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CLUSTAL O(1.2.4) multiple sequence alignment 

G7ANBS-cDNA2                                  ATGGGTCGGTCGCCATCCTCCACCGGTGTCGCCGGCGTGAAGAAGGGCCCGTGGACGGTA 60 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATGGGGAGGTCACCGTCCTGCGGTAGTGAGGCCCCCGTCAAGAAGGGCCCGTGGACGGAG 60 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATGGGGAGGTCGCCGTCCTGCAGCAGTGAGCCCCCCTTGAAGAAGGGCCCATGGACGGAG 60 

                                              *****  **** ** **** *    ***   **  * * *********** *******   

 

G7ANBS-cDNA2                                  GAGGAGGATATACTGCTCATAAACTACTTCCAGAGGCATGGCAACGGCGGCAACTGGCGA 120 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GAGGAGGACAGGCTGCTCGTGGACTACATCAAGTTGCATGGCACCGGCGGCAACTGGCGA 120 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GAGGAGGACAGGCTGCTCGTGGACTACATCAAGTTGCATGGCACCGGCGGCAACTGGCGA 120 

                                              ******** *  ****** *  ***** ** **  ******** **************** 

 

G7ANBS-cDNA2                                  ACCTTGCCCCAGTGCGCCGGCCTGAACCGCTCCGGCAAGAGCTGCCGCCTCCGCTGGACC 180 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ACCATCCCCAAGCGCGCTGGCCTCAACCGCTGCGGCAAGAGCTGCCGCCTCCGTTGGACC 180 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ACCATCCCCAAGCGCGCCGGCCTCAACCGCTGCGGCAAGAGCTGCCGCCTCCGTTGGACC 180 

                                              *** * *** ** **** ***** ******* ********************* ****** 

 

G7ANBS-cDNA2                                  AACTACCTCCGCCCCAACATCAAGCGCGGAACCTTCACCGACGATGAGGAGAAAACCATC 240 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AACTACCTCCACCCCGACATCAAGCGCGGACCCTTCACCGACGATGAGGAGAAAACCACC 240 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AACTACCTCCACCCCGACATCAAGCGCGGACCCTTCACCGATGAGGAGGAGAAAACCACC 240 

                                              ********** **** ************** ********** ** ************* * 

 

G7ANBS-cDNA2                                  ATACACCTCCACTCCATTCACGGGAACAAGTGGTCGGCGATCGCGACTCATTTGCCGGGG 300 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATCCACCTCCACTCCATGCTCGGCAACAAGTGGTCGGCGATTGCAACCCATCTGCCGGGA 300 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATCCACCTCCACTCCATGCTCGGCAACAAGTGGTCGGCGATTGCAACCCATCTGCCAGGA 300 

                                              ** ************** * *** ***************** ** ** *** **** **  

 

G7ANBS-cDNA2                                  AGAACAGGCAATTTTATCAAGAATTACTGGAACACGAACCTGCGCAAGAAGCTGCTCCAG 360 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGGACAGGCAATTTTATCAAGAATTACTGGAACATGAACCTGCGCAAGAAGCTACTCCAC 360 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGGACAGGCAATTTTATCAAGAATTACTGGAACACAAACCTGCGCAAGAAGCTGCTCCAC 360 

                                              ** *******************************  ***************** *****  

 

G7ANBS-cDNA2                                  ATGGGCATCAACCCCGTCACGCACCGACACACTGAC---CTCAGCATGCTCAAGGGGCTC 417 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATGGGCATCGACCCCATCACGCACAGCCCGCGCGCCGACCTCAGCCAGCTTACAGGGCTC 420 



TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATGGGCATCGACCCCATCACGCACAACCCGCGCACCGACCTCAGCCAGCTTACAGGGCTC 420 

                                              ********* ***** ********   *       *   ******  *** *  ****** 

 

G7ANBS-cDNA2                                  CCCGGCCTGCACGCCGCT------GCCCCCGGTAATAGCCTCTCCTCTGGTGTCAGCATG 471 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CCCAGTCTCCCCGCCACCGCCGCCGCCCCCAGTAATAGCCTCTC---CGGCGTCAGCATG 477 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CCCAGTCTCCCCGCCACCGCCGCCGCCCCCAGTAATAGCCTCTC---CAGCGTCAGCATG 477 

                                              *** * ** * **** *       ****** *************     * ********* 

 

G7ANBS-cDNA2                                  ------------------GGCACCAGGGCACAGCCCCACACCAACGCGGCCAGCTTCGCC 513 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GGCCCCAGCGCCTGGGACATGAATGCTGTCCAGGCCCACGCCGACGTGGCCAGCTTCGCC 537 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CCCCCCAGCACCTGGGACATGAATGCTGCCCAGGCCCACGCTGACGTGGCCAGCTTCGCC 537 

                                                                   *     *  *** ***** *  *** ************* 

 

G7ANBS-cDNA2                                  GGGAGCAGCTCGGACATGAACACTCTCGGGATCAAGGACAAAGCAGCCAGCTTCGCCGGG 573 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GGGGGCGGCTCGGACATGAACACTCTCAGGATCAAGGACGAAGCTACCAGCTTCACCGGC 597 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GGGGGC---------------GGTCTCAGGATCAAGGACGAAGCTACCAGCTTCACCGGC 582 

                                              *** **                 **** *********** ****  ******** ****  

 

G7ANBS-cDNA2                                  AGCAGCAGCTCGGACATGACTACTCTCGGGGTCAAGGACGAAGCCGCCAGCTTCACTGGC 633 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ---AGCTACTCAGACATGAAACCTCCCAGGATCAAGGATGAAGCCAGCAGCTTCACCGGT 654 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ---AGTTACTCAGACATGAAACCTCCTATGATCAAGGATGAAGCCAGCAGCTTTACCGGC 639 

                                                 **   *** *******   ***    * ******* ******  ****** ** **  

 

G7ANBS-cDNA2                                  AGCCACTCAGACATGAAACCTCCCAGGATCAAGGACAAAGCCGCCAGCTTTACCGGCAAC 693 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGCCACTCGGAAATGAAACCTCCCAGAATCAAGTACGAAGCCGCCAGCTTAATCAGTAGC 714 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGTCACTCGGAACTGAAACCTCCCAGGATCAAGTACGAAGCCACTAGTTTCACCGGTAGC 699 

                                              ** ***** **  ************* ****** ** ***** * ** ** * * * * * 

 

G7ANBS-cDNA2                                  TACTCGAAGATGAAACCTTTCAGGATCAAGGACGAAGCACTCAGCTTCACTGGCAGCTAC 753 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CACTCGGACATGAAACCTCCCAGGATCAAGGACGAAGCCGCCAGCTTCACTGGAAGACAC 774 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CACTCGGACATGAAACCTCACAGGATCAAGGACGAAGCCGCCAGCTTCACTGGCAGACAC 759 

                                               ***** * *********  ******************   ************ **  ** 

 

G7ANBS-cDNA2                                  TCGGACATGAATTCTCTCAGGATCAAGGACGAAGCCACCAGCTTCACAGGCAGCTACTCG 813 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCGGACATGAAACCTCTCAGGGTCAAGGACGAAGCCGCCTGCTTCACCGGCAGCTACTCG 834 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TCGGACATGAAACCTCTCAGGATCAAGGACGAAGCCGCCAGCTTCACCGGCAGTTGCTCG 819 

                                              ***********  ******** ************** ** ******* ***** * **** 

 

G7ANBS-cDNA2                                  GACATTAAATCTGTGAGTCTCCAGGACGAAACCACCAGCTTCACTGGCAGCTACTCGGCC 873 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GACAGGAAACCTCCCAGGATCCAGGACGAAG---------------GCAGCTACTCAGGC 879 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GACAGGAAACCTCCCAGGATCCAGAACGAAG---------------GCAGCTACTCGGGC 864 

                                              ****  *** **   **  ***** *****                ********** * * 

 

G7ANBS-cDNA2                                  ACCGGCACTGGCTGGGACATGAATGCTCTCTCCGGGCTCCAGGCCGACCCCGACAAGTTC 933 



TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GCTGTTGCTGGCTGGGACATGAACACTCTCTCCATGCTCCAGCCCAACACCGCCAAGTTC 939 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GCTGGTGCTGGTTGGGACATGAACACTCTCTCCATGCGCCAGTCCAACGCCGCCAAGTTC 924 

                                               * *   **** ***********  ********  ** **** ** ** *** ******* 

 

G7ANBS-cDNA2                                  CAGCTCCTCCAGGACCATTGTTGGGTGATCAGTGCTTCGTTGGGCGCCATGAGAGCCCTT 993 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CATCTCCTCCAGGGCCATTGTTGGGTGATCAGTGCTTCCTTGGGCGCCATGAGAGCTCTT 999 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CATCTCCTCCAGGGCCATTGTTGGGTGATCAGTGCTTCCTTGGGCGCCATGAGAGCTCTT 984 

                                              ** ********** ************************ ***************** *** 

 

G7ANBS-cDNA2                                  GTTGAGAAGCTGGACATGCTGCTGCTAGCTTATTCATCTCCTCAGGAATGCTCCTCCAAG 1053 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTTGGGAAGCTGGACGTGCTGCTGCTAGATGATTCATCTTCTCAGAAATTCTTCTCCAAG 1059 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTTGGGAAGCTGGACATGCTGCTGCTAGATGATTCATCTTCTCAGAAATTCTTCTCCAAG 1044 

                                              **** ********** ************ * ******** ***** *** ** ******* 

 

G7ANBS-cDNA2                                  AGGGTGAAGGATGGGATGCACCTTCTCAAAGATGACCTTGAAGAGATAAGCTCCTACCTT 1113 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGGGTGATGGATGGGTTGCGCCTCCTCAAAGATGATGTGGAAGAGCTAAGCTCCTACCTT 1119 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGGGTGATGGATGGGATGCGTCTCCTCAAAGATGATGTTGAAGAGATAAGCTCCTACCTT 1104 

                                              ******* ******* ***  ** ***********  * ****** ************** 

 

G7ANBS-cDNA2                                  GATGAACTTTTAGAGGTTGAGGACCCTCCCCCGATGGCCATGTGCTGGATGAATGAGGCA 1173 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GATGAACTGTCAGAGGTGGATGACCATCCCCCAATAGCCATGTGCTGGATGAATGAGGCG 1179 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GATGAACTGTCAGAGGTGGATGACCATCCCCCAATAGCCATGTGCTGGATGAATGAGGTG 1164 

                                              ******** * ****** ** **** ****** ** **********************   

 

G7ANBS-cDNA2                                  CGCGAACTGTCTTATGACATGGAGGATTACATTGACAGCTTATTATTATGTGTGCCACCT 1233 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CGTGATCTGTCTTACGACATGGAGGATTACATTGACAGCCTTTTA---TCTGTGCCACCT 1236 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CGTGACCTGTCTTACGACATGGAGGATTACATTGACAGCCTTTTA---TCTGTGCCACCT 1221 

                                              ** ** ******** ************************ * ***   * ********** 

 

G7ANBS-cDNA2                                  GACCATTTCAACAAAAATAAGAAGAGGAAGAAGAATAAAAAGAAGATAATAAAGAAGAGG 1293 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GACCATTTCAACAAAAACAAGAAGAAGAAAAACAAGAAGATGATGACCATAAAGAAGAGG 1296 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GACCATTTCAACAAAAACAAGAAGAAGAAAAACAAGAAGATGATGACCATAAAGAAGAGG 1281 

                                              ***************** ******* *** ** ** ** * ** **  ************ 

 

G7ANBS-cDNA2                                  CTCAAGTGGCACAGACAGATCACATACATTGCGCAAGTGTCAGAACATGGTGTCAGGACC 1353 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTCAAATGGTACAAACAGATCACATACGTCACGCAAGTGTCAGAACATGGTGTCAAGACC 1356 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTCAAATGGTACAAACAGATCACATACGTCATGCAAGTGTCAGAACATGGTGTCAAGACC 1341 

                                              ***** *** *** ************* *   *********************** **** 

 

G7ANBS-cDNA2                                  AGCAAACGCATTCATGTTACTGTTGTCCCTCCTCTTCCCAAAAAGTCCAAGATTGCGGAA 1413 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGCAAACGCGTTCATGTTAGTGTTGTCCCTCGTCTTCCCAAGAAGCCCAAGATTGCGGAA 1416 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGCAAACGCGTTCATGTTAGTGTTGTCCCTCGTCTTCCCAAGAAGCCCAAGATTGCGGAA 1401 

                                              ********* ********* *********** ********* *** ************** 

 



G7ANBS-cDNA2                                  ACAATATCAGAATTCAGGATCTATGTCCAGGAGGCAATTGAACGGCATGAC--------- 1464 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ACAATTTCAGATTTCAGGATCTATGTCCAGGAGGCCATTGAACGGTACGATAGATATATG 1476 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ACAATTTCAGATTTCAGGATCTATGTCCAGGAGGCTATTGAACGGTATGACAGATATAAT 1461 

                                              ***** ***** *********************** ********* * **           

 

G7ANBS-cDNA2                                  ------------------------------------------------------------ 1464 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTCCATTGTTGCAGCAACTTGAGGAGACGTACATTCTTGTCCACTGGCCATATGCTTCCA 1536 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTCCATTGTTGCAGCAACTTGAGGAGACGTACATTCTTGTCCACTGGCCATATGCTTCCA 1521 

                                                                                                           

 

G7ANBS-cDNA2                                  ------------------------------------------------------------ 1464 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATGCACTATGAAGAAACCAATGATCATGTTGTAATTGATGGCCGGATGAATGAGTTTATC 1596 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATGCACTATGAAGAAACCAATGATCACGTTGTAATTGATGGCCGGATGAATGAGTTTATC 1581 

                                                                                                           

 

G7ANBS-cDNA2                                  ------------------------------------------------------------ 1464 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GACTCACTGGTGGCTGATATTGTGGCAGATCAGCAGCAGCTCAAGGTGGTATCTGTCCTT 1656 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GACTCACTGGTGG------------CAGATCAGCAGCAGCTCAAGGTGGTATCTGTCCTT 1629 

                                                                                                           

 

G7ANBS-cDNA2                                  ------------------------------------------------------------ 1464 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GGATCTGGATGTCTGGGTAAAACTACACTTGCCAAAGTGTTGTACAACAGAATTGGGATA 1716 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GGATTTGGATGTCTGGGTAAAACTACACTTGCCAAAGTGTTGTACAACAGAATTGGGATG 1689 

                                                                                                           

 

G7ANBS-cDNA2                                  ------------------------------------------------------------ 1464 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CAATTTGATTGCAGAGCTTTCATTCGGATGCCCAAAAAGCCGGATATGCAGATACTTTTC 1776 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CAATTTGATTGCAGAGCTTTCATTCGAGTGTCCAAAAAGCCGGATATGCAGATACTTTTC 1749 

                                                                                                           

 

G7ANBS-cDNA2                                  ------------------------------------------------------------ 1464 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGCGACTTGTTCTCACAACTCCACCAGAAAAAGCGGCCACTACATGCCAATTCTAATGAG 1836 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGCGACTTGTTCTCGCAACTCCACCAGAAGAAGCGGCCAATACATGCCAATTCTAATGAG 1809 

                                                                                                           

 

G7ANBS-cDNA2                                  -----------------------------------------------AGGTCTAATAGTC 1477 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTTGGCATCAGCGACATTAATATCAGAAAACATCTGCAAGATAAAAGGTATCTAATTGTT 1896 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTTGGCATCAGCGACATTAATATCAGCAAACATCTGCAAGATAAAAGGTACCTAATTATT 1869 

                                                                                                 *****  *  

 

G7ANBS-cDNA2                                  ATTGATGACTTGTGGGATGCATCAGCATGGGATATTATTAAATGTGCTTTTCCGAAGGGA 1537 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATTGATGATTTGTGGGACGCATCAGCATGGGATATTATCAAGTATGCCTTTCCAAATGGA 1956 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATTGATGATTTGTGGGACGCATCAGCATGGGATATTATCAAATATGCTTTTCCAAATGGA 1929 

                                              ******** ******** ******************** ** * *** ***** ** *** 



 

G7ANBS-cDNA2                                  AGCCATGGCAGTAGAATAATAATAACCACACAGATTGAAGATGTTGCATTAACATGTTGC 1597 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AACCGTGGCAGCAGAATAATAATAACTACACAGATTGAAGATGTTGCATTAACATGTTGC 2016 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AACCGTGGCAGCAGAATAATAATAACTACACAGATTGAAGATGTTGCATTAACATGTTGC 1989 

                                              * ** ****** ************** ********************************* 

 

G7ANBS-cDNA2                                  TGTGATCACTGGGAGCATGTTTTCGAGATGAAACCTCTTGACGACGATCACTCAAGAAAG 1657 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCTGATCACTCAGAACATGTTTTCGAGATGAAACCTCTTGACGAAGATCACTCAAGAAAG 2076 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGTGATCACTCAGAACATGTTTTCATGATGAAACCTCTTGATGACGATCACTCAAGAAAG 2049 

                                              * ********  ** *********  *************** ** *************** 

 

G7ANBS-cDNA2                                  CTATTCTTTAACAGACTTTTTGGTTCTGAAAGTGACTGTCCTGAAGAATTCAAACAAGTT 1717 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTATTCTTTAACAGGCTTTTTGGTTCTGGAAGTGACTGTCCTGAAGAATTTAAACAAGTT 2136 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTGTTCTTTAACAGACTTTTTGGTTCTGGAAGTGACTGCCCTGAAGAATTTAAACAAGTT 2109 

                                              ** *********** ************* ********* *********** ********* 

 

G7ANBS-cDNA2                                  TCAAATGAAATTGTTGATATATGTGGTGGTTTGCCGCTAGCAACAATCAATATAGCTAGT 1777 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCAAATGAAATTGTTGATGTATGTGGTGGTTTGCCGCTAGCTACGATCAACATAGCTACT 2196 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TCAAATGAAATTGTTGATGTATGTGGTGGTTTGCCGCTAGCTATGATCAACATAGCTAGT 2169 

                                              ****************** ********************** *  ***** ******* * 

 

G7ANBS-cDNA2                                  CATTTGGCAAACCAACAGACAGGATTAGCACTTGATTTGCTGGCATACATGTGTGATTCA 1837 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CATTTGGCAAATCAACAGAAAGCAGTATCACTGGATTTTCTGACATACATACGTGATTCG 2256 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CATTTGGCAAATCAACAGACAGCAGTATCACTGGATTTTCTGACATACATACGTGATTCG 2229 

                                              *********** ******* ** * ** **** ***** *** *******  *******  

 

G7ANBS-cDNA2                                  CTGAGGTCCCATTCTTGGTCAAGTTCTACCTTGGAAAGAACGAGAAAAGTACTGAACCTT 1897 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTGAGGTCACAATCGTGGTCAAGTTCTGCTTCGGAAAGAACAAGACAAGTACTGAACCTC 2316 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTGAGGTCACAATCGTGGTCAAGTTCTACTTCGGAAAGAACAAGACAAGTACTGAACCTC 2289 

                                               ******* ** ** ************ * * ********* *** *************  

 

G7ANBS-cDNA2                                  AGCTACAATAATCTTCCTCAGCATCTGAAGACATGTTTGCTGTATTTTCATATGTATCCA 1957 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGCTACAATGATCTTCCTCATCATCTGAAGACATGTTTGTTGTATCTTCATATGTATCCA 2376 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGCTACAATAATCTTCCTCATCATCTGAAGACATGTTTGTTGTATCTTCATATGTATCCA 2349 

                                              ********* ********** ****************** ***** ************** 

 

G7ANBS-cDNA2                                  GAGGGCTCCATAATCTGGAAGGATGATCTGGTGAAGCAATGGGTGGCTGAAGGGTTTGTT 2017 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GAGGGCTCCATAGTCTGGAAGGATGATCTGGTGAAGCAATGGGTGGCTGAAGCCTTCATC 2436 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GAGGGCTCCATAGTCTGGAAGGATGATCTGGTGAAGCAATGGGTGGCTGAAGCCTTCATC 2409 

                                              ************ ***************************************  **  *  

 

G7ANBS-cDNA2                                  GCTACAGGAAAAGGGAAAGAGCAAGATAAAGAAACGACAGAGAAAACTGCAGGAATCTAT 2077 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AATACACGAAAAGGGAAAGGAAAAGATCAAAACTGGATGGAGAAAGCTGCAGGAATCTAT 2496 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AATACACGAAAAGGGAAAGAAAAAGATCAAAACTGGATGGAGAAAGCTGCAGGAATCTAT 2469 



                                                **** ************   ***** ** *   **  ****** ************** 

 

G7ANBS-cDNA2                                  TTTGATGCGCTTGTTGATAGAAGATTCATTCAACCTTTATATATCAACTACAACAATAAG 2137 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTCGATGAACTTGTTGATAGAAGATTCATCCAACCCCTAAATATCAACTACAACAATAAG 2556 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTCGATGAACTTATTGATAGAAGATTCATCCAACCTCTAAATATCAACTACAACAATAAG 2529 

                                              ** ****  *** **************** *****  ** ******************** 

 

G7ANBS-cDNA2                                  GTGTTGTCCTGTACAGTTCATGACGTAGTACGTGATCTTATTGCAAAAAAGTCTGCAGAA 2197 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTGTTGTCATGTACTGTTCATGAAGTGGTACGTGATCTTCTTGCACACAAGTCTG----- 2611 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTGTTGTCCTGTACTGTTCATGAAGTGGTACGTGATCTTCTTGCACACAAGTCTGCAGAA 2589 

                                              ******** ***** ******** ** ************ ***** * *******      

 

G7ANBS-cDNA2                                  GAGAATTTCATTGTGGTAGTAGACTACAATTGAAAAAATATAGCACTTTCCCATAAGGTT 2257 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      -------------TGGTAGTAGATTATAATCGAAAGAATATATCACTTTCTCATAAGGCC 2658 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GAGAATTTCATTGTGGTAGTAGATTATAATCGAAAGAATATATCACTTTCTCATAAGGCC 2649 

                                                           ********** ** *** **** ****** ******* *******   

 

G7ANBS-cDNA2                                  CGTCGTCTATCTCTCATCTTTGGTGATGCAAAATATGCCAAGACACCAGAAAACATCACA 2317 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CGTCGGCTATCTCTCCTCTTTGCCAATGCAAGTTATGCCAAGACACCTGTAAACATCACA 2718 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CGTCGGCTATCTCTCCTCTTTGCCACTGCAAGGTATGCCAAGACACCAGTAAACATCACA 2709 

                                              ***** ********* ******    *****  ************** * ********** 

                                              G7A-RTR 

G7ANBS-cDNA2                                  AGGTCACAAGTTCGGTCACTCAGATTTTTTGGATTATTCAAGTGTATGCCTTGTGTTAGA 2377 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AAGGCGCAGGTTCGGTCACTTAATTTTGTTGGATTGTTCGAGTGCATGCCTTGTATTGGA 2778 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AAGCCGCAAGTTCGGTCACTTAATTTTGTTGGATTGTTCGAGTGCATGCCTTGTATTGGA 2769 

                                              * * * ** *********** *  *** ******* *** **** ********* ** ** 

 

G7ANBS-cDNA2                                  GACTTCAAGGTTCTCCGTGTCCTAAACCTTCAACTATCTGGTCATTGTGGCGCCCATGAC 2437 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GAGTTCAAGGTTCTCCGTGTTCTGAACCTTCAACTATCCGGTCATTGTGGCGACCATGAC 2838 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GAGTTCAAGGTTCTCCGTGTTCTGAACCTTCAACTATCCGGTCATTGTGGCGACCATGAC 2829 

                                              ** ***************** ** ************** ************* ******* 

 

G7ANBS-cDNA2                                  CCCATAGACCTCACTGGCATTTCAGAGCTGTTTCAGTTAAGATATTTGAAGATCACAAGT 2497 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CCCATAGACCTCACTGGGATTTCAGAACTGTTTCAGTTGAGATATTTGAAGATTACAAGT 2898 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CCCATAGACCTCACTGGGATTTCAGAACTGTTTCAGTTGAGATATTTGAAGATTACAAGT 2889 

                                              ***************** ******** *********** ************** ****** 

 

G7ANBS-cDNA2                                  GATATCTGCATAAAACTACCAAACAGTATACGAGGGCTGCAATGTTTGAAAACGCTCGAT 2557 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GATGTGTGCATAAAACTACCAAACCAAATGCGAAAGCTGCAATGTTTGGAAACGCTGGAT 2958 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GATGTGTGCATAAAACTACCAAACCAAATGCGAAAGCTGCAATGTTTGGAAACGCTGGAT 2949 

                                              *** * ******************   ** ***  ************* ******* *** 

 

G7ANBS-cDNA2                                  CTTATGGATGCAACAAGAGTCACTGCTGTTCCATGGGATATTATACATCTCCCACACTTG 2617 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATTATAGATGCACCAAGAGTCACTGCTATCCCGTGGGATATTATATATCTCCCACACTTG 3018 



TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATTATAGATGCACCAAGAGTCACTGCTATCCCATGGGATATTATATATCTCCCACACTTG 3009 

                                               **** ****** ************** * ** ************ ************** 

 

G7ANBS-cDNA2                                  TTGCACCTGACTCTTCCGGTTGACACAAATCTGCTGGATTGGATAGGCAGCATGACTGAC 2677 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTGCACTTGACGCTTCCTGTTGACACAAATCTGCTGGATTGGATTGGCAGCATGACTGGC 3078 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTGCACCTAACCCTTCCTGTTGACACAAATCTGCTGGATTGGATTGGCAGCATGACTGAC 3069 

                                              ****** * ** ***** ************************** ************* * 

 

G7ANBS-cDNA2                                  TCAGTCATCAGTCTGTGGAGCCTTGGCAAGCTGAACTACCTGCAGGATCTTCATCTTAAC 2737 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCCATCATCAGTCTGTGGAGCCTTGGCAACCTGAACTACCTGCAAGATCTTTATCTTACC 3138 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TCCATCATCAGTCTGTGGAGCCTTGGCAACCTGAACTACCTGCAAGATCTTTATCTTACC 3129 

                                              **  ************************* ************** ****** ****** * 

 

G7ANBS-cDNA2                                  ATGTCGTGTATTCCTTCAC------------TTCTGGGCGTGGAAGCTCTGGCTCATTTG 2785 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATTTCTTCTACACATCCTTCTGGCCATCCAGAGAAAAACATGGAAGCTCTGGGTTCTTTA 3198 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATTTCTTCTACACATCCTTCTGGCCATCCAGAGAAAAACATGGAAGCTCTGGGTTCTTTA 3189 

                                              ** ** * **  * * *                     * ************ *  ***  

 

G7ANBS-cDNA2                                  ATCGGAGGGCATGGTAACCTGAAAACTATAGTAATGTCTCATGGCTCATCG--------- 2836 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTAGGAGGACATGGCAACCTGAAAATTATAGTAGTGTCTCATGGCCCATTGGTTAAAGAT 3258 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTAGGAGGACATGGCAACCTGAAAATTATAGTAGTGTCTCATGGCCCATCGGTTAAAGAT 3249 

                                               * ***** ***** ********** ******* *********** *** *          

 

G7ANBS-cDNA2                                  ---GTGATTCCTGGCGCCTCAAAAGCAATAATTTCCTGGGATGACTTGGAACCTCTCCCC 2893 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATTGTGGTTCCTGGTGCCTCAAAAGTAATCATTTCCTGGGATGAGTTGGAACCTCTCCCA 3318 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATTGTGGTTCCTGGTGCCTCAAAAGTAATCATTTCCTGGGATGAGTTGGAACCTCTCCCA 3309 

                                                 *** ******* ********** *** ************** **************  

 

G7ANBS-cDNA2                                  CTTCTCCAGAGATTTGAATGCTCGCCGCACAGCTGCATCACATTTTCCCGAATTCCTAAG 2953 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTTCTCCAGAGATTTGAATGCTCGCCACACAGCTGCGTCATATTTTCCCGAATTCCTAGG 3378 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTTCTCCAGAGATTTGAATGCTCACCGCACAGCTGCGTCATATTTTCCCGAATTCCTAAG 3369 

                                              *********************** ** ********* *** ***************** * 

 

G7ANBS-cDNA2                                  TGGATTAAAGAACTTAGCCACCTGTGCATTCTGAAGATTGCAGTGGTGGAACTGCAGATT 3013 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGGATTAAAAAACATGGTAACTTGTGCATTCTGAAGATTGCAGTGGTGGAACTGCAGATG 3438 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGGGTTAAAAAACTTGGTAACTTGTGCATTCTGAAGATTGCAGTGGTGGAACTGCAGATG 3429 

                                              *** ***** *** * *  ** *************************************  

 

G7ANBS-cDNA2                                  AGTTGGGTTGATATTCTGAGAGGATTGCCTGCCCTCACTGCTCTGTCTCTGTATGTGCGG 3073 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGTTGTGTTGATATTCTCAGAGGATTGCCTGCCCTCACTGCTCTGTCGCTGTATGTGCGG 3498 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGTTGTGTTGATATTCTCAGAGGATTGCCTGCCCTTACTGCTCTGTCGCTGTATGTGCGG 3489 

                                              ***** *********** ***************** *********** ************ 

                                                                    G7-Olig 

G7ANBS-cDNA2                                  CGTGCGCCCATTGAAAGGATCATCTTCAACAAGGCAGACGGGTTCTCAGTTCTCAAGTAC 3133 



TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGCGCGCCTGCTCAAAGGATCCTCTTTGACAAGATGGCCGGGTTTTCAGTTCTCAAGTAC 3558 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGCGCGCCTGCTCAAAGGATCCTCTTTGACAAGATGGCCGGGTTCTCAGTTCTCAAGTAC 3549 

                                               * *****   * ******** ****  *****   * ****** *************** 

 

G7ANBS-cDNA2                                  TTCAAGTTGACTTGCACGAGTGGTATAGCGTGTCTAAAATTTGAGGCGCAAGCAATGCCT 3193 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTCAAGTTGAGGTGCACGAGTGGTATCCCATGGCTGAAATTTGAGGCGGATGCAATGCCT 3618 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTCAAGTTGAGGTTCACGAGTGGTATCCCATGGCTGAAATTTGAGGCGGATGCAATGCCT 3609 

                                              **********  * ************  * ** ** ************ * ********* 

 

G7ANBS-cDNA2                                  AATCTCTGGAAGCTCAAGCTAGGTTTCAATGCCACCCCCCGAATGGACCAACATCAACTT 3253 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AACCTCTGGAAGCTGAAGCTAGGTTTCAATGCAATCCCCCGAATGGACCAACATCAACTA 3678 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AATCTCTGGAAGCTGAAGCTGGGTTTCAATGCAATCCCCCGAATGGACCAACATCAACTA 3669 

                                              ** *********** ***** *********** * ************************  

 

G7ANBS-cDNA2                                  ATCCGCATCGAGCATATGCCAAACCTTAAAGGGATATCCGTAAAATTTGGGGGTGTAGCT 3313 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATCTGCATCGAGCATATTCCAGACCTTAAAGAGATCTCTGTAAAATTTGGGGGTGTAGCT 3738 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATCCGCATCGAGCATATGCCAGACCTTAAAGAGATCTCTGTAAAATTTGGGGGTATAGCT 3729 

                                              *** ************* *** ********* *** ** *************** ***** 

 

G7ANBS-cDNA2                                  GCTCATATAGAGTATGCGAGGTCTGTTG---TAACTAGTCATCCGAGAAATCCTACAATC 3370 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GCTCTTATAGAGTATGCCGTGAAGACTGTCATTAGTAATCATCTGAGAAATCCTAGAGTC 3798 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GCTCTTATAGAGTATGCCGTGAAGACGGTCATTAGTAATCATCTGAGAAATCCTAGAGTC 3789 

                                              **** ************   *      *   * * ** ***** *********** * ** 

 

G7ANBS-cDNA2                                  AATATGCAATTGGTGAATTTTTGTTCAAATTGTGATGGAAGCACAAAACAGAACCTTCTC 3430 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CATGTGTGTTTGGTGACTTCTACTTTCTATGGTGCCGAGAGGACAAAAGAGAAACCTCCC 3858 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CATGTGTGTTTGGTGACTTCTACTTCCTATGGTGATGAAAGCACAAAAGAGAAACCTCCC 3849 

                                               ** **   ******* ** *  **   ** ***  *  ** ****** **** * ** * 

 

G7ANBS-cDNA2                                  ACCAACTGGGCTGTCAAGTCACGTGCCGCAGCCTCAGCACCAATGGAGGATCCTCCCAGT 3490 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ACCAACTCGGCGATCAAGTCGCGCATGGCCGCCACAACGCCAATGGAGACTCCGACCAGC 3918 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ACCAACTCGGCGGTCGAGTCGCACATGGCCGCCGCAACGTCAACGGAGACTCCGACCAGC 3909 

                                              ******* ***  ** **** *     ** *** ** *  *** ****  ***  ****  

 

G7ANBS-cDNA2                                  CACTTCACCACCACCTTCTCCAGCTCCGATGGCATCTTCATGGCAG-------------- 3536 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CACGTCACCACCGCCTTCGCCCACTGCAACAGTGTCTCGACAGAGGGTGCTGCTGCTTCC 3978 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CAGGTCACCACCGCCTTCGCCCACTGCGACAGTGTCTCGACAGAGGGTGCTGCTGCTTCC 3969 

                                              **  ******** ***** **  ** * *  *  ***  *  *  *               

 

G7ANBS-cDNA2                                  ----ACATGAACTTGGAGGCGCTCTGCCGCCTATCTGACAACCTCGCCGCCGTCTTCCGC 3592 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GGGGACGCAGATGTGGAGACGCTCTGCCACCTCTCCGACAATCTCGCCACCGCCTTTCGC 4038 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GGGGACGCAGATGTGGAGACGCTCTGCCACCTCTCCAACAATCTCGCCACCGCCTTTCGC 4029 

                                                  **    *  ***** ********* *** **  **** ****** *** *** *** 

 



G7ANBS-cDNA2                                  TCGCCGGATGTCTTCGCCTTCCTTGTTGACATGCACATCGTCGTGCCCGACGCGCCCGAC 3652 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCTCCAGAAGACTTCACCTTCCTTGT------------------------------CGAC 4068 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CCTCCAGAAGACTTCACCTTCCTCGT------------------------------CGAC 4059 

                                               * ** ** * **** ******* **                              **** 

 

G7ANBS-cDNA2                                  CTGCCTGTGCACCTTCCCATGCTCTGCGCACGAAGTCCCTTCCTGCATGATTTCTTCATG 3712 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATGCGTGCGTACCGCTCCATGCTCTCCGTCCAGAGTCCCTTCCTGGATGCCGTCTTCGCG 4128 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATGCGTGCGTACCGCTCCGTGCTCTCCGTCCGGAGTCCCTTCCTTGATGCCATCTTCGCG 4119 

                                               *** ** * ***   ** ****** **  *  ***********  ***   *****  * 

 

G7ANBS-cDNA2                                  CGCCGTGCCGCTGCCGTGGAGGGCAACCNNGGCGGGACCTCCGCGAGCTTCTGGGTGAGA 3772 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CGTCGTGCCGCTGAAGGGGAGGA--CGACCCGCTGGACCTCCGGGAGCTTCTGGGTGAGG 4186 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CGTCGTGCCGCTGAAGGGGAGGG--CAACCCGCTGGACCTCCGGGAGCTTCTGGGTGAGG 4177 

                                              ** **********  * *****         ** ********* ***************  

 

G7ANBS-cDNA2                                  AGATGGAGGTCGGGTACGAGTCATTGCAGCTGGTGCTCGAGTACCTGTACACCGGCTGCG 3832 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGGTGGAGGTCGGGTATGAGGCACTGCAGTTGGTGCTCGAGTACCTGTACACCGGCCGCA 4246 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGGTGGAGGTCGGGTATGAGGCACTGCAGTTGGTGCTCGAGTACCTGTACACCGGCTGCA 4237 

                                              ** ************* *** ** ***** ************************** **  

 

G7ANBS-cDNA2                                  TCGGCGACCTTCCCAAGTCGGTGTGCGTCTGCGCTGATGTAGATGGCTGCACGCATGTCG 3892 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCCGCGACCTTCCCAAGTCAGCATGCGTTTGCGCCGACGTGGACGGCTGCGCCCACGTCG 4306 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TCCGCGACCTTCCCAAGTCGGCATGCGTTTGCGCAGACGTGGACGGCTGCGCCCATGTCG 4297 

                                              ** **************** *  ***** ***** ** ** ** ****** * ** **** 

 

G7ANBS-cDNA2                                  GCTGCCACCCCGTCATCTCCTTCATGGTGCAGGTCCTCTTTGCCGCATCCACCTTCCAGA 3952 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTTGCCTTCCCGCCATCTCCTTCATGGCGCAGGTCATCTTTGCCGCATCCATCTTCGAGG 4366 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GCTGCCTCCCTGCCATCTCGTTCATGGCGCAGGTCATCTTTGCCGCATCCATCTTCCAGG 4357 

                                              * ****  ** * ****** ******* ******* *************** **** **  

 

G7ANBS-cDNA2                                  TTGCCAAGCTCACCAACCTCTTCCAGGGCGTTGCTTAAAATTTTGCTTTTTCAGATTTTT 4012 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTGCGGTGCTCACCAAC------------------------------------------- 4383 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTGCCGTGCTCACCAAC------------------------------------------- 4374 

                                              ****   **********                                            

 

G7ANBS-cDNA2                                  ATTTAGTATTTTTGTTTTGAAAGTTCTGACTTGTGTATCTATGATGTGATGATAATTCGT 4072 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ------------------------------------------------------------ 4383 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ------------------------------------------------------------ 4374 

                                                                                                           

 

G7ANBS-cDNA2                                  GTCGGGTTGTTACTTGTAACATTTTACTATCATAGTGTTTTGCGTTTTTAAATAGCCAAT 4132 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ------------------------------------------------------------ 4383 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ------------------------------------------------------------ 4374 

                                                                                                           



 

G7ANBS-cDNA2                                  ACTAAGCCACGTCTTTTCCATGCAGTGGCGTCTCCTTGATGTCCTTGATGATGTTGAAGT 4192 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ----------------CACTTCCAGCGGCTTCTCCTTGATGTCCTTGATGATGTTGAAGT 4427 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ----------------CACTTCCAGCGGCTTCTCCTTGATGTCCTTGATGATGTTGAAGT 4418 

                                                                * * *** *** ****************************** 

 

G7ANBS-cDNA2                                  TGATAACCTTCCATTGATCTTATCTGTTGCAAACTTATGCAATAAATCATGCATGAAACT 4252 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GGATAACCTTCCATTGATCTTATCTGTTGCAAACTTATGCAATAAATCTTGCATGCATCT 4487 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GGATAACCTTCCATTGATCTTATCTGTTGCGAACTTATGCAATAAATCTTGCATGCATCT 4478 

                                               ***************************** ***************** ****** * ** 

 

G7ANBS-cDNA2                                  TCTCGAGAGATGCCTTGAGATGGTAGTTCGGTCAAATCTTGACATGATTACTCTTGAGAA 4312 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GCTTGAGAGATGCCTTGAGATGGTAGTCCGGTCAAATCTTGACATGATTACTCTTGAGAA 4547 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GCTCGAGAGATGCCTTGAGATGGTAGTCCGGTCAAATCTTGACATGATTACTCTTGAGAA 4538 

                                               ** *********************** ******************************** 

 

G7ANBS-cDNA2                                  AGCATTGCCTCCAGATATTATCAAGCAAATTGCTGATTCACGCCTAAGTCTTGGGTTAGT 4372 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGCATTGCCTCCAGATGTTATCAAGCAAATTACTGACTCGCGGATAAGTCTTGGGCTAAT 4607 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGCATTGCCTTCAGATATCATCGAGCAGATTACTGATTCACGGCTAAGTCTTGGACTAGT 4598 

                                              ********** ***** * *** **** *** **** ** **  **********  ** * 

 

G7ANBS-cDNA2                                  TTCAGCCGAAGACAAGGGATTTCCTAACAAACATGTAAGAAGGATACTCCAAGCTCTTGA 4432 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTCACCCAAGGACAACGGATTTCCTAACAAACATGTAAGAAGGATATTCGGAGCTCTCGA 4667 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTCACCCGAAGATAAGGGATTTCCTAACAAACATGTAAGAAGGATACTCAGAGCTCTTGA 4658 

                                              **** ** * ** ** ****************************** **  ****** ** 

 

G7ANBS-cDNA2                                  CAGTAATGATGCGGAGGTAGCGACGATCCTGCACCAGGAAGGGCAGACTAATCTTGATGA 4492 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTCTTATGATGTGGAGCTAGTGAGGTTGCTACTCTACGAAGGGCAGACTAATCTTGATGA 4727 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTCTGATGATGTGTGTTTAGTGAGGATGCTGCTCAAAGAAGGGCGGACTAATCTTGATGG 4718 

                                                 * ****** *    *** ** * * ** * * * ******* **************  

 

G7ANBS-cDNA2                                  TGCGTTTGCGTTGCACTATGCTGTTGAACATTGTGACTCAAAGATCATAACAGAAATTTT 4552 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGCATTTGCATTGCACTATGCTGTAGAACATTGTGACCCAAAGATCACAACAGAACTTCT 4787 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGCATTTGCATTGCACCATGCTGTAGAACATTGTGACTCGAAGGTCACAATGGAACTTCT 4778 

                                              *** ***** ****** ******* ************ * *** *** **  *** ** * 

 

G7ANBS-cDNA2                                  GGACATCACACTTGCAGATGTTAATCATAGAAATCCTAGAGGTTATACTGTTCTTCACAT 4612 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GGACCTCGAACTTGCAGATGTTAATCGTAGAAATCAAAGAGGTTATACTGTTCTTCACAT 4847 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GGATATCGGACTTGCAGATGTTAATCATAGAAATCCAAGAGGTTATACTGTTCTTCACGT 4838 

                                              ***  **  ***************** ********  ********************* * 

 

G7ANBS-cDNA2                                  TGCTGCCAGGCGAAGAGATCCCAAAATTCTTGCTTCTCTTTTAACCAAGGGTGCTCGGCC 4672 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGCTGCCAGGCGAAGAAATCCTAAAATTCTTGTCTCTGTTTTAACCAAAGGAGCTCGGCC 4907 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGCTGCCAGGCGAAGAGATCCTAAAATTCTTGTCTCTGTTTTAACCAAAGGTGCTCGGCA 4898 



                                              **************** **** **********  *** ********** ** *******  

 

G7ANBS-cDNA2                                  TTCCGATCTTACATTTGATGGAAGAACAGCAGTTCAAATCTCAAAAAGACTCACAAAACA 4732 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTCCGATCTTACATTTGATGGAAGAAAAGCAATACAAATCTCAAAGAGACTCACAAAACA 4967 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTCTGATCTTACATTTGATGGAAGAAAAGCAGTTCAAATCTCAAAGAGACTCACAAAACA 4958 

                                              *** ********************** **** * *********** ************** 

 

G7ANBS-cDNA2                                  TAGGGATTACTTTGGGGTTACTGAAAAAGGGAAATCGTCTCCTCAAGATCGGTTATGCAT 4792 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGGGGATTACTTTGGGATTACTGAAGAAGGAAAACCGTCTCCTGAATATAGTTTATGCAT 5027 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGGGGATTACTTTGGGATTACAGAAGAAGGAAAACCGTCTCGTGAAGATAGGTTATGCAT 5018 

                                              * ************** **** *** **** *** ****** * ** ** * ******** 

 

G7ANBS-cDNA2                                  TGAGATACTAGAGCAAGCTGAAAGAAAAGC---ACAACTTGGAGAAGAATGAGTTTCTGT 4849 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGAGATACTGGAGCAAGCTGAAAGAAGGGGTCCACAACTTGGAGAAGCATCGGTTTCTCT 5087 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TAAGATACTGGAGCAAGCTGAAAGAAGGGATCCACAACTTGGAGAAGCATCGGTTTCTCT 5078 

                                              * ******* ****************  *    ************** **  ****** * 

 

G7ANBS-cDNA2                                  TGAAATGGCCGGTGACGGTCTATGTGGAAAGTTGTTGTACCTTTGAAAACTGAGGTTCTT 4909 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGCAATAGCTGGTGACTGTCAACGTGGGACGCTGTTGCACCT-CGAAAATCGAGTTACTT 5146 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGCAATAGCTGGTGACCGTCAACGTGGAAAGCTGTTGTACCT-CGAAAATCGAGTTGCTT 5137 

                                              ** *** ** ****** *** * **** * * ***** ****  *****  *** * *** 

 

G7ANBS-cDNA2                                  TGATGAAAATACTCTTTCCGATTGAGGCAACAGTAGCAATGGAAATTCCTCAAGTGAATG 4969 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGATGAGGATAATGTTTCCAACTGAGGCAAGAGTAGCAATGGACATCGCTCAAGTGGATT 5206 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGATGAGGATAATGTTTCCAACTGAGGCAAGAATAGCAATGGACATCGCTCAAGTGGATT 5197 

                                              ******  *** * ***** * ******** * ********** **  ******** **  

 

G7ANBS-cDNA2                                  GTACTTTGGAATTTACTTTTGATTCTAGTCCAAATCCACATCTGGAGATACGATGGCCAA 5029 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GCACTTTGGAGTTAACCCTTGATTCTGAGGCAAAACCTCCTTCGGAGAAAGAAGTGGCAA 5266 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTACTTTGAAGTTAACCCTTGATTCTGGGGCAAAACCTCCTCCGGAGAAAGAACTGGCAA 5257 

                                              * ****** * ** **  ********    **** ** * *  ***** *  *  * *** 

 

G7ANBS-cDNA2                                  CCGTTGATCTAAATGAATTTTCTTTCGAAACGAACGATGCACACTTGACTCGGCTGAGAG 5089 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CCATTGATCTAAATGAAACTCGTTTCCAAATGAATGACGAACACTTAGCTCGGATGAGTG 5326 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CCATTGATCTAAATGAAACTCCTTTCCATATGAATGAAGAACACTTAGCTCGGATGAGTA 5317 

                                              ** **************  *  **** * * *** ** * ******  ***** ****   

 

G7ANBS-cDNA2                                  CCCTCTCCAAAACAGGTCCAACTCGGCAAACGCTTCTTCCCATGTTGTTCGAATGTGCTG 5149 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CCCTCTTCAAAACAGT-TGAACTCTGTAAACGCTTCTTTCCGCGTTGTTCAAATGTCATA 5385 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CCCTCTCCAAAACAGT-TGAACTCTGTAAACGCTTCTTTCCGCGTTGTTCAAATGTGATA 5376 

                                              ****** ********    ***** * *********** **  ******* *****  *  

 

G7ANBS-cDNA2                                  AAGAAGATCATGGATGATGAATCTGAGCTGGATTCCATCGGAAGAGACACATCCACCGAG 5209 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GACAAGATTATGAATGATGAACCTGAGCTGGCTTCCCTTCAAAGAGACACATCCACCGAG 5445 



TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GACAAGATTATGGATGATGAACCTGAGCTGGCTCCTCTTCAAAGAGACGCATCCACCGAG 5436 

                                               * ***** *** ******** ********* * *  *   ******* *********** 

 

G7ANBS-cDNA2                                  AGGAAGCGGAGGTTCCATGAGCTGCAGGACTTGCTTCAGAAGGCATTCAGCGAGGATAAG 5269 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGGAATCGGAGGTTCGGTGACATGCACGACACGCTTCAGAAGGCATTCAGCGAGGACAAG 5505 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGGACTCGGAGGTTCGGTTACCTGCAGGACGCGGTTCAGAAGGCATTAAGCGAGGACAAG 5496 

                                              ****  *********  * *  **** ***  * ************* ******** *** 

 

G7ANBS-cDNA2                                  GAGTCGTCTAGTTTGACAAGTCTCAGGTATAGCTCGAATGCCGACGGGTGACATGAAAAG 5329 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GGTTCGTCTAGTTTTGACAAATCTGGGTCATAG--------------------------- 5538 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GCTAGTTT------TGACAAATCTGGGTCATAG--------------------------- 5523 

                                              *     *           *      ***                                 

 

G7ANBS-cDNA2                                  CAGCCAGAAATGCATGTCTGGGTTATACCGTTATACTAGTACTATATCAGATTGGAGTAC 5389 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ------------------------------------------------------------ 5538 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ------------------------------------------------------------ 5523 

                                                                                                           

 

G7ANBS-cDNA2                                  GACTGGAAAGCAGCCAGATATTCAGATTGTGCCTTTTATAAAAGAAAATTTTCAGGTGAA 5449 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ------------------------------------------------------------ 5538 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ------------------------------------------------------------ 5523 

                                                                                                           

 

G7ANBS-cDNA2                                  ATTAATCTAGAACTCGGTTCTCTTCTCGGATCGAACCTTCTACAAACTGCAAGCAGCCGA 5509 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ------------------------------------------------------------ 5538 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ------------------------------------------------------------ 5523 

                                                                                                           

 

G7ANBS-cDNA2                                  TTGTTTGGAACTGCAGTTATCATTTAACGCCAGAACATGTTCATGGCATGTGCTGTTCTT 5569 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ------------------------------------------------------------ 5538 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ------------------------------------------------------------ 5523 

                                                                                                           

 

G7ANBS-cDNA2                                  TTCTCTGTTCTGCACTTTTGAGGTGATGCTGTTGTGTAAATTTCAGCAACTAGTACAAAT 5629 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ------------------------------------------------------------ 5538 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ------------------------------------------------------------ 5523 

                                                                                                           

 

G7ANBS-cDNA2                                  TTGTGGGAACTTGTAGCTGGTACGTAGTAGTAGATTAATTCAGTTCACACCGAAATGCGC 5689 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ------------------------------------------------------------ 5538 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ------------------------------------------------------------ 5523 

                                                                                                           

 

G7ANBS-cDNA2                                  TACTGATAGACCAGCGTGTCAGTTCAATTCGGCATGCTCAACTAATTCTTCTTGGCATGT 5749 



TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ------------------------------------------------------------ 5538 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ------------------------------------------------------------ 5523 

                                                                                                           

 

G7ANBS-cDNA2                                  ACTATTCGAGTTAGGTCCCTAGCTATGCGTATGGGACGAGTGGAATAAATATGTCTCACT 5809 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ------------------------------------------------------------ 5538 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ------------------------------------------------------------ 5523 

                                                                                                           

 

G7ANBS-cDNA2                                  TGTCATACGGTAGCTCTTCCCATATGACAAGTGAGATATATTTATTTTGTCTTTTTTTTC 5869 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ------------------------------------------------------------ 5538 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ------------------------------------------------------------ 5523 

                                                                                                           

 

G7ANBS-cDNA2                                  TTCAGGTTTATTTGA 5884 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      --------------- 5538 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      --------------- 5523 

 

 

2. 7AS_TGACv1_569068_AA1806240.1（7A前半段 1-2646bp）与 4AL 与 7DS 比对。 
CLUSTAL O(1.2.4) multiple sequence alignment 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ATGGGTCGGTCGCCATCCTCCACCGGTGTCGCCGGCGTGAAGAAGGGCCCGTGGACGGTA 60 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATGGGGAGGTCACCGTCCTGCGGTAGTGAGGCCCCCGTCAAGAAGGGCCCGTGGACGGAG 60 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATGGGGAGGTCGCCGTCCTGCAGCAGTGAGCCCCCCTTGAAGAAGGGCCCATGGACGGAG 60 

                                              *****  **** ** **** *    ***   **  * * *********** *******   

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      GAGGAGGATATACTGCTCATAAACTACTTCCAGAGGCATGGCAACGGCGGCAACTGGCGA 120 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GAGGAGGACAGGCTGCTCGTGGACTACATCAAGTTGCATGGCACCGGCGGCAACTGGCGA 120 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GAGGAGGACAGGCTGCTCGTGGACTACATCAAGTTGCATGGCACCGGCGGCAACTGGCGA 120 

                                              ******** *  ****** *  ***** ** **  ******** **************** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ACCTTGCCCCAGTGCGCCGGCCTGAACCGCTCCGGCAAGAGCTGCCGCCTCCGCTGGACC 180 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ACCATCCCCAAGCGCGCTGGCCTCAACCGCTGCGGCAAGAGCTGCCGCCTCCGTTGGACC 180 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ACCATCCCCAAGCGCGCCGGCCTCAACCGCTGCGGCAAGAGCTGCCGCCTCCGTTGGACC 180 

                                              *** * *** ** **** ***** ******* ********************* ****** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      AACTACCTCCGCCCCAACATCAAGCGCGGAACCTTCACCGACGATGAGGAGAAAACCATC 240 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AACTACCTCCACCCCGACATCAAGCGCGGACCCTTCACCGACGATGAGGAGAAAACCACC 240 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AACTACCTCCACCCCGACATCAAGCGCGGACCCTTCACCGATGAGGAGGAGAAAACCACC 240 

                                              ********** **** ************** ********** ** ************* * 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ATACACCTCCACTCCATTCACGGGAACAAGTGGTCGGCGATCGCGACTCATTTGCCGGGG 300 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATCCACCTCCACTCCATGCTCGGCAACAAGTGGTCGGCGATTGCAACCCATCTGCCGGGA 300 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATCCACCTCCACTCCATGCTCGGCAACAAGTGGTCGGCGATTGCAACCCATCTGCCAGGA 300 



                                              ** ************** * *** ***************** ** ** *** **** **  

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      AGAACAGGCAATTTTATCAAGAATTACTGGAACACGAACCTGCGCAAGAAGCTGCTCCAG 360 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGGACAGGCAATTTTATCAAGAATTACTGGAACATGAACCTGCGCAAGAAGCTACTCCAC 360 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGGACAGGCAATTTTATCAAGAATTACTGGAACACAAACCTGCGCAAGAAGCTGCTCCAC 360 

                                              ** *******************************  ***************** *****  

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ATGGGCATCAACCCCGTCACGCACCGACACACTGAC---CTCAGCATGCTCAAGGGGCTC 417 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATGGGCATCGACCCCATCACGCACAGCCCGCGCGCCGACCTCAGCCAGCTTACAGGGCTC 420 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATGGGCATCGACCCCATCACGCACAACCCGCGCACCGACCTCAGCCAGCTTACAGGGCTC 420 

                                              ********* ***** ********   *       *   ******  *** *  ****** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      CCCGGCCTGCACGCCGCT------GCCCCCGGTAATAGCCTCTCCTCTGGTGTCAGCATG 471 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CCCAGTCTCCCCGCCACCGCCGCCGCCCCCAGTAATAGCCTCTC---CGGCGTCAGCATG 477 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CCCAGTCTCCCCGCCACCGCCGCCGCCCCCAGTAATAGCCTCTC---CAGCGTCAGCATG 477 

                                              *** * ** * **** *       ****** *************     * ********* 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------GGCACCAGGGCACAGCCCCACACCAACGCGGCCAGCTTCGCC 513 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GGCCCCAGCGCCTGGGACATGAATGCTGTCCAGGCCCACGCCGACGTGGCCAGCTTCGCC 537 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CCCCCCAGCACCTGGGACATGAATGCTGCCCAGGCCCACGCTGACGTGGCCAGCTTCGCC 537 

                                                                   *     *  *** ***** *  *** ************* 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      GGGAGCAGCTCGGACATGAACACTCTCGGGATCAAGGACAAAGCAGCCAGCTTCGCCGGG 573 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GGGGGCGGCTCGGACATGAACACTCTCAGGATCAAGGACGAAGCTACCAGCTTCACCGGC 597 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GGGGGC---------------GGTCTCAGGATCAAGGACGAAGCTACCAGCTTCACCGGC 582 

                                              *** **                 **** *********** ****  ******** ****  

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      AGCAGCAGCTCGGACATGACTACTCTCGGGGTCAAGGACGAAGCCGCCAGCTTCACTGGC 633 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ---AGCTACTCAGACATGAAACCTCCCAGGATCAAGGATGAAGCCAGCAGCTTCACCGGT 654 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ---AGTTACTCAGACATGAAACCTCCTATGATCAAGGATGAAGCCAGCAGCTTTACCGGC 639 

                                                 **   *** *******   ***    * ******* ******  ****** ** **  

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      AGCCACTCAGACATGAAACCTCCCAGGATCAAGGACAAAGCCGCCAGCTTTACCGGCAAC 693 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGCCACTCGGAAATGAAACCTCCCAGAATCAAGTACGAAGCCGCCAGCTTAATCAGTAGC 714 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGTCACTCGGAACTGAAACCTCCCAGGATCAAGTACGAAGCCACTAGTTTCACCGGTAGC 699 

                                              ** ***** **  ************* ****** ** ***** * ** ** * * * * * 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      TACTCGAAGATGAAACCTTTCAGGATCAAGGACGAAGCACTCAGCTTCACTGGCAGCTAC 753 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CACTCGGACATGAAACCTCCCAGGATCAAGGACGAAGCCGCCAGCTTCACTGGAAGACAC 774 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CACTCGGACATGAAACCTCACAGGATCAAGGACGAAGCCGCCAGCTTCACTGGCAGACAC 759 

                                               ***** * *********  ******************   ************ **  ** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      TCGGACATGAATTCTCTCAGGATCAAGGACGAAGCCACCAGCTTCACAGGCAGCTACTCG 813 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCGGACATGAAACCTCTCAGGGTCAAGGACGAAGCCGCCTGCTTCACCGGCAGCTACTCG 834 



TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TCGGACATGAAACCTCTCAGGATCAAGGACGAAGCCGCCAGCTTCACCGGCAGTTGCTCG 819 

                                              ***********  ******** ************** ** ******* ***** * **** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      GACATTAAATCTGTGAGTCTCCAGGACGAAACCACCAGCTTCACTGGCAGCTACTCGGCC 873 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GACAGGAAACCTCCCAGGATCCAGGACGAAG---------------GCAGCTACTCAGGC 879 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GACAGGAAACCTCCCAGGATCCAGAACGAAG---------------GCAGCTACTCGGGC 864 

                                              ****  *** **   **  ***** *****                ********** * * 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ACCGGCACTGGCTGGGACATGAATGCTCTCTCCGGGCTCCAGGCCGACCCCGACAAGTTC 933 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GCTGTTGCTGGCTGGGACATGAACACTCTCTCCATGCTCCAGCCCAACACCGCCAAGTTC 939 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GCTGGTGCTGGTTGGGACATGAACACTCTCTCCATGCGCCAGTCCAACGCCGCCAAGTTC 924 

                                               * *   **** ***********  ********  ** **** ** ** *** ******* 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      CAGCTCCTCCAGGACCATTGTTGGGTGATCAGTGCTTCGTTGGGCGCCATGAGAGCCCTT 993 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CATCTCCTCCAGGGCCATTGTTGGGTGATCAGTGCTTCCTTGGGCGCCATGAGAGCTCTT 999 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CATCTCCTCCAGGGCCATTGTTGGGTGATCAGTGCTTCCTTGGGCGCCATGAGAGCTCTT 984 

                                              ** ********** ************************ ***************** *** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      GTTGAGAAGCTGGACATGCTGCTGCTAGCTTATTCATCTCCTCAGGAATGCTCCTCCAAG 1053 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTTGGGAAGCTGGACGTGCTGCTGCTAGATGATTCATCTTCTCAGAAATTCTTCTCCAAG 1059 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTTGGGAAGCTGGACATGCTGCTGCTAGATGATTCATCTTCTCAGAAATTCTTCTCCAAG 1044 

                                              **** ********** ************ * ******** ***** *** ** ******* 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      AGGGTGAAGGATGGGATGCACCTTCTCAAAGATGACCTTGAAGAGATAAGCTCCTACCTT 1113 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGGGTGATGGATGGGTTGCGCCTCCTCAAAGATGATGTGGAAGAGCTAAGCTCCTACCTT 1119 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGGGTGATGGATGGGATGCGTCTCCTCAAAGATGATGTTGAAGAGATAAGCTCCTACCTT 1104 

                                              ******* ******* ***  ** ***********  * ****** ************** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      GATGAACTTTTAGAGGTTGAGGACCCTCCCCCGATGGCCATGTGCTGGATGAATGAGGCA 1173 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GATGAACTGTCAGAGGTGGATGACCATCCCCCAATAGCCATGTGCTGGATGAATGAGGCG 1179 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GATGAACTGTCAGAGGTGGATGACCATCCCCCAATAGCCATGTGCTGGATGAATGAGGTG 1164 

                                              ******** * ****** ** **** ****** ** **********************   

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      CGCGAACTGTCTTATGACATGGAGGATTACATTGACAGCTTATTATTATGTGTGCCACCT 1233 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CGTGATCTGTCTTACGACATGGAGGATTACATTGACAGCCTTTT---ATCTGTGCCACCT 1236 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CGTGACCTGTCTTACGACATGGAGGATTACATTGACAGCCTTTT---ATCTGTGCCACCT 1221 

                                              ** ** ******** ************************ * **   ** ********** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      GACCATTTCAACAAAAATAAGAAGAGGAAGAAGAATAAAAAGAAGATAATAAAGAAGAGG 1293 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GACCATTTCAACAAAAACAAGAAGAAGAAAAACAAGAAGATGATGACCATAAAGAAGAGG 1296 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GACCATTTCAACAAAAACAAGAAGAAGAAAAACAAGAAGATGATGACCATAAAGAAGAGG 1281 

                                              ***************** ******* *** ** ** ** * ** **  ************ 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      CTCAAGTGGCACAGACAGATCACATACATTGCGCAAGTGTCAGAACATGGTGTCAGGACC 1353 



TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTCAAATGGTACAAACAGATCACATACGTCACGCAAGTGTCAGAACATGGTGTCAAGACC 1356 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTCAAATGGTACAAACAGATCACATACGTCATGCAAGTGTCAGAACATGGTGTCAAGACC 1341 

                                              ***** *** *** ************* *   *********************** **** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      AGCAAACGCATTCATGTTACTGTTGTCCCTCCTCTTCCCAAAAAGTCCAAGATTGCGGAA 1413 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGCAAACGCGTTCATGTTAGTGTTGTCCCTCGTCTTCCCAAGAAGCCCAAGATTGCGGAA 1416 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGCAAACGCGTTCATGTTAGTGTTGTCCCTCGTCTTCCCAAGAAGCCCAAGATTGCGGAA 1401 

                                              ********* ********* *********** ********* *** ************** 

                                                                                              G7A-OligF 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ACAATATCAGAATTCAGGATCTATGTCCAGGAGGCAATTGAACGGCATGACAGGTATAAGC 1473 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ACAATTTCAGATTTCAGGATCTATGTCCAGGAGGCCATTGAACGGTACGATAGATATATG 1476 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ACAATTTCAGATTTCAGGATCTATGTCCAGGAGGCTATTGAACGGTATGACAGATATAAT 1461 

                                              ***** ***** *********************** ********* * ** ** ****   

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      CTCCATTGTTGCAGCAACTTGAGGAGACATACATTCTTGTCCAATGGCCGTATGCTTCCA 1533 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTCCATTGTTGCAGCAACTTGAGGAGACGTACATTCTTGTCCACTGGCCATATGCTTCCA 1536 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTCCATTGTTGCAGCAACTTGAGGAGACGTACATTCTTGTCCACTGGCCATATGCTTCCA 1521 

                                              **************************** ************** ***** ********** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ATGCCATATGAAGAAACCGATGATCATGTTGTAATCGATGGCCGTATGAATGAGTTTATC 1593 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATGCACTATGAAGAAACCAATGATCATGTTGTAATTGATGGCCGGATGAATGAGTTTATC 1596 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATGCACTATGAAGAAACCAATGATCACGTTGTAATTGATGGCCGGATGAATGAGTTTATC 1581 

                                              ****  ************ ******* ******** ******** *************** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      AACTCACTGGTAGCTGATGTTGCTGCAGATCAGCAGCAGCTCAAGGTGGTATCTGTCCTT 1653 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GACTCACTGGTGGCTGATATTGTGGCAGATCAGCAGCAGCTCAAGGTGGTATCTGTCCTT 1656 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GACTCACTGGTGG------------CAGATCAGCAGCAGCTCAAGGTGGTATCTGTCCTT 1629 

                                               ********** *            *********************************** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      GGATCGGGATGTCTGGGTAAAACTACACTTGCCAAAGTGCTGTACAAAAGAATTGGGATG 1713 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GGATCTGGATGTCTGGGTAAAACTACACTTGCCAAAGTGTTGTACAACAGAATTGGGATA 1716 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GGATTTGGATGTCTGGGTAAAACTACACTTGCCAAAGTGTTGTACAACAGAATTGGGATG 1689 

                                              ****  ********************************* ******* ***********  

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      CAATTCGATTGCAGAGCTTTCATTCGAGTGTCCAAAAAGCCTGATATGAAGAGCCTTCTT 1773 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CAATTTGATTGCAGAGCTTTCATTCGGATGCCCAAAAAGCCGGATATGCAGATACTTTTC 1776 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CAATTTGATTGCAGAGCTTTCATTCGAGTGTCCAAAAAGCCGGATATGCAGATACTTTTC 1749 

                                              ***** ********************  ** ********** ****** ***  *** *  

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      CACAACCTGTTCTTGCAACTCCATAAGAAGAAGCAGCCACTACCTGCCAATTGTAATGAA 1833 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGCGACTTGTTCTCACAACTCCACCAGAAAAAGCGGCCACTACATGCCAATTCTAATGAG 1836 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGCGACTTGTTCTCGCAACTCCACCAGAAGAAGCGGCCAATACATGCCAATTCTAATGAG 1809 

                                                * ** ******  ********  **** **** **** *** ******** ******  

 



TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      CTTGGCATCAGCGACATTAATATCAGCAAACATCTGCAAGATAAAAGGTATCTAATAGTC 1893 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTTGGCATCAGCGACATTAATATCAGAAAACATCTGCAAGATAAAAGGTATCTAATTGTT 1896 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTTGGCATCAGCGACATTAATATCAGCAAACATCTGCAAGATAAAAGGTACCTAATTATT 1869 

                                              ************************** *********************** *****  *  

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ATTGATGACTTGTGGGATGCATCAGCATGGGATATTATTAAATGTGCTTTTCCGAAGGGA 1953 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATTGATGATTTGTGGGACGCATCAGCATGGGATATTATCAAGTATGCCTTTCCAAATGGA 1956 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATTGATGATTTGTGGGACGCATCAGCATGGGATATTATCAAATATGCTTTTCCAAATGGA 1929 

                                              ******** ******** ******************** ** * *** ***** ** *** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      AGCCATGGCAGTAGAATAATAATAACCACACAGATTGAAGATGTTGCATTAACATGTTGC 2013 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AACCGTGGCAGCAGAATAATAATAACTACACAGATTGAAGATGTTGCATTAACATGTTGC 2016 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AACCGTGGCAGCAGAATAATAATAACTACACAGATTGAAGATGTTGCATTAACATGTTGC 1989 

                                              * ** ****** ************** ********************************* 

                                                                                       G7A-RTF    

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      TGTGATCACTGGGAGCATGTTTTCGAGATGAAACCTCTTGACGACGATCACTCAAGAAAG 2073 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCTGATCACTCAGAACATGTTTTCGAGATGAAACCTCTTGACGAAGATCACTCAAGAAAG 2076 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGTGATCACTCAGAACATGTTTTCATGATGAAACCTCTTGATGACGATCACTCAAGAAAG 2049 

                                              * ********  ** *********  *************** ** *************** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      CTATTCTTTAACAGACTTTTTGGTTCTGAAAGTGACTGTCCTGAAGAATTCAAACAAGTT 2133 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTATTCTTTAACAGGCTTTTTGGTTCTGGAAGTGACTGTCCTGAAGAATTTAAACAAGTT 2136 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTGTTCTTTAACAGACTTTTTGGTTCTGGAAGTGACTGCCCTGAAGAATTTAAACAAGTT 2109 

                                              ** *********** ************* ********* *********** ********* 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      TCAAATGAAATTGTTGATATATGTGGTGGTTTGCCGCTAGCAACAATCAATATAGCTAGT 2193 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCAAATGAAATTGTTGATGTATGTGGTGGTTTGCCGCTAGCTACGATCAACATAGCTACT 2196 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TCAAATGAAATTGTTGATGTATGTGGTGGTTTGCCGCTAGCTATGATCAACATAGCTAGT 2169 

                                              ****************** ********************** *  ***** ******* * 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      CATTTGGCAAACCAACAGACAGGATTAGCACTTGATTTGCTGGCATACATGTGTGATTCA 2253 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CATTTGGCAAATCAACAGAAAGCAGTATCACTGGATTTTCTGACATACATACGTGATTCG 2256 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CATTTGGCAAATCAACAGACAGCAGTATCACTGGATTTTCTGACATACATACGTGATTCG 2229 

                                              *********** ******* ** * ** **** ***** *** *******  *******  

                                                                                     G7A-OligR 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      CTGAGGTCCCATTCTTGGTCAAGTTCTACCTTGGAAAGAACGAGAAAAGTACTGAACCTT 2313 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTGAGGTCACAATCGTGGTCAAGTTCTGCTTCGGAAAGAACAAGACAAGTACTGAACCTC 2316 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTGAGGTCACAATCGTGGTCAAGTTCTACTTCGGAAAGAACAAGACAAGTACTGAACCTC 2289 

                                               ******* ** ** ************ * * ********* *** *************  

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      AGCTACAATAATCTTCCTCAGCATCTGAAGACATGTTTGCTGTATTTTCATATGTATCCA 2373 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGCTACAATGATCTTCCTCATCATCTGAAGACATGTTTGTTGTATCTTCATATGTATCCA 2376 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGCTACAATAATCTTCCTCATCATCTGAAGACATGTTTGTTGTATCTTCATATGTATCCA 2349 

                                              ********* ********** ****************** ***** ************** 



 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      GAGGGCTCCATAATCTGGAAGGATGATCTGGTGAAGCAATGGGTGGCTGAAGGGTTTGTT 2433 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GAGGGCTCCATAGTCTGGAAGGATGATCTGGTGAAGCAATGGGTGGCTGAAGCCTTCATC 2436 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GAGGGCTCCATAGTCTGGAAGGATGATCTGGTGAAGCAATGGGTGGCTGAAGCCTTCATC 2409 

                                              ************ ***************************************  **  *  

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      GCTACAGGAAAAGGGAAAGAGCAAGATAAAGAAACGACAGAGAAAACTGCAGGAATCTAT 2493 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AATACACGAAAAGGGAAAGGAAAAGATCAAAACTGGATGGAGAAAGCTGCAGGAATCTAT 2496 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AATACACGAAAAGGGAAAGAAAAAGATCAAAACTGGATGGAGAAAGCTGCAGGAATCTAT 2469 

                                                **** ************   ***** ** *   **  ****** ************** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      TTTGATGCGCTTGTTGATAGAAGATTCATTCAACCTTTATATATCAACTACAACAATAAG 2553 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTCGATGAACTTGTTGATAGAAGATTCATCCAACCCCTAAATATCAACTACAACAATAAG 2556 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTCGATGAACTTATTGATAGAAGATTCATCCAACCTCTAAATATCAACTACAACAATAAG 2529 

                                              ** ****  *** **************** *****  ** ******************** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      GTGTTGTCCTGTACAGTTCATGACGTAGTACGTGATCTTATTGCAAAAAAGTCTGCAGAA 2613 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTGTTGTCATGTACTGTTCATGAAGTGGTACGTGATCTTCTTGCACACAAGTCTG----- 2611 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTGTTGTCCTGTACTGTTCATGAAGTGGTACGTGATCTTCTTGCACACAAGTCTGCAGAA 2589 

                                              ******** ***** ******** ** ************ ***** * *******      

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      GAGAATTTCATTGTGGTAGTAGACTACAATTGA--------------------------- 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      -------------TGGTAGTAGATTATAATCGAAAGAATATATCACTTTCTCATAAGGCC 2658 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GAGAATTTCATTGTGGTAGTAGATTATAATCGAAAGAATATATCACTTTCTCATAAGGCC 2649 

                                                           ********** ** *** **                            

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CGTCGGCTATCTCTCCTCTTTGCCAATGCAAGTTATGCCAAGACACCTGTAAACATCACA 2718 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CGTCGGCTATCTCTCCTCTTTGCCACTGCAAGGTATGCCAAGACACCAGTAAACATCACA 2709 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AAGGCGCAGGTTCGGTCACTTAATTTTGTTGGATTGTTCGAGTGCATGCCTTGTATTGGA 2778 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AAGCCGCAAGTTCGGTCACTTAATTTTGTTGGATTGTTCGAGTGCATGCCTTGTATTGGA 2769 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GAGTTCAAGGTTCTCCGTGTTCTGAACCTTCAACTATCCGGTCATTGTGGCGACCATGAC 2838 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GAGTTCAAGGTTCTCCGTGTTCTGAACCTTCAACTATCCGGTCATTGTGGCGACCATGAC 2829 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CCCATAGACCTCACTGGGATTTCAGAACTGTTTCAGTTGAGATATTTGAAGATTACAAGT 2898 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CCCATAGACCTCACTGGGATTTCAGAACTGTTTCAGTTGAGATATTTGAAGATTACAAGT 2889 



                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GATGTGTGCATAAAACTACCAAACCAAATGCGAAAGCTGCAATGTTTGGAAACGCTGGAT 2958 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GATGTGTGCATAAAACTACCAAACCAAATGCGAAAGCTGCAATGTTTGGAAACGCTGGAT 2949 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATTATAGATGCACCAAGAGTCACTGCTATCCCGTGGGATATTATATATCTCCCACACTTG 3018 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATTATAGATGCACCAAGAGTCACTGCTATCCCATGGGATATTATATATCTCCCACACTTG 3009 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTGCACTTGACGCTTCCTGTTGACACAAATCTGCTGGATTGGATTGGCAGCATGACTGGC 3078 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTGCACCTAACCCTTCCTGTTGACACAAATCTGCTGGATTGGATTGGCAGCATGACTGAC 3069 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCCATCATCAGTCTGTGGAGCCTTGGCAACCTGAACTACCTGCAAGATCTTTATCTTACC 3138 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TCCATCATCAGTCTGTGGAGCCTTGGCAACCTGAACTACCTGCAAGATCTTTATCTTACC 3129 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATTTCTTCTACACATCCTTCTGGCCATCCAGAGAAAAACATGGAAGCTCTGGGTTCTTTA 3198 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATTTCTTCTACACATCCTTCTGGCCATCCAGAGAAAAACATGGAAGCTCTGGGTTCTTTA 3189 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTAGGAGGACATGGCAACCTGAAAATTATAGTAGTGTCTCATGGCCCATTGGTTAAAGAT 3258 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTAGGAGGACATGGCAACCTGAAAATTATAGTAGTGTCTCATGGCCCATCGGTTAAAGAT 3249 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATTGTGGTTCCTGGTGCCTCAAAAGTAATCATTTCCTGGGATGAGTTGGAACCTCTCCCA 3318 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATTGTGGTTCCTGGTGCCTCAAAAGTAATCATTTCCTGGGATGAGTTGGAACCTCTCCCA 3309 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTTCTCCAGAGATTTGAATGCTCGCCACACAGCTGCGTCATATTTTCCCGAATTCCTAGG 3378 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTTCTCCAGAGATTTGAATGCTCACCGCACAGCTGCGTCATATTTTCCCGAATTCCTAAG 3369 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGGATTAAAAAACATGGTAACTTGTGCATTCTGAAGATTGCAGTGGTGGAACTGCAGATG 3438 



TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGGGTTAAAAAACTTGGTAACTTGTGCATTCTGAAGATTGCAGTGGTGGAACTGCAGATG 3429 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGTTGTGTTGATATTCTCAGAGGATTGCCTGCCCTCACTGCTCTGTCGCTGTATGTGCGG 3498 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGTTGTGTTGATATTCTCAGAGGATTGCCTGCCCTTACTGCTCTGTCGCTGTATGTGCGG 3489 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGCGCGCCTGCTCAAAGGATCCTCTTTGACAAGATGGCCGGGTTTTCAGTTCTCAAGTAC 3558 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGCGCGCCTGCTCAAAGGATCCTCTTTGACAAGATGGCCGGGTTCTCAGTTCTCAAGTAC 3549 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTCAAGTTGAGGTGCACGAGTGGTATCCCATGGCTGAAATTTGAGGCGGATGCAATGCCT 3618 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTCAAGTTGAGGTTCACGAGTGGTATCCCATGGCTGAAATTTGAGGCGGATGCAATGCCT 3609 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AACCTCTGGAAGCTGAAGCTAGGTTTCAATGCAATCCCCCGAATGGACCAACATCAACTA 3678 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AATCTCTGGAAGCTGAAGCTGGGTTTCAATGCAATCCCCCGAATGGACCAACATCAACTA 3669 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATCTGCATCGAGCATATTCCAGACCTTAAAGAGATCTCTGTAAAATTTGGGGGTGTAGCT 3738 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATCCGCATCGAGCATATGCCAGACCTTAAAGAGATCTCTGTAAAATTTGGGGGTATAGCT 3729 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GCTCTTATAGAGTATGCCGTGAAGACTGTCATTAGTAATCATCTGAGAAATCCTAGAGTC 3798 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GCTCTTATAGAGTATGCCGTGAAGACGGTCATTAGTAATCATCTGAGAAATCCTAGAGTC 3789 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CATGTGTGTTTGGTGACTTCTACTTTCTATGGTGCCGAGAGGACAAAAGAGAAACCTCCC 3858 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CATGTGTGTTTGGTGACTTCTACTTCCTATGGTGATGAAAGCACAAAAGAGAAACCTCCC 3849 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ACCAACTCGGCGATCAAGTCGCGCATGGCCGCCACAACGCCAATGGAGACTCCGACCAGC 3918 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ACCAACTCGGCGGTCGAGTCGCACATGGCCGCCGCAACGTCAACGGAGACTCCGACCAGC 3909 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 



TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CACGTCACCACCGCCTTCGCCCACTGCAACAGTGTCTCGACAGAGGGTGCTGCTGCTTCC 3978 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CAGGTCACCACCGCCTTCGCCCACTGCGACAGTGTCTCGACAGAGGGTGCTGCTGCTTCC 3969 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GGGGACGCAGATGTGGAGACGCTCTGCCACCTCTCCGACAATCTCGCCACCGCCTTTCGC 4038 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GGGGACGCAGATGTGGAGACGCTCTGCCACCTCTCCAACAATCTCGCCACCGCCTTTCGC 4029 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCTCCAGAAGACTTCACCTTCCTTGTCGACATGCGTGCGTACCGCTCCATGCTCTCCGTC 4098 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CCTCCAGAAGACTTCACCTTCCTCGTCGACATGCGTGCGTACCGCTCCGTGCTCTCCGTC 4089 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CAGAGTCCCTTCCTGGATGCCGTCTTCGCGCGTCGTGCCGCTGAAGGGGAGGACGACCCG 4158 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CGGAGTCCCTTCCTTGATGCCATCTTCGCGCGTCGTGCCGCTGAAGGGGAGGGCAACCCG 4149 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTGGACCTCCGGGAGCTTCTGGGTGAGGAGGTGGAGGTCGGGTATGAGGCACTGCAGTTG 4218 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTGGACCTCCGGGAGCTTCTGGGTGAGGAGGTGGAGGTCGGGTATGAGGCACTGCAGTTG 4209 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTGCTCGAGTACCTGTACACCGGCCGCATCCGCGACCTTCCCAAGTCAGCATGCGTTTGC 4278 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTGCTCGAGTACCTGTACACCGGCTGCATCCGCGACCTTCCCAAGTCGGCATGCGTTTGC 4269 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GCCGACGTGGACGGCTGCGCCCACGTCGGTTGCCTTCCCGCCATCTCCTTCATGGCGCAG 4338 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GCAGACGTGGACGGCTGCGCCCATGTCGGCTGCCTCCCTGCCATCTCGTTCATGGCGCAG 4329 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTCATCTTTGCCGCATCCATCTTCGAGGTTGCGGTGCTCACCAACCACTTCCAGCGGCTT 4398 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTCATCTTTGCCGCATCCATCTTCCAGGTTGCCGTGCTCACCAACCACTTCCAGCGGCTT 4389 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTCCTTGATGTCCTTGATGATGTTGAAGTGGATAACCTTCCATTGATCTTATCTGTTGCA 4458 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTCCTTGATGTCCTTGATGATGTTGAAGTGGATAACCTTCCATTGATCTTATCTGTTGCG 4449 

                                                                                                           

 



TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AACTTATGCAATAAATCTTGCATGCATCTGCTTGAGAGATGCCTTGAGATGGTAGTCCGG 4518 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AACTTATGCAATAAATCTTGCATGCATCTGCTCGAGAGATGCCTTGAGATGGTAGTCCGG 4509 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCAAATCTTGACATGATTACTCTTGAGAAAGCATTGCCTCCAGATGTTATCAAGCAAATT 4578 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TCAAATCTTGACATGATTACTCTTGAGAAAGCATTGCCTTCAGATATCATCGAGCAGATT 4569 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ACTGACTCGCGGATAAGTCTTGGGCTAATTTCACCCAAGGACAACGGATTTCCTAACAAA 4638 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ACTGATTCACGGCTAAGTCTTGGACTAGTTTCACCCGAAGATAAGGGATTTCCTAACAAA 4629 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CATGTAAGAAGGATATTCGGAGCTCTCGATTCTTATGATGTGGAGCTAGTGAGGTTGCTA 4698 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CATGTAAGAAGGATACTCAGAGCTCTTGATTCTGATGATGTGTGTTTAGTGAGGATGCTG 4689 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTCTACGAAGGGCAGACTAATCTTGATGATGCATTTGCATTGCACTATGCTGTAGAACAT 4758 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTCAAAGAAGGGCGGACTAATCTTGATGGTGCATTTGCATTGCACCATGCTGTAGAACAT 4749 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGTGACCCAAAGATCACAACAGAACTTCTGGACCTCGAACTTGCAGATGTTAATCGTAGA 4818 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGTGACTCGAAGGTCACAATGGAACTTCTGGATATCGGACTTGCAGATGTTAATCATAGA 4809 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AATCAAAGAGGTTATACTGTTCTTCACATTGCTGCCAGGCGAAGAAATCCTAAAATTCTT 4878 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AATCCAAGAGGTTATACTGTTCTTCACGTTGCTGCCAGGCGAAGAGATCCTAAAATTCTT 4869 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTCTCTGTTTTAACCAAAGGAGCTCGGCCTTCCGATCTTACATTTGATGGAAGAAAAGCA 4938 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTCTCTGTTTTAACCAAAGGTGCTCGGCATTCTGATCTTACATTTGATGGAAGAAAAGCA 4929 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATACAAATCTCAAAGAGACTCACAAAACATGGGGATTACTTTGGGATTACTGAAGAAGGA 4998 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTTCAAATCTCAAAGAGACTCACAAAACATGGGGATTACTTTGGGATTACAGAAGAAGGA 4989 

                                                                                                           



 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AAACCGTCTCCTGAATATAGTTTATGCATTGAGATACTGGAGCAAGCTGAAAGAAGGGGT 5058 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AAACCGTCTCGTGAAGATAGGTTATGCATTAAGATACTGGAGCAAGCTGAAAGAAGGGAT 5049 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CCACAACTTGGAGAAGCATCGGTTTCTCTTGCAATAGCTGGTGACTGTCAACGTGGGACG 5118 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CCACAACTTGGAGAAGCATCGGTTTCTCTTGCAATAGCTGGTGACCGTCAACGTGGAAAG 5109 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTGTTGCACCTCGAAAATCGAGTTACTTTGATGAGGATAATGTTTCCAACTGAGGCAAGA 5178 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTGTTGTACCTCGAAAATCGAGTTGCTTTGATGAGGATAATGTTTCCAACTGAGGCAAGA 5169 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTAGCAATGGACATCGCTCAAGTGGATTGCACTTTGGAGTTAACCCTTGATTCTGAGGCA 5238 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATAGCAATGGACATCGCTCAAGTGGATTGTACTTTGAAGTTAACCCTTGATTCTGGGGCA 5229 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AAACCTCCTTCGGAGAAAGAAGTGGCAACCATTGATCTAAATGAAACTCGTTTCCAAATG 5298 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AAACCTCCTCCGGAGAAAGAACTGGCAACCATTGATCTAAATGAAACTCCTTTCCATATG 5289 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AATGACGAACACTTAGCTCGGATGAGTGCCCTCTTCAAAACAGTTGAACTCTGTAAACGC 5358 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AATGAAGAACACTTAGCTCGGATGAGTACCCTCTCCAAAACAGTTGAACTCTGTAAACGC 5349 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTCTTTCCGCGTTGTTCAAATGTCATAGACAAGATTATGAATGATGAACCTGAGCTGGCT 5418 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTCTTTCCGCGTTGTTCAAATGTGATAGACAAGATTATGGATGATGAACCTGAGCTGGCT 5409 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCCCTTCAAAGAGACACATCCACCGAGAGGAATCGGAGGTTCGGTGACATGCACGACACG 5478 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CCTCTTCAAAGAGACGCATCCACCGAGAGGACTCGGAGGTTCGGTTACCTGCAGGACGCG 5469 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806240.1      ------------------------------------------------------------ 2646 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTTCAGAAGGCATTCAGCGAGGACAAGGGTTCGTCTAGTTTTGACAAATCTGGGTCATAG 5538 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTTCAGAAGGCATTAAGCGAGGACAAGGCTAGTTT------TGACAAATCTGGGTCATAG 5523 



                                                                                                           

 

 

 

3. 7AS_TGACv1_569068_AA1806230.1（7A 的后半段约 3000-5000bp）与 4AL 和

7DS 比对 
CLUSTAL O(1.2.4) multiple sequence alignment 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATGGGGAGGTCACCGTCCTGCGGTAGTGAGGCCCCCGTCAAGAAGGGCCCGTGGACGGAG 60 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATGGGGAGGTCGCCGTCCTGCAGCAGTGAGCCCCCCTTGAAGAAGGGCCCATGGACGGAG 60 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GAGGAGGACAGGCTGCTCGTGGACTACATCAAGTTGCATGGCACCGGCGGCAACTGGCGA 120 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GAGGAGGACAGGCTGCTCGTGGACTACATCAAGTTGCATGGCACCGGCGGCAACTGGCGA 120 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ACCATCCCCAAGCGCGCTGGCCTCAACCGCTGCGGCAAGAGCTGCCGCCTCCGTTGGACC 180 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ACCATCCCCAAGCGCGCCGGCCTCAACCGCTGCGGCAAGAGCTGCCGCCTCCGTTGGACC 180 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AACTACCTCCACCCCGACATCAAGCGCGGACCCTTCACCGACGATGAGGAGAAAACCACC 240 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AACTACCTCCACCCCGACATCAAGCGCGGACCCTTCACCGATGAGGAGGAGAAAACCACC 240 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATCCACCTCCACTCCATGCTCGGCAACAAGTGGTCGGCGATTGCAACCCATCTGCCGGGA 300 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATCCACCTCCACTCCATGCTCGGCAACAAGTGGTCGGCGATTGCAACCCATCTGCCAGGA 300 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGGACAGGCAATTTTATCAAGAATTACTGGAACATGAACCTGCGCAAGAAGCTACTCCAC 360 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGGACAGGCAATTTTATCAAGAATTACTGGAACACAAACCTGCGCAAGAAGCTGCTCCAC 360 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATGGGCATCGACCCCATCACGCACAGCCCGCGCGCCGACCTCAGCCAGCTTACAGGGCTC 420 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATGGGCATCGACCCCATCACGCACAACCCGCGCACCGACCTCAGCCAGCTTACAGGGCTC 420 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CCCAGTCTCCCCGCCACCGCCGCCGCCCCCAGTAATAGCCTCTCCGGCGTCAGCATGGGC 480 



TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CCCAGTCTCCCCGCCACCGCCGCCGCCCCCAGTAATAGCCTCTCCAGCGTCAGCATGCCC 480 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CCCAGCGCCTGGGACATGAATGCTGTCCAGGCCCACGCCGACGTGGCCAGCTTCGCCGGG 540 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CCCAGCACCTGGGACATGAATGCTGCCCAGGCCCACGCTGACGTGGCCAGCTTCGCCGGG 540 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GGCGGCTCGGACATGAACACTCTCAGGATCAAGGACGAAGCTACCAGCTTCACCGGCAGC 600 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GGC---------------GGTCTCAGGATCAAGGACGAAGCTACCAGCTTCACCGGCAGT 585 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TACTCAGACATGAAACCTCCCAGGATCAAGGATGAAGCCAGCAGCTTCACCGGTAGCCAC 660 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TACTCAGACATGAAACCTCCTATGATCAAGGATGAAGCCAGCAGCTTTACCGGCAGTCAC 645 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCGGAAATGAAACCTCCCAGAATCAAGTACGAAGCCGCCAGCTTAATCAGTAGCCACTCG 720 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TCGGAACTGAAACCTCCCAGGATCAAGTACGAAGCCACTAGTTTCACCGGTAGCCACTCG 705 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GACATGAAACCTCCCAGGATCAAGGACGAAGCCGCCAGCTTCACTGGAAGACACTCGGAC 780 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GACATGAAACCTCACAGGATCAAGGACGAAGCCGCCAGCTTCACTGGCAGACACTCGGAC 765 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATGAAACCTCTCAGGGTCAAGGACGAAGCCGCCTGCTTCACCGGCAGCTACTCGGACAGG 840 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATGAAACCTCTCAGGATCAAGGACGAAGCCGCCAGCTTCACCGGCAGTTGCTCGGACAGG 825 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AAACCTCCCAGGATCCAGGACGAAGGCAGCTACTCAGGCGCTGTTGCTGGCTGGGACATG 900 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AAACCTCCCAGGATCCAGAACGAAGGCAGCTACTCGGGCGCTGGTGCTGGTTGGGACATG 885 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AACACTCTCTCCATGCTCCAGCCCAACACCGCCAAGTTCCATCTCCTCCAGGGCCATTGT 960 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AACACTCTCTCCATGCGCCAGTCCAACGCCGCCAAGTTCCATCTCCTCCAGGGCCATTGT 945 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 



TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGGGTGATCAGTGCTTCCTTGGGCGCCATGAGAGCTCTTGTTGGGAAGCTGGACGTGCTG 1020 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGGGTGATCAGTGCTTCCTTGGGCGCCATGAGAGCTCTTGTTGGGAAGCTGGACATGCTG 1005 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTGCTAGATGATTCATCTTCTCAGAAATTCTTCTCCAAGAGGGTGATGGATGGGTTGCGC 1080 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTGCTAGATGATTCATCTTCTCAGAAATTCTTCTCCAAGAGGGTGATGGATGGGATGCGT 1065 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTCCTCAAAGATGATGTGGAAGAGCTAAGCTCCTACCTTGATGAACTGTCAGAGGTGGAT 1140 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTCCTCAAAGATGATGTTGAAGAGATAAGCTCCTACCTTGATGAACTGTCAGAGGTGGAT 1125 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GACCATCCCCCAATAGCCATGTGCTGGATGAATGAGGCGCGTGATCTGTCTTACGACATG 1200 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GACCATCCCCCAATAGCCATGTGCTGGATGAATGAGGTGCGTGACCTGTCTTACGACATG 1185 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GAGGATTACATTGACAGCCTTTTATCTGTGCCACCTGACCATTTCAACAAAAACAAGAAG 1260 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GAGGATTACATTGACAGCCTTTTATCTGTGCCACCTGACCATTTCAACAAAAACAAGAAG 1245 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AAGAAAAACAAGAAGATGATGACCATAAAGAAGAGGCTCAAATGGTACAAACAGATCACA 1320 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AAGAAAAACAAGAAGATGATGACCATAAAGAAGAGGCTCAAATGGTACAAACAGATCACA 1305 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TACGTCACGCAAGTGTCAGAACATGGTGTCAAGACCAGCAAACGCGTTCATGTTAGTGTT 1380 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TACGTCATGCAAGTGTCAGAACATGGTGTCAAGACCAGCAAACGCGTTCATGTTAGTGTT 1365 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTCCCTCGTCTTCCCAAGAAGCCCAAGATTGCGGAAACAATTTCAGATTTCAGGATCTAT 1440 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTCCCTCGTCTTCCCAAGAAGCCCAAGATTGCGGAAACAATTTCAGATTTCAGGATCTAT 1425 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTCCAGGAGGCCATTGAACGGTACGATAGATATATGCTCCATTGTTGCAGCAACTTGAGG 1500 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTCCAGGAGGCTATTGAACGGTATGACAGATATAATCTCCATTGTTGCAGCAACTTGAGG 1485 

                                                                                                           

 



TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGACGTACATTCTTGTCCACTGGCCATATGCTTCCAATGCACTATGAAGAAACCAATGAT 1560 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGACGTACATTCTTGTCCACTGGCCATATGCTTCCAATGCACTATGAAGAAACCAATGAT 1545 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CATGTTGTAATTGATGGCCGGATGAATGAGTTTATCGACTCACTGGTGGCTGATATTGTG 1620 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CACGTTGTAATTGATGGCCGGATGAATGAGTTTATCGACTCACTGGTGG----------- 1594 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GCAGATCAGCAGCAGCTCAAGGTGGTATCTGTCCTTGGATCTGGATGTCTGGGTAAAACT 1680 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      -CAGATCAGCAGCAGCTCAAGGTGGTATCTGTCCTTGGATTTGGATGTCTGGGTAAAACT 1653 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ACACTTGCCAAAGTGTTGTACAACAGAATTGGGATACAATTTGATTGCAGAGCTTTCATT 1740 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ACACTTGCCAAAGTGTTGTACAACAGAATTGGGATGCAATTTGATTGCAGAGCTTTCATT 1713 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CGGATGCCCAAAAAGCCGGATATGCAGATACTTTTCTGCGACTTGTTCTCACAACTCCAC 1800 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CGAGTGTCCAAAAAGCCGGATATGCAGATACTTTTCTGCGACTTGTTCTCGCAACTCCAC 1773 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CAGAAAAAGCGGCCACTACATGCCAATTCTAATGAGCTTGGCATCAGCGACATTAATATC 1860 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CAGAAGAAGCGGCCAATACATGCCAATTCTAATGAGCTTGGCATCAGCGACATTAATATC 1833 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGAAAACATCTGCAAGATAAAAGGTATCTAATTGTTATTGATGATTTGTGGGACGCATCA 1920 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGCAAACATCTGCAAGATAAAAGGTACCTAATTATTATTGATGATTTGTGGGACGCATCA 1893 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GCATGGGATATTATCAAGTATGCCTTTCCAAATGGAAACCGTGGCAGCAGAATAATAATA 1980 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GCATGGGATATTATCAAATATGCTTTTCCAAATGGAAACCGTGGCAGCAGAATAATAATA 1953 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ACTACACAGATTGAAGATGTTGCATTAACATGTTGCTCTGATCACTCAGAACATGTTTTC 2040 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ACTACACAGATTGAAGATGTTGCATTAACATGTTGCTGTGATCACTCAGAACATGTTTTC 2013 

                                                                                                           



 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GAGATGAAACCTCTTGACGAAGATCACTCAAGAAAGCTATTCTTTAACAGGCTTTTTGGT 2100 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATGATGAAACCTCTTGATGACGATCACTCAAGAAAGCTGTTCTTTAACAGACTTTTTGGT 2073 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCTGGAAGTGACTGTCCTGAAGAATTTAAACAAGTTTCAAATGAAATTGTTGATGTATGT 2160 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TCTGGAAGTGACTGCCCTGAAGAATTTAAACAAGTTTCAAATGAAATTGTTGATGTATGT 2133 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GGTGGTTTGCCGCTAGCTACGATCAACATAGCTACTCATTTGGCAAATCAACAGAAAGCA 2220 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GGTGGTTTGCCGCTAGCTATGATCAACATAGCTAGTCATTTGGCAAATCAACAGACAGCA 2193 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTATCACTGGATTTTCTGACATACATACGTGATTCGTTGAGGTCACAATCGTGGTCAAGT 2280 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTATCACTGGATTTTCTGACATACATACGTGATTCGTTGAGGTCACAATCGTGGTCAAGT 2253 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCTGCTTCGGAAAGAACAAGACAAGTACTGAACCTCAGCTACAATGATCTTCCTCATCAT 2340 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TCTACTTCGGAAAGAACAAGACAAGTACTGAACCTCAGCTACAATAATCTTCCTCATCAT 2313 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTGAAGACATGTTTGTTGTATCTTCATATGTATCCAGAGGGCTCCATAGTCTGGAAGGAT 2400 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTGAAGACATGTTTGTTGTATCTTCATATGTATCCAGAGGGCTCCATAGTCTGGAAGGAT 2373 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GATCTGGTGAAGCAATGGGTGGCTGAAGCCTTCATCAATACACGAAAAGGGAAAGGAAAA 2460 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GATCTGGTGAAGCAATGGGTGGCTGAAGCCTTCATCAATACACGAAAAGGGAAAGAAAAA 2433 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GATCAAAACTGGATGGAGAAAGCTGCAGGAATCTATTTCGATGAACTTGTTGATAGAAGA 2520 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GATCAAAACTGGATGGAGAAAGCTGCAGGAATCTATTTCGATGAACTTATTGATAGAAGA 2493 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTCATCCAACCCCTAAATATCAACTACAACAATAAGGTGTTGTCATGTACTGTTCATGAA 2580 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTCATCCAACCTCTAAATATCAACTACAACAATAAGGTGTTGTCCTGTACTGTTCATGAA 2553 



                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTGGTACGTGATCTTCTTGCACACAAGTCTG------------------TGGTAGTAGAT 2622 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTGGTACGTGATCTTCTTGCACACAAGTCTGCAGAAGAGAATTTCATTGTGGTAGTAGAT 2613 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TATAATCGAAAGAATATATCACTTTCTCATAAGGCCCGTCGGCTATCTCTCCTCTTTGCC 2682 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TATAATCGAAAGAATATATCACTTTCTCATAAGGCCCGTCGGCTATCTCTCCTCTTTGCC 2673 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AATGCAAGTTATGCCAAGACACCTGTAAACATCACAAAGGCGCAGGTTCGGTCACTTAAT 2742 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ACTGCAAGGTATGCCAAGACACCAGTAAACATCACAAAGCCGCAAGTTCGGTCACTTAAT 2733 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTTGTTGGATTGTTCGAGTGCATGCCTTGTATTGGAGAGTTCAAGGTTCTCCGTGTTCTG 2802 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTTGTTGGATTGTTCGAGTGCATGCCTTGTATTGGAGAGTTCAAGGTTCTCCGTGTTCTG 2793 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AACCTTCAACTATCCGGTCATTGTGGCGACCATGACCCCATAGACCTCACTGGGATTTCA 2862 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AACCTTCAACTATCCGGTCATTGTGGCGACCATGACCCCATAGACCTCACTGGGATTTCA 2853 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GAACTGTTTCAGTTGAGATATTTGAAGATTACAAGTGATGTGTGCATAAAACTACCAAAC 2922 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GAACTGTTTCAGTTGAGATATTTGAAGATTACAAGTGATGTGTGCATAAAACTACCAAAC 2913 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CAAATGCGAAAGCTGCAATGTTTGGAAACGCTGGATATTATAGATGCACCAAGAGTCACT 2982 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CAAATGCGAAAGCTGCAATGTTTGGAAACGCTGGATATTATAGATGCACCAAGAGTCACT 2973 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 0 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GCTATCCCGTGGGATATTATATATCTCCCACACTTGTTGCACTTGACGCTTCCTGTTGAC 3042 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GCTATCCCATGGGATATTATATATCTCCCACACTTGTTGCACCTAACCCTTCCTGTTGAC 3033 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ---------------------------ATGACTGACTCAGTCATCAGTCTGTGGAGCCTT 33 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ACAAATCTGCTGGATTGGATTGGCAGCATGACTGGCTCCATCATCAGTCTGTGGAGCCTT 3102 



TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ACAAATCTGCTGGATTGGATTGGCAGCATGACTGACTCCATCATCAGTCTGTGGAGCCTT 3093 

                                                                         ******* ***  ******************** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      GGCAAGCTGAACTACCTGCAGGATCTTCATCTTAACATGTCGTGTATTCCTTC------- 86 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GGCAACCTGAACTACCTGCAAGATCTTTATCTTACCATTTCTTCTACACATCCTTCTGGC 3162 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GGCAACCTGAACTACCTGCAAGATCTTTATCTTACCATTTCTTCTACACATCCTTCTGGC 3153 

                                              ***** ************** ****** ****** *** ** * **  * * *        

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      -----ACTTCTGGGCGTGGAAGCTCTGGCTCATTTGATCGGAGGGCATGGTAACCTGAAA 141 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CATCCAGAGAAAAACATGGAAGCTCTGGGTTCTTTACTAGGAGGACATGGCAACCTGAAA 3222 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CATCCAGAGAAAAACATGGAAGCTCTGGGTTCTTTACTAGGAGGACATGGCAACCTGAAA 3213 

                                                   *        * ************ *  ***  * ***** ***** ********* 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ACTATAGTAATGTCTCATGGCTCATCG------------GTGATTCCTGGCGCCTCAAAA 189 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATTATAGTAGTGTCTCATGGCCCATTGGTTAAAGATATTGTGGTTCCTGGTGCCTCAAAA 3282 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATTATAGTAGTGTCTCATGGCCCATCGGTTAAAGATATTGTGGTTCCTGGTGCCTCAAAA 3273 

                                              * ******* *********** *** *            *** ******* ********* 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      GCAATAATTTCCTGGGATGACTTGGAACCTCTCCCCCTTCTCCAGAGATTTGAATGCTCG 249 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTAATCATTTCCTGGGATGAGTTGGAACCTCTCCCACTTCTCCAGAGATTTGAATGCTCG 3342 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTAATCATTTCCTGGGATGAGTTGGAACCTCTCCCACTTCTCCAGAGATTTGAATGCTCA 3333 

                                              * *** ************** ************** ***********************  

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      CCGCACAGCTGCATCACATTTTCCCGAATTCCTAAGTGGATTAAAGAACTTAGCCACCTG 309 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CCACACAGCTGCGTCATATTTTCCCGAATTCCTAGGTGGATTAAAAAACATGGTAACTTG 3402 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CCGCACAGCTGCGTCATATTTTCCCGAATTCCTAAGTGGGTTAAAAAACTTGGTAACTTG 3393 

                                              ** ********* *** ***************** **** ***** *** * *  ** ** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      TGCATTCTGAAGATTGCAGTGGTGGAACTGCAGATTAGTTGGGTTGATATTCTGAGAGGA 369 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGCATTCTGAAGATTGCAGTGGTGGAACTGCAGATGAGTTGTGTTGATATTCTCAGAGGA 3462 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGCATTCTGAAGATTGCAGTGGTGGAACTGCAGATGAGTTGTGTTGATATTCTCAGAGGA 3453 

                                              *********************************** ***** *********** ****** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      TTGCCTGCCCTCACTGCTCTGTCTCTGTATGTGCGGCGTGCGCCCATTGAAAGGATCATC 429 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTGCCTGCCCTCACTGCTCTGTCGCTGTATGTGCGGTGCGCGCCTGCTCAAAGGATCCTC 3522 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTGCCTGCCCTTACTGCTCTGTCGCTGTATGTGCGGTGCGCGCCTGCTCAAAGGATCCTC 3513 

                                              *********** *********** ************ * *****   * ******** ** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      TTCAACAAGGCAGACGGGTTCTCAGTTCTCAAGTACTTCAAGTTGACTTGCACGAGTGGT 489 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTTGACAAGATGGCCGGGTTTTCAGTTCTCAAGTACTTCAAGTTGAGGTGCACGAGTGGT 3582 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTTGACAAGATGGCCGGGTTCTCAGTTCTCAAGTACTTCAAGTTGAGGTTCACGAGTGGT 3573 

                                              **  *****   * ****** *************************  * ********** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ATAGCGTGTCTAAAATTTGAGGCGCAAGCAATGCCTAATCTCTGGAAGCTCAAGCTAGGT 549 



TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATCCCATGGCTGAAATTTGAGGCGGATGCAATGCCTAACCTCTGGAAGCTGAAGCTAGGT 3642 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATCCCATGGCTGAAATTTGAGGCGGATGCAATGCCTAATCTCTGGAAGCTGAAGCTGGGT 3633 

                                              **  * ** ** ************ * *********** *********** ***** *** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      TTCAATGCCACCCCCCGAATGGACCAACATCAACTTATCCGCATCGAGCATATGCCAAAC 609 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTCAATGCAATCCCCCGAATGGACCAACATCAACTAATCTGCATCGAGCATATTCCAGAC 3702 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TTCAATGCAATCCCCCGAATGGACCAACATCAACTAATCCGCATCGAGCATATGCCAGAC 3693 

                                              ******** * ************************ *** ************* *** ** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      CTTAAAGGGATATCCGTAAAATTTGGGGGTGTAGCTGCTCATATAGAGTATGCGAGGTCT 669 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTTAAAGAGATCTCTGTAAAATTTGGGGGTGTAGCTGCTCTTATAGAGTATGCCGTGAAG 3762 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTTAAAGAGATCTCTGTAAAATTTGGGGGTATAGCTGCTCTTATAGAGTATGCCGTGAAG 3753 

                                              ******* *** ** *************** ********* ************   *    

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      GTT---GTAACTAGTCATCCGAGAAATCCTACAATCAATATGCAATTGGTGAATTTTTGT 726 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ACTGTCATTAGTAATCATCTGAGAAATCCTAGAGTCCATGTGTGTTTGGTGACTTCTACT 3822 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ACGGTCATTAGTAATCATCTGAGAAATCCTAGAGTCCATGTGTGTTTGGTGACTTCTACT 3813 

                                                     * * ** ***** *********** * ** ** **   ******* ** *  * 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      TCAAATTGTGATGGAAGCACAAAACAGAACCTTCTCACCAACTGGGCTGTCAAGTCACGT 786 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTCTATGGTGCCGAGAGGACAAAAGAGAAACCTCCCACCAACTCGGCGATCAAGTCGCGC 3882 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TCCTATGGTGATGAAAGCACAAAAGAGAAACCTCCCACCAACTCGGCGGTCGAGTCGCAC 3873 

                                              *   ** ***  *  ** ****** **** * ** ******** ***  ** **** *   

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      GCCGCAGCCTCAGCACCAATGGAGGATCCTCCCAGTCACTTCACCACCACCTTCTCCAGC 846 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATGGCCGCCACAACGCCAATGGAGACTCCGACCAGCCACGTCACCACCGCCTTCGCCCAC 3942 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATGGCCGCCGCAACGTCAACGGAGACTCCGACCAGCCAGGTCACCACCGCCTTCGCCCAC 3933 

                                                 ** *** ** *  *** ****  ***  **** **  ******** ***** **  * 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      TCCGATGGCATCTTCATGGCAG------------------ACATGAACTTGGAGGCGCTC 888 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGCAACAGTGTCTCGACAGAGGGTGCTGCTGCTTCCGGGGACGCAGATGTGGAGACGCTC 4002 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGCGACAGTGTCTCGACAGAGGGTGCTGCTGCTTCCGGGGACGCAGATGTGGAGACGCTC 3993 

                                              * * *  *  ***  *  *  *                  **    *  ***** ***** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      TGCCGCCTATCTGACAACCTCGCCGCCGTCTTCCGCTCGCCGGATGTCTTCGCCTTCCTT 948 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TGCCACCTCTCCGACAATCTCGCCACCGCCTTTCGCTCTCCAGAAGACTTCACCTT---- 4058 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TGCCACCTCTCCAACAATCTCGCCACCGCCTTTCGCCCTCCAGAAGACTTCACCTT---- 4049 

                                              **** *** **  **** ****** *** *** *** * ** ** * **** ****     

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      GTTGACATGCACATCGTCGTGCCCGACGCGCCCGACCTGCCTGTGCACCTTCCCATGCTC 1008 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      --------------------------CCTTGTCGACATGCGTGCGTACCGCTCCATGCTC 4092 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      --------------------------CCTCGTCGACATGCGTGCGTACCGCTCCGTGCTC 4083 

                                                                        *     **** *** ** * ***   ** ***** 

 



TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      TGCGCACGAAGTCCCTTCCTGCATGATTTCTTCATGCGCCGTGCCGCTGCCGTGAAGGGC 1068 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCCGTCCAGAGTCCCTTCCTGGATGCCGTCTTCGCGCGTCGTGCCGCTGAAGGGGAGGAC 4152 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TCCGTCCGGAGTCCCTTCCTTGATGCCATCTTCGCGCGTCGTGCCGCTGAAGGGGAGGGC 4143 

                                              * **  *  ***********  ***   *****  *** **********  * * *** * 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      AACCGGCTGGACCTCCGCGAGCTTCTGGGTGAGAAGATGGAGGTCGGGTACGAGTCATTG 1128 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GACCCGCTGGACCTCCGGGAGCTTCTGGGTGAGGAGGTGGAGGTCGGGTATGAGGCACTG 4212 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AACCCGCTGGACCTCCGGGAGCTTCTGGGTGAGGAGGTGGAGGTCGGGTATGAGGCACTG 4203 

                                               *** ************ *************** ** ************* *** ** ** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      CAGCTGGTGCTCGAGTACCTGTACACCGGCTGCGTCGGCGACCTTCCCAAGTCGGTGTGC 1188 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CAGTTGGTGCTCGAGTACCTGTACACCGGCCGCATCCGCGACCTTCCCAAGTCAGCATGC 4272 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CAGTTGGTGCTCGAGTACCTGTACACCGGCTGCATCCGCGACCTTCCCAAGTCGGCATGC 4263 

                                              *** ************************** ** ** **************** *  *** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      GTCTGCGCTGATGTAGATGGCTGCACGCATGTCGGCTGCCACCCCGTCATCTCCTTCATG 1248 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTTTGCGCCGACGTGGACGGCTGCGCCCACGTCGGTTGCCTTCCCGCCATCTCCTTCATG 4332 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTTTGCGCAGACGTGGACGGCTGCGCCCATGTCGGCTGCCTCCCTGCCATCTCGTTCATG 4323 

                                              ** ***** ** ** ** ****** * ** ***** ****  ** * ****** ****** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      GTGCAGGTCCTCTTTGCCGCATCCACCTTCCAGATTGCCAAGCTCACCAACCTCTTCCAG 1308 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GCGCAGGTCATCTTTGCCGCATCCATCTTCGAGGTTGCGGTGCTCACCAACCACTTCCAG 4392 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GCGCAGGTCATCTTTGCCGCATCCATCTTCCAGGTTGCCGTGCTCACCAACCACTTCCAG 4383 

                                              * ******* *************** **** ** ****   *********** ******* 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      TGGCGTCTCCTTGATGTCCTTGATGATGTTGAAGTTGATAACCTTCCATTGATCTTATCT 1368 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CGGCTTCTCCTTGATGTCCTTGATGATGTTGAAGTGGATAACCTTCCATTGATCTTATCT 4452 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CGGCTTCTCCTTGATGTCCTTGATGATGTTGAAGTGGATAACCTTCCATTGATCTTATCT 4443 

                                               *** ****************************** ************************ 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      GTTGCAAACTTATGCAATAAATCATGCATGAAACTTCTCGAGAGATGCCTTGAGATGGTA 1428 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTTGCAAACTTATGCAATAAATCTTGCATGCATCTGCTTGAGAGATGCCTTGAGATGGTA 4512 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTTGCGAACTTATGCAATAAATCTTGCATGCATCTGCTCGAGAGATGCCTTGAGATGGTA 4503 

                                              ***** ***************** ****** * ** ** ********************* 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      GTTCGGTCAAATCTTGACATGATTACTCTTGAGAAAGCATTGCCTCCAGATATTATCAAG 1488 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GTCCGGTCAAATCTTGACATGATTACTCTTGAGAAAGCATTGCCTCCAGATGTTATCAAG 4572 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GTCCGGTCAAATCTTGACATGATTACTCTTGAGAAAGCATTGCCTTCAGATATCATCGAG 4563 

                                              ** ****************************************** ***** * *** ** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      CAAATTGCTGATTCACGCCTAAGTCTTGGGTTAGTTTCAGCCGAAGACAAGGGATTTCCT 1548 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CAAATTACTGACTCGCGGATAAGTCTTGGGCTAATTTCACCCAAGGACAACGGATTTCCT 4632 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CAGATTACTGATTCACGGCTAAGTCTTGGACTAGTTTCACCCGAAGATAAGGGATTTCCT 4623 

                                              ** *** **** ** **  **********  ** ***** ** * ** ** ********* 



 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      AACAAACATGTAAGAAGGATACTCCAAGCTCTTGACAGTAATGATGCGGAGGTAGCGACG 1608 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AACAAACATGTAAGAAGGATATTCGGAGCTCTCGATTCTTATGATGTGGAGCTAGTGAGG 4692 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AACAAACATGTAAGAAGGATACTCAGAGCTCTTGATTCTGATGATGTGTGTTTAGTGAGG 4683 

                                              ********************* **  ****** **   * ****** *    *** ** * 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ATCCTGCACCAGGAAGGGCAGACTAATCTTGATGATGCGTTTGCGTTGCACTATGCTGTT 1668 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TTGCTACTCTACGAAGGGCAGACTAATCTTGATGATGCATTTGCATTGCACTATGCTGTA 4752 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATGCTGCTCAAAGAAGGGCGGACTAATCTTGATGGTGCATTTGCATTGCACCATGCTGTA 4743 

                                               * ** * * * ******* ************** *** ***** ****** *******  

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      GAACATTGTGACTCAAAGATCATAACAGAAATTTTGGACATCACACTTGCAGATGTTAAT 1728 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GAACATTGTGACCCAAAGATCACAACAGAACTTCTGGACCTCGAACTTGCAGATGTTAAT 4812 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GAACATTGTGACTCGAAGGTCACAATGGAACTTCTGGATATCGGACTTGCAGATGTTAAT 4803 

                                              ************ * *** *** **  *** ** ****  **  **************** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      CATAGAAATCCTAGAGGTTATACTGTTCTTCACATTGCTGCCAGGCGAAGAGATCCCAAA 1788 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CGTAGAAATCAAAGAGGTTATACTGTTCTTCACATTGCTGCCAGGCGAAGAAATCCTAAA 4872 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CATAGAAATCCAAGAGGTTATACTGTTCTTCACGTTGCTGCCAGGCGAAGAGATCCTAAA 4863 

                                              * ********  ********************* ***************** **** *** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ATTCTTGCTTCTCTTTTAACCAAGGGTGCTCGGCCTTCCGATCTTACATTTGATGGAAGA 1848 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      ATTCTTGTCTCTGTTTTAACCAAAGGAGCTCGGCCTTCCGATCTTACATTTGATGGAAGA 4932 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      ATTCTTGTCTCTGTTTTAACCAAAGGTGCTCGGCATTCTGATCTTACATTTGATGGAAGA 4923 

                                              *******  *** ********** ** ******* *** ********************* 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ACAGCAGTTCAAATCTCAAAAAGACTCACAAAACATAGGGATTACTTTGGGGTTACTGAA 1908 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AAAGCAATACAAATCTCAAAGAGACTCACAAAACATGGGGATTACTTTGGGATTACTGAA 4992 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AAAGCAGTTCAAATCTCAAAGAGACTCACAAAACATGGGGATTACTTTGGGATTACAGAA 4983 

                                              * **** * *********** *************** ************** **** *** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      AAAGGGAAATCGTCTCCTCAAGATCGGTTATGCATTGAGATACTAGAGCAAGCTGAAAGA 1968 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GAAGGAAAACCGTCTCCTGAATATAGTTTATGCATTGAGATACTGGAGCAAGCTGAAAGA 5052 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GAAGGAAAACCGTCTCGTGAAGATAGGTTATGCATTAAGATACTGGAGCAAGCTGAAAGA 5043 

                                               **** *** ****** * ** ** * ********* ******* *************** 

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      AAAGCACAACTTGGAGAAGAATGA------------------------------------ 1992 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AGGGGTCCACAACTTGGAGAAGCATCGGTTTCTCTTGCAATAGCTGGTGACTGTCAACGT 5112 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AGGGATCCACAACTTGGAGAAGCATCGGTTTCTCTTGCAATAGCTGGTGACCGTCAACGT 5103 

                                              *  *  * **     * ****  *                                     

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 1992 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GGGACGCTGTTGCACCTCGAAAATCGAGTTACTTTGATGAGGATAATGTTTCCAACTGAG 5172 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GGAAAGCTGTTGTACCTCGAAAATCGAGTTGCTTTGATGAGGATAATGTTTCCAACTGAG 5163 



                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 1992 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GCAAGAGTAGCAATGGACATCGCTCAAGTGGATTGCACTTTGGAGTTAACCCTTGATTCT 5232 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GCAAGAATAGCAATGGACATCGCTCAAGTGGATTGTACTTTGAAGTTAACCCTTGATTCT 5223 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 1992 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GAGGCAAAACCTCCTTCGGAGAAAGAAGTGGCAACCATTGATCTAAATGAAACTCGTTTC 5292 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GGGGCAAAACCTCCTCCGGAGAAAGAACTGGCAACCATTGATCTAAATGAAACTCCTTTC 5283 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 1992 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CAAATGAATGACGAACACTTAGCTCGGATGAGTGCCCTCTTCAAAACAGTTGAACTCTGT 5352 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CATATGAATGAAGAACACTTAGCTCGGATGAGTACCCTCTCCAAAACAGTTGAACTCTGT 5343 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 1992 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      AAACGCTTCTTTCCGCGTTGTTCAAATGTCATAGACAAGATTATGAATGATGAACCTGAG 5412 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      AAACGCTTCTTTCCGCGTTGTTCAAATGTGATAGACAAGATTATGGATGATGAACCTGAG 5403 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 1992 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      CTGGCTTCCCTTCAAAGAGACACATCCACCGAGAGGAATCGGAGGTTCGGTGACATGCAC 5472 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      CTGGCTCCTCTTCAAAGAGACGCATCCACCGAGAGGACTCGGAGGTTCGGTTACCTGCAG 5463 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------------------------------------------------------------ 1992 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      GACACGCTTCAGAAGGCATTCAGCGAGGACAAGGGTTCGTCTAGTTTTGACAAATCTGGG 5532 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      GACGCGGTTCAGAAGGCATTAAGCGAGGACAAGGCTAGTTT------TGACAAATCTGGG 5517 

                                                                                                           

 

TRIAE_CS42_7AS_TGACv1_569068_AA1806230.1      ------ 1992 

TRIAE_CS42_4AL_TGACv1_288580_AA0952690.1      TCATAG 5538 

TRIAE_CS42_7DS_TGACv1_622487_AA2040690.1      TCATAG 5523 


