
ID in alignment  Strain   accession coordinates 
 
CP002573.1:c1237105- - Acidithiobacillus_caldus_SM-1  CP002573.1 1237105-1234111 
CP026328.2:1188918-1 - Acidithiobacillus caldus strain MTH-04 CP026328.2 1188918-1192451 
CP043926.1:2163143-2 - Acidithiobacillus caldus strain MTH-04 CP043926.1 2163143-2166676 
NODE_69_length_35653 - Acidithiobacillus_ACA_BC13   1843-4293 
NODE_59_length_16824 - Acidithiobacillus_ACA_F    3477-1027 
NODE_80_length_16896 - Acidithiobacillus_ACA_DSM8584   3549-1099 
NODE_220_length_1666 - Acidithiobacillus_ACA_KU    3491-1041 
CP005986.1:1830631-1 - Acidithiobacillus_caldus_ATCC_51756  CP005986.1 1830631-1833081 
NODE_19_length_57735 - Acidithiobacillus_ACA_MELC-5   24529-21621 
NODE_66_length_49889 - Acidithiobacillus_ACA_I17-1   854456:11516-13182 
NODE_225_length_4037 - Acidithiobacillus_ACA_G26-1   11494-13160 
 
 
CP002573.1:c1237105- ATCGCGGCTTTCCGCCGATCGGCGGAAAGCGAACCGTTCTTTCAAAATCGAGCGTGCGTTTGTCCGATAGGATTT-----TCCTAACGGAAACCGTGTGT 95 
CP026328.2:1188918-1 ATCGCGGCTTTCCGCCGATCGGCGGAAAGCGAACCGTTCTTTCAAAATCGAGCGTGCGTTTGTCCGATAGGATTT-----TCCTAACGGAAACCGTGTGT 95 
CP043926.1:2163143-2 ATCGCGGCTTTCCGCCGATCGGCGGAAAGCGAACCGTTCTTTCAAAATCGAGCGTGCGTTTGTCCGATAGGATTT-----TCCTAACGGAAACCGTGTGT 95 
NODE_69_length_35653 ATCGCGGCTTTCCGTCGATCGGCGGAAAGCGAACCGTTCTTTCAAAATCGAGCGTGCGTTTGTCCGATAGGATTT-----TCCTAACGGAAACCGTGTGT 95 
NODE_59_length_16824 ATCGCGGCTTTCCGTCGATCGGCGGAAAGCGAACCGTTCTTTCAAAATCGAGCGTGCGTTTGTCCGATAGGATTT-----TCCTAACGGAAACCGTGTGT 95 
NODE_80_length_16896 ATCGCGGCTTTCCGTCGATCGGCGGAAAGCGAACCGTTCTTTCAAAATCGAGCGTGCGTTTGTCCGATAGGATTT-----TCCTAACGGAAACCGTGTGT 95 
NODE_220_length_1666 ATCGCGGCTTTCCGTCGATCGGCGGAAAGCGAACCGTTCTTTCAAAATCGAGCGTGCGTTTGTCCGATAGGATTT-----TCCTAACGGAAACCGTGTGT 95 
CP005986.1:1830631-1 ATCGCGGCTTTCCGTCGATCGGCGGAAAGCGAACCGTTCTTTCAAAATCGAGCGTGCGTTTGTCCGATAGGATTT-----TCCTAACGGAAACCGTGTGT 95 
NODE_19_length_57735 ATTGCGGCTTTCCGTCGATCGGCGGAAAGCGAACCGTTCTTTCACAATCGAGTCTGTTTTT-TCCGACAGGACTTTCTGGTCCTGACGGAAACCGTGTGT 99 
NODE_66_length_49889 ATCGCGGCTTTCCGCCGATCGGCGGAAAGCGAACCGTTCTTTCAAAATCGAGCGTGCGTTTGTCCGATAGGATTT-----TCCTAACGGAAACCGTGTGT 95 
NODE_225_length_4037 ATCGCGGCTTTCCGCCGATCGGCGGAAAGCGAACCGTTCTTTCAAAATCGAGCGTGCGTTTGTCCGATAGGATTT-----TCCTAACGGAAACCGTGTGT 95 
 
CP002573.1:c1237105- TGCGCAATAGAGTCGTCCCCGCGTGTGCGGGGGAAAACCCAGAAAATACGTGTCCGCGCAGCGTTTCTGGCGGTCGTCCCCGCGTGTGCGGGGGAAAACC 195 
CP026328.2:1188918-1 TGCGCAATAGAGTCGTCCCCGCGTGTGCGGGGGAAAACCCAGAAAATACGTGTCCGCGCAGCGTTTCTGGCGGTCGTCCCCGCGTGTGCGGGGGAAAACC 195 
CP043926.1:2163143-2 TGCGCAATAGAGTCGTCCCCGCGTGTGCGGGGGAAAACCCAGAAAATACGTGTCCGCGCAGCGTTTCTGGCGGTCGTCCCCGCGTGTGCGGGGGAAAACC 195 
NODE_69_length_35653 TGCGCAATAGGGTCGTCCCCGCGTGTGCGGGGGAAATCCGAG---------------------------------------------------------- 137 
NODE_59_length_16824 TGCGCAATAGGGTCGTCCCCGCGTGTGCGGGGGAAATCCGAG---------------------------------------------------------- 137 
NODE_80_length_16896 TGCGCAATAGGGTCGTCCCCGCGTGTGCGGGGGAAATCCGAG---------------------------------------------------------- 137 
NODE_220_length_1666 TGCGCAATAGGGTCGTCCCCGCGTGTGCGGGGGAAATCCGAG---------------------------------------------------------- 137 
CP005986.1:1830631-1 TGCGCAATAGGGTCGTCCCCGCGTGTGCGGGGGAAATCCGAG---------------------------------------------------------- 137 
NODE_19_length_57735 TGCGCAATAGGGTCGTCCCCGCGTATGCGGGGGAAAACCCAG---------------------------------------------------------- 141 
NODE_66_length_49889 TGCGCAATAGAGTCGTCCCCGCGTGTGCGGGGGAAAACCTTC---------------------------------------------------------- 137 
NODE_225_length_4037 TGCGCAATAGAGTCGTCCCCGCGTGTGCGGGGGAAAACCTTC---------------------------------------------------------- 137 
 
CP002573.1:c1237105- TCTGTCCACTTCGTGGTTTACCACTTCGTGGGCG------------------------------------------------------------------ 224 
CP026328.2:1188918-1 TCTGTCCACTTCGTGGTTTACCACTTCGTGGGCGTCGTCCCCGCGTGTGCGGGGGAAAACCCTGCCTCGGGTCGCCAACACTAAGTGTTCTGGCGTCGTC 295 
CP043926.1:2163143-2 TCTGTCCACTTCGTGGTTTACCACTTCGTGGGCGTCGTCCCCGCGTGTGCGGGGGAAAACCCTGCCTCGGGTCGCCAACACTAAGTGTTCTGGCGTCGTC 295 
NODE_69_length_35653 ---------------------------------------------------------------------------------------------------- 137 
NODE_59_length_16824 ---------------------------------------------------------------------------------------------------- 137 
NODE_80_length_16896 ---------------------------------------------------------------------------------------------------- 137 
NODE_220_length_1666 ---------------------------------------------------------------------------------------------------- 137 
CP005986.1:1830631-1 ---------------------------------------------------------------------------------------------------- 137 
NODE_19_length_57735 ---------------------------------------------------------------------------------------------------- 141 
NODE_66_length_49889 ---------------------------------------------------------------------------------------------------- 137 
NODE_225_length_4037 ---------------------------------------------------------------------------------------------------- 137 
 
CP002573.1:c1237105- ---------------------------------------------------------------------------------------------------- 224 
CP026328.2:1188918-1 CCCGCGCGTGCGGGGGAAAACCCTATTCGACGTAAGCCAGCGCATTCTCGTCCAGTCCCCGCGTGCGCGGGGGAGAACCGGATGGTGAGGTACGCGCAGA 395 
CP043926.1:2163143-2 CCCGCGCGTGCGGGGGAAAACCCTATTCGACGTAAGCCAGCGCATTCTCGTCCAGTCCCCGCGTGCGCGGGGGAGAACCGGATGGTGAGGTACGCGCAGA 395 
NODE_69_length_35653 ---------------------------------------------------------------------------------------------------- 137 
NODE_59_length_16824 ---------------------------------------------------------------------------------------------------- 137 
NODE_80_length_16896 ---------------------------------------------------------------------------------------------------- 137 
NODE_220_length_1666 ---------------------------------------------------------------------------------------------------- 137 
CP005986.1:1830631-1 ---------------------------------------------------------------------------------------------------- 137 
NODE_19_length_57735 ---------------------------------------------------------------------------------------------------- 141 
NODE_66_length_49889 ---------------------------------------------------------------------------------------------------- 137 
NODE_225_length_4037 ---------------------------------------------------------------------------------------------------- 137 
 
CP002573.1:c1237105- ---------------------------------------------------------------------------------------------------- 224 
CP026328.2:1188918-1 CGCTGAGCTTTCCCAGTCCCCGCGTGCGCGGGGGAGAACCAGACCAAATTTGACGGTCGGCAGTGGGACACGGGTCGTCCCCGCGTACGCGGGGGAAAAC 495 
CP043926.1:2163143-2 CGCTGAGCTTTCCCAGTCCCCGCGTGCGCGGGGGAGAACCAGACCAAATTTGACGGTCGGCAGTGGGACACGGGTCGTCCCCGCGTACGCGGGGGAAAAC 495 
NODE_69_length_35653 ---------------------------------------------------------------------------------------------------- 137 
NODE_59_length_16824 ---------------------------------------------------------------------------------------------------- 137 
NODE_80_length_16896 ---------------------------------------------------------------------------------------------------- 137 
NODE_220_length_1666 ---------------------------------------------------------------------------------------------------- 137 
CP005986.1:1830631-1 ---------------------------------------------------------------------------------------------------- 137 
NODE_19_length_57735 ---------------------------------------------------------------------------------------------------- 141 
NODE_66_length_49889 ---------------------------------------------------------------------------------------------------- 137 
NODE_225_length_4037 ---------------------------------------------------------------------------------------------------- 137 
 
CP002573.1:c1237105- ---------------------------------------------------------------------------------------------------- 224 
CP026328.2:1188918-1 CTGGGGACAAAAGGAATGTCCACGCGCAGTCGTCCCCGCGCGTGCGGGGGAAAACCCGGCGAGGAGCACCTTCTCGAGGCCCATAACCCGTCGTTCCCGC 595 
CP043926.1:2163143-2 CTGGGGACAAAAGGAATGTCCACGCGCAGTCGTCCCCGCGCGTGCGGGGGAAAACCCGGCGAGGAGCACCTTCTCGAGGCCCATAACCCGTCGTTCCCGC 595 
NODE_69_length_35653 ---------------------------------------------------------------------------------------------------- 137 
NODE_59_length_16824 ---------------------------------------------------------------------------------------------------- 137 
NODE_80_length_16896 ---------------------------------------------------------------------------------------------------- 137 
NODE_220_length_1666 ---------------------------------------------------------------------------------------------------- 137 
CP005986.1:1830631-1 ---------------------------------------------------------------------------------------------------- 137 
NODE_19_length_57735 ---------------------------------------------------------------------------------------------------- 141 
NODE_66_length_49889 ---------------------------------------------------------------------------------------------------- 137 
NODE_225_length_4037 ---------------------------------------------------------------------------------------------------- 137 
 
CP002573.1:c1237105- ---------------------------------------------------------------------------------------------------- 224 
CP026328.2:1188918-1 GCGTGCGGGGGGAAACCTATGGTGACGCCACCAAGGACGACACCTCCTTCGTCTTCCCCGCGCATACGGGGGAAAACCTTGAGATCCCCGAGGGAGCGAC 695 
CP043926.1:2163143-2 GCGTGCGGGGGGAAACCTATGGTGACGCCACCAAGGACGACACCTCCTTCGTCTTCCCCGCGCATACGGGGGAAAACCTTGAGATCCCCGAGGGAGCGAC 695 
NODE_69_length_35653 ---------------------------------------------------------------------------------------------------- 137 
NODE_59_length_16824 ---------------------------------------------------------------------------------------------------- 137 
NODE_80_length_16896 ---------------------------------------------------------------------------------------------------- 137 
NODE_220_length_1666 ---------------------------------------------------------------------------------------------------- 137 
CP005986.1:1830631-1 ---------------------------------------------------------------------------------------------------- 137 



NODE_19_length_57735 ---------------------------------------------------------------------------------------------------- 141 
NODE_66_length_49889 ---------------------------------------------------------------------------------------------------- 137 
NODE_225_length_4037 ---------------------------------------------------------------------------------------------------- 137 
 
 
 
CP002573.1:c1237105- ---------------------------------------------------------------------------------------------------- 229 
CP026328.2:1188918-1 AGACTGGAACGGTCGTCCCCGCGTGTGCGGGGGAAAACCTGATACCCAGATCGACCGGGTTCTGCGCCACCTGTCGTCCTCGCAATGTGCGGGGGAAAAC 795 
CP043926.1:2163143-2 AGACTGGAACGGTCGTCCCCGCGTGTGCGGGGGAAAACCTGATACCCAGATCGACCGGGTTCTGCGCCACCTGTCGTCCTCGCAATGTGCGGGGGAAAAC 795 
NODE_69_length_35653 ---------------------------------------------------------------------------------------------------- 142 
NODE_59_length_16824 ---------------------------------------------------------------------------------------------------- 142 
NODE_80_length_16896 ---------------------------------------------------------------------------------------------------- 142 
NODE_220_length_1666 ---------------------------------------------------------------------------------------------------- 142 
CP005986.1:1830631-1 ---------------------------------------------------------------------------------------------------- 142 
NODE_19_length_57735 ---------------------------------------------------------------------------------------------------- 141 
NODE_66_length_49889 ---------------------------------------------------------------------------------------------------- 143 
NODE_225_length_4037 ---------------------------------------------------------------------------------------------------- 143 
 
CP002573.1:c1237105- -----------------------------------TCGTCCCCGCGTAGGCGGGGGAAAACCTATCTGGTTGCCAAGGCTAAAGATACCGGTCGTCCCCG 294 
CP026328.2:1188918-1 CGATCATGACCAGCGGCGGTGTCCTCAAGGGCATGTCGTCCCCGCGTAGGCGGGGGAAAACCTATCTGGTTGCCAAGGCTAAAGATACCGGTCGTCCCCG 895 
CP043926.1:2163143-2 CGATCATGACCAGCGGCGGTGTCCTCAAGGGCATGTCGTCCCCGCGTAGGCGGGGGAAAACCTATCTGGTTGCCAAGGCTAAAGATACCGGTCGTCCCCG 895 
NODE_69_length_35653 ------------------------------------------------------------------GTGCAGTCGAGGCTCCCGCTACCAGCCGAC---- 167 
NODE_59_length_16824 ------------------------------------------------------------------GTGCAGTCGAGGCTCCCGCTACCAGCCGAC---- 167 
NODE_80_length_16896 ------------------------------------------------------------------GTGCAGTCGAGGCTCCCGCTACCAGCCGAC---- 167 
NODE_220_length_1666 ------------------------------------------------------------------GTGCAGTCGAGGCTCCCGCTACCAGCCGAC---- 167 
CP005986.1:1830631-1 ------------------------------------------------------------------GTGCAGTCGAGGCTCCCGCTACCAGCCGAC---- 167 
NODE_19_length_57735 -----------------------------------------------------------------------TTTG------------------------- 145 
NODE_66_length_49889 -----------------------------------------------------------------TGGACGTTCAAGAATGCAGC-ATCGGCTTTA---- 167 
NODE_225_length_4037 -----------------------------------------------------------------TGGACGTTCAAGAATGCAGC-ATCGGCTTTA---- 167 
 
CP002573.1:c1237105- CGCGTGCGGGGGAAAACCCATCAAAGAGGGTTCCTCGCGAGATTTTCCTTGGTCGTCCCCGCGTGCGCGGGGGAAAACCCGGCGAGGAGCACATTCTCGA 394 
CP026328.2:1188918-1 CGCGTGCGGGGGAAAACCCATCAAAGAGGGTTCCTCGCGAGATTTTCCTTGGTCGTCCCCGCGTGCGCGGGGGAAAACCCGGCGAGGAGCACATTCTCGA 995 
CP043926.1:2163143-2 CGCGTGCGGGGGAAAACCCATCAAAGAGGGTTCCTCGCGAGATTTTCCTTGGTCGTCCCCGCGTGCGCGGGGGAAAACCCGGCGAGGAGCACATTCTCGA 995 
NODE_69_length_35653 ---------------------------------------------------GTCGTCCCCGCGTGTGCGGGGGAAATCCTAATGATG------------- 203 
NODE_59_length_16824 ---------------------------------------------------GTCGTCCCCGCGTGTGCGGGGGAAATCCTAATGATG------------- 203 
NODE_80_length_16896 ---------------------------------------------------GTCGTCCCCGCGTGTGCGGGGGAAATCCTAATGATG------------- 203 
NODE_220_length_1666 ---------------------------------------------------GTCGTCCCCGCGTGTGCGGGGGAAATCCTAATGATG------------- 203 
CP005986.1:1830631-1 ---------------------------------------------------GTCGTCCCCGCGTGTGCGGGGGAAATCCTAATGATG------------- 203 
NODE_19_length_57735 ---------------------------------------------------GTCATGGCGCGGTCAACGGGG---------------------------- 166 
NODE_66_length_49889 ---------------------------------------------------GTCGTCCCCGCGTGTGCGGGGGAAAACCTTGTTATG------------- 203 
NODE_225_length_4037 ---------------------------------------------------GTCGTCCCCGCGTGTGCGGGGGAAAACCTTGTTATG------------- 203 
 
CP002573.1:c1237105- GGCCCATAACCCGTCGTCCCCGCGCGTGCGGGGGAAAACCGTGATAGATAGCCATGCCTGCTCCTGGTCGTCCCCGCGTGCGCGGGGGAAAACCGCTGGC 494 
CP026328.2:1188918-1 GGCCCATAACCCGTCGTCCCCGCGCGTGCGGGGGAAAACCGTGATAGATAGCCATGCCTGCTCCTGGTCGTCCCCGCGTGCGCGGGGGAAAACCGCTGGC 1095 
CP043926.1:2163143-2 GGCCCATAACCCGTCGTCCCCGCGCGTGCGGGGGAAAACCGTGATAGATAGCCATGCCTGCTCCTGGTCGTCCCCGCGTGCGCGGGGGAAAACCGCTGGC 1095 
NODE_69_length_35653 -------------------CTGAAAAGTTGGGGCAGGTCTGG----------------------TCGTCGTCCCCGCGTGTGCGGGGGAAATCCT----- 257 
NODE_59_length_16824 -------------------CTGAAAAGTTGGGGCAGGTCTGG----------------------TCGTCGTCCCCGCGTGTGCGGGGGAAATCCT----- 257 
NODE_80_length_16896 -------------------CTGAAAAGTTGGGGCAGGTCTGG----------------------TCGTCGTCCCCGCGTGTGCGGGGGAAATCCT----- 257 
NODE_220_length_1666 -------------------CTGAAAAGTTGGGGCAGGTCTGG----------------------TCGTCGTCCCCGCGTGTGCGGGGGAAATCCT----- 257 
CP005986.1:1830631-1 -------------------CTGAAAAGTTGGGGCAGGTCTGG----------------------TCGTCGTCCCCGCGTGTGCGGGGGAAATCCT----- 257 
NODE_19_length_57735 --------------------------------------------------------------------CATCCCCGCGTAGGCGGGGGAAATCCT----- 193 
NODE_66_length_49889 -------------------CGGCGTGAGCGCCTGGAAGCGGG----------------------CGGTCGTCCCCGCGTGTGCGGGGGAAAACCC----- 257 
NODE_225_length_4037 -------------------CGGCGTGAGCGCCTGGAAGCGGG----------------------CGGTCGTCCCCGCGTGTGCGGGGGAAAACCC----- 257 
 
CP002573.1:c1237105- GCAAGGACTGGCAGGCAAGCGGGGCTAGTCGTCCCCGCGCGTACGGGGGAAAACCTTGAGATCCCCGAGGGAGCGACAGACTGGAACGATCGTTCCCGCA 594 
CP026328.2:1188918-1 GCAAGGACTGGCAGGCAAGCGGGGCTAGTCGTCCCCGCGCGTACGGGGGAAAACCTTGAGATCCCCGAGGGAGCGACAGACTGGAACGATCGTTCCCGCA 1195 
CP043926.1:2163143-2 GCAAGGACTGGCAGGCAAGCGGGGCTAGTCGTCCCCGCGCGTACGGGGGAAAACCTTGAGATCCCCGAGGGAGCGACAGACTGGAACGATCGTTCCCGCA 1195 
NODE_69_length_35653 -----------------------------------------------------CCTTGCAGTCCGCA--------------------------TTTCGCA 278 
NODE_59_length_16824 -----------------------------------------------------CCTTGCAGTCCGCA--------------------------TTTCGCA 278 
NODE_80_length_16896 -----------------------------------------------------CCTTGCAGTCCGCA--------------------------TTTCGCA 278 
NODE_220_length_1666 -----------------------------------------------------CCTTGCAGTCCGCA--------------------------TTTCGCA 278 
CP005986.1:1830631-1 -----------------------------------------------------CCTTGCAGTCCGCA--------------------------TTTCGCA 278 
NODE_19_length_57735 -----------------------------------------------------CCTTGCAGTCCGCA--------------------------TTTCGCA 214 
NODE_66_length_49889 -----------------------------------------------------CGGCAACGGCCTAC--------------------------CCACGCA 278 
NODE_225_length_4037 -----------------------------------------------------CGGCAACGGCCTAC--------------------------CCACGCA 278 
 
CP002573.1:c1237105- TGTGCGGGGGAAAACCTCCACCGGCGGCCAGGTCTCGTAAGGATCCGTCGTCGTCCCCGC-GTGCGCGGGGGAAAACCTTCCGAGAAACCGGCAACCACC 693 
CP026328.2:1188918-1 TGTGCGGGGGAAAACCTCCACCGGCGGCCAGGTCTCGTAAGGATCCGTCGTCGTCCCCGC-GTGCGCGGGGGAAAACCTTCCGAGAAACCGGCAACCACC 1294 
CP043926.1:2163143-2 TGTGCGGGGGAAAACCTCCACCGGCGGCCAGGTCTCGTAAGGATCCGTCGTCGTCCCCGC-GTGCGCGGGGGAAAACCTTCCGAGAAACCGGCAACCACC 1294 
NODE_69_length_35653 TTTGCTG--------------------------------------CGTTTTCGTCCTCGCAATGTGCGGGGGAAGGCTTCGC-----AT-------TTCG 328 
NODE_59_length_16824 TTTGCTG--------------------------------------CGTTTTCGTCCTCGCAATGTGCGGGGGAAGGCTTCGC-----AT-------TTCG 328 
NODE_80_length_16896 TTTGCTG--------------------------------------CGTTTTCGTCCTCGCAATGTGCGGGGGAAGGCTTCGC-----AT-------TTCG 328 
NODE_220_length_1666 TTTGCTG--------------------------------------CGTTTTCGTCCTCGCAATGTGCGGGGGAAGGCTTCGC-----AT-------TTCG 328 
CP005986.1:1830631-1 TTTGCTG--------------------------------------CGTTTTCGTCCTCGCAATGTGCGGGGGAAGGCTTCGC-----AT-------TTCG 328 
NODE_19_length_57735 TTTGCTG--------------------------------------CGTTTTCGTCCTCGCAATGTGCGGGGGAAGGCTTCGC-----AT-------TTCG 264 
NODE_66_length_49889 ATATCGT--------------------------------------CGATGTCGTCCCCGC-GTGTGCGGGGGAAAACCTTTC-----ATCAATGCCTGGG 334 
NODE_225_length_4037 ATATCGT--------------------------------------CGATGTCGTCCCCGC-GTGTGCGGGGGAAAACCTTTC-----ATCAATGCCTGGG 334 
 
 
CP002573.1:c1237105- TGGCTGTCGGGG-----TCGTCCCCGCGTGCGCGGGGGAGAACCCCAGGTCTCGATTTCCTTGTCGTTTTTCGCTGTTCGTCCCCGCGTAGGC-GGGGGA 787 
CP026328.2:1188918-1 TGGCTGTCGGGG-----TCGTCCCCGCGTGCGCGGGGGAGAACCCCAGGTCTCGATTTCCTTGTCGTTTTTCGCTGTTCGTCCCCGCGTAGGC-GGGGGA 1388 
CP043926.1:2163143-2 TGGCTGTCGGGG-----TCGTCCCCGCGTGCGCGGGGGAGAACCCCAGGTCTCGATTTCCTTGTCGTTTTTCGCTGTTCGTCCCCGCGTAGGC-GGGGGA 1388 
NODE_69_length_35653 CATTTGCCGCGG-------------GCATG----------------------------------------------GTCGTCCCCGCGTCGGCGGGGGGA 369 
NODE_59_length_16824 CATTTGCCGCGG-------------GCATG----------------------------------------------GTCGTCCCCGCGTCGGCGGGGGGA 369 
NODE_80_length_16896 CATTTGCCGCGG-------------GCATG----------------------------------------------GTCGTCCCCGCGTCGGCGGGGGGA 369 
NODE_220_length_1666 CATTTGCCGCGG-------------GCATG----------------------------------------------GTCGTCCCCGCGTCGGCGGGGGGA 369 
CP005986.1:1830631-1 CATTTGCCGCGG-------------GCATG----------------------------------------------GTCGTCCCCGCGTCGGCGGGGGGA 369 
NODE_19_length_57735 CATTTGCCGCGG-------------GCATG----------------------------------------------GTCGTCCCCGCGTAGGC-GGGGGA 304 
NODE_66_length_49889 CAGGTGCCGCGGCGGCGTCGTCCCCGCGTGTGCGGGGGAAAACATTGCGCCGCGACGTGCAATCCCAGCTCTTT--GGCGTCCCCGCGTCGGCGGGGGGA 432 
NODE_225_length_4037 CAGGTGCCGCGGCGGCGTCGTCCCCGCGTGTGCGGGGGAAAACATTGCGCCGCGACGTGCAATCCCAGCTCTTT--GGCGTCCCCGCGTCGGCGGGGGGA 432 
 
CP002573.1:c1237105- TTCGCACCAAAATCG--GTG-TTTTTGTTCGTTTGATAAAAGGAGACACGATATGTCGATGTTGGAAACTCTGGATGTTTCGGGAAAACTGCTGGCCGTT 884 
CP026328.2:1188918-1 TTCGCACCAAAATCG--GTG-TTTTTGTTCGTTTGATAAAAGGAGACACGATATGTCGATGTTGGAAACTCTGGATGTTTCGGGAAAACTGCTGGCCGTT 1485 
CP043926.1:2163143-2 TTCGCACCAAAATCG--GTG-TTTTTGTTCGTTTGATAAAAGGAGACACGATATGTCGATGTTGGAAACTCTGGATGTTTCGGGAAAACTGCTGGCCGTT 1485 
NODE_69_length_35653 TTCGCACCGAAATCG--GTGTTTTTTGTTCGTTTGATAAGAGGAGACACGATATGTCGATGTTGGAAACTCTGGATGTTTCGGGAAAACTGCTGGCCGTT 467 



NODE_59_length_16824 TTCGCACCGAAATCG--GTGTTTTTTGTTCGTTTGATAAGAGGAGACACGATATGTCGATGTTGGAAACTCTGGATGTTTCGGGAAAACTGCTGGCCGTT 467 
NODE_80_length_16896 TTCGCACCGAAATCG--GTGTTTTTTGTTCGTTTGATAAGAGGAGACACGATATGTCGATGTTGGAAACTCTGGATGTTTCGGGAAAACTGCTGGCCGTT 467 
NODE_220_length_1666 TTCGCACCGAAATCG--GTGTTTTTTGTTCGTTTGATAAGAGGAGACACGATATGTCGATGTTGGAAACTCTGGATGTTTCGGGAAAACTGCTGGCCGTT 467 
CP005986.1:1830631-1 TTCGCACCGAAATCG--GTGTTTTTTGTTCGTTTGATAAGAGGAGACACGATATGTCGATGTTGGAAACTCTGGATGTTTCGGGAAAACTGCTGGCCGTT 467 
NODE_19_length_57735 TTCGCACCAAAATCGGTGTGTTTTTTGTTCGTTTGATAAAAGGAGACACGATATGTCGATGTTGGAAACTCTGGATGTTTCGGGAAAGCTGCTGGCCGTT 404 
NODE_66_length_49889 TTCGCACCGAAATCG--GTGTTTTTTGTTCGTTTGATAAGAGGAGACACGATATGTCGATGTTGGAAACTTTGGATGTTTCGGGAAAACTGCTGGCCGTT 530 
NODE_225_length_4037 TTCGCACCGAAATCG--GTGTTTTTTGTTCGTTTGATAAGAGGAGACACGATATGTCGATGTTGGAAACTTTGGATGTTTCGGGAAAACTGCTGGCCGTT 530 
 
CP002573.1:c1237105- TCGCCTATCGCGGTGTCGCCGCCCGGATCGGCCTTTTCGTCGGACGACAAGGGGGCGCCGCAGCGGCTTCCTTCGGTCGGCAAGAACCGTTACCTGCCGG 984 
CP026328.2:1188918-1 TCGCCTATCGCGGTGTCGCCGCCCGGATCGGCCTTTTCGTCGGACGACAAGGGGGCGCCGCAGCGGCTTCCTTCGGTCGGCAAGAACCGTTACCTGCCGG 1585 
CP043926.1:2163143-2 TCGCCTATCGCGGTGTCGCCGCCCGGATCGGCCTTTTCGTCGGACGACAAGGGGGCGCCGCAGCGGCTTCCTTCGGTCGGCAAGAACCGTTACCTGCCGG 1585 
NODE_69_length_35653 TCGCCTATCGCGGTGTCGCCGCCCGGAGCGGCGTTTTCGTCGGACGACAAGGGGGCACCGCAGCGGCTTCCTTCGGTCGGCAAGAACCGCTACCTGCCGG 567 
NODE_59_length_16824 TCGCCTATCGCGGTGTCGCCGCCCGGAGCGGCGTTTTCGTCGGACGACAAGGGGGCACCGCAGCGGCTTCCTTCGGTCGGCAAGAACCGCTACCTGCCGG 567 
NODE_80_length_16896 TCGCCTATCGCGGTGTCGCCGCCCGGAGCGGCGTTTTCGTCGGACGACAAGGGGGCACCGCAGCGGCTTCCTTCGGTCGGCAAGAACCGCTACCTGCCGG 567 
NODE_220_length_1666 TCGCCTATCGCGGTGTCGCCGCCCGGAGCGGCGTTTTCGTCGGACGACAAGGGGGCACCGCAGCGGCTTCCTTCGGTCGGCAAGAACCGCTACCTGCCGG 567 
CP005986.1:1830631-1 TCGCCTATCGCGGTGTCGCCGCCCGGAGCGGCGTTTTCGTCGGACGACAAGGGGGCACCGCAGCGGCTTCCTTCGGTCGGCAAGAACCGCTACCTGCCGG 567 
NODE_19_length_57735 TCGCCTATCGCGGTGTCGCCGCCCGGATCGGCTTTTTCGTCGGACGACAAGGGGGCACCGCAACGGTTGCCTTCGGTCGGAAAAAACCGCTACCTGCCGG 504 
NODE_66_length_49889 TCGCCTATCGCGGTGTCGCCGCCCGGAGCGGCGTTTTCGTCGGACGACAAGGGGGCACCGCAGCGGCTTCCTTCGGTCGGCAAGAACCGCTACCTGCCGG 630 
NODE_225_length_4037 TCGCCTATCGCGGTGTCGCCGCCCGGAGCGGCGTTTTCGTCGGACGACAAGGGGGCACCGCAGCGGCTTCCTTCGGTCGGCAAGAACCGCTACCTGCCGG 630 
 
CP002573.1:c1237105- CATCCACCTTTCGTCACGTCCTGCGCTACGGAGCCATACGGGTGGTGCAGGAAGCCCTGAAGGCGCAGGGGAAAAGCCTGAGCCTGGACGCCCTGCTCAT 1084 
CP026328.2:1188918-1 CATCCACCTTTCGTCACGTCCTGCGCTACGGAGCCATACGGGTGGTGCAGGAAGCCCTGAAGGCGCAGGGGAAAAGCCTGAGCCTGGACGCCCTGCTCAT 1685 
CP043926.1:2163143-2 CATCCACCTTTCGTCACGTCCTGCGCTACGGAGCCATACGGGTGGTGCAGGAAGCCCTGAAGGCGCAGGGGAAAAGCCTGAGCCTGGACGCCCTGCTCAT 1685 
NODE_69_length_35653 CATCCACCTTTCGTCACGTCCTGCGCTACGGGACCATACGGGTGGTGCAGGAAGCCATGAAAGCGCAGGGGAAAAGCTTGAGCCTGGACGCCCTGCTCAT 667 
NODE_59_length_16824 CATCCACCTTTCGTCACGTCCTGCGCTACGGGACCATACGGGTGGTGCAGGAAGCCATGAAAGCGCAGGGGAAAAGCTTGAGCCTGGACGCCCTGCTCAT 667 
NODE_80_length_16896 CATCCACCTTTCGTCACGTCCTGCGCTACGGGACCATACGGGTGGTGCAGGAAGCCATGAAAGCGCAGGGGAAAAGCTTGAGCCTGGACGCCCTGCTCAT 667 
NODE_220_length_1666 CATCCACCTTTCGTCACGTCCTGCGCTACGGGACCATACGGGTGGTGCAGGAAGCCATGAAAGCGCAGGGGAAAAGCTTGAGCCTGGACGCCCTGCTCAT 667 
CP005986.1:1830631-1 CATCCACCTTTCGTCACGTCCTGCGCTACGGGACCATACGGGTGGTGCAGGAAGCCATGAAAGCGCAGGGGAAAAGCTTGAGCCTGGACGCCCTGCTCAT 667 
NODE_19_length_57735 CATCCACCTTTCGTCACGTCCTGCGCTACGGGACCATACGGGTGGTGCAGGAAGCCATGAAAGCGCAGGGGGAAAGCCTGAGCCTGGACGCCCTGCTGAT 604 
NODE_66_length_49889 CATCCACCTTTCGTCACGTCCTGCGCTACGGAGCCATACGGGTGGTGCAGGAAGCCCTGAAGGCGCAGGGGAAAAGCTTGAGCCTGGACGCCCTGCTGAT 730 
NODE_225_length_4037 CATCCACCTTTCGTCACGTCCTGCGCTACGGAGCCATACGGGTGGTGCAGGAAGCCCTGAAGGCGCAGGGGAAAAGCTTGAGCCTGGACGCCCTGCTGAT 730 
 
CP002573.1:c1237105- GCTGGACAAAGGGTTCTTTGCGCAACGGAAAAAGGACAAGGGAAACCCCCAAGGCCGGAGTAACGGCAAAACGAAAGCCAAGGACGTCCTGCGCATGGAA 1184 
CP026328.2:1188918-1 GCTGGACAAAGGGTTCTTTGCGCAACGGAAAAAGGACAAGGGAAACCCCCAAGGCCGGAGTAACGGCAAAACGAAAGCCAAGGACGTCCTGCGCATGGAA 1785 
CP043926.1:2163143-2 GCTGGACAAAGGGTTCTTTGCGCAACGGAAAAAGGACAAGGGAAACCCCCAAGGCCGGAGTAACGGCAAAACGAAAGCCAAGGACGTCCTGCGCATGGAA 1785 
NODE_69_length_35653 GCTGGACAAAGGGTTCTTTGCGCAGCGGAAAAAGGACAAGGGAACCCTCCCAGGCCGGAGCAACGGCAAAATGAAAGCCAAGGACGTCCTGCGCATGGAA 767 
NODE_59_length_16824 GCTGGACAAAGGGTTCTTTGCGCAGCGGAAAAAGGACAAGGGAACCCTCCCAGGCCGGAGCAACGGCAAAATGAAAGCCAAGGACGTCCTGCGCATGGAA 767 
NODE_80_length_16896 GCTGGACAAAGGGTTCTTTGCGCAGCGGAAAAAGGACAAGGGAACCCTCCCAGGCCGGAGCAACGGCAAAATGAAAGCCAAGGACGTCCTGCGCATGGAA 767 
NODE_220_length_1666 GCTGGACAAAGGGTTCTTTGCGCAGCGGAAAAAGGACAAGGGAACCCTCCCAGGCCGGAGCAACGGCAAAATGAAAGCCAAGGACGTCCTGCGCATGGAA 767 
CP005986.1:1830631-1 GCTGGACAAAGGGTTCTTTGCGCAGCGGAAAAAGGACAAGGGAACCCTCCCAGGCCGGAGCAACGGCAAAATGAAAGCCAAGGACGTCCTGCGCATGGAA 767 
NODE_19_length_57735 GCTGGACAAAGGGTTTTTTGCGCAGCGGAAAAAGGACAAGGCGAACCCCCAAGGCCGGAGCAACGGCAAAACAAAAGCCAAGGACGTCCTGCGCATGGAA 704 
NODE_66_length_49889 GCTGGACAAAGGGTTTTTTGCGCAGCGGAAAAAGGACAAGGCGAACCCCCAAGGCCGGAGCAACGGCAAAACAAAAGCCAAGGACGTCCTGCGCATGGAA 830 
NODE_225_length_4037 GCTGGACAAAGGGTTTTTTGCGCAGCGGAAAAAGGACAAGGCGAACCCCCAAGGCCGGAGCAACGGCAAAACAAAAGCCAAGGACGTCCTGCGCATGGAA 830 
 
CP002573.1:c1237105- CAGGAAGTGCGGGAAAAGAACCCGCTGCTGGGCCTCTTTGGGGTGTGGACCATCCCGTCCATGCTGCGGGTGCGCAACGCCTTCCCGCTGCCCAACGCGC 1284 
CP026328.2:1188918-1 CAGGAAGTGCGGGAAAAGAACCCGCTGCTGGGCCTCTTTGGGGTGTGGACCATCCCGTCCATGCTGCGGGTGCGCAACGCCTTCCCGCTGCCCAACGCGC 1885 
CP043926.1:2163143-2 CAGGAAGTGCGGGAAAAGAACCCGCTGCTGGGCCTCTTTGGGGTGTGGACCATCCCGTCCATGCTGCGGGTGCGCAACGCCTTCCCGCTGCCCAACGCGC 1885 
NODE_69_length_35653 CAGGAAGTGCGGGAAAAGAACCCGCTGCTGGGTCTCTTTGGGGTGTGGACCATCCCGTCCATGCTGCGGGTGCGCAACGCCTTCCCGATCCCCAACGCGC 867 
NODE_59_length_16824 CAGGAAGTGCGGGAAAAGAACCCGCTGCTGGGTCTCTTTGGGGTGTGGACCATCCCGTCCATGCTGCGGGTGCGCAACGCCTTCCCGATCCCCAACGCGC 867 
NODE_80_length_16896 CAGGAAGTGCGGGAAAAGAACCCGCTGCTGGGTCTCTTTGGGGTGTGGACCATCCCGTCCATGCTGCGGGTGCGCAACGCCTTCCCGATCCCCAACGCGC 867 
NODE_220_length_1666 CAGGAAGTGCGGGAAAAGAACCCGCTGCTGGGTCTCTTTGGGGTGTGGACCATCCCGTCCATGCTGCGGGTGCGCAACGCCTTCCCGATCCCCAACGCGC 867 
CP005986.1:1830631-1 CAGGAAGTGCGGGAAAAGAACCCGCTGCTGGGTCTCTTTGGGGTGTGGACCATCCCGTCCATGCTGCGGGTGCGCAACGCCTTCCCGATCCCCAACGCGC 867 
NODE_19_length_57735 CAGGAAGTGCGGGAAAAGAATCCGCTGCTAGGCCTCTTTGGGGTGTGGACCATCCCGTCCATGCTGCGGGTGCGCAACGCCTTCCCGATCCCCAACGCGC 804 
NODE_66_length_49889 CAGGAAGTGCGGGAAAAGAATCCGCTGCTGGGTCTCTTTGGGGTGTGGACCATCCCGTCCATGCTGCGGGTGCGCAACGCCTTCCCGATCCCCAACGCGC 930 
NODE_225_length_4037 CAGGAAGTGCGGGAAAAGAATCCGCTGCTGGGTCTCTTTGGGGTGTGGACCATCCCGTCCATGCTGCGGGTGCGCAACGCCTTCCCGATCCCCAACGCGC 930 
 
CP002573.1:c1237105- AGGGGCAGACCTACACGGTGGCGTCGGGCCTCGTGCGCAAGGCGCTGGAAGAGGATCTGGTGGACGCCTTGACCAAGGACGAGGCGGAAGACTATCTCCA 1384 
CP026328.2:1188918-1 AGGGGCAGACCTACACGGTGGCGTCGGGCCTCGTGCGCAAGGCGCTGGAAGAGGATCTGGTGGACGCCTTGACCAAGGACGAGGCGGAAGACTATCTCCA 1985 
CP043926.1:2163143-2 AGGGGCAGACCTACACGGTGGCGTCGGGCCTCGTGCGCAAGGCGCTGGAAGAGGATCTGGTGGACGCCTTGACCAAGGACGAGGCGGAAGACTATCTCCA 1985 
NODE_69_length_35653 AGGGGCAGACCTACACGGTGGCGTCGGGCCTCGTGCGCAAGGCGCTGGAAGAGGATCTGGTGGACGCCTTGACCAAGGAGGATGCGGAGGACTATCTCCA 967 
NODE_59_length_16824 AGGGGCAGACCTACACGGTGGCGTCGGGCCTCGTGCGCAAGGCGCTGGAAGAGGATCTGGTGGACGCCTTGACCAAGGAGGATGCGGAGGACTATCTCCA 967 
NODE_80_length_16896 AGGGGCAGACCTACACGGTGGCGTCGGGCCTCGTGCGCAAGGCGCTGGAAGAGGATCTGGTGGACGCCTTGACCAAGGAGGATGCGGAGGACTATCTCCA 967 
NODE_220_length_1666 AGGGGCAGACCTACACGGTGGCGTCGGGCCTCGTGCGCAAGGCGCTGGAAGAGGATCTGGTGGACGCCTTGACCAAGGAGGATGCGGAGGACTATCTCCA 967 
CP005986.1:1830631-1 AGGGGCAGACCTACACGGTGGCGTCGGGCCTCGTGCGCAAGGCGCTGGAAGAGGATCTGGTGGACGCCTTGACCAAGGAGGATGCGGAGGACTATCTCCA 967 
NODE_19_length_57735 AGGGGCAGACCTACACGGTGGCGTCGGGCCTCGTGCGCAAGGCGCTAGAAGAGGATCTGGTGGACGCCTTGACCAAGGAGGATGCGGAGGACTATCTCCA 904 
NODE_66_length_49889 AGGGGCAGACCTACACGGTGGCGTCGGGCCTCGTGCGCAAGGCGCTAGAAGAGGATCTGGTGGACGCCTTGACCAAGGAGGATGCGGAGGACTATCTCCA 1030 
NODE_225_length_4037 AGGGGCAGACCTACACGGTGGCGTCGGGCCTCGTGCGCAAGGCGCTAGAAGAGGATCTGGTGGACGCCTTGACCAAGGAGGATGCGGAGGACTATCTCCA 1030 
 
CP002573.1:c1237105- GCGTCTCGACGACTGGTCGGAGGCCGACAAGGAGACCACGGGCCTCAAGCACATCAGCGAGCGCCCCTGGGAGGAGATCGTGGCTGGTGTGGAGTGCGAA 1484 
CP026328.2:1188918-1 GCGTCTCGACGACTGGTCGGAGGCCGACAAGGAGACCACAGGCCTCAAGCACATCAGCGAGCGCCCCTGGGAGGAGATCGTGGCTGGTGTGGAGTGCGAA 2085 
CP043926.1:2163143-2 GCGTCTCGACGACTGGTCGGAGGCCGACAAGGAGACCACAGGCCTCAAGCACATCAGCGAGCGCCCCTGGGAGGAGATCGTGGCTGGTGTGGAGTGCGAA 2085 
NODE_69_length_35653 GCGTCTCGACGACTGGTCGGAGGCCGACAAGGAGACCACGGGCCTCAAGCACATCAGCGAGCGCCCCTGGGAGGAGATCGTGGCTGGTGTGGAGTGCGAA 1067 
NODE_59_length_16824 GCGTCTCGACGACTGGTCGGAGGCCGACAAGGAGACCACGGGCCTCAAGCACATCAGCGAGCGCCCCTGGGAGGAGATCGTGGCTGGTGTGGAGTGCGAA 1067 
NODE_80_length_16896 GCGTCTCGACGACTGGTCGGAGGCCGACAAGGAGACCACGGGCCTCAAGCACATCAGCGAGCGCCCCTGGGAGGAGATCGTGGCTGGTGTGGAGTGCGAA 1067 
NODE_220_length_1666 GCGTCTCGACGACTGGTCGGAGGCCGACAAGGAGACCACGGGCCTCAAGCACATCAGCGAGCGCCCCTGGGAGGAGATCGTGGCTGGTGTGGAGTGCGAA 1067 
CP005986.1:1830631-1 GCGTCTCGACGACTGGTCGGAGGCCGACAAGGAGACCACGGGCCTCAAGCACATCAGCGAGCGCCCCTGGGAGGAGATCGTGGCTGGTGTGGAGTGCGAA 1067 
NODE_19_length_57735 GCGTCTCGACGACTGGTCGGAGGCCGACAAGGAGACCACAGGCCTCAAGCACATCAGCGAGCGCCCCTGGGAGGAGATCGTGGCTGGTGTGGAGTGCGAA 1004 
NODE_66_length_49889 GCGTCTCGACGACTGGTCGGAGGCCGACAAGGAGACCACAGGCCTCAAGCACATCAGCGAGCGCCCCTGGGAGGAGATCGTGGCTGGTGTGGAGTGCGAA 1130 
NODE_225_length_4037 GCGTCTCGACGACTGGTCGGAGGCCGACAAGGAGACCACAGGCCTCAAGCACATCAGCGAGCGCCCCTGGGAGGAGATCGTGGCTGGTGTGGAGTGCGAA 1130 
 
CP002573.1:c1237105- TGGGGCTACCAGATCCACAGGTTTACGCCCTTCCAGTCCGGCGCGGTGCTGGCTGGTCTGCGCTACTTCGCCGGCGATCCGGTCATCGGCGCGCACAAGG 1584 
CP026328.2:1188918-1 TGGGGCTACCAGATCCACAGGTTTACGCCCTTCCAGTCCGGCGCGGTGCTGGCTGGTCTGCGCTACTTCGCCGGCGATCCGGTCATCGGCGCGCACAAGG 2185 
CP043926.1:2163143-2 TGGGGCTACCAGATCCACAGGTTTACGCCCTTCCAGTCCGGCGCGGTGCTGGCTGGTCTGCGCTACTTCGCCGGCGATCCGGTCATCGGCGCGCACAAGG 2185 
NODE_69_length_35653 TGGGGCTACCAGATCCACAGGTTTACGCCCTTCCAGTCCGGCGCGGTACTGGCTGGTCTGCGCTACTTCGCCAGCGATCCGGTCATCGGTGCGCACAAGG 1167 
NODE_59_length_16824 TGGGGCTACCAGATCCACAGGTTTACGCCCTTCCAGTCCGGCGCGGTACTGGCTGGTCTGCGCTACTTCGCCAGCGATCCGGTCATCGGTGCGCACAAGG 1167 
NODE_80_length_16896 TGGGGCTACCAGATCCACAGGTTTACGCCCTTCCAGTCCGGCGCGGTACTGGCTGGTCTGCGCTACTTCGCCAGCGATCCGGTCATCGGTGCGCACAAGG 1167 
NODE_220_length_1666 TGGGGCTACCAGATCCACAGGTTTACGCCCTTCCAGTCCGGCGCGGTACTGGCTGGTCTGCGCTACTTCGCCAGCGATCCGGTCATCGGTGCGCACAAGG 1167 
CP005986.1:1830631-1 TGGGGCTACCAGATCCACAGGTTTACGCCCTTCCAGTCCGGCGCGGTACTGGCTGGTCTGCGCTACTTCGCCAGCGATCCGGTCATCGGTGCGCACAAGG 1167 
NODE_19_length_57735 TGGGGCTACCAGATCCACAGGTTTACGCCCTTCCAGTCCGGCGCGGTACTGGCTGGTCTGCGCTACTTCGCCAGCGATCCGGTCATCGGTGCGCACAAGG 1104 
NODE_66_length_49889 TGGGGCTACCAGATCCACAGGTTTACGCCCTTCCAGTCCGGCGCGGTACTGGCTGGTCTGCGCTACTTCGCCAGCGATCCGGTCATCGGTGCGCACAAGG 1230 
NODE_225_length_4037 TGGGGCTACCAGATCCACAGGTTTACGCCCTTCCAGTCCGGCGCGGTACTGGCTGGTCTGCGCTACTTCGCCAGCGATCCGGTCATCGGTGCGCACAAGG 1230 
 
CP002573.1:c1237105- CGGTCGGGCGTGGTGAGCTGGCGCTGGATCTGAACGCCAGCGTCATCCGCCAGGATATCCTGAACGGACCCCAAAGCGAGGAAGCCGGCACGCTCACCCT 1684 
CP026328.2:1188918-1 CGGTCGGGCGTGGTGAGCTGGCGCTGGATCTGAACGCCAGCGTCATCCGCCAGGATATCCTGAACGGACCCCAAAGCGAGGAAGCCGGCACGCTCACCCT 2285 
CP043926.1:2163143-2 CGGTCGGGCGTGGTGAGCTGGCGCTGGATCTGAACGCCAGCGTCATCCGCCAGGATATCCTGAACGGACCCCAAAGCGAGGAAGCCGGCACGCTCACCCT 2285 



NODE_69_length_35653 CGGTCGGGCGCGGTGAGCTGGCGATGGAACTGAACGCCAGCGTCATCCGCCAGGATATCCTGAACGGCCCCCAAAGCGCGGAAGCCGGAACGCTCACCCT 1267 
NODE_59_length_16824 CGGTCGGGCGCGGTGAGCTGGCGATGGAACTGAACGCCAGCGTCATCCGCCAGGATATCCTGAACGGCCCCCAAAGCGCGGAAGCCGGAACGCTCACCCT 1267 
NODE_80_length_16896 CGGTCGGGCGCGGTGAGCTGGCGATGGAACTGAACGCCAGCGTCATCCGCCAGGATATCCTGAACGGCCCCCAAAGCGCGGAAGCCGGAACGCTCACCCT 1267 
NODE_220_length_1666 CGGTCGGGCGCGGTGAGCTGGCGATGGAACTGAACGCCAGCGTCATCCGCCAGGATATCCTGAACGGCCCCCAAAGCGCGGAAGCCGGAACGCTCACCCT 1267 
CP005986.1:1830631-1 CGGTCGGGCGCGGTGAGCTGGCGATGGAACTGAACGCCAGCGTCATCCGCCAGGATATCCTGAACGGCCCCCAAAGCGCGGAAGCCGGAACGCTCACCCT 1267 
NODE_19_length_57735 CGGTCGGGCGCGGTGAGCTGGCGATGGAACTGAACGCCAGCGTCATCCGCCAGGATATCCTGAACGGCCCCCAAAGCGCGGAAGCCGGAACGCTCACCCT 1204 
NODE_66_length_49889 CGGTCGGGCGCGGTGAGCTGGCGCTGGATCTGAACGCCAGCGTCATCCGCCAGGATATCCTGAACGGCCCCCAAAGCGCGGAAGCCGGAACGCTCACCCT 1330 
NODE_225_length_4037 CGGTCGGGCGCGGTGAGCTGGCGCTGGATCTGAACGCCAGCGTCATCCGCCAGGATATCCTGAACGGCCCCCAAAGCGCGGAAGCCGGAACGCTCACCCT 1330 
 
CP002573.1:c1237105- GCGGCGCGGAGAATTCCGTGTGGATGGCCTGCTGGCCGAGCATCTGTCCGAATTCGACCGGCTGGCGAAAGCGGGCTTTCCGGGAATGGATTTCCATTGC 1784 
CP026328.2:1188918-1 GCGGCGCGGAGAATTCCGTGTGGATGGCCTGCTGGCCGAGCATCTGTCCGAATTCGACCGGCTGGCGAAAGCGGGCTTTCCGGGAATGGATTTCCATTGC 2385 
CP043926.1:2163143-2 GCGGCGCGGAGAATTCCGTGTGGATGGCCTGCTGGCCGAGCATCTGTCCGAATTCGACCGGCTGGCGAAAGCGGGCTTTCCGGGAATGGATTTCCATTGC 2385 
NODE_69_length_35653 GCGGCGCGGAGAATTCCGTGTGGATGGTCTGCTGGCCGAGCATCTATCCGAATTCGACCGGCTGGCGAAGGCGGGTTTTCCGGGGATGGATTTCCATTGC 1367 
NODE_59_length_16824 GCGGCGCGGAGAATTCCGTGTGGATGGTCTGCTGGCCGAGCATCTATCCGAATTCGACCGGCTGGCGAAGGCGGGTTTTCCGGGGATGGATTTCCATTGC 1367 
NODE_80_length_16896 GCGGCGCGGAGAATTCCGTGTGGATGGTCTGCTGGCCGAGCATCTATCCGAATTCGACCGGCTGGCGAAGGCGGGTTTTCCGGGGATGGATTTCCATTGC 1367 
NODE_220_length_1666 GCGGCGCGGAGAATTCCGTGTGGATGGTCTGCTGGCCGAGCATCTATCCGAATTCGACCGGCTGGCGAAGGCGGGTTTTCCGGGGATGGATTTCCATTGC 1367 
CP005986.1:1830631-1 GCGGCGCGGAGAATTCCGTGTGGATGGTCTGCTGGCCGAGCATCTATCCGAATTCGACCGGCTGGCGAAGGCGGGTTTTCCGGGGATGGATTTCCATTGC 1367 
NODE_19_length_57735 GCGGCGCGGAGAATTCCGTGTGGATGGTCTGCTGGCCGAGCATCTATCCGAATTCGACCGGCTGGCGAAGGCGGGTTTTCCGGGGATGGATTTCCATTGC 1304 
NODE_66_length_49889 GCGGCGCGGAGAATTCCGTGTGGATGGTCTGCTGGCCGAGCATCTATCCGAATTCGACCGGCTGGCGAAGGCGGGTTTTCCGGGGATGGATTTCCATTGC 1430 
NODE_225_length_4037 GCGGCGCGGAGAATTCCGTGTGGATGGTCTGCTGGCCGAGCATCTATCCGAATTCGACCGGCTGGCGAAGGCGGGTTTTCCGGGGATGGATTTCCATTGC 1430 
 
CP002573.1:c1237105- CTGCCCGCGCTGGTGGAGGGGGAGTGAGTGTGGAAAATCGCATAAAAACAGAGTGTTGAGAGCTAGAGTCGTCCCCGCGTGCGCGGGGGAAAACCGAAGC 1884 
CP026328.2:1188918-1 CTGCCCGCGCTGGTGGAGGGGGAGTGAGTGTGGAAAATCGCATAAAAACAGAGTGTTGAGAGCTAGAGTCGTCCCCGCGTGCGCGGGGGAAAACC----- 2451 
CP043926.1:2163143-2 CTGCCCGCGCTGGTGGAGGGGGAGTGAGTGTGGAAAATCGCATAAAAACAGAGTGTTGAGAGCTAGAGTCGTCCCCGCGTGCGCGGGGGAAAACC----- 2451 
NODE_69_length_35653 CTGCCCGCGCTGGTGGAGGGGGAGTGAGTGTGGAAAATCGCATAAAAACAGAGTGTTGAGAGATAGAGTCGTCCCCGCGTGCGCGGGGGAAAACC----- 1433 
NODE_59_length_16824 CTGCCCGCGCTGGTGGAGGGGGAGTGAGTGTGGAAAATCGCATAAAAACAGAGTGTTGAGAGATAGAGTCGTCCCCGCGTGCGCGGGGGAAAACC----- 1433 
NODE_80_length_16896 CTGCCCGCGCTGGTGGAGGGGGAGTGAGTGTGGAAAATCGCATAAAAACAGAGTGTTGAGAGATAGAGTCGTCCCCGCGTGCGCGGGGGAAAACC----- 1433 
NODE_220_length_1666 CTGCCCGCGCTGGTGGAGGGGGAGTGAGTGTGGAAAATCGCATAAAAACAGAGTGTTGAGAGATAGAGTCGTCCCCGCGTGCGCGGGGGAAAACC----- 1433 
CP005986.1:1830631-1 CTGCCCGCGCTGGTGGAGGGGGAGTGAGTGTGGAAAATCGCATAAAAACAGAGTGTTGAGAGATAGAGTCGTCCCCGCGTGCGCGGGGGAAAACC----- 1433 
NODE_19_length_57735 CTGCCCGCGCTGGTGGAGGGGGAGTGAGTGCGAAAAATCGCACGAAAAACGGGTGTTGAGAGCTAGAGTCGTCCCCGCGTGCGCGGGGGAAAACC----- 1370 
NODE_66_length_49889 CTGCCCGCGCTGGTGGAGGGGGAGTGAGTGCGAAAAATCGCACGAAAAACGGGTGTTGAGAGCTAGAGTCGTCCCCGCGTGCGCGGGGGAAAACC----- 1496 
NODE_225_length_4037 CTGCCCGCGCTGGTGGAGGGGGAGTGAGTGCGAAAAATCGCACGAAAAACGGGTGTTGAGAGCTAGAGTCGTCCCCGCGTGCGCGGGGGAAAACC----- 1496 
 
CP002573.1:c1237105- GAGTTGGACAGCGACTACCACGCAGGCCAGTCGTCCCCGCGTGCGCGGGGGAAAACCGCCGACAGGCTGGCCGCGCTAACGGCTGGTTGCGTCGTCCCCG 1984 
CP026328.2:1188918-1 ---------------------------------------------------------GCCGACAGGCTGGCCGCGCTAACGGCTGGTTGCGTCGTCCCCG 2523 
CP043926.1:2163143-2 ---------------------------------------------------------GCCGACAGGCTGGCCGCGCTAACGGCTGGTTGCGTCGTCCCCG 2523 
NODE_69_length_35653 ------------------------------------------------------------------------------------GTGGGCATCTCCCAAT 1478 
NODE_59_length_16824 ------------------------------------------------------------------------------------GTGGGCATCTCCCAAT 1478 
NODE_80_length_16896 ------------------------------------------------------------------------------------GTGGGCATCTCCCAAT 1478 
NODE_220_length_1666 ------------------------------------------------------------------------------------GTGGGCATCTCCCAAT 1478 
CP005986.1:1830631-1 ------------------------------------------------------------------------------------GTGGGCATCTCCCAAT 1478 
NODE_19_length_57735 ---------------------------------------------------------CCATAGTCAGCCGTCAGCATGGCAAAAATGCTCGTCGTCCCCG 1442 
NODE_66_length_49889 ---------------------------------------------------------------------------------------------------- 1525 
NODE_225_length_4037 ---------------------------------------------------------------------------------------------------- 1525 
 
CP002573.1:c1237105- CGTGCGCGGGGGAAAACCCCACAAGTCGGCCACCGGCAACACGAATCTGGGGTCGTCCCCGCGTGCGCGGGGGAAAACCGTCATACCAAGCC-------- 2076 
CP026328.2:1188918-1 CGTGCGCGGGGGAAAACCCCACAAGTCGGCCACCGGCAACACGAATCTGGGGTCGTCCCCGCGTGCGCGGGGGAAAACCGTCATACCAAGCC-------- 2615 
CP043926.1:2163143-2 CGTGCGCGGGGGAAAACCCCACAAGTCGGCCACCGGCAACACGAATCTGGGGTCGTCCCCGCGTGCGCGGGGGAAAACCGTCATACCAAGCC-------- 2615 
NODE_69_length_35653 CGCGCGCG----------------------------------CAGGTGTGCGTCGTCCCCGCGTGCGCGGGGGAGAACTGGCTTCGAGACCG-------- 1536 
NODE_59_length_16824 CGCGCGCG----------------------------------CAGGTGTGCGTCGTCCCCGCGTGCGCGGGGGAGAACTGGCTTCGAGACCG-------- 1536 
NODE_80_length_16896 CGCGCGCG----------------------------------CAGGTGTGCGTCGTCCCCGCGTGCGCGGGGGAGAACTGGCTTCGAGACCG-------- 1536 
NODE_220_length_1666 CGCGCGCG----------------------------------CAGGTGTGCGTCGTCCCCGCGTGCGCGGGGGAGAACTGGCTTCGAGACCG-------- 1536 
CP005986.1:1830631-1 CGCGCGCG----------------------------------CAGGTGTGCGTCGTCCCCGCGTGCGCGGGGGAGAACTGGCTTCGAGACCG-------- 1536 
NODE_19_length_57735 CGTGCGCGGGGGAAAACCTTACAGTATGGCGCGGAACGCAGCCGGTGGCGTGTCGTCCCCGTGTGCGCGGGGGAAACCTGGGGTCCAGCCCGCGGCCTTG 1542 
NODE_66_length_49889 -----------------------------------------------------------------------GGAGA------------------------ 1530 
NODE_225_length_4037 -----------------------------------------------------------------------GGAGA------------------------ 1530 
 
CP002573.1:c1237105- -------------------TCTGTAGCATGGTGGATGCC----------------------------------GTCGTCCCCGCGTGCGCGGGGGAAAAC 2123 
CP026328.2:1188918-1 -------------------TCTGTAGCATGGTGGATGCC----------------------------------GTCGTCCCCGCGTGCGCGGGGGAAAAC 2662 
CP043926.1:2163143-2 -------------------TCTGTAGCATGGTGGATGCC----------------------------------GTCGTCCCCGCGTGCGCGGGGGAAAAC 2662 
NODE_69_length_35653 -------------------ACGCGACCGTGGTGCAGGCC----------------------------------GTCGTCCCCGCGTGCGCGGGGGAAAAC 1583 
NODE_59_length_16824 -------------------ACGCGACCGTGGTGCAGGCC----------------------------------GTCGTCCCCGCGTGCGCGGGGGAAAAC 1583 
NODE_80_length_16896 -------------------ACGCGACCGTGGTGCAGGCC----------------------------------GTCGTCCCCGCGTGCGCGGGGGAAAAC 1583 
NODE_220_length_1666 -------------------ACGCGACCGTGGTGCAGGCC----------------------------------GTCGTCCCCGCGTGCGCGGGGGAAAAC 1583 
CP005986.1:1830631-1 -------------------ACGCGACCGTGGTGCAGGCC----------------------------------GTCGTCCCCGCGTGCGCGGGGGAAAAC 1583 
NODE_19_length_57735 CAGCTTGAGCCGTCAGTCCCCGCGTGCGCGGGGGAGAACCGCCCCCGCGCGTCTTGAGCATGACGAGAGACCGGTCGTCCCCGCGTGCGCGGTAGAGAAC 1642 
NODE_66_length_49889 ---------------------------------------------------------------------------------------------------- 1530 
NODE_225_length_4037 ---------------------------------------------------------------------------------------------------- 1530 
 
 
 
 
 
 
 
 
 
 
CP002573.1:c1237105- CG-TCC----------------------------------------------CAAGTCCGCGGCGC-------------TGGAATATCTGCCGCGTCGTC 2163 
CP026328.2:1188918-1 CG-TCC----------------------------------------------CAAGTCCGCGGCGC-------------TGGAATATCTGCCGCGTCGTC 2702 
CP043926.1:2163143-2 C-GTCC----------------------------------------------CAAGTCCGCGGCGC-------------TGGAATATCTGCCGCGTCGTC 2702 
NODE_69_length_35653 C---------------------------------------------------GGGATCAGCGGCGTACTCATCCACTTGTGGGCC---------GTCGTC 1623 
NODE_59_length_16824 C---------------------------------------------------GGGATCAGCGGCGTACTCATCCACTTGTGGGCC---------GTCGTC 1623 
NODE_80_length_16896 C---------------------------------------------------GGGATCAGCGGCGTACTCATCCACTTGTGGGCC---------GTCGTC 1623 
NODE_220_length_1666 C---------------------------------------------------GGGATCAGCGGCGTACTCATCCACTTGTGGGCC---------GTCGTC 1623 
CP005986.1:1830631-1 C---------------------------------------------------GGGATCAGCGGCGTACTCATCCACTTGTGGGCC---------GTCGTC 1623 
NODE_19_length_57735 CGGGCCTCCAGCAGACCGTCTACGACCTCGTATAGTTGTCCCCGCGTGCGCGGGGGAAACCTGTGGGCGCACCTACGAGGGCACCGTCAAAGGGGTCGTC 1742 
NODE_66_length_49889 ---------------------------------------------------------------------------------------------------- 1530 
NODE_225_length_4037 ---------------------------------------------------------------------------------------------------- 1530 
 
CP002573.1:c1237105- CCCGCGTGCGCGGGGGAAAACCGCGATATCAGGGTGTTTCTGGGGTCTCTGTTC-TGTCGTCCCCGCGTGCGCGGGGGAAAACCCG------AAGATGAG 2256 
CP026328.2:1188918-1 CCCGCGTGCGCGGGGGAAAACCGCGATATCAGGGTGTTTCTGGGGTCTCTGTTC-TGTCGTCCCCGCGTGCGCGGGGGAAAACCCG------AAGATGAG 2795 
CP043926.1:2163143-2 CCCGCGTGCGCGGGGGAAAACCGCGATATCAGGGTGTTTCTGGGGTCTCTGTTC-TGTCGTCCCCGCGTGCGCGGGGGAAAACCCG------AAGATGAG 2795 
NODE_69_length_35653 CCCGCGTGCGCGGGGGAAAACCTTACAGTATGGCGCGGAACGCAGCCGGTGGCG-TGTCGTCCCCGTGTGCGCGGTGGAAA-CCTG------ATCACCGG 1715 
NODE_59_length_16824 CCCGCGTGCGCGGGGGAAAACCTTACAGTATGGCGCGGAACGCAGCCGGTGGCG-TGTCGTCCCCGTGTGCGCGGTGGAAA-CCTG------ATCACCGG 1715 



NODE_80_length_16896 CCCGCGTGCGCGGGGGAAAACCTTACAGTATGGCGCGGAACGCAGCCGGTGGCG-TGTCGTCCCCGTGTGCGCGGTGGAAA-CCTG------ATCACCGG 1715 
NODE_220_length_1666 CCCGCGTGCGCGGGGGAAAACCTTACAGTATGGCGCGGAACGCAGCCGGTGGCG-TGTCGTCCCCGTGTGCGCGGTGGAAA-CCTG------ATCACCGG 1715 
CP005986.1:1830631-1 CCCGCGTGCGCGGGGGAAAACCTTACAGTATGGCGCGGAACGCAGCCGGTGGCG-TGTCGTCCCCGTGTGCGCGGTGGAAA-CCTG------ATCACCGG 1715 
NODE_19_length_57735 CCCGCGTGCGCGGGGGAAAACCCCA-AGCATGGATGCGAGGATACCCCGCAGCGCCGTCGTCCCCGCGTGCGCGGGGGAAAACCCGGGCAGCATCACCGG 1841 
NODE_66_length_49889 CTCGCAT--------------------------------------------------------------------------------------------- 1537 
NODE_225_length_4037 CTCGCAT--------------------------------------------------------------------------------------------- 1537 
 
 
CP002573.1:c1237105- GCGATAAGTCCAGACGACGCACTGTCGTCCCCGCGTGCGCGGGGGAAAACCGC----GACTGTGGGAAATTCTTACCGAGCACCAGCCGTCGTCCCCGCG 2352 
CP026328.2:1188918-1 GCGATAAGTCCAGACGACGCACTGTCGTCCCCGCGTGCGCGGGGGAAAACCGC----GACTGTGGGAAATTCTTACCGAGCACCAGCCGTCGTCCCCGCG 2891 
CP043926.1:2163143-2 GCGATAAGTCCAGACGACGCACTGTCGTCCCCGCGTGCGCGGGGGAAAACCGC----GACTGTGGGAAATTCTTACCGAGCACCAGCCGTCGTCCCCGCG 2891 
NODE_69_length_35653 --GACAAAACCGGGCGGCG----GTCGTCCCCGCATGTGCGGGGGAAACCCGCTCCGGACTCCG-----CTCGTACCCGTCATTCACCGGCGTCCCCGCG 1804 
NODE_59_length_16824 --GACAAAACCGGGCGGCG----GTCGTCCCCGCATGTGCGGGGGAAACCCGCTCCGGACTCCG-----CTCGTACCCGTCATTCACCGGCGTCCCCGCG 1804 
NODE_80_length_16896 --GACAAAACCGGGCGGCG----GTCGTCCCCGCATGTGCGGGGGAAACCCGCTCCGGACTCCG-----CTCGTACCCGTCATTCACCGGCGTCCCCGCG 1804 
NODE_220_length_1666 --GACAAAACCGGGCGGCG----GTCGTCCCCGCATGTGCGGGGGAAACCCGCTCCGGACTCCG-----CTCGTACCCGTCATTCACCGGCGTCCCCGCG 1804 
CP005986.1:1830631-1 --GACAAAACCGGGCGGCG----GTCGTCCCCGCATGTGCGGGGGAAACCCGCTCCGGACTCCG-----CTCGTACCCGTCATTCACCGGCGTCCCCGCG 1804 
NODE_19_length_57735 --GACAAAACCGGGCGGCG----GTCGTCCCCGCATGTGCGGGGGAAACCCGCTCCGGACTCCG-----CTCGTACCCGTCATTCACCGGCGTCCCCGCG 1930 
NODE_66_length_49889 --GACAA--------------------------------------------------------------------------------CAGCATC------ 1549 
NODE_225_length_4037 --GACAA--------------------------------------------------------------------------------CAGCATC------ 1549 
 
CP002573.1:c1237105- TGCGCGGGGGAAAACCGTCATG------------------------------------------------------------------------------ 2374 
CP026328.2:1188918-1 TGCGCGGGGGAAAACCGTCATG------------------------------------------------------------------------------ 2913 
CP043926.1:2163143-2 TGCGCGGGGGAAAACCGTCATG------------------------------------------------------------------------------ 2913 
NODE_69_length_35653 TGCGCGGGGGAAAACC-TCATC------------------------------------------------------------------------------ 1825 
NODE_59_length_16824 TGCGCGGGGGAAAACC-TCATC------------------------------------------------------------------------------ 1825 
NODE_80_length_16896 TGCGCGGGGGAAAACC-TCATC------------------------------------------------------------------------------ 1825 
NODE_220_length_1666 TGCGCGGGGGAAAACC-TCATC------------------------------------------------------------------------------ 1825 
CP005986.1:1830631-1 TGCGCGGGGGAAAACC-TCATC------------------------------------------------------------------------------ 1825 
NODE_19_length_57735 TGCGCGGGGGAAACCTGGGGTCCAGACCGCGGCCTTGCAGCTTGAGCCGTCAGTCCCCGCGTATGCGGGGGAGAACCCTGCTGCAAGGCCCTCAAAGGGT 2030 
NODE_66_length_49889 --------GGAAGTCC------------------------------------------------------------------------------------ 1557 
NODE_225_length_4037 --------GGAAGTCC------------------------------------------------------------------------------------ 1557 
 
CP002573.1:c1237105- ----------AAAGCGTCTACGACCTTGAATAATAC----------------------------------CGTCGTCCCCGCGTGCGCGGGGGAAAACC- 2427 
CP026328.2:1188918-1 ----------AAAGCGTCTACGACCTTGAATAATAC----------------------------------CGTCGTCCCCGCGTGCGCGGGGGAAAACC- 2966 
CP043926.1:2163143-2 ----------AAAGCGTCTACGACCTTGAATAATAC----------------------------------CGTCGTCCCCGCGTGCGCGGGGGAAAACC- 2966 
NODE_69_length_35653 ----------GCTATACCAATGCGCAAGGGGCGGACC---------------------------------CGGCGTCCCCGCGTGCGCGGGGGAAAACCC 1882 
NODE_59_length_16824 ----------GCTATACCAATGCGCAAGGGGCGGACC---------------------------------CGGCGTCCCCGCGTGCGCGGGGGAAAACCC 1882 
NODE_80_length_16896 ----------GCTATACCAATGCGCAAGGGGCGGACC---------------------------------CGGCGTCCCCGCGTGCGCGGGGGAAAACCC 1882 
NODE_220_length_1666 ----------GCTATACCAATGCGCAAGGGGCGGACC---------------------------------CGGCGTCCCCGCGTGCGCGGGGGAAAACCC 1882 
CP005986.1:1830631-1 ----------GCTATACCAATGCGCAAGGGGCGGACC---------------------------------CGGCGTCCCCGCGTGCGCGGGGGAAAACCC 1882 
NODE_19_length_57735 GCTCTGGCAAGTCGTCCCAGCGTGCGCTGGGGAAAACCCTCAGATGTTCCGACGTAAGCCGGTCAATCATCGTCGTCCCCGCGTGCGCGGGGGAAAACCC 2130 
NODE_66_length_49889 ---------------------------------------------------------------------------------------------------- 1557 
NODE_225_length_4037 ---------------------------------------------------------------------------------------------------- 1557 
 
CP002573.1:c1237105- -------------TCTTACAGTATGGCGCGGAACGCAGCCGGTGGCGTGTCGTCCCCGTGTGCGCGGGGGAAACCTGGGGTCCAGCCCGCGGCCTTGCAG 2516 
CP026328.2:1188918-1 -------------TCTTACAGTATGGCGCGGAACGCAGCCGGTGGCGTGTCGTCCCCGTGTGCGCGGGGGAAACCTGGGGTCCAGCCCGCGGCCTTGCAG 3055 
CP043926.1:2163143-2 -------------TCTTACAGTATGGCGCGGAACGCAGCCGGTGGCGTGTCGTCCCCGTGTGCGCGGGGGAAACCTGGGGTCCAGCCCGCGGCCTTGCAG 3055 
NODE_69_length_35653 GCCTTGAGCTCCCTGTTCCGCCATGTGGAGGA----------------GTCGTCCCCGCGTACGCGGGGGAAAACCGGGCGCTGCGGTGGGGGATGACAT 1966 
NODE_59_length_16824 GCCTTGAGCTCCCTGTTCCGCCATGTGGAGGA----------------GTCGTCCCCGCGTACGCGGGGGAAAACCGGGCGCTGCGGTGGGGGATGACAT 1966 
NODE_80_length_16896 GCCTTGAGCTCCCTGTTCCGCCATGTGGAGGA----------------GTCGTCCCCGCGTACGCGGGGGAAAACCGGGCGCTGCGGTGGGGGATGACAT 1966 
NODE_220_length_1666 GCCTTGAGCTCCCTGTTCCGCCATGTGGAGGA----------------GTCGTCCCCGCGTACGCGGGGGAAAACCGGGCGCTGCGGTGGGGGATGACAT 1966 
CP005986.1:1830631-1 GCCTTGAGCTCCCTGTTCCGCCATGTGGAGGA----------------GTCGTCCCCGCGTACGCGGGGGAAAACCGGGCGCTGCGGTGGGGGATGACAT 1966 
NODE_19_length_57735 GCCTTGAGCTCCCTGTTCCGCCATGTGGAGGA----------------GTCGTCCCCGCGTGCGCGGGGGAAAACCGTACGCGGCTCATGCACACCATTC 2214 
NODE_66_length_49889 ---------------------------------------------------------------------------------------------------- 1557 
NODE_225_length_4037 ---------------------------------------------------------------------------------------------------- 1557 
 
CP002573.1:c1237105- CTTGAGCCGTCAGTCCCCGCGTATGCGGGGGAGAACC-C----------------------------------GTTCCGACGTAAGCCGGTCAATCATC- 2579 
CP026328.2:1188918-1 CTTGAGCCGTCAGTCCCCGCGTATGCGGGGGAGAACC-C----------------------------------GTTCCGACGTAAGCCGGTCAATCATC- 3118 
CP043926.1:2163143-2 CTTGAGCCGTCAGTCCCCGCGTATGCGGGGGAGAACC-C----------------------------------GTTCCGACGTAAGCCGGTCAATCATC- 3119 
NODE_69_length_35653 TTCCCAAAAGTCGTCCCCGCGTACGCGGGGGAAAACC-------------------------------------------CGTACGCGGCTCATGCACAC 2022 
NODE_59_length_16824 TTCCCAAAAGTCGTCCCCGCGTACGCGGGGGAAAACC-------------------------------------------CGTACGCGGCTCATGCACAC 2022 
NODE_80_length_16896 TTCCCAAAAGTCGTCCCCGCGTACGCGGGGGAAAACC-------------------------------------------CGTACGCGGCTCATGCACAC 2022 
NODE_220_length_1666 TTCCCAAAAGTCGTCCCCGCGTACGCGGGGGAAAACC-------------------------------------------CGTACGCGGCTCATGCACAC 2022 
CP005986.1:1830631-1 TTCCCAAAAGTCGTCCCCGCGTACGCGGGGGAAAACC-------------------------------------------CGTACGCGGCTCATGCACAC 2022 
NODE_19_length_57735 CAGCGATGGGTCGTCCCCGCGTGCGCGGGGGAAAACCTCCAAGGCATCACGAGAGAACAAATCGAGCATTGTTGTCCCCGCGTACGCGGGGGAAACCCTT 2314 
NODE_66_length_49889 ---------------------------------------------------------------------------------------------------- 1557 
NODE_225_length_4037 ---------------------------------------------------------------------------------------------------- 1557 
 
CP002573.1:c1237105- ------------------------------GTCGTCCCCGCGTGCGCGGGGGAAAACCC-GCCTTG---AGCTCCCTGGATTCCG--------------- 2631 
CP026328.2:1188918-1 ------------------------------GTCGTCCCCGCGTGCGCGGGGGAAAACCC-GCCTTG---AGCTCCCTGGATTCCG--------------- 3170 
CP043926.1:2163143-2 ------------------------------GTCGTCCCCGCGTGCGCGGGGGAAAACCC-GCCTTG---AGCTCCCTGGATTCCG--------------- 3170 
NODE_69_length_35653 CATTCCAGCGATGG----------------GTCGTCCCCGCGTGCGCGGGGGAAAACC-------G---AGAAAGCAGGAGATTG--------------- 2081 
NODE_59_length_16824 CATTCCAGCGATGG----------------GTCGTCCCCGCGTGCGCGGGGGAAAACC-------G---AGAAAGCAGGAGATTG--------------- 2081 
NODE_80_length_16896 CATTCCAGCGATGG----------------GTCGTCCCCGCGTGCGCGGGGGAAAACC-------G---AGAAAGCAGGAGATTG--------------- 2081 
NODE_220_length_1666 CATTCCAGCGATGG----------------GTCGTCCCCGCGTGCGCGGGGGAAAACC-------G---AGAAAGCAGGAGATTG--------------- 2081 
CP005986.1:1830631-1 CATTCCAGCGATGG----------------GTCGTCCCCGCGTGCGCGGGGGAAAACC-------G---AGAAAGCAGGAGATTG--------------- 2081 
NODE_19_length_57735 TGTAGGAGTGATGGCCGGTGCCGTCTAGGTGTCGTCCCCGCGTGCGCGGGGGAAACCCTGGGGGTGTATAGCGACCAGACTATGGGTATAGTCGTCCCCG 2414 
NODE_66_length_49889 -------------G----------------GTCGTCCCCGCGTGCGCGGGGGAAAACC------------------------------------------ 1586 
NODE_225_length_4037 -------------G----------------GTCGTCCCCGCGTGCGCGGGGGAAAACC------------------------------------------ 1586 
 
CP002573.1:c1237105- -------CCATGTGGAGGAGTCGTCCCCGCGTACGCGGGGGAAAACC----------------------------------------------------- 2671 
CP026328.2:1188918-1 -------CCATGTGGAGGAGTCGTCCCCGCGTACGCGGGGGAAAACC----------------------------------------------------- 3210 
CP043926.1:2163143-2 -------CCATGTGGAGGAGTCGTCCCCGCGTACGCGGGGGAAAACC----------------------------------------------------- 3210 
NODE_69_length_35653 ---GAGAGCGTTCTCTATTGTCGTCCCCGTGTACGCGGGGGAAAACC----------------------------------------------------- 2125 
NODE_59_length_16824 ---GAGAGCGTTCTCTATTGTCGTCCCCGTGTACGCGGGGGAAAACC----------------------------------------------------- 2125 
NODE_80_length_16896 ---GAGAGCGTTCTCTATTGTCGTCCCCGTGTACGCGGGGGAAAACC----------------------------------------------------- 2125 
NODE_220_length_1666 ---GAGAGCGTTCTCTATTGTCGTCCCCGTGTACGCGGGGGAAAACC----------------------------------------------------- 2125 
CP005986.1:1830631-1 ---GAGAGCGTTCTCTATTGTCGTCCCCGTGTACGCGGGGGAAAACC----------------------------------------------------- 2125 
NODE_19_length_57735 CGTGCGCGGGGGCCTATTCGTCATCCCCGCGTGCGCGGGGGAAACCTTCTTTGCATTTCGCATTTCGCATTTGCTGCGCTTTCGTCCCCGTAATGTGCGG 2514 
NODE_66_length_49889 ------------------------------GTGTGCCGGTAA---------------------------------------------------------- 1598 
NODE_225_length_4037 ------------------------------GTGTGCCGGTAA---------------------------------------------------------- 1598 
 
CP002573.1:c1237105- ---------------G------------------------------------------------------TACGCGGCTCATGCACACCATTCCAGCGAT 2702 
CP026328.2:1188918-1 ---------------G------------------------------------------------------TACGCGGCTCATGCACACCATTCCAGCGAT 3241 
CP043926.1:2163143-2 ---------------G------------------------------------------------------TACGCGGCTCATGCACACCATTCCAGCGAT 3241 



NODE_69_length_35653 -------CCGAGCCAG------------------------------------------------------CACCCGACTCTTGATAGCG--------AAT 2156 
NODE_59_length_16824 -------CCGAGCCAG------------------------------------------------------CACCCGACTCTTGATAGCG--------AAT 2156 
NODE_80_length_16896 -------CCGAGCCAG------------------------------------------------------CACCCGACTCTTGATAGCG--------AAT 2156 
NODE_220_length_1666 -------CCGAGCCAG------------------------------------------------------CACCCGACTCTTGATAGCG--------AAT 2156 
CP005986.1:1830631-1 -------CCGAGCCAG------------------------------------------------------CACCCGACTCTTGATAGCG--------AAT 2156 
NODE_19_length_57735 GGGAAAACCGGGCCAGGTTGGGCCGTTCTCACTACGAGATACGTCATCCCCGCATGTGCGGGGAAAACCAAGCACGGTTGCGCGTAATGGCAAAGTTGTG 2614 
NODE_66_length_49889 ---------------------------------------------------------------------------------------------------- 1598 
NODE_225_length_4037 ---------------------------------------------------------------------------------------------------- 1598 
 
CP002573.1:c1237105- GGGTCGTCCCCGCGTGCGCGGGGGAAACTTTTTGC---AATCCGCATTTCGCATTTGCTGCGCT-TTCGTCCCCGCAATGTGCGGGGGAGAACCTTGCGG 2798 
CP026328.2:1188918-1 GGGTCGTCCCCGCGTGCGCGGGGGAAACTTTTTGC---AATCCGCATTTCGCATTTGCTGCGCT-TTCGTCCCCGCAATGTGCGGGGGAGAACCTTGCGG 3337 
CP043926.1:2163143-2 GGGTCGTCCCCGCGTGCGCGGGGGAAACTTTTTGC---AATCCGCATTTCGCATTTGCTGCGCT-TTCGTCCCCGCAATGTGCGGGGGAGAACCTTGCGG 3337 
NODE_69_length_35653 CTGTAGTCCCCGCGTATGCGGGGGAGAACCGCAACC--GTACCGGACCCCGCGCCGCCCACGCTAGTAGTCCCCGC-GTATGCGGGGGAGAACCAGTCG- 2252 
NODE_59_length_16824 CTGTAGTCCCCGCGTATGCGGGGGAGAACCGCAACC--GTACCGGACCCCGCGCCGCCCACGCTAGTAGTCCCCGC-GTATGCGGGGGAGAACCAGTCG- 2252 
NODE_80_length_16896 CTGTAGTCCCCGCGTATGCGGGGGAGAACCGCAACC--GTACCGGACCCCGCGCCGCCCACGCTAGTAGTCCCCGC-GTATGCGGGGGAGAACCAGTCG- 2252 
NODE_220_length_1666 CTGTAGTCCCCGCGTATGCGGGGGAGAACCGCAACC--GTACCGGACCCCGCGCCGCCCACGCTAGTAGTCCCCGC-GTATGCGGGGGAGAACCAGTCG- 2252 
CP005986.1:1830631-1 CTGTAGTCCCCGCGTATGCGGGGGAGAACCGCAACC--GTACCGGACCCCGCGCCGCCCACGCTAGTAGTCCCCGC-GTATGCGGGGGAGAACCAGTCG- 2252 
NODE_19_length_57735 CTGTCGTCCCCGTGTACGCGGGGGAAAACCCCGAGCCAGCACCTGACTCTTGATAG--CGAATCTGTAGTCCCCGC-GTATGCGGGGGAGAACCAGTCG- 2710 
NODE_66_length_49889 ---------------------------------------------------------------------------------------------------- 1598 
NODE_225_length_4037 ---------------------------------------------------------------------------------------------------- 1598 
 
CP002573.1:c1237105- GGTTGTCTCTGTTGGAGATTTTGGGAA-----GTCATCCCCGCGTGTGCGGGGGAAAACTATGCAGTGGCTCGGTGGTTCG-CGGGCCAATAGGGTCGTC 2892 
CP026328.2:1188918-1 GGTTGTCTCTGTTGGAGATTTTGGGAA-----GTCATCCCCGCGTGTGCGGGGGAAAACTATGCAGTGGCTCGGTGGTTCG-CGGGCCAATAGGGTCGTC 3431 
CP043926.1:2163143-2 GGTTGTCTCTGTTGGAGATTTTGGGAA-----GTCATCCCCGCGTGTGCGGGGGAAAACTATGCAGTGGCTCGGTGGTTCG-CGGGCCAATAGGGTCGTC 3431 
NODE_69_length_35653 ----ATATCAGCGGAAACGCTTCGGACATTGCGCCGTCCCCGCGTATGCGGAGGAGAACCACA-AGCGGCCAGGTCTCCCGTCATGCTCAAGAAGTCGTC 2347 
NODE_59_length_16824 ----ATATCAGCGGAAACGCTTCGGACATTGCGCCGTCCCCGCGTATGCGGAGGAGAACCACA-AGCGGCCAGGTCTCCCGTCATGCTCAAGAAGTCGTC 2347 
NODE_80_length_16896 ----ATATCAGCGGAAACGCTTCGGACATTGCGCCGTCCCCGCGTATGCGGAGGAGAACCACA-AGCGGCCAGGTCTCCCGTCATGCTCAAGAAGTCGTC 2347 
NODE_220_length_1666 ----ATATCAGCGGAAACGCTTCGGACATTGCGCCGTCCCCGCGTATGCGGAGGAGAACCACA-AGCGGCCAGGTCTCCCGTCATGCTCAAGAAGTCGTC 2347 
CP005986.1:1830631-1 ----ATATCAGCGGAAACGCTTCGGACATTGCGCCGTCCCCGCGTATGCGGAGGAGAACCACA-AGCGGCCAGGTCTCCCGTCATGCTCAAGAAGTCGTC 2347 
NODE_19_length_57735 ----ATATCAGCGGAAACGCTTCGGACATTGCGCCGTCCCCGCGTATGCGGAGGAGAACCACA-AGCGGCCAGGTCTCCCGTCATGCTCAAGAAGTCGTC 2805 
NODE_66_length_49889 ------------------------------GCGCCGT--------------------------------------------------------------- 1605 
NODE_225_length_4037 ------------------------------GCGCCGT--------------------------------------------------------------- 1605 
 
CP002573.1:c1237105- CCCGCGTACGCGGGGGAGAACCCGATTTGGTAGCAGACCATCTGGTGGATAATCG-----------GCTGTCCCCGCATGTGCGGGGGAAAACCGGAACC 2981 
CP026328.2:1188918-1 CCCGCGTACGCGGGGGAGAACCCGATTTGGTAGCAGACCATCTGGTGGATAATCG-----------GCTGTCCCCGCATGTGCGGGGGAAAACCGGAACC 3520 
CP043926.1:2163143-2 CCCGCGTACGCGGGGGAGAACCCGATTTGGTAGCAGACCATCTGGTGGATAATCG-----------GCTGTCCCCGCATGTGCGGGGGAAAACCGGAACC 3520 
NODE_69_length_35653 CCCGCGTACGCGGGGGAAAACC----------GTACACCATGGCGCAAATAATCGACTTTCTGGCCGTCGTCCCCGCGTGCGCGGGGGAAAACCGGAACC 2437 
NODE_59_length_16824 CCCGCGTACGCGGGGGAAAACC----------GTACACCATGGCGCAAATAATCGACTTTCTGGCCGTCGTCCCCGCGTGCGCGGGGGAAAACCGGAACC 2437 
NODE_80_length_16896 CCCGCGTACGCGGGGGAAAACC----------GTACACCATGGCGCAAATAATCGACTTTCTGGCCGTCGTCCCCGCGTGCGCGGGGGAAAACCGGAACC 2437 
NODE_220_length_1666 CCCGCGTACGCGGGGGAAAACC----------GTACACCATGGCGCAAATAATCGACTTTCTGGCCGTCGTCCCCGCGTGCGCGGGGGAAAACCGGAACC 2437 
CP005986.1:1830631-1 CCCGCGTACGCGGGGGAAAACC----------GTACACCATGGCGCAAATAATCGACTTTCTGGCCGTCGTCCCCGCGTGCGCGGGGGAAAACCGGAACC 2437 
NODE_19_length_57735 CCCGCGTACGCGGGGGAAAACC----------GTACACCATGGCGCAAATAATCGACTTTCTGGCCGTCGTCCCCGCGTGCGCGGGGGAAAACCGGAACC 2895 
NODE_66_length_49889 ---------------------------------------------------ATCG-TTTTCTGCAAGTCGTCCCCGCGTGCGCGGGGGAAAACCGGAACC 1653 
NODE_225_length_4037 ---------------------------------------------------ATCG-TTTTCTGCAAGTCGTCCCCGCGTGCGCGGGGGAAAACCGGAACC 1653 
 
CP002573.1:c1237105- CGCGACGGGCCTTT 2995 
CP026328.2:1188918-1 CGCGACGGGCCTTT 3534 
CP043926.1:2163143-2 CGCGACGGGCCTTT 3534 
NODE_69_length_35653 CGCGACGGGCCTTT 2451 
NODE_59_length_16824 CGCGACGGGCCTTT 2451 
NODE_80_length_16896 CGCGACGGGCCTTT 2451 
NODE_220_length_1666 CGCGACGGGCCTTT 2451 
CP005986.1:1830631-1 CGCGACGGGCCTTT 2451 
NODE_19_length_57735 CGCGACGGGCCTTT 2909 
NODE_66_length_49889 CGCGACGGGCCTTT 1667 
NODE_225_length_4037 CGCGACGGGCCTTT 1667 
 


