGCGCGGTGGCATCATTGAGCCATC 
                            ***** *********** **** ***** ******** ******** ** 
 
human_chr19_NM_003333      TCTCCGCCAGCTTGCCCAGAAATACAACTGCGACAAGATGATCTGCCGCA 
mouse_chr8                 CCTTCGTCAGCTTGCCCAGAAGTACAACTGTGACAAGATGATCTGCCGCA 
                            ** ** ************** ******** ******************* 
 
human_chr19_NM_003333      AGTATGTGTGCTCCGATGCTTGGGGGGCTGTGGGGGCTGCCGGAGTCGGG 
mouse_chr8                 A------------------------------------------------- 
                           *                                                
 
human_chr19_NM_003333      GTATGCCCTCACCCACCCCTCCTGTCTCTGTGCAGGTGCTATGCTCGCCT 
mouse_chr8                 -----------------------------------GTGCTACGCACGCCT 
                                                              ****** ** ***** 
 
human_chr19_NM_003333      TCACCCTCGTGCTGTCAACTGCCGCAAGAAGAAGTGTGGTCACACCAACA 
mouse_chr8                 GCACCCTCGTGCAGTCAACTGCCGCAAGAAGAAGTGCGGCCATACCAACA 
                            *********** *********************** ** ** ******* 
 
human_chr19_NM_003333      ACCTGCGTCCCAAGAAGAAGGTCAAATAAGGTGGT---- 
mouse_chr8                 ACCTGCGCCCCAAGAAGAAGGTCAAATAAAGCTGTGGTC 
                           ******* ********************* *  **     
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr19_NM_003685      -------TGACGGGACAGGGCCCGAGAAGATTGCTCATATAATGGGGCCC 
mouse_chr17                ATTCAGATGATGGGACCGGCCCTGAGAAGATTGCTCACATCATGGGGCCT 
                                  *** ***** ** ** ************** ** ********  
 
human_chr19_NM_003685      CCAGACAGGTGCGAGCACGCAGCCCGGATCATCAACGACCTCCTCCAGAG 
mouse_chr17                CCAGATCGGTGTGAACACGCAGCCCGGATCATCAATGACCTCCTCCAGAG 
                           *****  **** ** ******************** ************** 
 
human_chr19_NM_003685      CCTCAGGGTAGGTGGCCCCGGGTGCTGAAGGGGCTGGCAGGGCCTCCAGG 
mouse_chr17                TCTTCGG------------------------------------------- 
                            **  **                                              
 
human_chr19_NM_003685      GGAGTGCAAGACCAGACCGGCTTCCAGGGTTCATCATCCTCCTCCTCCTC 
mouse_chr17                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_003685      TTGTCTTGCAGAGTGGTCCCCCAGGTCCTCCAGGGGGTCCAGGCATGCCC 
mouse_chr17                -----------AGTGGGCCCCCGGGTCCTCCAGGGGCCCCTGGCATGCCC 
                                      ***** ***** *************  ** ********* 
 
human_chr19_NM_003685      CCGGGGGGCCGAGGCCGAGGAAGAGGCCAAGGCAATTGGGGTCCCCCTGG 
mouse_chr17                CCTGGGGGCAGGGGCCGGGGCCGAGGCCAAGGCAACTGGGGCCCTCCTGG 
                           ** ****** * ***** **  ************* ***** ** ***** 
 
human_chr19_NM_003685      CGGGGAGATGA- 
mouse_chr17                AGGGGAGATGAC 
                            **********  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr19_NM_003938      --TAGACAAGGCAGAGGGTACCACCTACCGTGACGAGCTGCTCACCAAGA 
mouse_chr10                CGTGGACAAGGCTGAGGGCACCACCTATCGCGATGAACTGCTCACCAAGA 
                             * ******** ***** ******** ** ** ** ************* 
 
human_chr19_NM_003938      TCATTGACATCTGCAGCCAGTCCAACTACCAGTACATCACCAACTTCGAG 
mouse_chr10                TCATTGACATCTGTAGCCAGTCCAACTACCAGCACATCACCAACTTCGAG 
                           ************* ****************** ***************** 
 
human_chr19_NM_003938      TGGTGCGTCCCGCTCCCAGGGGTGTGGCCGGGGGTTCCGTGGCGCCGCTC 
mouse_chr10                TG------------------------------------------------ 
                           **                                               
 
human_chr19_NM_003938      ACTCACCGCCTCTGCCCCACAGGTACATCAGCATCCTGGTGGAGCTGACC 
mouse_chr10                ----------------------GTACATCAGCATCCTTGTGGAGCTGACA 
                                                 *************** ***********  
 
human_chr19_NM_003938      CGGCTGGAGGGCACACGGCACGGCCACCTCATCGCCGCCCAAATGCTGGA 
mouse_chr10                AGGCTGGAGGGCACCCGCCATGGCCACCTCATTGCTGCACAGATGCTGGA 
                            ************* ** ** *********** ** ** ** ******** 
 
human_chr19_NM_003938      CGTGGCCATCCGCGTGAAGGCC- 
mouse_chr10                CGTGGCTATCCGGGTCAAGGCCA 
                           ****** ***** ** ******  
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr19_NM_005498      ----AGGAGAGCATCCGGGACAACTTTGTCATCGTCTACGAGTTGCTGGA 
mouse_chr9                 GAGGAGGAGAGCATCCGGGACAACTTCGTCATCGTGTACGAGCTGCTGGA 
                               ********************** ******** ****** ******* 
 
human_chr19_NM_005498      CGAGCTCATGGACTTTGGCTTCCCGCAGACCACCGACAGCAAGATCCTGC 
mouse_chr9                 TGAGCTCATGGACTTCGGCTTTCCGCAGACCACAGACAGCAAGATCCTGC 
                            ************** ***** *********** **************** 
 
human_chr19_NM_005498      AGGAGTGAGTGGACCCCTGGAGGCAGCCATGGGCTGGACTGTGGGTGTAA 
mouse_chr9                 AGGA---------------------------------------------- 
                           ****                                             
 
human_chr19_NM_005498      GGAACTGGAGGAGGTCCACGGAGGTGTCCCTGGGTCCAGCTGCTTGTCCC 
mouse_chr9                 -------------------------------------------------- 
                                                                              
 
human_chr19_NM_005498      TGCCGCCCTCCCTCCAGGTACATCACTCAGCAGAGCAACAAGCTGGAGAC 
mouse_chr9                 -----------------GTACATCACACAACAGGGCAACAAGCTGGAGAC 
                                            ********* ** *** **************** 
 
human_chr19_NM_005498      GGGCAAGTCACGGGTGCCACCCACTGTCACCAACGCTGTGTCCTGGCGCT 
mouse_chr9                 TGGCAAATCTCGTGTACCACCTACAGTCACCAATGCGGTGTCGTGGCGCT 
                            ***** ** ** ** ***** ** ******** ** ***** ******* 
 
human_chr19_NM_005498      CCGAGGGTATCAAGTAT- 
mouse_chr9                 CTGAGGGCATTAAGTACA 
                           * ***** ** *****   
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr19_NM_015965      -CCACCCCCACCATCGGCCCCATCCCCACAGGACCTTGCAGATGCTTCGG 
mouse_chr8                 CCTTGAGCTTAGCCATGCCTCGTGGCCACAGGACCCTGCAGATTCTCCGG 
                            *     *        *** * *  ********** ******* ** *** 
 
human_chr19_NM_015965      GAGAACCTGGAGGAGGAGGCCATCATCATGAAGGACGTGCCCGACTGGAA 
mouse_chr8                 GAAAACCTGGAGGAGGAAGCCATCATCATGAAGGATGTGCCCAACTGGAA 
                           ** ************** ***************** ****** ******* 
 
human_chr19_NM_015965      GGTGGGTCCCGGCTGGGAGGGCAGAGGTGCCAGCCACGGCAGAGACAGGG 
mouse_chr8                 G------------------------------------------------- 
                           *                                            
 
human_chr19_NM_015965      CCTGGGGTTGGGGAGCTCCCACAGCTTTCTATAGAAACCCCAGGACCAAG 
mouse_chr8                 -------------------------------------------------- 
                                                                              
 
human_chr19_NM_015965      GGGGTGGTGGGTGCCAGGTCCCACAAGGGAAGGCTGTAGCGCCTGCCACG 
mouse_chr8                 -------------------------------------------------- 
                                                                              
 
human_chr19_NM_015965      CACAGGGGCCACTGATCCTGGGGGATGGGTCCTAGCAGGCTGTATATGGG 
mouse_chr8                 -------------------------------------------------- 
                                                                              
 
human_chr19_NM_015965      TGGCTGTGCCTCTACCCATACCCCACTGTCCCCACAGGTGGGGGAGTCTG 
mouse_chr8                 -------------------------------------GTGGGCGAGTCTG 
                                                                ***** ******* 
 
human_chr19_NM_015965      TGTTCCACACAACCCGCTGGGTGCCCCCCTTGATCGGGGAGCTGTACGGG 
mouse_chr8                 TGTTCCATACCACACGATGGGTGCCACCCCTCATTGGCGAGATGTATGGG 
                           ******* ** ** ** ******** *** * ** ** *** **** *** 
 
human_chr19_NM_015965      CTGCGCACCACAGAGGAGGCTCTCCATGCCAGCCACG---------- 
mouse_chr8                 TTGCGCACCAAGGAGGAGATGAGCAATGCCAACTTCGGCTTCACCTG 
                            *********  ******     * ****** *  **           
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr19_NM_020170      -CCTGGACACCGTGGGCCGGGGCAGCAGCCTGCACCTGCACGTGTCCAAG 
mouse_chr10                GCCTGGACACTGTGGGACGTGGCAGCCACCTGCGCCTGCATGTGTCCAAG 
                            ********* ***** ** ******  ***** ****** ********* 
 
human_chr19_NM_020170      CCGCCTCGGGAGGGCACCCTGCAGCACGCCTTCCTGCGGGAGCTGGAGAC 
mouse_chr10                CCTCCACGGGAAGGGACACTGCAGCATGCCTTCCTGCGAGAGCTGGAGAC 
                           ** ** ***** ** ** ******** *********** *********** 
 
human_chr19_NM_020170      GGTGGGTGCCCCTTTCATGGATGGGTCCGGAGCTCTGCGGAGCACACACA 
mouse_chr10                G------------------------------------------------- 
                           *                                              
 
human_chr19_NM_020170      TCGGGGCCGGGTTGGGGCATCCTGTCCCAGGGTGTCCTTGCTGTCCGCCC 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_020170      CTCAGGCTCTGAGGGCCACACTGTGTCGGGGTCGGGCTGGGGTGTTCTGT 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_020170      CCTGGGGTGTCCTTGCTGTCCAACCCCGGGGCTCTGAGGGGCACACTGCG 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_020170      TCAGGGCCGGGCTGGGGTGTCCTGTCCCAGAGTGTCCCCTTGTCCCTCCT 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_020170      TACCCACTGCTCATTGCCCGCCGGGGCTCCAGCAGGCCTTAGGGGGACCC 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_020170      CGGGGGCAGGTGGATTTCTCCTCATTTTGCACCCTCGGGGGTTCTGGGAG 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_020170      GCCCCTGGAGCATTTGGGGAATGGGCTGGGGTGGCCGCCATCCCCGCCTG 
mouse_chr10                -------------------------------------------------- 
                                                                              
 
human_chr19_NM_020170      CCCTCTGCTAATGGCGCCTCCGGCTGCAGGTGGCCGCGCACCAGTTCCCT 
mouse_chr10                -----------------------------GTGGCTGCGCACCAGTTCCCT 
                                                        ***** *************** 
 
human_chr19_NM_020170      GAGGTACGGTTCTCCATGGTGCACAAGCGGATCAACCTGGCGGAGGACGT 
mouse_chr10                GATGTCAGCTTCTCCATGGTACACAAGAAGATCAATCTAGCGGATGACGT 
                           ** **  * *********** ******  ****** ** ***** ***** 
 
human_chr19_NM_020170      GCTGGCCTGGGAGCACGAGCGCTTCGCCA-------- 
mouse_chr10                GCTTGCCTGGGAACACGAGCGCTTTGCCATCCGAAGG 
                           *** ******** *********** ****         
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr19_NM_020230      -TCCTGGAAGCCAAGGAGAAGAAGCTGCGGCTGAAGGCGCAGAGGCAGGC 
mouse_chr9                 ATCCTGGCAGCCAAGGAGGAGAAGCTCCGGCTGAAGGCACAGCGTCAGAA 
                            ****** ********** ******* *********** *** * ***   
 
human_chr19_NM_020230      CCAGCAGGCCCAGAATGTGCAGCGCAAGCAGGAGCAGCGGGAGGCCCACA 
mouse_chr9                 CCAACAGGCAGAGAACTTGCAGCGCAAGCAGGAGCTGCGCGAGGCCCACA 
                           *** *****  ****  ****************** *** ********** 
 
human_chr19_NM_020230      GGTCCAGGCAGAGCTGGGAAGGGCAGGGCCAAGGGGGGGTCCCTGGGATG 
mouse_chr9                 A------------------------------------------------- 
                                                                             
 
human_chr19_NM_020230      GGCGGCTATGTTGACCCCCACGCCCTCCTCCAGAAAGAAGAGCCTGGAGG 
mouse_chr9                 ---------------------------------GAAGAAGAGCCTGGCAG 
                                                             *************  * 
 
human_chr19_NM_020230      GCATGAAGAAGGCACGGGTCGGGGGTAGTGATGAAGAGGCCTCTGGGATC 
mouse_chr9                 GCATAAAGCGAGCCCGTGCAAGGGCCGACGGTGACAGTGATGCTGAGGAC 
                           **** ***   ** ** *   ***     * ***    *   *** *  * 
 
human_chr19_NM_020230      CCTTCAAGGACGGCGAGCCTGGAGTTGGGTGAG---- 
mouse_chr9                 CCAGGGGCACCGCCAGAGGCAGTGGGGGCAGGTCAGC 
                           **        ** *       * *  **  *       
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr19_NM_020695      --TGTCACGCTGCGTGACGTCCAGGCCGTTCTGCTGAGCATGTTCAGCGC 
mouse_chr10                AGCATCACGCTGCGGGACGTGCAGGCTGTCTTGCTGAGCATGTTCAGCGC 
                               ********** ***** ***** **  ******************* 
 
human_chr19_NM_020695      TGACACCATCCTCATCGGACACAGCCTGGAGAGCGACCTCCTGGCCCTGA 
mouse_chr10                CGACACCATCCTCATCGGACACAGCCTGGAGAGCGACCTGCTGGCTCTCA 
                            ************************************** ***** ** * 
 
human_chr19_NM_020695      AGGTGCCCTGCCGGCCCGGGTCCCGCGCGGTTCTCCAGCAGGACCTGCGC 
mouse_chr10                AG------------------------------------------------ 
                           **                                               
 
human_chr19_NM_020695      AGGCCCCACGTGCGCTGATCTCTGCCGCTGCCCACAGGTCATCCACAGCA 
mouse_chr10                -------------------------------------GTCATCCACGGCA 
                                                                ********* *** 
 
human_chr19_NM_020695      CCGTGGTGGACACGTCTGTGCTCTTCCCCCACCGCCTGGGCCTCCCCTAC 
mouse_chr10                CAGTGGTAGACACAGCTGTGCTGTTCCCACATCGCCGGGGCCTGCCCTNN 
                           * ***** *****  ******* ***** ** **** ****** ****   
 
human_chr19_NM_020695      AAGCGGTCCCTGCGGAACCTCATGGCCGACTACCTCA 
mouse_chr10                NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN- 
                                                                 
 



CLUSTAL W (1.83) multiple sequence alignment 
 
 
human_chr19_NM_032285      -CTCCCTGCAGATCCTAGACCAGCTGCTGCTGCCCAAGCAGAGCCGCTAC 
mouse_chr8                 GCTCGCTGCAGATCCTCGACCAGCTGCAGCTGCCAGAGCACTGCCACTAT 
                            *** *********** ********** ******  ****  *** ***  
 
human_chr19_NM_032285      GAGGCGGTGGGCTCGGTGCACCAGGCCTGGGAGGCCATCCGCGCCATGAA 
mouse_chr8                 GAGGCACTGAGCTCCGTGCAGCAGGCTAGTGAAGCCATCCGCGCCATGAA 
                           *****  ** **** ***** *****  * ** ***************** 
 
human_chr19_NM_032285      GGTGCAGCGGGGCGGCGGGGCGGCGGGGCGGCGGGGCGGCGGGGCGGCGG 
mouse_chr8                 G------------------------------------------------- 
                           *                                              
 
human_chr19_NM_032285      GGCGGCGGGGCGGCGGGGCGGCGGGGCGGCGGGGCGGCCGGGTTGGAGGT 
mouse_chr8                 -------------------------------------------------- 
                                                                              
 
human_chr19_NM_032285      GGGAGTGCGCCCGCGCCTGCAGCTTCCGACGCCCAAATCCCTGCCCCGCA 
mouse_chr8                 -------------------------------------------------- 
                                                                              
 
human_chr19_NM_032285      GGTGCGGGGCGCCCCGGCCATAGCCCTGGTGGGCTGTCTCAGCCTCGCCG 
mouse_chr8                 -GTGCGCGGAGCCCCGGCCATCGCGCTGGTCGGCTGCCTCAGCCTGGCCG 
                            ***** ** *********** ** ***** ***** ******** **** 
 
human_chr19_NM_032285      TGGAGCTGCAGGCGGGCGCCGGGGGACCGGGACTCGCCGCGCTCGTGGCC 
mouse_chr8                 TGGAGCTGCGGGCCGGCGCCGGCGGTCCCGGACTCGCTGCTCTGGTGGCC 
                           ********* *** ******** ** ** ******** ** ** ****** 
 
human_chr19_NM_032285      T-------- 
mouse_chr8                 TTCGTGCGA 
                           *         
 


