
1       10        20        30        40        50        60X        X         X         X         X         X         X
SGVB_genome TAATATTACGGCGTGGCCCACCTTATCGCGAGCCCTTTAGGGCGAGCGGTTTAGATTGAT

KM229842.1 ............................................................

        70        80        90       100       110       120         X         X         X         X         X         X
SGVB_genome      cc                    cccc cc               c ccc ccc c     DF                    DEEF DF               A DEF DEF A     AT                    GGAA GT               A TTT TAT ATTGAA  TTAAAAAGTAAAGTTAGGCG    A  GATTGTCGCATTCAC C   A   A 

KM229842.1      cc                    cccc cc               c ccc ccc c     JH                    JIIH JH               C JIH JIH C     AT                    GGAA GT               A TTT TAT A.....  ....................    C  ............... T   G   C 

       130       140       150       160       170       180         X         X         X         X         X         X
SGVB_genome    cc c c     c    cc ccc c c       cccc                   c   DF A A     A    DF DEF A A       DEEF                   A   GG A T     T    CG ATA G A       TTAT                   TAGG  C C CAGAG ATAC  T   T G GCGTCTA    ACCAGGTATTCCCCGTAAA 

KM229842.1    cc c c     c    cc ccc c c       cccc                   c   JH C C     C    JH JIH C C       JIIH                   C   GG A T     T    CG ATA G A       TTAT                   T...  T T ..... CCTT  G   C A .......    ................... 

       190       200       210       220       230       240         X         X         X         X         X         X
SGVB_genome  ccccc  ccc c c    c c ccc   c ccccccc    ccccc ccc  c c c   DEEEF  DEF A A    A A DEF   A DEEEEEF    DEEEF DEF  A A A   ATACG  ATC T C    C G GAG   T CTGCTCC    CAGGC TCA  T A A  T     CC   T A GAGT T A   TTA A       GTCG     T   AG A C AC

KM229842.1  ccccc  ccc c c    c c ccc   c ccccccc    ccccc ccc  c c c   JIIIH  JIH C C    C C JIH   C JIIIIIH    JIIIH JIH  C C C   ATACG  ATC T C    C G GAG   T CTGCTCC    CAGGC TCA  T A A  C     ..   C C T..C A T   ... G       A...     A   TC C A CG

       250       260       270       280       290       300         X         X         X         X         X         X
SGVB_genome cc cc cc cc ccccc ccccc ccccc  cc cccc cc   ccc ccccc  c cccDF DF DF DF DEEEF DEEEF DEEEF  DF DEEF DF   DEF DEEEF  A DEFGA TT GG AA GTTGT ATCGC TTGGT  TT TTCT GT   TGT GGTGT  T TAT  G  C  G  A     C     T     TA  G    T  CGC   A     TG T   

KM229842.1 cc cc cc cc ccccc ccccc ccccc  cc cccc cc   ccc ccccc  c cccJH JH JH JH JIIIH JIIIH JIIIH  JH JIIH JH   JIH JIIIH  C JIHGA TT GG AA GTTGT ATCGC TTGGT  TT TTCT GT   TGT GGTGT  T TAT  T  T  T  G     G     C     GG  A    G  TAG   T     GT C   

       310       320       330       340       350       360         X         X         X         X         X         X
SGVB_genome  c cc ccc c cc cc cc cc cccccccc  c cc cc cc cc cc cc ccccc  A DF DEF A DF DF DF DF DEEEEEEF  A DF DF DF DF DF DF DEEEF  T GC TAT C TT TT TT AA GATTGTAT  T TT TT AA GC AA AA CAGAG T A  T   T T  A  T  A  A        TT G  A  T  A  C  A  G     G

KM229842.1  c cc ccc c cc cc cc cc cccccccc  c cc cc cc cc cc cc ccccc  C JH JIH C JH JH JH JH JIIIIIIH  C JH JH JH JH JH JH JIIIH  T GC TAT C TT TT TT AA GATTGTAT  T TT TT AA GC AA AA CAGAG C G  C   A C  G  C  G  G        CC C  G  C  G  G  G  A     A

       370       380       390         400           410             X         X         X           X             X    
SGVB_genome cc cc cccccccc ccccccccc c ccccc ccc  c   c cc    c ccccccc DF DF DEEEEEEF DEEEEEEEF A DEEEF DEF  A   A DF    A DEEEEEF AC AC ACCGAAAT GGGTTTGGA A ACCCC GCT  A   C GG    T CTCAACC   A  G        A         A T     T   .. GGC C  .... T       T

KM229842.1 cc cc cccccccc ccccccccc c ccccc ccc  c   c cc    c ccccccc JH JH JIIIIIIH JIIIIIIIH C JIIIH JIH  C   C JH    C JIIIIIH AC AC ACCGAAAT GGGTTTGGA A ACCCC GCT  A   C GG    T CTCAACC   C  T        C         C A     G   CG AAT A  ATCA C       .

   420       430       440       450       460       470         X         X         X         X         X         X    
SGVB_genome c c      cccc   c   c  c  cc cccc     cc   c  cc ccccc    ccA A      DEEF   A   A  A  DF DEEF     DF   A  DF DEEEF    DFG A      GGTG   C   T  A  GT ACGT     GG   A  AG GGAAG    GC C CAAAAT    GGA CCT TA AG  A    CTACA  AGG AG  A     GAAC  

KM229842.1 c c      cccc   c   c  c  cc cccc     cc   c  cc ccccc    ccC C      JIIH   C   C  C  JH JIIH     JH   C  JH JIIIH    JHG A      GGTG   C   T  A  GT ACGT     GG   A  AG GGAAG    GC T .GGCGG    CAT ATG CG CT  G    ....G  GAA GA  C     CGTA  

   480       490       500       510       520       530         X         X         X         X         X         X    
SGVB_genome    cc   cc c c  c   c cc         c cc ccccc  cc  c  c    c c   DF   DF A A  A   A DF         A DF DEEEF  DF  A  A    A D   GG   AT A G  C   G GT         A GG ATCTG  TC  C  T    C ATAG  TTT  G T CA TGG T  TAACTCCCA C  G     AG  AA GC CCAT A 

KM229842.1    cc   cc c c  c   c cc         c cc ccccc  cc  c  c    c c   JH   JH C C  C   C JH         C JH JIIIH  JH  C  C    C J   GG   AT A G  C   G GT         A GG ATCTG  TC  C  T    C AGGA  AGA  C A GG GAA A  ......... G  C     GT  .. TA GTGC T 

   540       550       560       570       580       590         X         X         X         X         X         X    
SGVB_genome cccc  c cc    cc  c ccccc cccccccc ccccc cc  c ccccc cccccccEEEF  A DF    DF  A DEEEF DEEEEEEF DEEEF DF  A DEEEF DEEEEEEGGTC  T TC    AG  G GAATC TTGCAGGT GCAAC TT  C TGGAC AGTTCTG    TA T  CAAT  AC T     C        T     G  CA T     C       

KM229842.1 cccc  c cc    cc  c ccccc cccccccc ccccc cc  c ccccc cccccccIIIH  C JH    JH  C JIIIH JIIIIIIH JIIIH JH  C JIIIH JIIIIIIGGTC  T TC    AG  G GAATC TTGCAGGT GCAAC TT  C TGGAC AGTTCTG    CG G  TTCC  GA G     G        G     C  TT C     G       

   600       610       620       630       640       650         X         X         X         X         X         X    
SGVB_genome cc ccccc ccccccccccccccccccc ccccc c  cc  c cc ccccc cccccccEF DEEEF DEEEEEEEEEEEEEEEEEF DEEEF A  DF  A DF DEEEF DEEEEEEGT CGGGT TAAAGTTTTCTGCTGGTGG GCTGC T  CT  T AG AATTT CCACAGG  G     G                   G     T TT  GT A  C     C       

KM229842.1 cc ccccc ccccccccccccccccccc ccccc c  cc  c cc ccccc cccccccIH JIIIH JIIIIIIIIIIIIIIIIIH JIIIH C  JH  C JH JIIIH JIIIIIIGT CGGGT TAAAGTTTTCTGCTGGTGG GCTGC T  CT  T AG AATTT CCACAGG  T     A                   T     C AC  TG G  T     T       

   660       670       680       690       700       710         X         X         X         X         X         X    
SGVB_genome ccccccc cccccccc ccccccccccccccccc  c  c cc cc cc ccc   ccccEEEEEEF DEEEEEEF DEEEEEEEEEEEEEEEF  A  A DF DF DF DEF   DEEEGTGCCAA GATAACTG CGTCACACCAACAAGAC  T  T TA AA TT ATG   AAGA       T        C                 AA CT G  C  G  A   TGC    

KM229842.1 ccccccc cccccccc ccccccccccccccccc  c  c cc cc cc ccc   ccccIIIIIIH JIIIIIIH JIIIIIIIIIIIIIIIH  C  C JH JH JH JIH   JIIIGTGCCAA GATAACTG CGTCACACCAACAAGAC  T  T TA AA TT ATG   AAGA       C        T                 CG GC A  T  A  C   GCT    



   720       730       740       750       760       770         X         X         X         X         X         X    
SGVB_genome c c ccccccc cccc  c   ccccccc ccccccc ccc ccccccc c ccc ccccF A DEEEEEF DEEF  A   DEEEEEF DEEEEEF DEF DEEEEEF A DEF DEEEA A TGTGTAT TGGA  C   TCACTAT CGAAGGT TTC GGTGCCC T TAC TTTT C G       G    TG CTC       C       T   C       C G   G    

KM229842.1 c c ccccccc cccc  c   ccccccc ccccccc ccc ccccccc c ccc ccccH C JIIIIIH JIIH  C   JIIIIIH JIIIIIH JIH JIIIIIH C JIH JIIIA A TGTGTAT TGGA  C   TCACTAT CGAAGGT TTC GGTGCCC T TAC TTTT T C       T    CC TAG       T       G   A       T T   T    

   780       790       800       810       820       830         X         X         X         X         X         X    
SGVB_genome cc ccccccc ccccc  c ccccc  ccc c cccc ccccc  c cc cc cc ccccEF DEEEEEF DEEEF  A DEEEF  DEF A DEEF DEEEF  A DF DF DF DEEEGG TGGTGTA GACAA  C CCTGG  CTA T TTCC AGTAC  G GA AT TT GAAG  T       T     AT A     GT   G A    T     TG G  T  T  C    

KM229842.1 cc ccccccc ccccc  c ccccc  ccc c cccc ccccc  c cc cc cc ccccIH JIIIIIH JIIIH  C JIIIH  JIH C JIIH JIIIH  C JH JH JH JIIIGG TGGTGTA GACAA  C CCTGG  CTA T TTCC AGTAC  G GA AT TT GAAG  C       C     GG T     TG   A G    G     GA T  C  A  T    

   840       850       860       870       880       890         X         X         X         X         X         X    
SGVB_genome c cc cc  ccccccc cc cc cc   c  cccc c cc cc ccccc ccccc ccccF DF DF  DEEEEEF DF DF DF   A  DEEF A DF DF DEEEF DEEEF DEEEG CC TC  TGTTTCC AA AA CC   G  GTGG C GT TC AGGGC GCATG CATC T  T  GT       T  T  C  GAA GT    T A  T  A     A     T    

KM229842.1 c cc cc  ccccccc cc cc cc   c  cccc c cc cc ccccc ccccc ccccH JH JH  JIIIIIH JH JH JH   C  JIIH C JH JH JIIIH JIIIH JIIIG CC TC  TGTTTCC AA AA CC   G  GTGG C GT TC AGGGC GCATG CATC C  A  TC       G  C  T  TTG AC    A T  G  T     T     C    

   900       910       920        930       940       950        X         X         X          X         X         X   
SGVB_genome c ccccc cc cc cc cccccccc  cc cc  c ccc c cc ccc cccccccc c F DEEEF DF DF DF DEEEEEEF  DF DF  A DEF A DF DEF DEEEEEEF A G TTTGT GT AA AA ACGTGGAC  TG AT  T GAG G AA GGT TTGACCCA G  C     G  G  G  G        CG  .  GC T   T T  C   G        A C

KM229842.1 c ccccc cc cc cc cccccccc  cc cc  c ccc c cc ccc cccccccc c H JIIIH JH JH JH JIIIIIIH  JH JH  C JIH C JH JIH JIIIIIIH C G TTTGT GT AA AA ACGTGGAC  TG AT  T GAG G AA GGT TTGACCCA G  T     T  T  A  A        .A  T  AG G   A C  T   A        G A

    960       970       980       990      1000      1010         X         X         X         X         X         X   
SGVB_genome ccccc ccc cc c c  ccccccccccccccccc ccccc ccc c cccc        DEEEF DEF DF A A  DEEEEEEEEEEEEEEEF DEEEF DEF A DEEF        AAGGC CAG GT C A  TATTATGGGCCTGGTCC TGTAA CAG T AAGT             G   A  G A GT                 G     C   G G    TTGTCTCC

KM229842.1 ccccc ccc cc c c  ccccccccccccccccc ccccc ccc c cccc        JIIIH JIH JH C C  JIIIIIIIIIIIIIIIH JIIIH JIH C JIIH        AAGGC CAG GT C A  TATTATGGGCCTGGTCC TGTAA CAG T AAGT             C   G  T T CA                 T     T   A T    CCTGTAAT

   1020      1030      1040      1050      1060      1070         X         X         X         X         X         X   
SGVB_genome cccccccc cccccccccccccc    cc cccccccc cccccc c ccccc ccccc DEEEEEEF DEEEEEEEEEEEEF    DF DEEEEEEF DEEEEF A DEEEF DEEEF AAGTTCTT AAGAGATTGGGTGT    AC GAGTGGAA AATAGT C ACGGG GATGT         C              TAGC  T        G      T C     T     A

KM229842.1 cccccccc cccccccccccccc    cc cccccccc cccccc c ccccc ccccc JIIIIIIH JIIIIIIIIIIIIH    JH JIIIIIIH JIIIIH C JIIIH JIIIH AAGTTCTT AAGAGATTGGGTGT    AC GAGTGGAA AATAGT C ACGGG GATGT         T              GTCA  G        A      G A     G     T

   1080      1090      1100      1110      1120      1130         X         X         X         X         X         X   
SGVB_genome ccccccccccc ccccc cc  c cccccccccc ccc ccccc cccccccccccccc DEEEEEEEEEF DEEEF DF  A DEEEEEEEEF DEF DEEEF DEEEEEEEEEEEEF GGTGATATAAA GAAGG GC  T TACATTGTTG TGC CCTTC CAGAAGTCTGATGT            A     G  AA G          T   C     G              G

KM229842.1 ccccccccccc ccccc cc  c cccccccccc ccc ccccc cccccccccccccc JIIIIIIIIIH JIIIH JH  C JIIIIIIIIH JIH JIIIH JIIIIIIIIIIIIH GGTGATATAAA GAAGG GC  T TACATTGTTG TGC CCTTC CAGAAGTCTGATGT            G     A  CC T          G   T     C              A

   1140      1150      1160      1170      1180      1190         X         X         X         X         X         X   
SGVB_genome ccccccccccccccccccccccccccccccccccccccccccccccccccccccc  cccDEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEF  DEETATGTAAATGGTTATTTCCGAGTGTACTTCAAGTCCGTTGGTAATCAATAAAATA  TTT                                                       AG   

KM229842.1 ccccccccccccccccccccccccccccccccccccccccccccccccccccccc  cccJIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIH  JIITATGTAAATGGTTATTTCCGAGTGTACTTCAAGTCCGTTGGTAATCAATAAAATA  TTT                                                       T.   

   1200      1210      1220      1230                 1240        X         X         X         X                    X  
SGVB_genome ccccccc  ccc  cc c cc    cccc   ccccc        ccccccc     cc EEEEEEF  DEF  DF A DF    DEEF   DEEEF        DEEEEEF     DF TATTATG  TAT  TA A TG    AGTA   AGAAA        ATTACAA     AC        TT   AA  T T  CTTC    TGA     ........       ...GT  A

KM229842.1 ccccccc  ccc  cc c cc    cccc   ccccc        ccccccc     cc IIIIIIH  JIH  JH C JH    JIIH   JIIIH        JIIIIIH     JH TATTATG  TAT  TA A TG    AGTA   AGAAA        ATTACAA     AC        AA   GT  C A  TGCT    GAT     TTACATAT       TACAC  G

    1250      1260      1270      1280      1290      1300         X         X         X         X         X         X  
SGVB_genome c ccccccc c cccccccccc   cccc c c  ccccc  ccccccc cc c cc ccA DEEEEEF A DEEEEEEEEF   DEEF A A  DEEEF  DEEEEEF DF A DF DEA ATAAACA A AAAAACACAC   AAAA A A  CAAAA  ACACCCC AA A AT AC C       C C          AAA    C G AA     TC       A  C T  T  

KM229842.1 c ccccccc c cccccccccc   cccc c c  ccccc  ccccccc cc c cc ccC JIIIIIH C JIIIIIIIIH   JIIH C C  JIIIH  JIIIIIH JH C JH JIA ATAAACA A AAAAACACAC   AAAA A A  CAAAA  ACACCCC AA A AT AC A       T .          CCT    . A GG     AA       T  A C  A  

    1310      1320      1330      1340      1350      1360         X         X         X         X         X         X  
SGVB_genome c cc c   cccccc   c   cccccccccccccc cccccccccccc    c cccccF DF A   DEEEEF   A   DEEEEEEEEEEEEF DEEEEEEEEEEF    A DEEEEA TA A   ACCCTC   T   AGGAGAGGCACGTT AGTGACTCGACG    C GAGCA G  T GTG      AGT AGA              T            CAAC T     

KM229842.1 c cc c   cccccc   c   cccccccccccccc cccccccccccc    c cccccH JH C   JIIIIH   C   JIIIIIIIIIIIIH JIIIIIIIIIIH    C JIIIIA TA A   ACCCTC   T   AGGAGAGGCACGTT AGTGACTCGACG    C GAGCA C  G ..T      GTC ..G              C            ATTG C     

    1370      1380      1390      1400      1410      1420         X         X         X         X         X         X  
SGVB_genome ccccc cc cc cc ccc ccccccc ccc c c ccccccc cccccccccc cc cccEEEEF DF DF DF DEF DEEEEEF DEF A A DEEEEEF DEEEEEEEEF DF DEEAAAAA GT TC CC TCA ACATGTA TGG T A ACAATTA CTTCAAAGTA TC TTC     T  T  T  A   C       A   A T C       G          G  T   

KM229842.1 ccccc cc cc cc ccc ccccccc ccc c c ccccccc cccccccccc cc cccIIIIH JH JH JH JIH JIIIIIH JIH C C JIIIIIH JIIIIIIIIH JH JIIAAAAA GT TC CC TCA ACATGTA TGG T A ACAATTA CTTCAAAGTA TC TTC     A  C  C  G   T       G   G G G       T          A  C   



    1430      1440      1450      1460      1470      1480         X         X         X         X         X         X  
SGVB_genome cccccc  cc ccc     ccccccccccccccccc  ccc cccc  ccccc ccccccEEEEEF  DF DEF     DEEEEEEEEEEEEEEEF  DEF DEEF  DEEEF DEEEEETGTTGA  TG CAT     GCATCCAGTCTTCGTCG  ATT CAAA  ATTAT GAAGGG      GA  T   ATTAT                 TC   G    TG     G      

KM229842.1 cccccc  cc ccc     ccccccccccccccccc  ccc cccc  ccccc ccccccIIIIIH  JH JIH     JIIIIIIIIIIIIIIIH  JIH JIIH  JIIIH JIIIIITGTTGA  TG CAT     GCATCCAGTCTTCGTCG  ATT CAAA  ATTAT GAAGGG      CT  A   TGAGA                 GG   A    GA     T      

    1490      1500      1510      1520      1530      1540         X         X         X         X         X         X  
SGVB_genome ccccccccccccccccccccccccccccccccccccccccccccccc  c ccc cccccEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEF  A DEF DEEEEATCCCACCTTTTATTTTCTTCTTTTTTCCATATTTAGGGTTGACAGT  A TCA ACTGG                                               GT G   T     

KM229842.1 ccccccccccccccccccccccccccccccccccccccccccccccc  c ccc cccccIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIH  C JIH JIIIIATCCCACCTTTTATTTTCTTCTTTTTTCCATATTTAGGGTTGACAGT  A TCA ACTGG                                               AA A   G     

    1550      1560      1570      1580      1590      1600         X         X         X         X         X         X  
SGVB_genome cccccccccccccccccccc c ccccccccc cccccccccccccccccccccccccccEEEEEEEEEEEEEEEEEEEF A DEEEEEEEF DEEEEEEEEEEEEEEEEEEEEEEEEEECAACCTATTAATTGCTTCCA A TGGGACGAA TTGAAGGGGATGTCGTCAATGACGTTG                    G G         T                           

KM229842.1 cccccccccccccccccccc c ccccccccc cccccccccccccccccccccccccccIIIIIIIIIIIIIIIIIIIH C JIIIIIIIH JIIIIIIIIIIIIIIIIIIIIIIIIIICAACCTATTAATTGCTTCCA A TGGGACGAA TTGAAGGGGATGTCGTCAATGACGTTG                    C A         C                           

    1610      1620      1630      1640      1650      1660         X         X         X         X         X         X  
SGVB_genome cc cc ccccc cccccccc cc ccc cccccccccc cc cccccccc cccccccccEF DF DEEEF DEEEEEEF DF DEF DEEEEEEEEF DF DEEEEEEF DEEEEEEEETA GT GCATG TCGTCGTA GT GTG AGTCGATGGT CC TTCCAGTA TTGTGTCGT  G  G     G        G  G   T          T  G        A         

KM229842.1 cc cc ccccc cccccccc cc ccc cccccccccc cc cccccccc cccccccccIH JH JIIIH JIIIIIIH JH JIH JIIIIIIIIH JH JIIIIIIH JIIIIIIIITA GT GCATG TCGTCGTA GT GTG AGTCGATGGT CC TTCCAGTA TTGTGTCGT  C  C     T        T  T   A          C  A        G         

    1670      1680      1690      1700      1710      1720         X         X         X         X         X         X  
SGVB_genome ccccccccccc ccccc cc ccccc ccccc c  ccccccccccccccccccccc  cEEEEEEEEEEF DEEEF DF DEEEF DEEEF A  DEEEEEEEEEEEEEEEEEEEF  DCCGAGGCTTCT GCCCA GT GTCTT CCGGT C  GTTGGTCCGCAGATGTAGAGG  G           T     T  T     G     T TG                     GA 

KM229842.1 ccccccccccc ccccc cc ccccc ccccc c  ccccccccccccccccccccc  cIIIIIIIIIIH JIIIH JH JIIIH JIIIH C  JIIIIIIIIIIIIIIIIIIIH  JCCGAGGCTTCT GCCCA GT GTCTT CCGGT C  GTTGGTCCGCAGATGTAGAGG  G           A     G  G     A     A GA                     CT 

    1730      1740      1750      1760      1770      1780         X         X         X         X         X         X  
SGVB_genome cc   cccccccc ccccc cc  cccccccccccc ccc cccccccccccccccccccEF   DEEEEEEF DEEEF DF  DEEEEEEEEEEF DEF DEEEEEEEEEEEEEEEEEFGG   TCTGGTTC AGTCC TC  TCGTCCTGGTTA ATC GCCATCCATTCAAGGTCAG  GTG        T     C  CA            A   A                   

KM229842.1 cc   cccccccc ccccc cc  cccccccccccc ccc cccccccccccccccccccIH   JIIIIIIH JIIIH JH  JIIIIIIIIIIH JIH JIIIIIIIIIIIIIIIIIHGG   TCTGGTTC AGTCC TC  TCGTCCTGGTTA ATC GCCATCCATTCAAGGTCAG  TGA        C     T  TC            T   G                   

    1790      1800      1810      1820      1830      1840         X         X         X         X         X         X  
SGVB_genome  ccc cccc c  ccccc  cccccccccc     cc cc cc cc cc ccccc    c DEF DEEF A  DEEEF  DEEEEEEEEF     DF DF DF DF DF DEEEF    D TTG GCTT A  ATATG  ACTGGATGTA     GT TA GC TC AT CTTAC    TC   G    C CT     GG          TATAT  G  A  G  A  A     ATGA 

KM229842.1  ccc cccc c  ccccc  cccccccccc     cc cc cc cc cc ccccc    c JIH JIIH C  JIIIH  JIIIIIIIIH     JH JH JH JH JH JIIIH    J TTG GCTT A  ATATG  ACTGGATGTA     GT TA GC TC AT CTTAC    TA   A    G TG     AA          CGAGG  A  G  T  G  G     GCTG 

    1850      1860       1870      1880      1890       1900       X         X          X         X         X          X
SGVB_genome cccc ccc   cc ccccc ccc c cc cccccccccccccccccccccc  c c c cEEEF DEF   DF DEEEF DEF A DF DEEEEEEEEEEEEEEEEEEEEF  A A A DATAG TGT   TC CTCCA AGT G TA GTCTTCGTGGCAGCGAAGATCT  A T C T    A   TGT  C     .   G C  G                      TC G G . 

KM229842.1 cccc ccc   cc ccccc ccc c cc cccccccccccccccccccccc  c c c cIIIH JIH   JH JIIIH JIH C JH JIIIIIIIIIIIIIIIIIIIIH  C C C JATAG TGT   TC CTCCA AGT G TA GTCTTCGTGGCAGCGAAGATCT  A T C T    G   GTG  T     T   T .  A                      G. C C G 

      1910      1920      1930      1940      1950      1960         X         X         X         X         X         X
SGVB_genome cc cc  c  ccccccc ccc cccccccc cc cc c   cccc ccccc ccccc c EF DF  A  DEEEEEF DEF DEEEEEEF DF DF A   DEEF DEEEF DEEEF A GA GG  G  ACATATG TTC GGTTGTGG GG AA A   TGTT GCTGA TATTC A   T  AA GT       T   T        T  A  G GCC    T     G     T G

KM229842.1 cc cc  c  ccccccc ccc cccccccc cc cc c   cccc ccccc ccccc c IH JH  C  JIIIIIH JIH JIIIIIIH JH JH C   JIIH JIIIH JIIIH C GA GG  G  ACATATG TTC GGTTGTGG GG AA A   TGTT GCTGA TATTC A   A  GC AC       G   A        A  G  T ATT    G     A     C A

      1970      1980      1990      2000      2010      2020         X         X         X         X         X         X
SGVB_genome ccc cc c  cc cc ccccccccccccccccccc cccccccccccc cc ccccccccDEF DF A  DF DF DEEEEEEEEEEEEEEEEEF DEEEEEEEEEEF DF DEEEEEEECCA TG A  TT GT GCCCATTCATGAGGAAATT TTCTTTGATCAT TC AGATATTC   C  T AT  A  G                   G            C  G        

KM229842.1 ccc cc c  cc cc ccccccccccccccccccc cccccccccccc cc ccccccccJIH JH C  JH JH JIIIIIIIIIIIIIIIIIH JIIIIIIIIIIH JH JIIIIIIICCA TG A  TT GT GCCCATTCATGAGGAAATT TTCTTTGATCAT TC AGATATTC   T  A GC  T  T                   C            G  A        

      2030      2040      2050      2060      2070      2080         X         X         X         X         X         X
SGVB_genome ccccccccc cccccccccccccccccccccccccccccccc cccccccc   ccccccEEEEEEEEF DEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEF DEEEEEEF   DEEEEECTCCTTAGA GTTGCAGTCTGGATAATAGTTCTCCATCGTGC TCAGATTT   AGGAGA         T                                A        TGA      

KM229842.1 ccccccccc cccccccccccccccccccccccccccccccc cccccccc   ccccccIIIIIIIIH JIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIH JIIIIIIH   JIIIIICTCCTTAGA GTTGCAGTCTGGATAATAGTTCTCCATCGTGC TCAGATTT   AGGAGA         C                                G        GCG      

      2090      2100      2110      2120      2130      2140         X         X         X         X         X         X
SGVB_genome cccc  ccccccc  ccc ccccccccccc cc c cccccccccccc cc ccccc ccEEEF  DEEEEEF  DEF DEEEEEEEEEF DF A DEEEEEEEEEEF DF DEEEF DEGACT  ATGATCT  GAA TCTCCTCTGGT TT A ATCTCCGTCCTT GA ATGTA TC    CG       TT   G           T  G C            A  A     T  

KM229842.1 cccc  ccccccc  ccc ccccccccccc cc c cccccccccccc cc ccccc ccIIIH  JIIIIIH  JIH JIIIIIIIIIH JH C JIIIIIIIIIIH JH JIIIH JIGACT  ATGATCT  GAA TCTCCTCTGGT TT A ATCTCCGTCCTT GA ATGTA TC    TT       CG   A           C  A T            T  T     A  



      2150      2160      2170      2180      2190      2200         X         X         X         X         X         X
SGVB_genome ccccccccccccccccccccccccccc ccccccccccccccccccccccccccccccccEEEEEEEEEEEEEEEEEEEEEEEEEEF DEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEEAAGGACTTGTTTAGAGTTTCTAGCTGG TGGATATTAGGGTGATTTCCTTCAAAATCGAA                           T                                

KM229842.1 ccccccccccccccccccccccccccc ccccccccccccccccccccccccccccccccIIIIIIIIIIIIIIIIIIIIIIIIIIH JIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIIAAGGACTTGTTTAGAGTTTCTAGCTGG TGGATATTAGGGTGATTTCCTTCAAAATCGAA                           C                                

      2210      2220      2230      2240      2250      2260         X         X         X         X         X         X
SGVB_genome cccccccc ccccccccc cccccccccccccccccccc cccccccc cc cc cccccEEEEEEEF DEEEEEEEF DEEEEEEEEEEEEEEEEEEF DEEEEEEF DF DF DEEEEAAAAGAAG ATCCCTAAT CAAGGTTTTTTATCAAGTTG ATAAGAGC TG TA TGGGT        A         A                    A        G  G  A     

KM229842.1 cccccccc ccccccccc cccccccccccccccccccc cccccccc cc cc cccccIIIIIIIH JIIIIIIIH JIIIIIIIIIIIIIIIIIIH JIIIIIIH JH JH JIIIIAAAAGAAG ATCCCTAAT CAAGGTTTTTTATCAAGTTG ATAAGAGC TG TA TGGGT        G         G                    G        A  A  G     

      2270      2280      2290      2300      2310      2320         X         X         X         X         X         X
SGVB_genome ccccccccc ccccccc  cccccccccc c cccc  c  cccccc ccccccccc ccEEEEEEEEF DEEEEEF  DEEEEEEEEF A DEEF  A  DEEEEF DEEEEEEEF DFAGTGCCATC TGATGAA  TCAGTAGCAA A CAAG  A  AAATAA AAAAGGTGT AG         C       AT          T G    GT AT      T         A  

KM229842.1 ccccccccc ccccccc  cccccccccc c cccc  c  cccccc ccccccccc ccIIIIIIIIH JIIIIIH  JIIIIIIIIH C JIIH  C  JIIIIH JIIIIIIIH JHAGTGCCATC TGATGAA  TCAGTAGCAA A CAAG  A  AAATAA AAAAGGTGT AG         T       GC          G C    AA GA      G         G  

      2330      2340      2350      2360      2370      2380         X         X         X         X         X         X
SGVB_genome  cc ccccccccccccc ccc cc cccccccc cc cc cc cccccccc cc cc cc DF DEEEEEEEEEEEF DEF DF DEEEEEEF DF DF DF DEEEEEEF DF DF DE TT TCCCAGAGAAACT GAA AG TCATCTCT TG GA GA CATTTGGG TA GT AGC  T             C   G  T        C  G  A  A        G  T  G  

KM229842.1  cc ccccccccccccc ccc cc cccccccc cc cc cc cccccccc cc cc cc JH JIIIIIIIIIIIH JIH JH JIIIIIIH JH JH JH JIIIIIIH JH JH JI TT TCCCAGAGAAACT GAA AG TCATCTCT TG GA GA CATTTGGG TA GT AGT  C             G   C  A        T  A  T  G        A  G  A  

  2390 2400 2410 2420 2430 2440     X    X    X    X    X    X
SGVB_genome cccccccccccc ccccc cccccccc   c   ccc   c    cccccc cc      EEEEEEEEEEEF DEEEF DEEEEEEF   A   DEF   A    DEEEEF DF      GAAAACATATTT GATTG AGTCTGAA   G   TTG   G    AGGCAT TT                  T     A        TGA GCG   GGT TTCG      A  GAAGTA

KM229842.1 cccccccccccc ccccc cccccccc   c   ccc   c    cccccc cc      IIIIIIIIIIIH JIIIH JIIIIIIH   C   JIH   C    JIIIIH JH      GAAAACATATTT GATTG AGTCTGAA   G   TTG   G    AGGCAT TT                  A     G        ... TTC   TTA CAGA      G  ......

      2450      2460      2470        2480      2490         X         X         X           X         X
SGVB_genome  ccccccccccc     cc   cc cccccccccc  ccccccccc ccccccccccccc DEEEEEEEEEF     DF   DF DEEEEEEEEF  DEEEEEEEF DEEEEEEEEEEEE GTTGTGACTCC     GT   CC CAAACTCTAT  TATAACAGG CGTGGAGGCATGGA           ATACA  GAT  C          ..         G             

KM229842.1  ccccccccccc     cc   cc cccccccccc  ccccccccc ccccccccccccc JIIIIIIIIIH     JH   JH JIIIIIIIIH  JIIIIIIIH JIIIIIIIIIIII GTTGTGACTCC     GT   CC CAAACTCTAT  TATAACAGG CGTGGAGGCATGG.           GAGGG  TG.  A          CT         .             

2500      2510      2520      2530      2540      2550 X         X         X         X         X         X
SGVB_genome ccccccccc ccc c cc ccccccc c   ccccccc    cccc  cccccccccc  EEEEEEEEF DEF A DF DEEEEEF A   DEEEEEF    DEEF  DEEEEEEEEF  AGGCAAGGG ATT T GT ATTTGGA A   AGTGGAA    ACGT  CATTTACTTA           C   G G  A       A GTA       TTGC    GG          GA

KM229842.1 ccccccccc ccc c cc ccccccc c   ccccccc    cccc  cccccccccc  IIIIIIIIH JIH C JH JIIIIIH C   JIIIIIH    JIIH  JIIIIIIIIH  AGGCAAGGG ATT T GT ATTTGGA A   AGTGGAA    ACGT  CATTTACTTA           T   T T  C       T TAT       AATG    ..          AG

2560 2570                         2580 X    X                            X  
SGVB_genome   ccccc       c           cccc c                  ccc cccc c  DEEEF       A           DEEF A                  DEF DEEF D  TTAAG       T           TTAA A                  CTT TCGC AAA     ....... T..........    A ..................   .    . 

KM229842.1   ccccc       c           cccc c                  ccc cccc c  JIIIH       C           JIIH C                  JIH JIIH J  TTAAG       T           TTAA A                  CTT TCGC ACG     GGGGGAA CCACGCCGAAA    T TTACCGGCGTGGTCCCCC   A    G 

               2590        2600          2610                  X           X             X
SGVB_genome c c    ccccc       c  ccc  cc cccc     c c cccccc c         F A    DEEEF       A  DEF  DF DEEF     A A DEEEEF A         G A    AGTGC       C  GAT  AA GTGG     T C CGCCCA T          A ....     ......C GG   ..  G    G.... C A      T .........

KM229842.1 c c    ccccc       c  ccc  cc cccc     c c cccccc c         H C    JIIIH       C  JIH  JH JIIH     C C JIIIIH C         G A    AGTGC       C  GAT  AA GTGG     T C CGCCCA T          C CTTT     GAGCGGT CA   TT  A    TAAAT T C      C AGGGTTTGT

    
SGVB_genome .............................................

KM229842.1 CTTGCTTTTGCTTTATAAAAGGCGCACTAATGTATAGACCGTAGA

Figure S1. Pairwise sequence alignment of full-length SGVB and CpCDV 
isolate CpCDV_H_SD_SD180_2013.


