
Supplementary Fig. S1. Multiple alignments of bg sequences from this study with reference sequences obtained from Genbank, representing assemblages A and B (Length of compared fragments: 498 bp).
DC16              --------------------------------------GATCGAGGTCCGCCGCGTCGAC

DC18              --------------------------------------GATCGAGGTCCGCCGCGTCGAC

DC111             --------------------------------------GATCGAGGTCCGCCGCGTCGAC

DC35              --------------------------------------GATCGAGGTCCGCCGCGTCGAC

DC110             --------------------------------------GATCGAGGTCCGCCGCGTCGAC

DC33              --------------------------------------GATCGAGGTCCGCCGCGTCGAC

DC113             --------------------------------------GATCGAGGTCCGCCGCGTCGAC

DC113F-UP         --------------------------------------GATCGAGGTCCGCCGCGTCGAC

AY072723-AII      CAGCGCGTCAGCAGGTTCCACGACAAGATGGAGAACGAGATCGAGGTCCGCCGCGTCGAC

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

DC16              GACGACACGCGCGTGAAGATGATCAAGGGACGCCATTCCGCACACCTTCGACAGGGCTCA

DC18              GACGACACGCGCGTGAAGATGATCAAGGGACGCCATTCCGCACACCTTCGACAGGGCTCA

DC111             GACGACACGCGCGTGAAGATGATCAAGGGACGCCATTCCGCACACCTTCGACAGGGCTCA

DC35              GACGACACGCGCGTGAAGATGATCAAGGGACGCCATTCCGCACACCTTCGACAGGGCTCA

DC110             GACGACACGCGCGTGAAGATGATCAAGGGACGCCATTCCGCACACCTTCGACAGGGCTCA

DC33              GACGACACGCGCGTGAAGATGATCAAGGGACGCCATTCCGCACACCTTCGACAGGGCTCA

DC113             GACGACACGCGCGTGAAGATGATCAAGGGACGCCATTCCGCACACCTTCGACAGGGCTCA

DC113F-UP         GACGACACGCGCGTGAAGATGATCAAGGGACGCCATTCCGCACACCTTCGACAGGGCTCA

AY072723-AII      GACGACACGCGCGTGAAGATGATCAAGGGACGCCATTCCGCACACCTTCGACAGGGCTCA

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

DC16              TCCAGACGGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAGGTCAAG

DC18              TCCAGACGGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAGGTCAAG

DC111             TCCAGACGGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAGGTCAAG

DC35              TCCAGACGGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAGGTCAAG

DC110             TCCAGACGGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAGGTCAAG

DC33              TCCAGACGGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAGGTCAAG

DC113             TCCAGACGGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAGGTCAAG

DC113F-UP         TCCAGACGGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAGGTCAAG

AY072723-AII      TCCAGACGGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAGGTCAAG

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

DC16              AAGTCCGCCGACAACATGTACCTAACGATCAAGGAGGAGATCGACACCATGGCTGCAAAC

DC18              AAGTCCGCCGACAACATGTACCTAACGATCAAGGAGGAGATCGACACCATGGCTGCAAAC

DC111             AAGTCCGCCGACAACATGTACCTAACGATCAAGGAGGAGATCGACACCATGGCTGCAAAC

DC35              AAGTCCGCCGACAACATGTACCTAACGATCAAGGAGGAGATCGACACCATGGCTGCAAAC

DC110             AAGTCCGCCGACAACATGTACCTAACGATCAAGGAGGAGATCGACACCATGGCTGCAAAC

DC33              AAGTCCGCCGACAACATGTACCTAACGATCAAGGAGGAGATCGACACCATGGCTGCAAAC

DC113             AAGTCCGCCGACAACATGTACCTAACGATCAAGGAGGAGATCGACACCATGGCTGCAAAC

DC113F-UP         AAGTCCGCCGACAACATGTACCTAACGATCAAGGAGGAGATCGACACCATGGCTGCAAAC

AY072723-AII      AAGTCCGCCGACAACATGTACCTAACGATCAAGGAGGAGATCGACACCATGGCTGCAAAC

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

DC16              TTCCGCAAGTCCCTTGCGGAGATGGGCGACACACTCAACAACGTTGAGACAAATCTCCAG

DC18              TTCCGCAAGTCCCTTGCGGAGATGGGCGACACACTCAACAACGTTGAGACAAATCTCCAG

DC111             TTCCGCAAGTCCCTTGCGGAGATGGGCGACACACTCAACAACGTTGAGACAAATCTCCAG

DC35              TTCCGCAAGTCCCTTGCGGAGATGGGCGACACACTCAACAACGTTGAGACAAATCTCCAG

DC110             TTCCGCAAGTCCCTTGCGGAGATGGGCGACACACTCAACAACGTTGAGACAAATCTCCAG

DC33              TTCCGCAAGTCCCTTGCGGAGATGGGCGACACACTCAACAACGTTGAGACAAATCTCCAG

DC113             TTCCGCAAGTCCCTTGCGGAGATGGGCGACACACTCAACAACGTTGAGACAAATCTCCAG

DC113F-UP         TTCCGCAAGTCCCTTGCGGAGATGGGCGACACACTCAACAACGTTGAGACAAATCTCCAG

AY072723-AII      TTCCGCAAGTCCCTTGCGGAGATGGGCGACACACTCAACAACGTTGAGACAAATCTCCAG

                  ************************************************************
DC16              AACCAGATCGCCATCCATAACGACGCCATCGCGGCTCTCAGGAAGGAGGCCCTCAAGAGC

DC18              AACCAGATCGCCATCCATAACGACGCCATCGCGGCTCTCAGGAAGGAGGCCCTCAAGAGC

DC111             AACCAGATCGCCATCCATAACGACGCCATCGCGGCTCTCAGGAAGGAGGCCCTCAAGAGC

DC35              AACCAGATCGCCATCCATAACGACGCCATCGCGGCTCTCAGGAAGGAGGCCCTCAAGAGC

DC110             AACCAGATCGCCATCCATAACGACGCCATCGCGGCTCTCAGGAAGGAGGCCCTCAAGAGC

DC33              AACCAGATCGCCATCCATAACGACGCCATCGCGGCTCTCAGGAAGGAGGCCCTCAAGAGC

DC113             AACCAGATCGCCATCCATAACGACGCCATCGCGGCTCTCAGGAAGGAGGCCCTCAAGAGC

DC113F-UP         AACCAGATCGCCATCCATAACGACGCCATCGCGGCTCTCAGGAAGGAGGCCCTCAAGAGC

AY072723-AII      AACCAGATCGCCATCCATAACGACGCCATCGCGGCTCTCAGGAAGGAGGCCCTCAAGAGC

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

DC16              CTGAACGATCTCGAGACGGGCATTGCCACGGAGAACGCAGAAAGGAAGAAGATGTACGAC

DC18              CTGAACGATCTCGAGACGGGCATTGCCACGGAGAACGCAGAAAGGAAGAAGATGTACGAC

DC111             CTGAACGATCTCGAGACGGGCATTGCCACGGAGAACGCAGAAAGGAAGAAGATGTACGAC

DC35              CTGAACGATCTCGAGACGGGCATTGCCACGGAGAACGCAGAAAGGAAGAAGATGTACGAC

DC110             CTGAACGATCTCGAGACGGGCATTGCCACGGAGAACGCAGAAAGGAAGAAGATGTACGAC

DC33              CTGAACGATCTCGAGACGGGCATTGCCACGGAGAACGCAGAAAGGAAGAAGATGTACGAC

DC113             CTGAACGATCTCGAGACGGGCATTGCCACGGAGAACGCAGAAAGGAAGAAGATGTACGAC

DC113F-UP         CTGAACGATCTCGAGACGGGCATTGCCACGGAGAACGCAGAAAGGAAGAAGATGTACGAC

AY072723-AII      CTGAACGATCTCGAGACGGGCATTGCCACGGAGAACGCAGAAAGGAAGAAGATGTACGAC

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

DC16              CAGCTCAACGAGAAGGTCGCAGAGGGCTTCGCCCGCATCTCCGCCGCGATCGAGAAGGAG

DC18              CAGCTCAACGAGAAGGTCGCAGAGGGCTTCGCCCGCATCTCCGCCGCGATCGAGAAGGAG

DC111             CAGCTCAACGAGAAGGTCGCAGAGGGCTTCGCCCGCATCTCCGCCGCGATCGAGAAGGAG

DC35              CAGCTCAACGAGAAGGTCGCAGAGGGCTTCGCCCGCATCTCCGCCGCGATCGAGAAGGAG

DC110             CAGCTCAACGAGAAGGTCGCAGAGGGCTTCGCCCGCATCTCCGCCGCGATCGAGAAGGAG

DC33              CAGCTCAACGAGAAGGTCGCAGAGGGCTTCGCCCGCATCTCCGCCGCGATCGAGAAGGAG

DC113             CAGCTCAACGAGAAGGTCGCAGAGGGCTTCGCCCGCATCTCCGCCGCGATCGAGAAGGAG

DC113F-UP         CAGCTCAACGAGAAGGTCGCAGAGGGCTTCGCCCGCATCTCCGCCGCGATCGAGAAGGAG

AY072723-AII      CAGCTCAACGAGAAGGTCGCAGAGGGCTTCGCCCGCATCTCCGCCGCGATCGAGAAGGAG

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

DC16              ACGATCGCCCGCGAGAGGGCCGTTAGTGCTGCCACGACAGAAGCGCTCACAAACACG
DC18              ACGATCGCCCGCGAGAGGGCCGTTAGTGCTGCCACGACAGAAGCGCTCACAAACACG
DC111             ACGATCGCCCGCGAGAGGGCCGTTAGTGCTGCCACGACAGAAGCGCTCACAAACACG
DC35              ACGATCGCCCGCGAGAGGGCCGTTAGTGCTGCCACGACAGAAGCGCTCACAAACACG
DC110             ACGATCGCCCGCGAGAGGGCCGTTAGTGCTGCCACGACAGAAGCGCTCACAAACACG
DC33              ACGATCGCCCGCGAGAGGGCCGTTAGTGCTGCCACGACAGAAGCGCTCACAAACACG
DC113             ACGATCGCCCGCGAGAGGGCCGTTAGTGCTGCCACGACAGAAGCGCTCACAAACACG

DC113F-UP         ACGATCGCCCGCGAGAGGGCCGTTAGTGCTGCCACGACAGAAGCGCTCACAAACACG
AY072723-AII      --------------------------------------------------------
DC38                 ------------------------------------------------------------

DC43F-UP             ------------------------------------------------------------

DC34                 ------------------------------------------------------------

DC01                 ------------------------------------------------------------

HM110A               ------------------------------------------------------------

AY072725.1-BIV       AAGCCCGACGACCTCACCCGCAGTGCGACTGAGACGGCAGTCAAGCTCAGCAACATGAAC

AY072726.1-BIII      AAGCCCGACGACCTCACCCGCAGTGCGACTGAGACGGCAGTCAAGCTCAGCAACATGAAC

DC50                 ------------------------------------------------------------

DC39                 ------------------------------------------------------------

DC38                 --------------------------------------GATCGAGGTCCGCCGCGTCGAC

DC43F-UP             --------------------------------------GATCGAGGTCCGCCGCGTCGAC

DC34                 --------------------------------------GATCGAGGTCCGCCGCGTCGAC

DC01                 --------------------------------------GATCGAGGTCCGCCGCGTCGAC

HM110A               --------------------------------------GATCGAGGTCCGCCGCGTCGAC

AY072725.1-BIV       CAGCGCGTCAGCAGGTTCCACGACAAGATGGAGAACGAGATCGAGGTCCGCCGCGTCGAC

AY072726.1-BIII      CAGCGCGTCAGCAGGTTCCACGACAAGATGGAGAACGAGATCGAGGTCCGCCGCGTCGAC

DC50                 --------------------------------------GATCGAGGTCCGCCGCGTCGAC

DC39                 --------------------------------------GATCGAGGTCCGCCGCGTCGAC

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

DC38                 GACGACACGCGTGTGAAGATGATCAAGGACGCCATTCCGCACACCTTCGACAGAGCTCAT

DC43F-UP             GACGACACGCGTGTGAAGATGATCAAGGACGCCATTCCGCACACCTTCGACAGAGCTCAT

DC34                 GACGACACGCGTGTGAAGATGATCAAGGACGCCATTCCGCACACCTTCGACAGAGCTCAT

DC01                 GACGACACGCGTGTGAAGATGATCAAGGACGCCATTCCGCACACCTTCGACAGAGCTCAT

HM110A               GACGACACGCGTGTGAAGATGATCAAGGACGCCATTCCGCGCACCTTCGACAGAGCTCAT

AY072725.1-BIV       GACGACACGCGTGTGAAGATGATCAAGGACGCCATTCCGCGCACCTTCGACAGAGCTCAT

AY072726.1-BIII      GACGACACGCGTGTGAAGATGATCAAGGACGCCATTCCGCGCACCTCCGACAGAGCTCAT

DC50                 GACGACACGCGTGTGAAGATGATCAAGGACGCCATTCCGCGCACCTTCGACAGAGCTCAT

DC39                 GACGACACGCGTGTGAAGATGATCAAGGACGCCATTCCGCGCACCTTCGACAGAGCTCAT

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

DC38                 CCAGACAGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAAGTCAAGA

DC43F-UP             CCAGACAGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAAGTCAAGA

DC34                 CCAGACAGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAAGTCAAGA

DC01                 CCAGACAGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAAGTCAAGA

HM110A               CCAGACAGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAAGTCAAGA

AY072725.1-BIV       CCAGACAGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAAGTCAAGA

AY072726.1-BIII      CCAGACAGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAGGTCAAGA

DC50                 CCAGACAGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAGGTCAAGA

DC39                 CCAGACAGAGTCGAGGAAGCGCCAGGGCCTCGTTCGAGGACATCCGCGAGGAAGTCAAGA

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

DC38                 AGTCTGCCGACAACATGTACCTGACGATCAAGGAGGAGATCGACACCATGGCCGCAAACT

DC43F-UP             AGTCTGCCGACAACATGTACCTGACGATCAAGGAGGAGATCGACACCATGGCCGCAAACT

DC34                 AGTCTGCCGACAACATGTACCTGACGATCAAGGAGGAGATCGACACCATGGCCGCAAACT

DC01                 AGTCTGCCGACAACATGTACCTGACGATCAAGGAGGAGATCGACACCATGGCCGCAAACT

HM110A               AGTCTGCCGACAACATGTACCTGACGATCAAGGAGGAGATCGACACCATGGCCGCAAACT

AY072725.1-BIV       AGTCTGCCGACAACATGTACCTGACGATCAAGGAGGAGATCGACACTATGGCCGCAAACT

AY072726.1-BIII      AGTCTGCCGACAACATGTACCTGACGATCAAGGAGGAGATCGACACCATGGCCGCAAACT

DC50                 AGTCTGCCGACAACATGTACCTGACGATCAAGGAGGAGATCGACACCATGGCCGCAAACT

DC39                 AGTCTGCCGACAACATGTACCTGACGATCAAGGAGGAGATCGATACCATGGCCGCAAACT

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

DC38                 TCCGCAAGTCTCTTGCTGAGATGGGCGATACGCTCAACAACGTCGAGACGAACCTCCAGA

DC43F-UP             TCCGCAAGTCTCTTGCTGAGATGGGCGATACGCTCAACAACGTCGAGACGAACCTCCAGA

DC34                 TCCGCAAGTCTCTTGCTGAGATGGGCGATACGCTCAACAACGTCGAGACGAACCTCCAGA

DC01                 TCCGCAAGTCTCTTGCTGAGATGGGCGATACGCTCAACAACGTCGAGACGAACCTCCAGA

HM110A               TCCGCAAGTCTCTTGCTGAGATGGGCGACACGCTCAACAACGTCGAGACGAACCTCCAGA

AY072725.1-BIV       TCCGCAAGTCTCTTGCTGAGATGGGCGACACGCTCAACAACGTCGAGACGAACCTCCAGA

AY072726.1-BIII      TCCGCAAGTCTCTCGCCGAGATGGGCGACACGCTCAACAACGTCGAGACGAACCTCCAGA

DC50                 TCCGCAAGTCTCTTGCTGAGATGGGCGACACGCTCAACAACGTCGAGACGAACCTCCAGA

DC39                 TCCGCAAGTCTCTCGCTGAGATGGGCGACACGCTCAACAACGTCGAGACGAACCTCCAGA

                     ************* ** *********** *******************************
DC38                 ACCAGATCGCCATCCACAACGACGCCATCGCAGCCCTTAGGAAGGAGGCCCTCAAGAGCC

DC43F-UP             ACCAGATCGCCATCCACAACGACGCCATCGCAGCCCTTAGGAAGGAGGCCCTCAAGAGCC

DC34                 ACCAGATCGCCATCCACAACGACGCCATCGCAGCCCTTAGGAAGGAGGCCCTCAAGAGCC

DC01                 ACCAGATCGCCATCCACAACGACGCCATCGCAGCCCTTAGGAAGGAGGCCCTCAAGAGCC

HM110A               ACCAGATCGCCATCCACAACGACGCCATCGCAGCCCTTAGGAAGGAGGCCCTCAAGAGCC

AY072725.1-BIV       ACCAGATCGCCATCCACAACGACGCCATCGCAGCCCTTAGGAAGGAGGCCCTCAAGAGCC

AY072726.1-BIII      ACCAGATCGCCATCCACAACGACGCCATCGCAGCCCTCAGGAAGGAGGCCCTCAAGAGCC

DC50                 ACCAGATCGCCATCCACAACGACGCCATCGCAGCCCTCAGGAAGGAGGCCCTCAAGAGCC

DC39                 ACCAGATCGCCATCCACAACGACGCCATCGCAGCCCTCAGGAAGGAGGCCCTCAAGAGCC

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

DC38                 TGAACGACCTCGAGACAGGCATCGCCACGGAGAACGCCGAGAGGAAGAAGATGTACGACC

DC43F-UP             TGAACGACCTCGAGACAGGCATCGCCACGGAGAACGCCGAGAGGAAGAAGATGTACGACC

DC34                 TGAACGACCTCGAGACAGGCATCGCCACGGAGAACGCCGAGAGGAAGAAGATGTACGACC

DC01                 TGAACGACCTCGAGACAGGCATCGCCACGGAGAACGCCGAGAGGAAGAAGATGTACGACC

HM110A               TGAACGACCTCGAGACAGGCATCGCCACGGAGAACGCCGAGAGGAAGAAGATGTATGACC

AY072725.1-BIV       TGAACGACCTCGAGACAGGCATCGCCACGGAGAACGCCGAGAGGAAGAAGATGTATGACC

AY072726.1-BIII      TGAACGACCTCGAGACAGGCATCGCCACGGAGAACGCCGAGAGGAAGAAGATGTATGACC

DC50                 TGAACGACCTCGAGACAGGCATCGCCACGGAGAACGCCGAGAGGAAGAAGATGTATGACC

DC39                 TGAACGACCTCGAGACAGGCATCGCCACGGAGAACGCCGAGAGGAAGAAGATGTATGACC

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

DC38                 AGCTCAACGAGAAAGTCGCAGAGGGCTTCGCCCGCATCTCCGCTGCCATCGAGAAGGAGA

DC43F-UP             AGCTCAACGAGAAAGTCGCAGAGGGCTTCGCCCGCATCTCCGCTGCCATCGAGAAGGAGA

DC34                 AGCTCAACGAGAAAGTCGCAGAGGGCTTCGCCCGCATCTCCGCTGCCATCGAGAAGGAGA

DC01                 AGCTCAACGAGAAAGTCGCAGAGGGCTTCGCCCGCATCTCCGCTGCCATCGAGAAGGAGA

HM110A               AGCTCAACGAGAAAGTCGCAGAGGGCTTCGCCCGCATCTCCGCTGCCATCGAGAAGGAGA

AY072725.1-BIV       AGCTCAACGAGAAAGTCGCAGAGGGCTTCGCCCGCATCTCCGCTGCCATCGAGAAGGAGA

AY072726.1-BIII      AGCTCAACGAGAAAGTCGCAGAGGGCTTCGCCCGCATCTCCGCTGCCATCGAGAAGGAGA

DC50                 AGCTCAACGAGAAAGTCGCAGAGGGCTTCGCCCGCATCTCCGCTGCCATCGAGAAGGAGA

DC39                 AGCTCAACGAGAAAGTCGCAGAGGGCTTCGCCCGCATCTCCGCTGCCATCGAGAAGGAGA

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

DC38                 CGATCGCCCGCGAGAGGGCCGTCAGCGCCGCCACGACAGAGGCCCTCACAAACACG----

DC43F-UP             CGATCGCCCGCGAGAGGGCCGTCAGCGCCGCCACGACAGAGGCCCTCACAAACACG----

DC34                 CGATCGCCCGCGAGAGGGCCGTCAGCGCCGCCACGACAGAGGCCCTCACAAACACG----

DC01                 CGATCGCCCGCGAGAGGGCCGTCAGCGCCGCCACGACAGAGGCCCTCACAAACACG----

HM110A               CGATCGCCCGCGAGAGGGCCGTCAGCGCCGCCACGACAGAGGCCCTCACAAACACG----

AY072725.1-BIV       CGATCGCCCGCGAGAGGGCCGTCAGCGCCGCCACGACAGAGGCCCTCACAAACACGAAGC

AY072726.1-BIII      CGATCGCCCGCGAGAGGGCCGTCAGCGCCGCCACGACAGAGGCCCTCACAAACACGAAGC

DC50                 CGATCGCCCGCGAGAGGGCCGTCAGCGCCGCCACGACAGAGGCCCTCACAAACACG----

DC39                 CGATCGCCCGCGAGAGGGCCGTCAGCGCCGCCACGACAGAGGCCCTCACAAACACG----

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


DC38                 ------------------------------------------------------------

DC43F-UP             ------------------------------------------------------------

DC34                 ------------------------------------------------------------

DC01                 ------------------------------------------------------------

HM110A               ------------------------------------------------------------

AY072725.1-BIV       TCGTCGAAAAGTGCGTCAACGAGCAGCTCGAGAACGTCGCCTCGGAGATCCGCGCCATCC

AY072726.1-BIII      TCGTCGAGAAGTGCGTCAACGAGCAGCTCGAGAACGTCGCCTCGGAGATCCGCGCCATCC

DC50                 ------------------------------------------------------------

DC39                 ------------------------------------------------------------

DC38                 ------------------------------------------------------------

DC43F-UP             ------------------------------------------------------------

DC34                 ------------------------------------------------------------

DC01                 ------------------------------------------------------------

HM110A               ------------------------------------------------------------

AY072725.1-BIV       AGGAGGAGATCGACCGCGAGAAGGCAGAGCGCAAGGAGGCAGAGGACAAGATCGTCAACA

AY072726.1-BIII      AGGAGGAGATCGACCGCGAGAAGGCAGAGCGCAAGGAGGCAGAGGACAAGATCGTCAACA

DC50                 ------------------------------------------------------------

DC39                 ------------------------------------------------------------                                                                              
DC38                 --------------------------------------

DC43F-UP             --------------------------------------

DC34                 --------------------------------------

DC01                 --------------------------------------

HM110A               --------------------------------------

AY072725.1-BIV       CACTCGAGGACGTCGTCTCGAAGATCCAGGGCGGCCTC

AY072726.1-BIII      CACTCGAGGACGTCGTCTCGAAGATCCAGGGCGGCCTC

DC50                 --------------------------------------

DC39                 --------------------------------------                                                                                                                         
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