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A.GA.CACATCG...A....GTC.........TCCAACA.C.GGACTCAGTGGCAATGTTTCG
ATGTTAGATTCGACGCAAACGTGTGAT---------------------------TTATCAGGCGATCGTGGTGCT.C.AGCCCT------GAATTAACCGACATG.AAT.CA.T..AG.TGATA.T.A...T..AT.G..T.....C..T.C......GA..------------------

ATGCTAGATTCTGCGACTAAGTGCGATTTTCAACCGTTTTCCGTAAAATCTGAAATAGGCACGAACAGAGGG------ACACAG------GAAAAAAGTGAAATG.AGT.TAC......AAAT..C.....T.....G..T........C..T.....GA.A------------------
A.GAC..CA.GAACA..TGAGA...C.AG.------------------

      ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
      ---------------------------------------------------------------------------------------------------------------------------------------A.GTC.C.AC.T..T.T.A.A...GAA------------------

ATGGCTACAA.C.GC.AAAGTA.GAC....A.TT.A..ATCGTGTT.G---------------------
------------------------------------------------------------------------------------------------------------------------------------A.GACGTCAT.A---..T..TA..T.AG.A------------------

ATGACAGCCTACCGTTGCGCG------CCGTAT---------------------------------..CGG.ACACCTAGCATGAGTACTATAGCCATG.AA.A.CCTACT...AAC..C.AT...T.G....A......TC...C......GAAC------------------
ATGACAACAGTTGACATG.AG..ACCGTC..A.AAC....A.......T.G.........C..........GAAC------------------
ATGAGTGCCGACACAATGCGAG.TCC.ACC.A.AAC...GCG.....G..G.....A..TC..........GA..------------------

AT.CCTGCAATGAGCGCCGACGCTCTGCGTG.CCCGTCC.A.AAC..TTCG..T..T....A......AC..TCA.....GAAC------------------
------------------------------------------------------ATGAGTTCGGCGGAGACG.........---------------ACCGCGGCG..G......................................................------------------

ATGAGTTCTGCGGAAACG.........CCT------------ACCGCGGCGT.G.................T...........G........................------------------
.........------------------------..A.................T...........G........................------------------

------------------------------------------------------------------------ATGAAGCAG------------------------ACCCCGGACCAGTTCTCGGTGAGCCACCTCCTCAGCGCCGTGGAGAGCGAGATCTCG------------------
  ------------------------------------------------------------------------------AT.GCA------GACCTGGGCTGCAAA.AG..CAGTG.C.G.A.C..CTC.AGG..G.......T............AC..CG.------------------

       ------------------------------------------------------------------------...GCCAT.AGT------GAGCTGGGCACTCGG.AG..CAG.G.TGG.A.T..TTCT..T..G....AT.TG........T...C.TCA.------------------
...GGCTCCCCG---------GAGGACGCGGGC.AGG..CCGGC..A.CGA...GA......G..G.....G............C.GCA.------------------
....GCTCCCCT---GGCACCGAGAGCGCGGGA.AGAGCCTG....A.CGA...GA......G..G.............AT...C.GCA.------------------
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GGCGGAGGAGGAGGTGGCGGTGCTGGT.GC..TG.T.GC.GT..TTCG..ACAGCATGTGACCCACAATGGACACGGGCATGGTCACGGGCTGGGGGGCGTGGCAGCGGTAAGCGGAGGCGGAGCCAGTGTATCCGGAAATGGAGGCCATCGCGTGGTGGGCGGAGCAGGCAGTCCCAAT
AT....AGT..A..A..T.....C..G------------------------------------------------------------------------------------------------------------------------------

.T...CAGT..A.....G.....A..G------------------------------------------------------------------------------------------------------------------------------

.ATA.TGAAC..C.A.AAACTTGC.G.------------------------------------------------------------------------------------------------------------------------------
      ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
      ------------------------------------------.AT.C...A.GTGAA---------------------------------------------------------------------------------------------------------------------------

AT.A.T.G.C.AAA.ACGAACGAG------------------------------------------------------------------------------------------------------------------------------
---------------------------.GTAT.A..TCATCA.AATCAATTGAA------------------------------------------------------------------------------------------------------------------------------

.ACT.C..CA....A..G..T..C.A.------------------------------------------------------------------------------------------------------------------------------

.ACT.TA.CA.A.....A.....A..G------------------------------------------------------------------------------------------------------------------------------
CG...CAGC........T.....C.G.------------------------------------------------------------------------------------------------------------------------------
CGC...AGT........A.....C.G.------------------------------------------------------------------------------------------------------------------------------

---------------------------...........................------------------------------------------------------------------------------------------------------------------------------
.................A.........------------------------------------------------------------------------------------------------------------------------------
.................A.........------------------------------------------------------------------------------------------------------------------------------

---------------------------GCGGGGTCGGAGAAGGGCGACCCGACC------------------------------------------------------------------------------------------------------------------------------
  ---------------------------..T...AGA..C..A..T.....C..T------------------------------------------------------------------------------------------------------------------------------

       ---------------------------..A...AG...A..A........T..G------------------------------------------------------------------------------------------------------------------------------
.....CAGC........A........G------------------------------------------------------------------------------------------------------------------------------
.....CAGC..............C..A------------------------------------------------------------------------------------------------------------------------------
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GAACTG..C...A.T...CGCA.CT......A...TCG.GA.......CT.CGT...C..AAT..........................A.AC..C------------------------..G...........G..CG.....A.C.GT.CC.....T.....T..CGC..........
.....AC.AT...CT..C.AAT...AA..C.GA...T.A........A..T...GAATAT..G.....A........T..G....AC..C------------------------..G..A.....T..A...T.T.GA..CTCT..A..A..AG....T...............

...........CT.C......TC.A.AA.A..AT.A..T..C..T.........
..A..AC.A..C..A..C.AT..C.AG..T...GA.T.A....G...A.....AGAAT....G...........A.....A....A...GAGGCAAGTATTTATACGCGGAAGA..GA.A.....T..A..CT.C.....C.G.A.CAGT..C..T.....C..TT.T......

C.AG.T.....C..T..TCAA..C..AGA.......TCA..A..T...A.AT.G........A.....T.....T..A.C....------------------------..G..A........A..AT.A.....A..AA.CAG...A..C..T..AG.TTG......T
      ---------------------------------------------------------------------------.....A..G..A..A..C...------------------------C....T........T..A.....A..T.C..CCA....A.....A....CTT........
      ------.CCGATC.GA.CG....T.AA..C.AA...G....A..G...A.C..A..TTCCAAC..G..A.....A.....T..A.....A.A...T------------------------C.C..A.....T..G..TA.......T.GAACAAAA..T..T..TGAG.....A......

TCATC.TGTG.T...A..T....A.TG..CC..AACT.G...TCCCGT...C.CG.CT..GTG...........A..A..G....AC..T------------------------C.T..A.....T..A...T....AAC..CGA.AAG......T..T..G.C...A......
------ACAT.T.CAG.A...A..G....AATA...C.TGGTT.A...TC..G...TC.CG..T.TGT............T..G..A..A.A....------------------------C....A.....T..G..T..T..AACATCGA.TA.G..A..T..T..A.CT..G.....T

......A..G.....A.TT.C....AG..CGCCGA...G...A.ACGC...G..AAC..G........A................AC...------------------------..G..T.....T.....A...CGT..CTCGA.C..T..A..T..T..C............

..A..AC..G.T..AA.AT....A.AA..CGT.GAAT.A...A.ACGC..TGG.AATT.G..A..T..A.....T..........AC...------------------------.....A.....T..A..C..CCGTA.CTCAA.C..A........T..A...........T

...AAG.GG.....A..C.......AG..CCG.GAC..G...AG.CG.....GCAAA..G..............A.....T...TCC...------------------------..G..G..............CTCT.CCTC...CA....C...A.T..A............

...AAA.GA..C..A..A.GA....A...TGT.GAAT.G...A.A.....TC.CAA.T.G.................G..A..A..C..G------------------------..G..A........A..C..ATCC.CC.G.A.CG....C..C.....G...T.......T
------...............A.AT.T....AA..A..A..T..G.....C........CG.CT.A....................A..A.AC...------------------------......................................A.....................

.....G.........A.T..C....AG..A..A...T.A.....C........CG.C..G..T.....A................AC...------------------------......................................A.....................

.....G...........T..C.................G.................T.................................------------------------......................................A.....................
------GAGCGCGACCTGAAGGTGACGCTGGGCGAGAAGCCGCTCTGGGAGAAGTTCAAGTCGCTCACCAACGAGATGATCGTCACCAAGAGTGGA------------------------AGACGCATGTTCCCCGTGCTGAAGGTGAACGTGTCCGGGCTGGACCCTAACGCCATGTAC

  ------...AAGC.G..CC....TGTCT.A.AG..TGCT..C......C...GA....GAGAAG................T..G.......A...C------------------------..G..G........T..TT.....A.C.G...C..A..CT.......A..T........T
       ------...AAGC.A..TC..A.C.TC....AG..TGCA..T......C...GA......GAAG....T..T........T..G.......A...C------------------------.....G.....T..A..C..A...A.T.GT..CA.A...T.......C..T.........

........G...CGC...G......AG..CGGCGA...G...CT.CGC......GA.............................AC..C------------------------..GA.G........G.............G......G...........C............

........A...CGC...GGC....AG....GCGA...G...CT.CGC......GA.........T...........G.......AC..C------------------------..GA.G.....T..G....................T..C........C............
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A..G....C.....G...GTCCAGAT....TCA..T....................T..A........T..T......G.A...GTTC..CC.T.A.ATCC.A.....G.A.....C..G..T.....T..T..A..C...........GGAG..CA.C..G..TGC...A..A..G..G
A....A..CT....T...GTACAA.TT..T........A........T..G.....A..C.....G............G.T..A..AG.T.CC..T.A...T..A..T........C..T..C..T..T..T..A.....T.........GAG...T.A..A.....T..A..G...T.G
A.TC.G...T....T..TG.CCAA.TG..T......A.A...........A..T..T..A.....AG....A..A..AG.A..A..AG...CA..A.AT.CT...........T..A..T.....A..T.....T..A..T......CG.GAG..AACA..G...........G.....T
A....A...........TGTCCAG.TG....CG..T..............T.....G..C.....CG.A..G..T...G.G.....CG...CA..C.A...T..G..T........C.....C..A.....T..A..C............GA.A.C..T..................T.A
..TC.....G.C.......TCCAAATG..T..AACA........A..T..G..T..G..C.....C..T..G..A...G.T...G.CC.A.CT..AGAT..T..G....C...T..A..T..C..A.....T..G.AA............CAG...------------------------

      ..G....ATT.AT.T..TG.CT.GT.G...CTG...A.A........T........A..C...A....T..T........A..A...CATACT..ACCT.....A...G.G..T.....T.....G..T........A..T........GCA...G..CAG.....AT..A..G.....G
      A..G....C..T.....T..C..A........T.....T..........................G........A..A.....A..ACAG..T..TTCA.C...T.....G..T..C...........T.....TT..............CAG...C.CAG....TCA..A..A...T.G

...G.TA....C..T...GTA..A.T.......A.TA.A.....A..T..G..T..G........A..A..G..A..A.....A...CAT...A..TCA..T.CA...........C..T.....A.....T..GT....T........GCA......AGG........G...G..G...

...G..A....T.....TGTAC...TG..T...A.TA.A.....A..T..G.....T......A.C.....G..A..A.....A..CCAT..TT..TCA..T.CT..T..T.....C..T..A........T..TT..............CA...C..TGGT.....TCGC........T

..GG.T..CT........GTC..TT.G...........T.................A........G...........A..A...G.CG.T.C........CT.....T........A.....A..G.....T..A..C...........GCAGG.GA.C..A...G.G..A..T..G..T

..GG.A..T..A......GT............T..............T..G.....T..A.....G........T..A.....AG.CG.T.CA.....T.CT.....T..A.....T..T.....T........A..C...........GCAGT....TAAT.....T..A..G.....A

...A.......A.........C.G......G.G.....T..........................A.....A..A.....G..CT.TC.TCC...C...ACG.C..................A..........................GCAGTGC.....T........A..G..G..G

...G.......C......T.C.....A...G.T..............................A.C.................CGGC..GCCT....C.AC..C.........T..C........A........................CAGG.C..CAA.........A..G..GT.G

....................................................................................................................................................................................

..................................................G.................................................................C....................A..........................................

..................................................G.................................................................C...............................................................
TCCTTCCTGCTGGACTTCACGGCCGCCGACAACCACCGCTGGAAGTACGTCAACGGCGAGTGGGTTCCCGGCGGCAAGCCCGAGCCGTCCGTGCCGAGCTGCGTCTACATCCACCCGGACTCGCCCAACTTCGGCGCGCACTGGATGAAATCACCTGTGTCCTTCAGCAAGGTCAAACTC

  ..T......T.A.....TG.CC.GA.T..TGG.....................T..A..A.....G..A.CT..G..A..A.....AC.AAAC.AC.....T..............A..T..T........T..G..C............G.TG.CA.C...........A........T
       ...C.............TGTCC.TA.G....GT.......................G..A.....G....CT........A...GTC...AGC.AC..............T...........C........T..G..C............G.T..CA.C...........A..G..G..G

..................GT...G......GGG................................G..G...........G......CAG.C...C....................C....................C...........GG.G..C..C.................G...

..................GT...G..G.......................G.....G..A.....G..G..G........G......CAG.C...C....................C.................G..C...........GG.T..C..C...........A.....G...
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........GAC...T---..CAA....---.........C.A..TTCGT..........C..A..A..TG.G..TC.G..TCGC.....T---------TC.G.G...C.TCA.G.GGT...CT.TC.A..TC.G..A..G.....T.....G..G..G..G..T.....T.....GG..

..G..T...T.A..T---..T..C...---.....T.....A..TTC...T..T..A..C..A..AA.A..T..T.....T.GA..CAAC---TCCAGAACAC.GA.A.A..GTA...TG...TTT.GC...C.T..A.....A.....T..A.....A..T.....A..T..A..GA.A

.....T.........---.....C...---.....C.....A..TTC...T.....A..C..A..CA.GT.A........C..A..CA.T---T.T.GTTCGG.T.GA.AG.G.G.G.TG..TT...GT..T.TT.....T.....T..T...........T.....A..T..A..AA.C

...............---..C..G..G---.........C.C...TCT.....T..A..C..A..A...C.G...T.G..A..A..A...---.C.AACTC.C.GA.A.AGCG.A......GCTT..GT..TC.G.....T.....T..A..A.....C.....T.....T.....GA.T
......C..C.TTCGT....T..A..C..A..AA.G..T...T.A........T...---A.T.GCA..G.AAGA.A..GTA.GTCG...TT..GT...CAA..A..G........A..A.....A..A..T..A.....A..GA.C

      ..T......GGA..T---.....AA.TCAA..A..C...C....TTCA........A........A..T..T..AG.G..C..A..T...GTC.ATT.CTCGTCA.........A..GC...GTT.T....TC.T.....GA.A..T........A..A..G..T..A..T..A..G---
      ...........T..TCAGCACAAC..CCAG.....C...C.CC..TCT........A..C........AG.T......A.C..AA.C..CGGTACAG.T.GTGC...AGA.TT.G...AG..C..GC.A...C.AAT...G.GA.....T........C..T..T...........GA.C

..G.....GGCT.CT---...AAC.C.CAG..A..C...C.....TCG..A.....A..C..A..C..G.........A....A..C..C---..CG.C..GTCG...CA..T.G..GCA..T...T.....A.G..A..CAGA.....T...........T...........A..TG..

..T..T...GCT.CA---..GAACCCCCAG..A............TCT.....T..A..C..A..CA.G.........A..CGC..T..G---..CG.T..ATCG..ACA.GT.G.TGC.T.G..TT.A..TCAG......AG......T.....T.....T.....A.....A..TG.T

..G.....G..A...---..T......---..T..C...C.AC..TCT........A..C.....A..AG.......TA.C..A..C..C---..CAAC..A..A...C.C.TGA.......G.....T...AAA..A....GA..T..T..C.....G..............A..GA.C

..A..T.........---..C..C..G---..T..C...C..C.TTCT..C..T..A..C..A..TA.AG.T..T...A.C..A..T...---..TAAC..A..A...C.C.TGG.......C..T..T...AAA..C..C.GT.....T..C..T..C.....T........A..GA.T
T.T........G..T---..TACA...---.....C.....A...TCA..C........C.....C..T......G..A.ACGA..C..T---.....A..G..A...C.TCT.A..C.T.GCTT..GT..TC.......G...........C.....G..............A..TA.T
T.G............---...A.C..G---...G.G...C.A...TC...T........C..A..A..T.........A.ACGT..C...---..CAG...G..A......TTGG.TG.A.GTT..T.C...A.A.....C.GC.....T..C.....A..A...........A..CA.A
...............---.........CAG.....C...........T..T........C.....CA.AC.T......A.C........C---........T......C.C.TGA....T........C...C.G..............A..A..T.....G.....A..T..A..GA.C
...............---..T......CAG.....C...C.......T..A........C.....CA.AC.G......A.C.....A..C---........T......C.C.TGG.......G.....C...C.G.....G........A..A..T..G..G........T..A..GA.C
...............---..T......CAG.........C...................C..A..........................G---..A..T....................T..C.....A............................................A..G...
ACCAACAAACTCAAC---GGAGGTGGA---CAGATAATGTTGAACAGCCTGCACAAGTATGAGCCGCGCATCCACATCGTGAAGGTGGGA---GGGCCGGACAACCAGAGAACCCTCAGCACACACACGTTCGCCGAGACACAGTTCATCGCTGTCACTGCCTACCAGAACGAGGAGCTG

  ........G.....T---..GA....G---...............TC......T..A..C.....C.AGG.A.....A..TCGT..A...---..C..C------..CC.G.TGG.G.TG.ACTGTT.C...C.T.....T........A.....G........T..A..T.....GA.A
       ........G.....T---.....C..G---..............TTCT.....T..A.....A..C.AGG.T.....A...CGT..T...---A.TG.C------..TC...TGG.A.CA.ACTG.T.C...C.T..A..C........A..C..G........T.....T.....GA.A

........G......---..C..C..G---.....C...C.C...TC............C.....C...............CG......C---..C...------...C.G.TGA...C..GC..TT.C...C.......C..............G..G..G..............GA.C

........G......---.....G..C---.....C...C.....TC.T....T...........T..A........A....GA..T..G---..T..A------...C.C.TGA...C..GC...TGC...C.T.....C........A..G..G.....T..T...........GA.C
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..AT.G............T.T..T..A..T........C........T.....A..G---C.ACCG..T------------------------------------ACACTGT.T.....CGA.A.C..CTA...C------...C..A.TCCA---------------------------

..AT..T.A..A.....A..T..T..A..T.....A..C...T.A..T.....A...---..ACCC..A---CA.CGAGAATTTATA..T..T.CTTTAATGAATG.C---..AAG.ACA........TT.AACG..TACA....ATT.ACCT---------------------------

..AT.A.....A..T..A........C........A..C..CT.A..T..A..A...---...CCG..A---CAGCGAGA.ATTAT...A..T.CA.A...AAGC..A---....G.AGTC....T..C---------------------------------------------------

..C..C.....A..............T..T.....A..C..CT.A..T.........---...CC....---GGCCG.GACTT.GGA..T..TGGACTA...AAC..A---...AGGTC.C.C.....TT.A.C.A..ACG....A.A.CCCG---------------------------

..AT.AT...........T.T.....A..T.....A..C..C.A...TAT...A...---GCCGCCA.A---.GT.CC.A.TCCTTA..T.GA.A.GATAG.AAC.GCCATGGTT.C.CAACACA.A.CA.TACCA..ACG....CA..A------------------------------
      ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
      ..CT.GT....A...CGC........T..T........G.....C..T..TG..C.G---C.C..AC.G------------------A.......CC.AAT.TCCACC---AGTG..A.T.ACAGTA.CTCGAAT..T------------------CGCAGCGCTGCTCAAAACAACCGG

..GT..T.A..A.....AT..........T..A..A......T....T..A......AGCC.A.CA..G---..TG.A.C.TACT.CA.A..TAC.G.AA..GCGGG.ACATC..A.ACA.A.G..AG.G.AA.TA..---...ACA.CCGGTATCAACCAAGCCAATGGTGACAAC---

...T.G..C.....A..AT.T..T..T........A..T..C..C.....A.....G---C.CTCA.GG---.GTG.A.A.TATTT.A.A..TTCA..GA.AGCGGGTTCGTC..A.A.T.A...GAG.GCGAACACA---...ACGGCA------AATCAAAGCAAC------------

.....A...........A..T.....T........A..T..CT....T..T..A...---...T....T---GGCCGTGACTACATATCT..AGCCCAT.CTCACG.TGTA..A.A.....G...T...T.G..T..A---.....TT..------------------------------

.....A..C.....A..A.....T.....T..T..A..C..C..A........A...---...TG...T---.GC.GAGACCT.TT..C...GGCCCAT.TGCATG.CATG....A.....GC.....G..T..T..A---.....T..C------------------------------

..GCAG..C.....A...TT.........T..A..A..C..C..T...AT...A...---.A.GGC..G------C.TGA.CTC---.....ATGCCA...TCAC...---.....GAGA.ACC.......T..CA.T---......T.A------------------------------

..ACAG..C.........T.......C..T..A..A..T..C.....TAT...A..C---.AT.GAA..GACGG.C.TGA.CTCTTC..T..TG..CA...TTTC...---GGTT..A...A.C.....T.T......---.....T...------------------------------

..A...............T.......T...........T..CT.......A..A...---..A.G...T---GG....GAC...TTA..A...T..CAA..T---------..A.....A.A...C............---.........------------------------------

..................T.T.....T...........T..CT.......A..A...---..A.G...T---GGG...GAC...ATG..A..TT..CAA..T---------..A.....A.A...T............---.........------------------------------

..A...T............................A..C..C..T.....T..A...---C.A......---..C..................T....T...---...---.....T.....................---.........------------------------------
ACTGCTCTGAAGATCAAGCACAACCCGTTCGCCAAGGCATTTCTGGACGCCAAGGAA---AGGAATGAC---ACAAAGAGTGGACATGACGACCTGACCGAC---CAG---CAGCCACAGTTTTCACAACTCGGAGGC---TGGTTCCTG------------------------------

  ..A.....C..A......T.T..T..C..T.....A..C..C.....T..A..A...---..A..CC.T---C.C...GA..C..CA..A.CAGCCT.T..AGGT..A---..TATGACA.AC..T..C---------------------------------------------------
       ..G.....C..A......T....T..T..T.....A..C..CT....T.........---..A...C..---CT..GAGAC.T..CG..G.CTA.CT.T..GAGC...---..TGTGACC.A...T..CT.G......---...A..T.T------------------------------

..A...T.A..A..T..AT.......A..T..G...........T.....A......---..A.....T---CAC..AGACATGATG..G..AGC.GGA...AAC...---...T.TGGA.AC..G..GT.A..TA.T---...C.TA.T------------------------------

Drosophila-melanogaster_FBpp0304380         ---------------------------------------------------------------------------------------------------------------------
Lottia-gigantea_LotgiP154800               
Octopus_Ocbimv22020340m.p                   ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
Crassostrea-gigas_EKC28765            
Lingula-anatina_LIANg6294.t1                ------------------------------------------------------------------------------------------------------------------------------------
Botryllus-schlosseri_botctg002459g63408
Oikopleura-dioica_GSOIDP00000279001
Ciona-savignyi_ENSCSAVP00000003798                  ---------------------------------------------------------------------------------------------------------------
Ciona-intestinalis_ENSCINP00000001477         
Ptychodera-flava_PF18670-t1                       ------
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Branchiostoma-belcheri_BRBE102770F-t1          
Gallus-gallus_ENSGALP00000024551_TBX19
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Homo-sapiens_ENSP00000296946              ------------------------------------------------------------------------
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T..---------------------------------------AA.C.A.A.GGAG.G...ACAGCAGGAAACTCCAATTACCAGTATGCCGCTCCTCTG..T.T.------------------------------
        ---------------------------------------------...---------------------------------------..G..T..GG.TC.G...---------------------------------------..A..T------------------------------

             ---------------------------------------------..T---------------------------------------..A..CA.CA..C.G..T---------------------------------------..A..T------------------------------
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GTGGCCT.GTGT..CAG.GTTTCC.CG...GAA...G.G..T.CAT.A---------TCGGGCGG.---A.T..C..TC.C...G.C.GATCCCTATCTTCA...AGTGTC..A...ACTCGCA.CACA......AGT.GACCCAGGGTCGTTTCCGGATCCG.A..AAA.GGC.GTGCC
..A---G....T---..A...A..AACC.......TT..T.T---------.A.CCT..T---........TC..CT.TCA---T.AC....T.CA..AC.C---T.A..T..T---T.T..T..T...---..A------------------C..C.A..A......GGT---

..C---------------------------------------------------------------------------------------------------------
...---G.C...---......C.TAACG....GAA...CT.G---------TCCCCC...------.........CTG..C---..C.....TGCT------------------------------------------------------------------------------

GCACA.TTT..CG.G..G..AA..TTAGAA------------------------...C.TCTGCAA...T..C.A..T..AAA.AGATTTAGC......CAGAG.AGA..AC..GCC..TGGTCTT---------------------------------
      ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------.TC---
      ------------------------..T.TT.AA..AA.G...A.C..GATTCAA---------------------------------------------------------..A..TGTG------------------------AGA---------------------------------

        ---TGC...TC....T..---------------------------------------CAGCCA---TAC.CGC.G..AC..AGT..C.GC---C.ATCG..GA.G...---CAA---..TAATTAT..T......AGT..T------------------C.GGAAG.A.AC.ATT.AATG
------------..AA..---------------------------------------CAACCGA.AACAACAA.A..GC.GCG..TG.GC---C.C.CA..AA.AAGC------------------..T..C...AAA.CA------------------TCC.CAA...AA---------

             ------...G....AAGA---......AG.---G.T..T..G....A.---------..CGCA.CA---..T..C..G........CGGCT..C.A.GT...A.GAGC---..T..T..T---..ATCA..T...CAGA.A------------------CACTCACAAT.CG...AC---
         ------..AG....CAGA---......AG.---AGTA.A..TT.A.AT------GGA..CGCA.CT---........AC.C....AC.G...C..ATCT...A.AAGC---..T..G...---..ATCA......CAAA.A------------------CACTCACAAA..G.C.AT---
          ------..G.G...A...CAC..A...C.G.....A..T..TA....TTCCCCGGTATC.CACAGTTGT.C.GTG..G........C.G...AC...CT..T..A...---A.A..G..TCCT..A.CG..C...GAG...------------------.A.TAT..C...A...GTGCG
           ------...TCA..C---CAT..............TA....G..A..G---------TCCCATGCA---..A..C.....G...G.GGGG......GG...TA.GA.A---T.C..A...CCA..C.CG..C...CAC...------------------.AGTA...CG.CG..GGTGCA

------............---...........................---------...---...---........T..............................---.........---............---...------------------..................---
             ------............---...........................---------..C---...---.................C.....................---.........---............---...------------------........T........T---
             ------............---...........................---------..C---...---.................C.....................---.........---............---...------------------........A........T---

          ------CCCAACCCTCAC---CAGTTCGCCCCGTCCCTCGGCCTGCCC---------AGT---CAC---GGCTGTGACAGATACAGTACTCTGAGGAACCACCGCTCG---GCGCCCTAC---CCGCACCCGTAC---CAG------------------AGAAGCTCGCCTCCAACG---
  ---------TCT..A..G---------------------------------------GC.CCC...---.....C..GC....TTCAG.A...C.AGGG..T..GG.T---..T..A...---..A.CTT.C...ATG..A------------------....ATCATT.A..T..AGTG

       ------..TGCT..C...---------------------------------------.CCCAC..T---........GCAC..TTCGGG...CC.AGGA.....GCA.---..T......---..TTCTG.....ATG..C------------------....A.CATT....CT.AGTG
        ------G....T......TCT.....T.GAG.AC....GTCT..CT..---------CC.GCT...---A.......A..G...TCAC.G........T.....T..T---..C......---..CA.T..C...ACC..T------------------....A.AACT.A.....A---

             ------G.A..T.....TCCT.....T.GAGGTG.....TC...C...---------TCCACG...---A..........G...CCA..C.......G......G..C---T.A......---..CAG...C..TGCT..T------------------C.G.A.AATT.......C---

CCTACACA.GTG...CT.A..------------------------------------------------TCCAGTTCTA.G..AG.CT.CAACTTC.CT..TGCT...GGG---TCTGCA..AAC.C.AG.GGCG------------------------------TGCTTCGGC------
      ....T.------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
      .CG.T.TCA.C...TGGAT..TCTGCCGTT------------------------------------------CTTG.TGA.......C....TG....T..A.GTG.C..TCCGCCG..CAGCA.GC.GC..ATG---------------------------------------------

        CC....CA...A...CTTT.AACTCCGATAGACGTGAACGCCACACCAAGCCACGAAACATTGTGCTACCCGA..G..TA..AAG.C...A.CG.T---...C.G...C.A---CATACAG..A.TC..CAC...---G..G.TGCG---------GAACAGGGGACGTTCAGTCTTGAC
---ATTTAT..A..TTTCCAA------------------------------------------------CCAA...ATTAC...GCCC.A..A.AC---...C.A...------CAATCAAG.A..GAAGGT..T---G.AC.C------------GATGAGGGACACTTTAGTCTCGAA

             GGG..TCCGTCG...T.T------------------------------------------------------------------...C..T..G.......A........A---..T..A.....GA.GT.....---------------------------------------------
         .GT....CAGC...GT.A------------------------------------------------------------------...C..T.AG.T..T..A......C.G---.CT..A..C.....GT.G...---------------------------------------------
          ---..T.CTAC....G.AT.AGCA------------------------------------------------T.A.C.T.G..TC.TC.C..C..C..T..GGCG.....T---CCT..TGG.AG...T..G..T---------------------------------------------

           GGA.....TGC...AG.TT.GGCTGGTCTC---------------------------------------TCTAG...TA.CT..C.CC.CG.TG.C---....G......T---TCT..CG..AA...T...TCA---------------------------------------------
.....................---------------------------------------------------.......................................---.....................---......------------------------------------

             ........A...........G---------------------------------------------------......................................G---........G........C...---......------------------------------------
             ........A...........G---------------------------------------------------.............................T........G---........G........C...---......------------------------------------

          AACTACGGCCACGACACGGCT---------------------------------------------------GCCAGCCTTCCCATGATGCCGACGCACGACAACTGGTCC---GGCCTGCCTGTCTCCACACAC---AACATG------------------------------------
  ..T.TTTTTG.GAG.T.CAGC---------------------------------------------------AAT.AT....AGG.AT.CT.AGGA..T....G....A.T------T....ATC...TC....TGCT...T..------------------------------------

       ..T.TGATAG.AAG.T.AAGC---------------------------------------------------AAT.AT..G.AAG.TT.CT..GGA.CT....G....A.T---TC.T.AT.CTC.A.AC.C..TGCC.G...C------------------------------------
        GCT...ACTG.TA..T.CT..---------------------------------------------------...T...........C.C.A.T.C..T.....T......---TC....GGA..TC........ACG.CT...------------------------------------

             ---..TTCTG..A..T.AC..---------------------------------------------------..AT.TT.AT.....C...AAT.C..T.....T......---A....TGGAA.GC.TG.C..TCCC.G....------------------------------------

                                  1621
                                  000000000000000000000000000000000000000000000000000000000000111111000000111111111111111111000000000111111111111111111111111111111111111111000111111111111111111111111111111000000000

AGTTCCTACG..CAA..C.G.T.CATGTCGGT.GATGCCAGTCCC..GG.GT.CGTGTTCTCC..T....G.AG....CAG------AG...TGG...TTACTG.AA.G....CAGC.T..C.GGA
T.AC.A---------------AG..ATC.A---------.GCAGT.GT..A.GCA.T..T---GGAA.G...------------------------------------------------
..C...---------------ACT.ATG.T---------T.TG....A..A.GA.....T---.GTA.G...------------------------------------------------
..CCAG---------------TCG.A...T---------C.CG..C....GT.T..A...---.G.A.G...------------------------------------------------

CGA.CT..CACACAGC.G---------C....ACAC..GC.CTCA..T..A---..G...G.A.CG------------------------------------------
      ------------------------------------------------------------------------------------------------------------------------------..A.ACGTGA.A---.GA------------------------------------
      ---------------------------------------------------------------------------------------------------------------------------...GA.....GTCAG------------------------------------------

        CAAGTTTCGGTGGAAGATATGGCGTCGCTGGCGTTTGAGAGCGCTACGTCCAGCGCCAGC..CA.ACAA..T.ATT.CT.CAC.GT.GAT---------T...TTGATTCGT..A.T.T.GGTGC..AT.....GTA.---..G.CT..TC..A.TCAAGGATA..ATTCA---------
CCAGTCTCTGTAGATGACGTCACCGCCTTAGGATTCGAC------ACCCCGCATCAGGGTT.TG.A.CAAAC.ATC.T.T.TCA.TAGAGCCTTCCTATT.G.TAGATT.TC.T..A.T.A.G.C.ACG......TA.---C.G.C...TC..A..C.AGGATATGTTTCA---------

             ---------------------------------------------------------------------------------------..G---------..CCA....GCGC.C........AGC.A.G...C.....---AG....---GC...A.....AGT...CACA---------
         ---------------------------------------------------------------------------------------..A---------T.GCA.C.CAG.AGC..A..T..ATCAA.G...CAGA.G---GGA------------..A..GGTG..TAG.---------

          ------------------------------------------------------------------------CA..CCAGCA...T....---------..CA..T.CTCGCAT......GGA.G.G.....C.TCC.---G.T.C.TC.TC.GCAGTC..TC..G.CTCAATTAGC---
           ------------------------------------------------------------------------..AGCTAGCTC..TGC.A---------G.C.G..GT------..A...GG..G.A.G...C..TC.ACCG..GCA.C.TC.GGCTTC..TCA.GTCAGC---------

------------------------------------------------------------..............................---------.......................................---....................................---
             ------------------------------------------------------------..............................---------.......................................---..T.................................---
             ------------------------------------------------------------..............................---------.......................................---..T.................................---

          ------------------------------------------------------------CTGTCCATGTCAGCCATGCCTCACACCACC---------ACATCCACGCACGCGCAGTACCCCAACCTCTGGTCCGTC---TCCAACAACAACCTGACGCCCACCACGCATGCGCAG---
  ------------------------------------------------------------..C..AG..C..CA..ACAAGGGAG.T...---------.GCC.GGG..C.AGT..T.....TTGT..G.....A..G---AG.....GTGCTG.A.GTGT.....AC.CA---------

       ------------------------------------------------------------.....TG.AC.CCA..CCAACGGAC.A.T.---------.ATC.AGG..C.AGC.CC.....GTG...G...A..A..---AG...TGGTGC.GGAGGC....GTGG..CA---------
        ------------------------------------------------------------...C.....AGCCA..GCA..GG...GG.T---------..CAG.T.C---AGT........G...T.A........G---AGT....G..C.A.C..C..GG.GC.T..G---------

             ------------------------------------------------------------..CC..G..AGCCA..ATG.CAG.C.AC.T---------..CAG.T.C---AGT..........G...G.....T..G---AG....GG.GC.G.C..C..GGG.T.C..G---------
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CCCATGCCCATGAACGTGTGCAGTGGCCGCAACATCT.ATCTCATAA.TCTC.GTC.CCG...AA.GGAT.C.CGAGC------------------.ATAC..CCT..T.GC.CAGCTACACCATTCATCACCTGACGCCACACAGTCATCAGTACAACATGGCCCAAACGGATATCTAT
...AG...TG.AG.T..A.ATTTATCT..AA.T..AAATTGTGCAATG---CCT.AT..CC.C.....T..A------------------------------------------------------------------
G.TGGA...C.A...A...ATAT.TCTT.CA....AAGCTGTGCTATG---CCT.AT...C.A..TT..T.T------------------------------------------------------------------
...GGAAA.CA......A.ACATC.CAA.CA.T...AACTGTGCAATG---CCA.A....C.TT.TC.TAAC------------------------------------------------------------------

.....A.ACTT.TCT....CATC.AACTGCGCCATGGCCCAG.A.T.CCAC.A.C..CA.AACTATGCG---------------------------------------------------------
      ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
      ------------------------------AAC---GGAT.TTACAGTAC.GGAT...AAGACTCCTCC...GGTAGC------------------------------------------------------------------------------------------------------

        ---------------------------------------------AA.A.TC.A..CA..GAATTCGAA..CA..GCACACTCAGCACAC------.A.A.ACC..A.C.TTACGAA---------------------------------------------------------------
---------------------------------------------AA.A.TC.A..CA.A.GCCTGGAA------------CAACCGGAG------.A.T.TTAT.GAGG.TATGAC---------------------------------------------------------------

             ------------------------------------------GCCAG.AA.C....ACC......A------------------------------A.AA.CC.TG.T------------------------------------------------------------------------
         ------------------------------------------GCTAA.ACAG....ACCA.....A------------------------------A.TA.TC.AT.G------------------------------------------------------------------------
          ------------------------------------TGCAG.G..GGTTC.C..G..CCA...TCC------------------------------C.A..T...G.AG.TTAC------------------------------------------------------------------

           ---------------------------------------TC.CC.CAGTCAC.GC.CCCA..C..C------------------------------..GT.CC.A.A.C.TCAC------------------------------------------------------------------
------------------------------------..........................................------------------..................------------------------------------------------------------------

             ------------------------------------.............................G............------------------..................------------------------------------------------------------------
             ------------------------------------.............................G............------------------..................------------------------------------------------------------------

          ------------------------------------ACGCACATGTCCGGCACCATGGGCACGGGTCTGCCGCACCAG------------------TTCCTGAGGACCACCGCG------------------------------------------------------------------
  ---------------------------------------------GGAA.TGAGG..AA..GCAACACTT.AAG.AT.------------------..T..A...GGT.AT.TA------------------------------------------------------------------

       ---------------------------------------------GG.CCGGAGG..CA.G.CA.CACC..AGGAGCA------------------..T..CCTCGGA.A.---------------------------------------------------------------------
        ---------------------------------------------..AA..GGG...TC..AC..C...AGCTC....------------------......C.T---GG.T.T------------------------------------------------------------------

             ---------------------------------------------G.A.CAG..G..TC..AC..G...GG.GC....------------------...T.CC..---GG.T.C------------------------------------------------------------------
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GGAACCGGAGTGGGCGTTGGGGGCGGGGCAGGAACAACGGGATCCCCGCAAGCGGCATACGGTGCAGCTGCCCACCAGGTGTACCAT..CA.....AC.TCAC...CT.A.CAGCTGTACAC.AATGCG------GTT---CTCAATGCGC..T.....CTA....A.T.C.CCAGTGGT
..CTATT...T..CA..ATC.A.T..GACAGT.AC.AGTATCCCACCCGTC------------C.AT.A..T..T..T---------------

AAT...TACA.ACTT.CG..G.CAT.T..T.C.GTTCC.AAT------------------------------------------------------
..CTAC..G.TTACC..ATCGAA...A.CG.TCTCAAGTGTGCCCAATGTGACTGTTTCAAACC.GG.A..C..GTC.---------------
..CATCT..C.GAT...ACC.G....TCAGG.TC.CT.AAACGCCACAGGCACTATGGACATGT.AG..T.A..TC..CTA...ACT------

      ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
      ---------------------------------------------------------------------------------------G...T.T.G.T.GC.AG.GAA.AAT.T...CTACCCGGAATCGACCAGTTT------------------------------------------

        ------------------------------------------------------------------ATGTCGCCGCAAGACTGTTTAAA..T.G.TGCGACAGAAGAAAAT..AATA..C.CTT.CCTC------------TATCATTCTC.GT.AC..C.ATCGG..GAAC.T------
------------------------------------------------------------------GTATCACAGCAAAATTACGTCA.GAT.A.G.CAGCAGATG.TAGT.ATGTG...TCAT.ATTA------------TACGAAACTC.GT.AC..GGGGT.ATG.AAAG.------

             ---------------------------------------------------------------------------------------...TACG.TAC.ATCC.GGCAT..---------AC.GGC------------------AGCCTGCATCATA.CGGACA......A..C------
         ---------------------------------------------------------------------------------------..ATACGG..CGATCC..GC.A...TGA.TGGAAC.AAC------------------AGCTTA---CATT.CGGTCAT..G..TA.C------
          ---------------------------------------------------------------------------------------A.CAATTA.AGT..GC...G.A..T.G.C..TCACAGG.GTG------------CACCGCCCGC.AGTT.GA..A------------------

           ---------------------------------------------------------------------------------------..AA.CG.G.CA..CCAGCA.AA.CT.GC.T.AAC.G..CAC------------GGAATGGCTC.GGTA...AG.G.TCTC...TCCGCCGCG
---------------------------------------------------------------------------------------.......................................------------------------........................------

             ---------------------------------------------------------------------------------------...................................A...------------------------........................------
             ---------------------------------------------------------------------------------------...................................A...------------------------........................------

          ---------------------------------------------------------------------------------------CCTGCGCCCTACCATTCCATCCCCACCTGCACGGTGCCG------------------------ACCACGGCGTCCAGCTCTCCGGTG------
  ---------------------------------------------------------------------------------------..CTTA..TACTGTG..TTCAT..GT.CAA.TC---..T---------------CTGCAGGCA..TGT.T.TGGTG..ATGGAA---------

       ---------------------------------------------------------------------------------------------..AGCTGTGA.TTCA...C.T.CTGT.C.CT.C---------------ACCCAAGCAC....TT..G.TG.TGTGGA.---------
        ---------------------------------------------------------------------------------------..G.T..A....ACCG.TC....ACATCC.GTCACTG.C---------------------------..CA.C....CA..C..AC..------

             ---------------------------------------------------------------------------------------..C....A....ACAC..C..A..CATCCGGTCTC.G..------------------------C..T.TT.C..GG.A..C..AC..------
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..GCCCACACATTATACGGCT---------------------.CGG...CCG..G.GGCA------------------------------------GCT..T..TCCGTTGTCCATTGCCCAGAGTCACGGCCTG

..A---------------------------------------..A.GTCA.G.TC.AGT.---------------------------------------..A..C------------------------------

...---------------------------------------..GGGTCACG.TT.GGTT---------------------------------------..T..T------------------------------

...ACT------------------------------------TCC..A.CAGGT...ATG------------------------------------TCA..A..CAGA---------------------------
      ---------------------------------------------------------------------------------------------------G.T...---------------------------------------------------------------------------
      CGAAAACGTGCCGAAAATAGAACTCAACCCTATAAGCGCCCTGTT..T---GTCGCAAAGTCCGAGCCCATCAGTTCTATCGACTTC..CG.TCAA.AT..GATG---------------------------------------..AAGC------------------------------

        ------------------------------------------CTT..ATCGGTGTATCACTGCGACCCTGCAACCCGAAATGATTTC..GGTAAAC.....G.TT------------------------------------GCC..CA..AAC---------------------------
---------------------------------------------..AACATTCAATCAATGTCAGTATGAATCA------------..G.TTCCC..AT..CAT------------------------------------TAC..CATC------------------------------

             ---------------------------------------------.AA---------------------------------------..GG.CA.C..TC.....---------------------------------------..TG.A------------------------------
         ---------------------------------------------..T---------------------------------------......A..G.GT.A..T---------------------------------------..CG.T------------------------------
          ---------------------------------------------..G---------------------------------------A..G....GA.AC.T..T------------------------------------------..A------------------------------

           ---------------------------------------------...---------------------------------------..CT.T..AG.GT..---------------------------------------------GGA------------------------------
---------------------------------------------...---------------------------------------.....A............---------------------------------------......------------------------------

             ---------------------------------------------..G---------------------------------------.....A..C.........---------------------------------------......------------------------------
             ---------------------------------------------...---------------------------------------.....A..C.........---------------------------------------......------------------------------

          ---------------------------------------------CCC---------------------------------------GGTACGGGTCCCATCTGC---------------------------------------CCGCCG------------------------------
  ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
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GG.A.T.C.TCGTC...AT.G---------------CCGCAGCCGCCGTCGGCTCCACAAACG------CCCA.......G.A.TCC.C.T.C..TGG.TC.GTGA.CA..---A.TG..AGCAG...G.GCGG.GGCGG...CGGATCTGCGCCGAGTACTGGTTGCTTCAGC------
..T.T.TCT.GG..T.T..GC---------------------------------------------------T.G.ATT.A..A...T.AAACCTAACA..A......G.A---CATA..T.G.CTGGT.GC..T---.G....------------------------------------
GGT...TCGAGA..TGTCA.A---------------------------------------------------T.A.A...C..T...T..AATCTT.CA..G......C..---CAT..T..AAC.AGTGGC...---.G....------------------------------------
GGT.TTTC.AGA...GTCA.A---------------------------------------------------T.G.A.A........C..AAC.TC.CT..T......---------A..A.CCCGA...AT.C.---GG....------------------------------------
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