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Fotul _Tu67_1 CGTCCTTCTTCCTCTCACAAATAC- - - ------ TATATGAG AC------ TACTTTA- TCAAACTTCTCCTACATATT- - - - TACAAC- CATATAAATCT
Fol ag_002_2 CGTCCTTCCTCCTCTCACAAATAC- - - - - - - - - CATATGAG AC------ TACTTTA- TCAAACTTCTCCGACATATT- - - - TACGAC- TATATAAATCT
Focuc_037_1 CGTCCTTCCTCCTCTCACCAATAC- - ------- TATATGAG AC-- - - - - TACTTTA- TCAAACTTCTCCTCCGTATT- - - - TACAAC- TATATAAATCT
Fomin_012_1 CGITCCTTCCTCCTCTCACCAATAC- - - - - - - - - TATATGAG AC-- - - - - TACTTTA- TCAAACTTCTCCTCCGTATT- - - - TACAAC- TATATAAATCT
Fol uf _001_3 CGTCCTTCCTCCTCTCACCAATAC- - - - - - - - - TATATGAG AC-- - - - - TACTTTA- TCAAACTTCTCCTCCGTATT- - - - TACAAC- TATATAAATCT
Fom n_013_2 CGTCCTTCCTCCTCTCACCAATAC- - - ------ TATATGAG AC------ TACTTTA- TCAAACTTCTCCTCCGTATT- - - - TACAAC- TATATAAATCT
Fom n_001_2 CGTCCTTCCTCCTCTCACCAATAC- - - ------ TATATGAG AC------ TACTTTA- TCAAACTTCTCCTCCGTATT- - - - TACAAC- TATATAAATCT
Fom n_004_2 CGTCCTTCCTCCTCTCACCAATAC- - - - - - - - - TATATGAG AC-- - - - - TACTTTA- TCAAACTTCTCCTCCGTATT- - - - TACAAC- TATATAAATCT
Fom n_005_2 CGTCCTTCCTCCTCTCACCAATAC- - ------- TATATGAG AC-- - - - - TACTTTA- TCAAACTTCTCCTCCGTATT- - - - TACAAC- TATATAAATCT
Fom n_006_2 CGTCCTTCCTCCTCTCACCAATAC- - - - - - - - - TATATGAG AC-- - - - - TACTTTA- TCAAACTTCTCCTCCGTATT- - - - TACAAC- TATATAAATCT
Fom n_016_2 - GTCCTTCCTCCTCTCACCAATAC- - - - - - - - - TATATGAG AC-- - - - - TACTTTA- TCAAACTTCTCCTCCGTATT- - - - TACAAC- TATATAAATCT
Forcu_016_2 - GTCCTTCCTCCTCTCACCAATAC- - ----- - - TATATGAG AC------ TACTTTA- TCAAACTTCTCCTCCGTATT- - - - TACAAC- TATATAAATCT
Forcu_024_2 - GTCCTTCCTCCTCTCACCAATAG- - ----- - - TATATGAG AC------ TACTTTA- TCAAACTTCTCCTCCGTATT- - - - TACAAC- TATATAAATCT
Forcu_031_1 - GTCCTTCCTCCTCTCACCAATAC- - - - - - - - - TATATGAG AC-- - - - - TACTTTA- TCAAACTTCTCCTCCGTATT- - - - TACAAC- TATATAAATCT
Fol uf _001_2 ATACATAAATCCTCTCGTAAACAG- - ------- TGTATTAA- AG-- - - - - TTTTTTA- TTAAAATTCTTCTATGTAAT- - - - TATAAC- TA- - - AAATCC
Fol uf _002_2 ATACATAAATCCTCTCGTAAACAC- - - - - - - - - TGTATTAA-AC-- - - - - TTTTTTA- TTAAAATTCTTCTATGTAAT- - - - TATAAC- TA- - - AAATCC
Fol uf _001_1  ----------nn-- AAGTAGATGT- - ------- CACATTAG AC------ TGCGTTATTATTGCTTCTATTATATACT- - - - TACGAC- TATATTAGTCG
Fol uf _002_1 --------------- AGTAGATGT- - - - - - - - - CACATTAG AC-- - - - - TGCGTTATTATTGCTTCTATTATATACT- - - - TACGAC- TATATTAGTCG
Fom n_009 ATTAGT GGGGT CTCAGGTAGGT TAGCT AAGT GCCGGCCGGGAAT TCGCCAGGCT TTCACTAAAAGT AACGCCCGTAAAGT GACGCAAC- - - TGTTCCTC

Fom n_011 ATTAGT GGEGT CTCAGGTAGGT TAGCT AAGT GCCGGCCGGGAAT TCGCCAGGCT TTCACTAAAAGT AACGCCCGTAAAGT GACGCAAC- TGT - - - - - - - -

Fopi S_HDV247_0 - - - - CGGCTTCGACATCGAGAAGG: - - - - - - - - - ACTCGGA- GC- - - - - - GGCGATGGGTCTGCAGATTGT GCAT- - - - - - - TGAAA- - - GGAACAGECC
Fopi s _HDV247_1 - TACATTCACCCACCCTAGTATAT- - ------- CATGIGTA- GCAGCAAGT TCAGTCTAAAAATTTTGIT CAAAGTATA- - - - AAGAGCTTACACTAAGTG
Fopi s_HDV247_2 - TACATTCACCCACCCTAGTATAT- - - - - - - - - CATGTGTA- GCAGCAAGTACAGTGTAAAGT TTTTGTCAAAGTATA- - - - AAGAGCTTACACTAAGTG
Fotul _TuB7_0  =--------cmcmcicmcecceccccccccceccmcmcnoncmc-cmcc—-em-e--em=e==o==~- ATCCACT- - - - TG - - G CCTATTGGTCT
Forap_PHW15  ------ TTCTCCTCAAGGAAACAG- -------- CACATTGA- ACTACCGGTACTTTATTAATACTTCCCTTACATACT- - - - TGCAAC- TATATTAGTCC
Forcu_016_1 CTTTCTTTCTCCACAAGTAAACAC- - - - - - - - - CACATTGA-AC------ TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Fom n_016_1 CTTTCTTTCTCCACAAGTAAACAC- - - ----- - CACATTGA-AC------ TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Fom n_006_1 CTTTCTTTCTCCACAAGTAAACAC- - - - - - - - - CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Fom n_001_1 - TTTCTTTCTCCACAAGTAAACAC- - - ---- - - CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Fom n_004_1 - TTTCTTTCTCCACAAGTAAACAC- - ------- CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Fom n_005_1 - TTTCTTTCTCCACAAGTAAACAC- - ----- - - CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Fom n_013_1 - TTTCTTTCTCCACAAGTAAACAC- - - ---- - - CACATTGA-AC------ TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Forcu_024_1 - TTTCTTTCTCCACAAGTAAACAC- - - ------ CACATTGA-AC------ TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Foni v_005 - TTTCTTTCTCCACAAGTAAACAC- - - - - - - - - CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Foni v_010 CTTTCTTTCTCCACAAGTAAACAC- - - ------ CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Foni v_020 CTTTCTTTCTCCACAAGTAAACAC- - ------- CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Fol uf _002_0 CTTTCTTTCTCCACAAGTAAACAC- - ------- CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Formom 001 CTTTCTTTCTCCACAAGTAAACAC- - - - - - - - - CACATTGA-AC------ TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Fol uf _001_0 - TTTCTTTCTCCACAAGTAAACAC- - ------- CACATTGA-AC------ TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Fonom 004 - TTTCTTTCTCCACAAGTAAACAC- - - - - - - - - CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Fol ag_002_1 CTTTCTTTCTCCACAAGTAAACAC- - - ------ CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Foni v_015 CTTTCTTTCTCCACAAGTAAACAC- - ------- CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Foni v_021 CTTTCTTTCTCCACAAGTAAACAC- - - ------ CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Foni v_037 CTTTCTTTCTCCACAAGTAAACAC- - - - - - - - - CACATTGA-AC------ TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Focuc_011 - TTTCTTTCTCCACAAGTAAACAC- - ------- CACATTGA-AC------ TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Focuc_035 - TTTCTTTCTCCACAAGTAAACAC- - - - - - - - - CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Focuc_037_0 - TTTCTTTCTCCACAAGTAAACAC- - - - - - - - - CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Focuc_001 CTTTCTTTCTCCACAAGTAAACAC- - ------- CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Focuc_013 CTTTCTTTCTCCACAAGTAAACAC- - - ------ CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Focuc_015 CTTTCTTTCTCCACAAGTAAACAC- - - - - - - - - CACATTGA-AC------ TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Fol ag_001 - TTTCTTTCTCCACAAGTAAACAC- - ------- CACATTGA-AC------ TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Fol ag_005_1 - TTTCTTTCTCCACAAGTAAACAC- - - - - - - - - CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Foni v_002 - TTTCTTTCTCCACAAGTAAACAC- - - - - - - - - CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Foni v_013 - TTTCTTTCTCCACAAGTAAACAC- - ------ - CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Foni v_019 - TTTCTTTCTCCACAAGTAAACAC- - ----- - - CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Focuc_018 - TTTCTTTCTCCACAAGTAAACAC- - - ---- - - CACATTGA-AC------ TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Focuc_021 - TTTCTTTCTCCACAAGTAAACAC- - - ------ CACATTGA-AC------ TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Focuc_030 CTTTCTTTCTCCACAAGTAAACAC- - - - - - - - - CACATTGA- AG-- - - - - TGCTTTACTTCTACTTCTCTTATATATT- - - - TGCAGC- TATATTAGACC
Fol ag_002_0 - - AACACGGCCGGTACATAAACAC- - - AGCCAGCACATAAACAC- - - - - - AGCCGGCACATAAAC- - - - - - ACATACT- - - - TGCAAC- TATATTAGTCC
Fol ag_004 - - AACACGGCCGGTACATAAACAC- - - AGCCAGCACATAAACAC- - - - - - AGCCGGCACATAAAC- - - - - - ACATACT- - - - TGCAAC- TATATTAGTCC
Fol ag_005_0 - - - ACACGGCCGGTACATAAACAC- - - AGCCAGCACATAAACAC: - - - - - AGCCGGCACATAAAC- - - - - - ACATACT- - - - TGCAAC- TATATTAGTCC
Forcu_031_0  -------- GCCGGCACATAAACAT- - - AGCCGGCACATAAACAC- - - - - - AGCCGGCACACAAACACATACCGGTACT- - - - TGCAAC- TATATTAGTCC
Forcu_024_0  -------- GCCGGCACATAAACAT- - - AGCCGGCACATAAACAC- - - - - - AGCCGGCACACAAACACATACCGGTACT- - - - TGCAAC- TATATTAGTCC
Forcu_016_ 0  -------- GCCGGCACATAAACAT- - - AGCCGGCACATAAACAC- - - - - - AGCCGGCACACAAACACATACCGGTACT- - - - TGCAAC- TATATTAGICC
Fomn_016 0  -------- GCCGGCACATAAACAT- - - AGCCGGCACATAAACAC: - - - - - AGCCGGCACACAAACACATACCGGTACT- - - - TGCAAC- TATATTAGICC
Fom n_005.0  -------- GCCGGCACATAAACAT- - - AGCCGGCACATAAACAC: - - - - - AGCCGGCACACAAACACATACCGGTACT- - - - TGCAAC- TATATTAGICC
Fomn_001.0  --------- CCGGCACATAAACAT- - - AGCCGGCACATAAACAC: - - - - - AGCCGGCACACAAACACATACCGGTACT- - - - TGCAAC- TATATTAGICC
Fom n_004. 0  --------- CCGGCACATAAACAT- - - AGCCGECACATAAACAG: - - - - - AGCCGGCACACAAACACATACCGGTACT- - - - TGCAAC- TATATTAGTICC
Fom n_006_ 0  --------- CCGGCACATAAACAT- - - AGCCGGCACATAAACAG- - - - - - AGCCGGCACACAAACACATACCGGTACT- - - - TGCAAC- TATATTAGTCC
Fomn_012 0  --------- CCGGCACATAAACAT- - - AGCCGGCACATAAACAG- - - - - - AGCCGGCACACAAACACATACCGGTACT- - - - TGCAAC- TATATTAGICC
Fomn_013. 0  --------- CCGGCACATAAACAT- - - AGCCGGCACATAAACAC- - - - - - AGCCGGCACACAAACACATACCGGTACT- - - - TGCAAC- TATATTAGTCC
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Fotul _Tu67_1  GGACCTCCTCTT----=-=<-«--=-- TCTATGCTCTT- - CGTTCC- - - - - - - - - ACACCATTTCTCAG- TOGTATCAATTTCA: - - - - - TTAAATCTTC
Fol ag_002_2 GGATCTCCTCTCTT- - < - =< - == - = - - TCTATGCTCTT- - CGITCOC- - - - - - - - - ACACCATTTCTAAG TOGTACCAATTTCA: - - - - - TTAAGICTTC
Focuc_037_1 GGATCTCCTCTCTT- - - - =< - = - - = - - TCTTTGCTCTT- - CGTTCC - - - - - - - - ACACCATTTCTAAG TOGTATCAATTTCA: - - - - - TTAAGICTTC
Fom n_012”1 GGATCTCCTCTCTT- - - - < - = - - = - - TCTTTGCTCTT- - CGITCG - - - - - - - - ACACCATTTCTAAG TCGTATCAATTTCA: - - - - - TTAAGICTTC
Fol uf 0013 GGATCTCCTCTCTT- - -« === === - TCTTTGCTCTT- - CGTTCC - - - - - - - - ACACCATTTCTAAG TCGTATCAATTTCA: - - - - - TTAAGICTTC
Fori n_013_2 GGATCTCCTCTCTT- - < - =< - <= - = - - TCTTTGCTCTT- - CGITCC- - - - - - - - - ACACCATTTCTAAG TOGTATCAATTTCA: - - - - - TTAAGICTTC
Fori n_001_2 GGATCTCCTCTCTT- - = - =< - == - = - - TCTTTGCTCTT- - CGITCC- - - - - - - - - ACACCATTTCTAAG TOGTATCAATTTCA: - - - - - TTAAGICTTC
Foni n_004_2 GGATCTCCTCTCTT- - < - =< - = - - = - - TCTTTGCTCTT- - CGITCOC- - - - - - - - - ACACCATTTCTAAG TOGTATCAATTTCA: - - - - - TTAAGICTTC
Foml n_005_2 GGATCTCCTCTCTT- - - - =< - = - - = - - TCTTTGCTCTT- - CGITCOC - - - - - - - - ACACCATTTCTAAG TOGTATCAATTTCA: - - - - - TTAAGICTTC
Form n_006_2 GGATCTCCTCTCTT- - = - - < - = - - = - - TCTTTGCTCTT- - CGITCG - - - - - - - - ACACCATTTCTAAG TCGTATCAATTTCA: - - - - - TTAAGICTTC
Fom n_016_2 GGATCTCCTCTCTT- -« === === - TCTTTGCTCTT- - CGTTCC - - - - - - - - ACACCATTTCTAAG TCGTATCAATTTCA: - - - - - TTAAGICTTC
For cu_016_2 GGATCTCCTCTCTT- - < - =< - == - = - - TCTTTGCTCTT- - CGITCC- - - - - - - - - ACACCATTTCTAAG TOGTATCAATTTCA: - - - - - TTAAGICTTC
For cu_024_2 GGATCTCCTCTCTT- - = - =< - == - = - - TCTTTGCTCTT- - CGITCC- - - - - - - - - ACACCATTTCTAAG TOGTATCAATTTCA: - - - - - TTAAGICTTC
For cu_031_1 GGATCTCCTCTCTT- - = - =< - == - = - - TCTTTGCTCTT- - CGITCOC- - - - - - - - - ACACCATTTCTAAG- TOGTATCAATTTCA: - - - - - TTAAGICTTC
Fol uf 001”2 TGATOCCATCTOCT- - < - = - = - - - - - TCCTTACCCTC- - CTCTCT- - - - - - - - - ATACCCTTTTCAAA- TOOCTCCATCCTCG - - - - - TTAAATCTTA
Fol uf ~002_2 TGATCCCATCTOCT- - - - -« -« - - - - - TCCTTACCCTC- - CTCTCT- - - - - - - - - ATACCCTTTTCAAA- TCOCTCCATCCTCG - - - - - TTAAATCTTA
Fol uf _001_1 ATATCCCATCTTCTTGTCCCATCTCOCTCTTTTCTCTT- - GITTTC - - - - - - - - ACAGCATTACCAAA- CTACACCATCCTCG: - - - - - TTGAAGCTTC
Fol uf 0021 ATATCOCATCTTCTTGTCOCATCTCCCTCTTTTCTCTT- - GITTTG - - - - - - - - ACAGCATTACCAAA- CTACACCATCCTCG - - - - - TTGAAGCTTC
FOM NZ009"  <-ms-mommmeemamaeoaoon TCTTTCCTCTT- - TTTOOC- - - - = - == - - - - CCTTGGCTTAG- ACAGGGCAAT CTAAGGCACCCCACTGTTAC
Fom n_011 ----- TGCTCTCTT- - - =< === e e m e e - - TOCT- - CTTTTT------ - -- COCCCTTGGCTTAG ACAGGGCAATCTAAGGCACCCCACTGTTAC
Fopi s_HDV247_0  GAAGOCOGGCAATG - - - - < - = - - - - - TAGTTGOCAT TGGCACCCAGAACGCT GAACGGCAT CTCT GGGACCACGGAAGCGOCGGAGGAATTAAAGTTTT
Fopi S_HDV247_1 TAATGCOGACAGG: - - - - -« - == - - - CGAGGACGCAT- - GGTGCATGAGOGAAGAGACCTTGTACGRA: - - - - - - - AGCOCCGGAGGAATTAAAGTTTT
Fopi S_HDV247_2 TAATGCOGACAGC: - - - - =< -« - - - - CGAGGACGCAT- - GGTGCATGAGCGAAGAGACCTTGTACGGRA: - - - - - - - AGCOCOGGAGGAATTAAAGTTTT
Fot ul _Tu67_0 e GTACCCTGGTCTGG TCGTG - - =< - =< = - =< wm e mm - e -

For ap_PHWBT5  AGATCCCATATTCT------------- TOCATACTCTT- - CTTTCC - - - - - - - - ACACCCTTTCCAA- - TCOCATCAT,

Forcu_016_1 A ATOCCATCTCCT------------- TCAATTCTCTT- - CTCTQC- - - - - - - - - ACACCCTTTOCNNN- NNNNNNNNNNRE - - - - - - - - - - - - - - - - -

Fom n_016_1  A- ATOCCATCTCCT------------- TCAATTCTCTT- - CTCTQG- - - - - - - - - ACACCCTTTCCTAG TOCCATCAQCCTCA: - - - - - TTGAAGTTTG
Fom n_006_1 A ATOCCATCTCCT------------- TCAATTCTCTT- - CTCTQG- - - - - - - - - ACACCCTTTCCTAG TCCCATCAQCCTCA: - - - - - TTGAAGTTTO
Fom n_001_1 A ATCCCATCTCCT-------=----- TCAATTCTCTT- - CTCTCC- - - - - - - - - ACACCCTTTCCTAG TCCCATCAQCCTCA: - - - - - TTGAAGTTTO
Fom n_004_1 A ATCCCATCTCCT-------=----- TCAATTCTCTT- - CTCTCC- - - - - - - - - ACACCCTTTCCTAG TOCCATCAQCCTCA: - - - - - TTGAAGTTTO
Fom n_005_1 A ATCCCATCTCCT-----=-=----- TCAATTCTCTT- - CTCTCC- - - - - - - - - ACACCCTTTCCTAG- TOOCATCAQCCTCA: - - - - - TTGAAGTTTO
Fom n_013"1 A ATCCCATCTCCT-------=----- TCAATTCTCTT- - CTCTCC- - - - = - - - - ACACCCTTTCCTAG TOOCATCAQCCTCA: - - - - - TTGAAGTTTG
Forcu_024_1 A ATCCCATCTCCT-------=----- TCAATTCTCTT- - CTCTQG- - - - - - - - - ACACCCTTTCCTAG TOOCATCAQCCTCA: - - - - - TTGAAGTTTO
Foni v_005~ A ATCCCATCTCCT-------=----- TCAATTCTCTT- - CTCTQG- - - - - - - - - ACACCCTTTCCAAG- TOCCATCAQCCTCA: - - - - - TTGAAGTTTO
Foniv_010 A ATCCCATCTCCT------------- TCAATTCTCTT- - CTCTCC- - - - - - - - - ACACCCTTTCCAAG TCCCATCAQCCTCA: - - - - - TTGAAGTTTO
Foniv_020 A ATCCCATCTCCT-------=----- TCAATTCTCTT- - CTCTCC- - - - - - - - - ACACCCTTTCCAAG- TOCCATCAQCCTCA: - - - - - TTGAAGTTTO
Fol uf Z002_0 A ATCCCATCTCCT-------=----- TCAATTCTCTT- - CTCTCC- - - - - - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAGTTTO
Forom 001~ A- ATOCCATCTCCT-- - --<-=----- TCAATTCTCTT- - CTCTCC- - - - = - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAGTTTG
Foluf _001_0 A ATOCCATCTCCT-------=----- TCAATTCTCTT- - CTCTQG- - - - - - - - - ACACCCTTTCCAAG- TOCCATCAQCCTCA: - - - - - TTGAAGTTTO
Formom 004~ A ATCCCATCTCCT- - - -« -=----- TCAATTCTCTT- - CTCTQG- - - - - - - - - ACACCCTTTCCAAG- TOCCATCAQCCTCA: - - - - - TTGAAGTTTO
Folag_002_1 A ATCCCATCTCCT------------- TCAATTCTCTT- - CTCTCC- - - - - - - - - ACACCCTTTCCAAG TCCCATCAQCCTCA: - - - - - TTGAAGTTTO
Foniv_015~ A ATCCCATCTCCT-------=----- TCAATTCTCTT- - CTCTCC- - - - - - - - - ACACCCTTTCCAAG TOCCATCAQCCTCA: - - - - - TTGAAGTTTO
Foniv_021 A ATOCCATCTCCT-------=----- TCAATTCTCTT- - CTCTCC- - - - - - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAGTTTO
Foniv_037 A ATOCCATCTCCT------------- TCAATTCTCTT- - CTCTCC- - - - = - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAGTTTG
Focuc_011 A ATOCCATCTCCT-------=----- TCAATTCTCTT- - CTCTQG- - - - - - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAGTTTO
Focuc_035 A ATCCCATCTCCT-------=----- TCAATTCTCTT- - CTCTQG- - - - - - - - - ACACCCTTTCCAAG- TOCCATCAQCCTCA: - - - - - TTGAAGTTTO
Focuc_037_0 A ATCCCATCTCCT------------- TCAATTCTCTT- - CTCTCC- - - - - - - - - ACACCCTTTCCAAG TCCCATCAQCCTCA: - - - - - TTGAAGTTTO
Focuc_001~ A ATCCCATCTCCT-------=----- TCAATTCTCTT- - CTCTCC- - - - - - - - - ACACCCTTTCCAAG- TOCCATCAQCCTCA: - - - - - TTGAAGTTTO
Focuc_013 A ATCCCATCTCCT-------=----- TCAATTCTCTT- - CTCTCC- - - - = - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAGTTTO
Focuc_015 A ATOCCATCTCCT-------=----- TCAATTCTCTT- - CTCTCC- - - - = - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAGTTTO
Folag—001 A ATOCCATCTCCT------------- TCAATTCTCTT- - CTCTQG- - - - - - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAGTTTO
Fol ag_005_1 A ATOCCATCTCCT-- - ---------- TCAATTCTCTT- - CTCTQG- - - - - - - - - ACACCCTTTCCAAG- TOCCATCAQCCTCA: - - - - - TTGAAGTTTO
Foni v_002 - - TCAATTCTCTT- - CTCTCC- - - - - - - - - ACACCCTTTCCAAG- TCCCATCAQ -- TTGAAGTTTO
Foni v_013 - - TCAATTCTCTT- - CTCTCC- - - - - - - - - ACACCCTTTCCAAG- TCOCATCAQ - - TTGAAGTTTO
Foniv_019 A ATCCCATCTCCT-------=----- TCAATTCTCTT- - CTCTCC- - - - = - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAGTTTO
Focuc_018 A ATOCCATCTCCT------------- TCAATTCTCTT- - CTCTQC- - - - - - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAGTTTG
Focuc_021 A ATOCCATCTCCT-------=----- TCAATTCTCTT- - CTCTQG- - - - - - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAGTTTO
Focuc_030 A ATCCCATCTCCT- - - --=----- TCAATTCTCTT- - CTCTQG- - - - - - - - - ACACCCTTTCCAAG- TOCCATCAQCCTCA: - - - - - TTGAAGTTTO
Fol ag—002_0  AGGTCCCATCTCCT------------- TCAATTCTCCT- - CTTTCC- - - - - - - - - ACACCCTTTCCAAG TCCCATCAQCCTCA: - - - - - TTGAAGTTTO
Fol ag—004~ AGGTCCCATCTCCT------------- TCAATTCTCCT- - CTTTCC - - - - - - - - ACACCCTTTCCAAG- TOCCATCAQCCTCA: - - - - - TTGAAGTTTO
Fol ag—005_0  AGGTCCCATCTCCT------------- TCAATTCTCCT- - CTTTCC- - - - - - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAGTTTO
Forcu 0310  AGATOCCATCTCCT-------=----- TCAATTCTCCT- - CTTTCC- - - - - - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAATTTO
Forcu 0240  AGATOCCATCTCCT------------- TCAATTCTCCT- - CTTTCG - - - - - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAATTTG
Forcu 016 0  AGATOCCATCTCCT------------- TCAATTCTCCT- - CTTTCG - - - - - - - - ACACCCTTTCCAAG- TOCCATCAQCCTCA: - - - - - TTGAAATTTO
Fom n_016_ 0  AGATOCCATCTCCT-------=----- TCAATTCTCCT- - CTTTCG - - - - - - - - ACACCCTTTCCAAG TCCCATCAQCCTCA: - - - - - TTGAAATTTO
Fom n_005_0  AGATCCCATCTCCT-------=----- TCAATTCTCCT- - CTTTCC - - - - - - - - ACACCCTTTCCAAG- TOCCATCAQCCTCA: - - - - - TTGAAATTTO
Fom n_001_0  AGATCCCATCTCCT-------=----- TCAATTCTCCT- - CTTTCC- - - - - - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAATTTO
Fom n_0040  AGATOCCATCTCCT------------- TCAATTCTCCT- - CTTTCC - - - - - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAATTTO
Fom n_006_0  AGATOCCATCTCCT------------- TCAATTCTCCT- - CTTTQG - - - - - - - - ACACCCTTTCCAAG- TOOCATCAQCCTCA: - - - - - TTGAAATTTO
Fom n_012°0  AGATCCCATCTCCT- - ----------- TCAATTCTCCT- - CTTTCG - - - - - - - - ACACCCTTTCCAAG- TOCCATCAQCCTCA: - - - - - TTGAAATTTO
Fom n_013°0  AGATCCCATCTCCT-- - ---=----- TCAATTCTCCT- - CTTTCG - - - - - - - - ACACCCTTTCCAAG- TCOCATCAJCCTCA: - - - - - TTGAAATTTO
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Fotul _Tu67_1 AACATGAAATTCCTTACTGICC- - - - TCGCCTTTGICTTTACT- - - - GGCCTGECCCTAG - - - - - === - == -=----- CTACCAAGCCTGACCCACCTGG
Fol ag_002_2 AACATGAGATGCCTTACTGICC- - - - TCGCCTTTGICTTTACT- - - - GGCCTGECCCTAG - - - - - - ------=----- CTACCAAGCCTCACCCACCTGG
Focuc_037_1 AACATGAGATGCCTTACTGICC- - - - TCGCCTTTGICTTTACT- - - - GGCCTGECCCTAG - - - -------------- CTACCAAGCCTCACCCACCTGG
Fom n_012_1 AACATGAGATGCCTTACTGICC- - - - TCGCCTTTGICTTTACT- - - - GBGCCTGECCCTAG - - --------------- CTACCAAGCCTCACCCACCTGG
Fol uf _001_3 AACATGAGATGCCTTACTGICC- - - - TCGCCTTTGICTTTACT- - - - GGCCTGECCCTAG - - - - ----=--------- CTACCAAGCCTCACCCACCTGG
Fom n_013_2 AACATGAGATGCCTTACTGICC- - - - TCGCCTTTGICTTTACT- - - - GGCCTGECCCTAG - - - === === === ==~ -~ CTACCAAGCCTCACCCACCTGG
Fom n_001_2 AACATGAGATGCCTTACTGICC- - - - TCGCCTTTGICTTTACT- - - - GGCCTGECCCTAG - - - - - === === - ==~ -~ CTACCAAGCCTCACCCACCTGG
Fom n_004_2 AACATGAGATGCCTTACTGICC- - - - TCGCCTTTGICTTTACT- - - - GGCCTGECCCTAG - - - - - - - ---------- CTACCAAGCCTCACCCACCTGG
Fom n_005_2 AACATGAGATGCCTTACTGICC- - - - TCGCCTTTGICTTTACT- - - - GGCCTGECCCTAG - - --------------- CTACCAAGCCTCACCCACCTGG
Fom n_006_2 AACATGAGATGCCTTACTGICC- - - - TCGCCTTTGICTTTACT- - - - GGCCTGECCCTAG - - - -------------- CTACCAAGCCTCACCCACCTGG
Fom n_016_2 AACATGAGATGCCTTACTGICC- - - - TCGCCTTTGICTTTACT- - - - GGCCTGECCCTAG - - - - ----=--------- CTACCAAGCCTCACCCACCTGG
Forcu_016_2 AACATGAGATGCCTTACTGICC- - - - TCGCCTTTGICTTTACT- - - - GGCCTGECCCTAG - - - == === === ===~ -~ CTACCAAGCCTCACCCACCTGG
Forcu_024_2 AACATGAGATGCCTTACTGICC- - - - TCGCCTTTGICTTTACT- - - - GGCCTGECCCTAG - - - - - === === -=--- -~ CTACCAAGCCTCACCCACCTGG
Forcu_031_1 AACATGAGATGCCTTACTGICC- - - - TCGCCTTTGICTTTACT- - - - GGCCTGECCCTAG - - - - - - ----------- CTACCAAGCCTCACCCACCTGG
Fol uf _001_2 AGCATGAGATTCCTTACTGICC- - - - TCGCCTTTGICTCTACC- - - - GGTCTGECCCTAG - - --------------- CCACCAAGCCAATCCCACGCAA
Fol uf _002_2 AGCATGAGATTCCTTACTGICC- - - - TCGCCTTTGICTCTACC- - - - GGTCTGECCCTAG - - --------------- CCACCAAGCCAATCCCACGCAA
Fol uf _001_1 AACATGAGGITCCTCACTCTCC- - - - TCGCTTTTGITTCTGCG: - - - GCTCTGECGCTAA- - - - - - - - - - - - - - - - - - CCACTAATCCAATCCAACATAA
Fol uf _002_1 AACATGAGGI TCCTCACTCTCC- - - - TCGCTTTTGITTCTGCC- - - - GCTCTGECCCTAA- - - - == == === - - - - - - CCACTAATCCAATCCAACATAA
Form n_009 AACAT- AAAGGCTCCGCTATTTAGAATTCCTTCTATTGCTATTTTAAACTTTAAAAGC- - - - - - - == - - - oo o - - - CCCTTAATTAGCGITTCCTTTG
Fom n_011 AACAT- AAAGGCTCCGCTATTTAGAATTCCTTCTATTGCTATTTTAAACTTTAAAAC- - - - - - - - - - - - o oo - - - CCCTTAATTAGCGITTCCTTTG
Fopi s_HDV247_0 ATTAGTAGCGIG ------------- TCAGCCAGGIC---------- AGCTAAGICCCGG - ---------------- CCGGGAATTCACTCGGCTTTCA
Fopi s_HDV247_1 ATTAGTAGCGIG ------------- TCAGCCAGGIC---------- AGCTAAGICCCCG - ----=--=---=------- CCGGGAATTCACTCGGCTTTCA
Fopi s_HDV247_2 ATTAGTAGGGIC ------------- TCAGGCAGGTIG- - -------- AGCTAAGIGCCGG - - - === =---=-------- CCGGGAATTCACTCGGCTTTCA
Fotul _TUB7_0  -------momomoom oo oo o G ---CCTGTGAG- - - - - - - === mmmm e oo e oo - ACACCAAGCCAATCCAACTTGG
For ap_PHW815 ATGAGATTCCTCACTCTCC- - - - TCGCTTTTGICTCTATC- - - - GCTCTGGCGCTAGCCACCAAGCCAATCCAACCCACCAAGCCAATCCAACTTGG
Forcu_016_1  [f---fF--------mmmommm oo NN- - - - NNNNNNGCGCTGG: - - - - - === === == - - - - CCACCAAGCCAGTCCAACTTGG
Fom n_016_1 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTAGCCCTGG - ---------------- CCACCAAGCCAGTCCAACTTGG
Fom n_006_1 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTAGCCCTGG - ---------------- CCACCAAGCCAGTCCAACTTGG
Fom n_001_1 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC:- - - - GCTCTAGCCCTGG - - - - - == === - === - - - CCACCAAGCCAGTCCAACTTGG
Fom n_004_1 GAAATTCCTCACTCTCGC- - - - TCGCTTCTGICTCTATC- - - - GCTCTAGCGCTGG - - - - === === === -~ -~ CCACCAAGCCAGTCCAACTTGG
Fom n_005_1 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTAGCGCTGG - - - - === === === -~ -~ CCACCAAGCCAGTCCAACTTGG
Fom n_013_1 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTAGCCCTGG - - - - ------------~- CCACCAAGCCAGTCCAACTTGG
Forcu_024_1 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTAGCCCTGG - ---------------~- CCACCAAGCCAGTCCAACTTGG
Foni v_005 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - - - - == ------ -~ CCACCAAGCCAGTCCAACTTGG
Foni v_010 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC:- - - - GCTCTGECCCTGG - - - - - == === === == - - CCACCAAGCCAGTCCAACTTGG
Foni v_020 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - == === === - - - - - CCACCAAGCCAGTCCAACTTGG
Fol uf _002_0 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - == === === - - - - - CCACCAAGCCAGTCCAACTTGG
Fonom 001 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - - - - == ------ -~ CCACCAAGCCAGTCCAACTTGG
Fol uf _001_0 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - - - - -------- -~ CCACCAAGCCAGTCCAACTTGG
Fonom 004 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC:- - - - GCTCTGECCCTGG - - - - ------------- CCACCAAGCCAGTCCAACTTGG
Fol ag_002_1 GAAATTCCTCACTCTCGC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - - - - ---=------- CCACCAAGCCAGTCCAACTTGG
Foni v_015 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - === === === - - - - CCACCAAGCCAGTCCAACTTGG
Foni v_021 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - == === === - - - - - CCACCAAGCCAGTCCAACTTGG
Foni v_037 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - - - - == ------ -~ CCACCAAGCCAGTCCAACTTGG
Focuc_011 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - - - - -------- -~ CCACCAAGCCAGTCCAACTTGG
Focuc_035 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC:- - - - GCTCTGECCCTGG - - - - - - - == -------- CCACCAAGCCAGTCCAACTTGG
Focuc_037_0 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - - == === === == - - CCACCAAGCCAGTCCAACTTGG
Focuc_001 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - == === === - - - - - CCACCAAGCCAGTCCAACTTGG
Focuc_013 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - == === === - - - - - CCACCAAGCCAGTCCAACTTGG
Focuc_015 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - - - - == ------ -~ CCACCAAGCCAGTCCAACTTGG
Fol ag_001 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - - - - == ------ -~ CCACCAAGCCAGTCCAACTTGG
Fol ag_005_1 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC:- - - - GCTCTGECCCTGG - - - - - - - == ------ -~ CCACCAAGCCAGTCCAACTTGG
Foni v_002 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGGCCCTGG - - - - - CCACCAAGCCAGT CCAACTTGG
Foni v_013 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGGCCCTGG - - - - - CCACCAAGCCAGICCAACTTGG
Foni v_019 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - == === === - - - - - CCACCAAGCCAGTCCAACTTGG
Focuc_018 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - - - === - ----- -~ CCACCAAGCCAGTCCAACTTGG
Focuc_021 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - ------------~- CCACCAAGCCAGTCCAACTTGG
Focuc_030 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - ------------- CCACCAAGCCAGTCCAACTTGG
Fol ag_002_0 GAAATTCCTCACTCTCGC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - == - ---=------- CCACCAAGCCAGTCCAACTTGG
Fol ag_004 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - == === === - - - - - CCACCAAGCCAGTCCAACTTGG
Fol ag_005_0 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - === === === - - - - CCACCAAGCCAGTCCAACTTGG
Forcu_031_0 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - - - - =--=----- -~ CCACCAAGCCAGTCCAACTTGG
Forcu_024_0 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - - - - - ------- -~ CCACCAAGCCAGTCCAACTTGG
Forcu_016_0 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC:- - - - GCTCTGECCCTGG - - - - - - - == ------ -~ CCACCAAGCCAGTCCAACTTGG
Fom n_016_0 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC:- - - - GCTCTGECCCTGG - - - - - == === === == - - CCACCAAGCCAGTCCAACTTGG
Fom n_005_0 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - == === === - - - - - CCACCAAGCCAGTCCAACTTGG
Fom n_001_0 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - == - === === - - - - CCACCAAGCCAGTCCAACTTGG
Fom n_004_0 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECCCTGG - - - - - - - == ------ -~ CCACCAAGCCAGTCCAACTTGG
Fom n_006_0 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC:- - - - GCTCTGECCCTGG - - - - - - - == -------~- CCACCAAGCCAGTCCAACTTGG
Fom n_012_0 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC:- - - - GCTCTGECCCTGG - - - - - - - == -------- CCACCAAGCCAGTCCAACTTGG
Fom n_013_0 GAAATTCCTCACTCTCC- - - - TCGCTTCTGICTCTATC- - - - GCTCTGECECTGG - - - - === == === == - - - CCACCAAGCCAGTCCAACTTGG
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Fotul _Tu67_1
Fol ag_002_2
Focuc_037_1
Fom n_012_1
Fol uf _001_3
Fom n_013_2
Fom n_001_2
Fom n_004_2
Fom n_005_2
Fom n_006_2
Fom n_016_2
Forcu_016_2
Forcu_024_2
Forcu_031_1
Fol uf _001_2
Fol uf _002_2
Fol uf _001_1
Fol uf _002_1
Fom n_009
Fom n_011
Fopi s_HDV247_0
Fopi s_HDV247_1
Fopi s_HDV247_2
Fot ul _Tu67_0
For ap_PHWB15
Forcu_016_1
Fom n_016_1
Fom n_006_1
Fom n_001_1
Fom n_004_1
Fom n_005_1
Fom n_013_1
Forcu_024_1
Foni v_005
Foni v_010
Foni v_020
Fol uf _002_0
Fonom 001
Fol uf _001_0
Fonom 004
Fol ag_002_1
Foni v_015
Foni v_021
Foni v_037
Focuc_011
Focuc_035
Focuc_037_0
Focuc_001
Focuc_013
Focuc_015
Fol ag_001
Fol ag_005_1
Foni v_002
Foni v_013
Foni v_019
Focuc_018
Focuc_021
Focuc_030
Fol ag_002_0
Fol ag_004
Fol ag_005_0
Forcu_031_0
Forcu_024_0
Forcu_016_0
Fom n_016_0
Fom n_005_0
Fom n_001_0
Fom n_004_0
Fom n_006_0
Fom n_012_0
Fom n_013_0

CACTGAGCAAGECGIT- - - - - - - ACTGACTCTTCGCTGGAGCAAAT TGCACGGCATGACGT TGAGAATATAGACT CTGAGT CCGT CCAGTATGT TACAAC
CACTGAGCAAGECCCT- - - - - - - ACTGACTCTTCGCTGGAGCATAT TGCACGCCATGACGT TGAAAATGTAGACT CTGACT CCGT CAAGTATGT TACAAC
CACTGAGCAAGECCCT- - - - - - - ACTGACTCTTCGCTGGAGCATAT TGCACGCCATGACGT TGAGAATGTAGACT CTGACT CCGT CAAGTATGI TACAAC
CACTGAGCAAGECCCT- - - - - - - ACTGACTCTTCGCTGGAGCATAT TGCACGCCATGACGT TGAGAATGTAGACT CTGACT CCGT CAAGTATGT TACAAC
CACTGAGCAAGGECCCT- - - - - - - ACTGACTCTTCGCTGGAGCATATTGCACGCCATGACGT TGAGAATGTAGACT CTGACTCCGT CAAGTATGT TACAAC
CACTGAGCAAGGCCCT- - - - - - - ACTGACT CTTCGCTGGAGCATATTGCACGCCATGACGT TGAGAATGTAGACT CTGACTCCGT CAAGTATGT TACAAC
CACTGAGCAAGECCCT - - - - - - - ACTGACTCTTCGCTGGAGCATATTGCACGCCATGACGT TGAGAATGTAGACT CTGACT CCGT CAAGTATGI TACAAC
CACTGAGCAAGECCCT- - - - - - - ACTGACTCTTCGCTGGAGCATAT TGCACGCCATGACGT TGAGAATGTAGACT CTGACT CCGT CAAGTATGT TACAAC
CACTGAGCAAGECCCT- - - - - - - ACTGACTCTTCGCTGGAGCATAT TGCACGCCATGACGT TGAGAATGTAGACT CTGACT CCGT CAAGTATGI TACAAC
CACTGAGCAAGGECCCT- - - - - - - ACTGACTCTTCGCTGGAGCATAT TGCACGCCATGACGT TGAGAATGTAGACT CTGACT CCGT CAAGTATGT TACAAC
CACTGAGCAAGGECCCT- - - - - - - ACTGACT CTTCGCTGGAGCATATTGCACGCCATGACGT TGAGAATGTAGACT CTGACTCCGT CAAGTATGT TACAAC
CACTGAGCAAGGCCCT- - - - - - - ACTGACTCTTCGCTGGAGCATATTGCACGCCATGACGT TGAGAATGTAGACT CTGACTCCGT CAAGTATGT TACAAC
CACTGAGCAAGECCT- - - - - - - ACTGACTCTTCGCTGGAGCATATTGCACGCCATGACGT TGAGAATGTAGACT CTGACT CCGT CAAGTATGI TACAAC
CACTGAGCAAGECCCT- - - - - - - ACTGACTCTTCGCTGGAGCATAT TGCACGCCATGACGT TGAGAATGTAGACT CTGACT CCGT CAAGTATGT TACAAC
CACTGAGCAGGGCACG- - - - - - - ACTGACTCTTCGCTGGAGCATGT TCCACGCAATAGCGT TGATAATGTAAACGCTAAGT CCATCAAGTATGT TACAGC
CACTGAGCAGGGCACG- - - - - - - ACTGACTCTTCGCTGGAGCATGTI TCCACGCAATAGCGT TGATAATGT AAACGCTAAGT CCATCAAGTATGT TACAGC
TGCTGAGGGAGACACT- - - - - - - ATTGATCCCTCGI TGGAGCT CATTCCGCAGGATAACATTGAGAATACAGGECT TTGGGT CCGT CAACTATGT CACAGC
TGCTGAGGGAGACACT- - - - - - - ATTGATCCCTCGI TGGAGCT CATTCCGCAGGATAACATTGAGAATACAGGCT TTGGGT CCGT CAACTATGT CACAGC
CATG-------- CITT------- CTTTCTCCTCCAGTAAA- - - - - - - - CACCACATTG- ATTGTGAATACAGACCCT GGGT CCGTCAAGTATGT CACTAC
CATG-------- CITT------- CTTTCTCCTCCAGTAAA- - - - - - - - CACCACATTG- ATTGTGAATACAGACCCT GGGT CCGTCAAGTATGT CACTAC
CTAAAAGT AAGGCCCCTAAAGGGACGCACCTTTTGCTTTCTGICT TCTAATGATACT GTATTGT GAATACT GACCCT GGGT CCGT CAATTATGT CACAAC
CTAAAAGT AAGGCCCCTAAAGGGACGCACCTTTTCCT- - - - - TTCTGICTTCTAATGATAT TGT GAATCCTGACCCT GGGT CCGT CAATTATGT CACAAC
CTAAAAGT AAGGCCCCTAAAGGGACGCACCTTTTGCT- - - - - TTCTGICTTCTAATGATATTGTGAATACT GACCCTGGGTCCGT CAATTATGT CACCAC
TACTGAGCAAGACCCT- - - - - - - ATTGATCCTTCGCTGGAGCT TATTCCACGCAAT GCCAT TGAGAATACAGGCCCT GGGT CCGT CAAGTATGTCACAAC
CACTGAGCAAGACCCG- - - - - - - ATTGATCCT TCGCTGGAGCCTATCCCACGCGAT GGCAT TGAGAATAAAGACCCT CGGT CTGT CAAGTATGI CACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGT TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGIT CACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGT CACAAC
TACTGGECAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACGCAATGGT AT TGAGAATACAGACCCT GGGT CCGT CAAGTATGTCACAAC
TACTGGECAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACGCAATGGT AT TGAGAATACAGACCCT GGGT CCGT CAAGT ATGTCACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAAT GGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGI CACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGI CACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGT CACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGT TACAAC
TACTGGECAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACGCAATGGT AT TGAGAATACAGACCCT GGGTCCGT CAAGTATGT TACAAC
TACTGGECAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACGCAATGGT AT TGAGAATACAGACCCT GGGTCCGT CAAGTATGT TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAAT GGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGI TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGI TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGI TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGT TACAAC
TACTGGECAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACGCAATGGT AT TGAGAATACAGACCCT GGGTCCGT CAAGTATGT TACAAC
TACTGGECAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACGCAATGGT AT TGAGAATACAGACCCT GGGTCCGT CAAGTATGT TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGI TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGI TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGI TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGT TACAAC
TACTGGECAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACGCAATGGT AT TGAGAATACAGACCCT GGGTCCGT CAAGTATGT TACAAC
TACTGGECAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACGCAATGGT AT TGAGAATACAGACCCT GGGTCCGT CAAGTATGT TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGI TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGT TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGI TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGT TACAAC
TACTGGECAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACGCAATGGT AT TGAGAATACAGACCCT GGGTCCGT CAAGTATGT TACAAC
TACTGGECAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACGCAATGGT AT TGAGAATACAGACCCT GGGTCCGT CAAGTATGT TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGI TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGI TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGI TACAAC
TACTGGGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACGCAATGGTAT TGAGAATACAGACCCT GGGT CCGT CAAGTATGT TACAAC
TACTGAGCAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACTCAATAGT ATTGAGAATACAGACCCT GGGTCCGT CAAGTATGTCACAAC
TACTGAGCAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACTCAATAGT ATTGAGAATACAGACCCT GGGT CCGT CAAGT ATGTCACAAC
TACTGAGCAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACT CAATAGT AT TGAGAATACAGACCCT GGGT CCGT CAAGTATGI CACAAC
TACTGAGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACACAATGGTAT TGAGAATACAGACCCT GGGT CCCTCAAGTATGI TACAAC
TACTGAGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACACAATGGTAT TGAGAATACAGACCCT GGGT CCCTCAAGTATGI TACAAC
TACTGAGCAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACACAATGGTAT TGAGAATACAGACCCT GGGT CCCTCAAGTATGT TACAAC
TACTGAGCAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACACAATGGT AT TGAGAATACAGACCCT GGGTCCCTCAAGTATGT TACAAC
TACTGAGCAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACACAATGGT AT TGAGAATACAGACCCT GGGTCCCTCAAGTATGT TACAAC
TACTGAGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACACAATGGTAT TGAGAATACAGACCCT GGGT CCCTCAAGTATGI TACAAC
TACTGAGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACACAATGGTAT TGAGAATACAGACCCT GGGT CCCTCAAGTATGT TACAAC
TACTGAGCAAGACACT- - - - - - - ATTGATCCT TCGCTGGAGCCTATTCCACACAATGGTAT TGAGAATACAGACCCT GGGT CCCTCAAGTATGI TACAAC
TACTGAGCAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACACAATGGTAT TGAGAATACAGACCCT GGGT CCCTCAAGTATGT TACAAC
TACTGAGCAAGACACT- - - - - - - ATTGATCCTTCGCTGGAGCCTATTCCACACAATGGTATTGAGAATACAGACCCTGGGTCCCTCAAGTATGT TACAAC
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401

CTTCTCCCCCCCAT TGACCTATCT TGACAT GT CCCAGAGT TGT TAGAT CGGACGACCAGGCACCAT ATGGAGGECCT TGAAAAGCGTATAGATGGCATACC
CTTCCC- - CCCAATTGACCTATCT TAACAT GT CTCAGAGT TATTAGAT CGGACGACCAGGCACCATATGGAGGT CT TGAAAAGCGT CTAGATGGCATACC
CTCCC- - - CCCCAT TGACCTATCT TAACAT GT CTCAGAGT TATTAGAT CGGACGACCAGGCACCAT ATGGAGGCCT TGAAAAGCGTATAGATGGCATACC
CTCCC- - - CCCCAT TGACCTATCT TAACAT GT CTCAGAGT TATTAGAT CGGACGACCAGGCACCATATGGAGGCCT TGAAAAGCGTATAGATGGCATACC
CTCCC- - - CCCCATTGACCTATCTTAACATGT CTCAGAGT TATTAGAT CGGACGACCAGGCACCATAT GGAGGCCT TGAAAAGCGTATAGATGGCATACC
CTCCC- - - CCCCATTGACCTATCTTAACATGT CTCAGAGT TATTAGAT CGGACGACCAGGCACCATAT GGAGGCCT TGAAAAGCGTATAGATGGCATACC
CTCCC- - - CCCCATTGACCTATCT TAACAT GT CTCAGAGT TATTAGAT CGGACGACCAGGCACCATATGGAGGECCT TGAAAAGCGTATAGATGGCATACC
CTCCC- - - CCCCATTGACCTATCT TAACAT GT CTCAGAGT TATTAGAT CGGACGACCAGGCACCAT ATGGAGGCCT TGAAAAGCGTATAGATGGCATACC
CTCCC- - - CCCCAT TGACCTATCT TAACAT GT CTCAGAGT TATTAGAT CGGACGACCAGGCACCAT ATGGAGGCCT TGAAAAGCGTATAGATGGCATACC
CTCCC- - - CCCCAT TGACCTATCT TAACAT GT CTCAGAGT TATTAGAT CGGACGACCAGGCACCATATGGAGGCCT TGAAAAGCGTATAGATGGCATACC
CTCCC- - - CCCCATTGACCTATCTTAACATGT CTCAGAGT TATTAGAT CGGACGACCAGGCACCATAT GGAGGCCT TGAAAAGCGTATAGATGGCATACC
CTCCC- - - CCCCATTGACCTATCTTAACATGT CTCAGAGT TATTAGAT CGGACGACCAGGCACCATAT GGAGGCCT TGAAAAGCGTATAGATGGCATACC
CTCCC- - - CCCCATTGACCTATCT TAACAT GT CTCAGAGT TATTAGAT CGGACGACCAGGCACCATATGGAGGECCT TGAAAAGCGTATAGATGGCATACC
CTCCC- - - CCCCATTGACCTATCT TAACAT GT CTCAGAGT TATTAGAT CGGACGACCAGGCACCATATGGAGGCCT TGAAAAGCGTATAGATGGCATACC
TTTCTCTCCCAT- TTGATCCATCT TAACACGT TCCAGAGCT GT CAGGT TAGACGT TCAGGCATCGGAT GGAGACCT TGAAAAGCGCCT TAACGGCATTGA
TTTCTCTCCCAT- TTGATCCATCTTAACACGT TCCAGAGCTGT CAGGT TAGACGT TCAGGCATCGGAT GGAGACCT TGAAAAGCGCCT TAACGGCATTGA
CGTATTTACCCT- TTCATTGGTI C- TAACATGT CCCAGAGT GGCTACAACAGACCT CCAGACACCAGAT GGAGACCT TGAAAAGCGTGATGATGGTATTCC
CGTATTTACCCT- TTCATTGGT C- TAACATGT CCCAGAGT GGCTACAACAGACCT CCAGACACCAGAT GGAGACCT TGAAAAGCGTGATGATGGTATTCC
TTTCTCTCCCAC- TTTATCCATC- TAACAT GI' CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCAAAT GGAGGCCT TGAAAAGCGT CTTGATGGCATTCC
TTTCTCTCCCAC- TTTATCCATC- TAACAT GT CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCAAAT GGAGGCCT TGAAAAGCGT CTTGATGGCATTCC
TTTCTTTCCCCT- TTTATCCGIC- TAACATGTCCCAGAAT TGT CAGAT CAGACGT CAAGGCACCGGAT GGAGGCCT TGAAAAGCGT CTTGATGGCATTCA
TTTCTTTCCCCT- TTTATCCGTC- TAACAT GTCCCAGAAT TGT CAGAT CAGACGT CAAGGCACCGGAT GGAGGCCT TGAAAAGCGT CTTGATGGCATTCA
TTTCTTTCCCCT- TTTATCCGTC- TAACAT GT CCCAGAGT TGT CAGAT CAGACGT CAAGGCACCGGATGAAGGCCTTGAAAAGCGT CTTGATGGCATTCA
TTTCTCTCCCCC- TTTATCCATC- TAACATGTCCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT CTCGATGGCATTCC
TTTCTCTCCCCC- GT TATCCATC- TAACACGT CCCAGAGT TGT CAGAT CAGACGT CAAGGCACCGGAT GGAGGCCT TGTCAAGCGT CTTGATGGTATTGC
TTTCTGTATCCC- TTGATGTATC- TGACAT GT'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTTATGTATC- TAACATGTCCCAGAGT TGT CAGAT CAGACGT CCAGGCAACAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTTATGTATC- TAACAT GTCCCAGAGT TGT CAGAT CAGACGT CCAGGCAACAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTTATGTATC- TAACATGTCCCAGAGT TGT CAGAT CAGACGT CCAGGCAACAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTTATGTATC- TAACATGTCCCAGAGT TGT CAGAT CAGACGT CCAGGCAACAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTTATGTATC- TAACAT GI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCAACAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTTATGTATC- TAACAT GT CCCAGAGT TGT CAGAT CAGACGT CCAGGCAACAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTTATGTATC- TAACATGTCCCAGAGT TGT CAGAT CAGACGT CCAGGCAACAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACAT GTCCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGATGGAGGCCTTGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACAT GTCCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GT TGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACAT GT'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGATGGAGGCCTTGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACAT GTCCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GT TGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGTI CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGATGGAGGCCTTGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACAT GTCCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GT TGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGATGGAGGCCTTGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGTCCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GT TGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTGATGTATC- TGACATGI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTTATCCATC- TAACATGTCCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGATGGAGGCCTTGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTTATCCATC- TAACAT GT CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GTTGATGGCATTCC
TTTCTGTATCCC- TTTATCCATC- TAACAT GI'CCCAGAGT TGT CAGAT CAGACGT CCAGGCACCGGAT GGAGGCCT TGAAAAGCGT GT TGATGGCATTCC
TTTCTGTATCCC- TTTATGTATC- TAACATGT CCCAGAGT TGT CGGAT CAGACGT CCAGGCACCAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTTATGTATC- TAACAT GTCCCAGAGT TGT CGGAT CAGACGT CCAGGCACCAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTTATGTATC- TAACATGTCCCAGAGT TGT CGGAT CAGACGT CCAGGCACCAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTTATGTATC- TAACAT GTCCCAGAGT TGT CGGAT CAGACGT CCAGGCACCAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTTATGTATC- TAACAT GTCCCAGAGT TGT CGGAT CAGACGT CCAGGCACCAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTTATGTATC- TAACAT GI'CCCAGAGT TGT CGGAT CAGACGT CCAGGCACCAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTTATGTATC- TAACAT GT CCCAGAGT TGT CGGAT CAGACGT CCAGGCACCAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTTATGTATC- TAACATGTCCCAGAGT TGT CGGAT CAGACGT CCAGGCACCAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTTATGTATC- TAACAT GT'CCCAGAGT TGT CGGAT CAGACGT CCAGGCACCAAACGGAGGT CTCCAAAAGCGT CTTGATGGTATTCC
TTTCTGTATCCC- TTTATGTATC- TAACAT GTCCCAGAGT TGT CGGAT CAGACGT CCAGGCACCAAACGGAGGT CTCCAAAAGCGTCTTGATGGTATTCC
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501

GATTCC- - - TACCGGACCCAACCCCGAGCAGCT CACTAT GGCAGGAGT CCTCGT GTCATTCACCAT GGT CGGACAGT GGATAC- GGCAAGGAGGAGGCAG
AATTCC- - - TACCGGACCCAACCCCGAGCAGT TAACTATGGCAGGAGT CCTCGT GT CAT TCACCAT GGT CGGACAGCGGAT TC- GGAAAGAAGGAAGCAG
GATTCC- - - TACCGGACCCAACCCCGAGCAGT TAACTAT GGCAGGAGT CCTCGT GTCATTCACCAT GGT CGGACAGT GGATAC- GGAAAGAAGGAGGGAG
GATTCC- - - TACCGGACCCAACCCCGAGCAGT TAACTAT GGCAGGAGT CCTCGT GTCATTCACCAT GGT CGGACAGT GGATAC- GGAAAGAAGGAGGGAG
GATTCC- - - TACCGGACCCAACCCCGAGCAGT TAACTAT GGCAGGAGT CCTCGT GTCATTCACCATGGT CGGACAGT GGATAC- GGAAAGAAGGAGGGAG
GATTCC- - - TACCGGACCCAACCCCGAGCAGT TAACTAT GGCAGGAGT CCTCGT GT CATTCACCAT GGT CGGACAGT GGATAC- GGAAAGAAGGAGGGAG
GATTCC- - - TACCGGACCCAACCCCGAGCAGT TAACTAT GGCAGGAGT CCTCGT GTCATTCACCAT GGT CGGACAGT GGATAC- GGAAAGAAGGAGGGAG
GATTCC- - - TACCGGACCCAACCCCGAGCAGT TAACTAT GGCAGGAGT CCTCGT GTCATTCACCAT GGT CGGACAGT GGATAC- GGAAAGAAGGAGGGAG
GATTCC- - - TACCGGACCCAACCCCGAGCAGT TAACTAT GGCAGGAGT CCTCGT GTCATTCACCAT GGT CGGACAGT GGATAC- GGAAAGAAGGAGGGAG
GATTCC- - - TACCGGACCCAACCCCGAGCAGT TAACTAT GGCAGGAGT CCTCGT GTCATTCACCAT GGT CGGACAGT GGATAC- GGAAAGAAGGAGGGAG
GATTCC- - - TACCGGACCCAACCCCGAGCAGT TAACTAT GGCAGGAGT CCTCGT GTCATTCACCATGGT CGGACAGT GGATAC- GGAAAGAAGGAGGGAG
GATTCC- - - TACCGGACCCAACCCCGAGCAGT TAACTAT GGCAGGAGT CCTCGT GTCATTCACCAT GGT CGGACAGT GGATAC- GGAAAGAAGGAGGGAG
GATTCC- - - TACCGGACCCAACCCCGAGCAGT TAACTAT GGCAGGAGT CCTCGT GTCATTCACCAT GGT CGGACAGT GGATAC- GGAAAGAAGGAGGGAG
GATTCC- - - TACCGGACCCAACCCCGAGCAGT TAACTAT GGCAGGAGT CCTCGT GTCATTCACCAT GGT CGGACAGT GGATAC- GGAAAGAAGGAGGGAG
AGTTCCGTACAACAAT CCCAACCCCAAAGATATTCTTCTGGCAGGAGT CGTCGT GT CAT TTACCAT GGT CGGACAATGGAT TA- GGCAGGGAGGAGGCAG
AGTTCCGTACAACAAT CCCAACCCCAAAGATATTCTTCTGGCAGGAGT CGTCGT GT CAT TTACCAT GGT CGGACAATGGAT TA- GGCAGGGAGGAGGCAG
GGT TCCCTACAACGIT TCCCGGCCCGACAAACAT AGT TATAGCTGGAGT CACT GTGACATTTAT CATGGGCGGCAAAT GGATAA- GGGAAGGAACGAAAAA
GGI TCCCTACAACGT TCCCGECCCGACAAACATAGT TATAGCT GGAGT CACT GT GACAT T TAT CAT GGGCGGCAAATGGATAA- GGGAAGGAACGAAAAA
GGTCCCCTACAGC- - - - - - === === - - - - TAGTTTTAGCAAGAGT CACTGT GACAT T TAT CAT GGCCGGAAAGT GGGT AA- GGGAAGGAACGAACAA
GGTCCCCTACAGC- - - - - - === - - - - - - - - - TAGTTTTAGCAAGAGT CACTGT GACAT T TAT CAT GGCCGGAAAGT GGGT AA- GGGAAGGAACGAACAA
TGI TCCCTACAATGT TGCCGAGCT CCGACAGCTAGT TTTATCAGGT GTCACT GTGACAT TTATCATGGCCGGAAAGT GGGTAA- GGGAAGGAACGAACAG
TGT TCCCTACAATGT TGCCGAGCT CCGACAGCTAGT TTTATCAGGT GTCACT GTGACAT TTATCATGGCCGGAAAGT GBGTAA- GGGAAGGAACGAACAG
TGTTCCCTACAATGT TGCCGAGCT CCGACAGCTAGT TTTATCAGGT GT CACTGT GACATTTAT- ATGGCCGGAAAGT GGGTAA- GGGAAGGAACGAACAG
GGI'TCCCTACAACGT TGCCAACCCCACACAGCTAGI TTTAGCAGGGGT CGT CGT GTCATTCAACAT GGT CTTAAAGCAGGT AA- GGGAAGGAACGAACAA
GGTTCCCTACAACGT TGCCGACCCCCAACAGCTACTTTTAGCAG ACTCTCACA ARCATLLSTTCGAAAGT GGGTAA- AGGAAGGAGGACACAA
GGTCCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
TGTTCCCTACAACGT TCCCGGCCCCCAAGAGAT GCT CCTCCGAGHAAT GGTCGT GTCCT T TACCAT (5T CGGAAAGT GGGTAA- AGGAAGGAGGACACAG
TGTTCCCTACAACGT TCCCGGCCCCCAAGAGAT GCT CCTCCGAGHAAT GGTCGT GT CCT T TACCAT 5T CGGAAAGT GGGTAA- AGGAAGGAGGACACAG
TGITCCCTACAACGIT TCCCGGECCCCCAAGAGAT GCT CCTCGGAGHAAT GGT CGT GT CCT TTACCAT Q5T CGGAAAGT GGGTAA- AGGAAGGA- - - - - - - -

TGTTCCCTACAACGT TCCCGGCCCCCAAGAGAT GCTCCTCGGAGHAAT GGT CGT GT CCTTTACCAT 5T CGGAAAGT GGGTAA- AGGAAGGAGGACACAG
TGTTCCCTACAACGT TCCCGGCCCCCAAGAGAT GCT CCTCCGAGHAAT GGTCGT GTCCT T TACCAT (5T CGGAAAGT GGGTAA- AGGAAGGAGGACACAG
TGTTCCCTACAACGT TCCCGGCCCCCAAGAGAT GCT CCTCCGAGHAAT GGTCGT GTCCT T TACCAT 5T CGGAAAGT GGGTAA- AGGAAGGAGGACACAG
TGTTCCCTACAACGT TCCCGGCCCCCAAGAGAT GCT CCTCCGAGHAAT GGTCGT GTCCT T TACCAT (5T CGGAAAGT GGGTAA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGAT ACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGI'CCCCTACAACGT TGCTGACCCGCAACAGATACT CCT CGGAGEAAT GGT CGT GTCCT T TACCAT (5T CGGAAAGT GGGT AANNGGAAGGAGGACACAG
GGT CCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCTTTACCAT GI5T CGGAAAGT GGGT AA- TGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGAT ACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGI'CCCCTACAACGT TGCTGACCCGCAACAGATACT CCT CGGAGEAAT GGT CGT GTCCT T TACCAT (5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGT CCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCTTTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GIST CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGAT ACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGI'CCCCTACAACGT TGCTGACCCGCAACAGATACT CCT CGGAGEAAT GGT CGT GTCCT T TACCAT (5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGT CCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCTTTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGAT ACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GIST CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGI'CCCCTACAACGT TGCTGACCCGCAACAGATACT CCT CGGAGEAAT GGT CGT GTCCT T TACCAT (5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGT CCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCTTTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCTTTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGATACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GIST CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGTCCCCTACAACGT TGCTGACCCGCAACAGAT ACT CCTCGGAGGAAT GGT CGT GTCCT TTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACACAG
GGI'CCCCTACAACGT TCCCGECCCGCAACAGATACT CCT GGGAGEAAT GGT CGT GTCCT T TACCAT (5T CGGAAAGT GGGTAA- AGGAAGGAGGACATAA
GGT CCCCTACAACGT TCCCGGECCCGCAACAGATACT CCT GGGAGGAAT GGT CGT GTCCTTTACCAT GIST CGGAAAGT GGGT AA- AGGAAGGAGGACATAA
GGT CCCCTACAACGT TCCCGGECCCGCAACAGATACT CCT GGGAGGAAT GGT CGT GTCCTTTACCAT GI5T CGGAAAGT GGGT AA- AGGAAGGAGGACATAA
TGTTCCCTACAACGT TCCCGGCCCCCAAGAGAT GCTCCTCCGAGHAAT GGTCGT GTCCT T TACCAT 5T CCGAAAGT GGGTAA- AGGAAGGAAGACATAA
TGTTCCCTACAACGT TCCCGGCCCCCAAGAGAT GCT CCTCCGAGHAAT GGTCGT GTCCT T TACCAT (5T CGGAAAGT GGGTAA- AGGAAGGAAGACATAA
TGTTCCCTACAACGT TCCCGGCCCCCAAGAGAT GCT CCTCCGAGHAAT GGTCGT GTCCT T TACCAT 5T CGGAAAGT GGGTAA- AGGAAGGAAGACATAA
TGI TCCCTACAACGIT TCCCGGECCCCCAAGAGAT GCT CCTCGGAGEAAT GGT CGT GT CCTTTACCATQG5T CGGAAAGT GGGTAA- AGGAAGGAAGACATAA
TGTTCCCTACAACGT TCCCGGCCCCCAAGAGAT GCTCCTCGGAGHAAT GGTCGT GT CCTTTACCAT 5T CGGAAAGT GGGTAA- AGGAAGGAAGACATAA
TGTTCCCTACAACGT TCCCGGCCCCCAAGAGAT GCT CCTCCGAGHAAT GGTCGT GTCCTTTACCAT 5T CGGAAAGT GGGTAA- AGGAAGGAAGACATAA
TGTTCCCTACAACGT TCCCGGCCCCCAAGAGAT GCT CCTCCGAGHAAT GGTCGT GTCCT T TACCAT 5T CGGAAAGT GGGTAA- AGGAAGGAAGACATAA
TGTTCCCTACAACGT TCCCGGCCCCCAAGAGAT GCT CCTCCGAGHAAT GGTCGT GTCCT T TACCAT (5T CGGAAAGT GGGTAA- AGGAAGGAAGACATAA
TGTTCCCTACAACGT TCCCGGCCCCCAAGAGAT GCT CCTCCGAGHAAT GGTCGT GTCCT T TACCAT 5T CGGAAAGT GGGTAA- AGGAAGGA:- - - - - - - -

TGITCCCTACAACGT TCCCGGECCCCCAAGAGAT GCTCCTCGGAGEAAT GGTCGT GT CCTTTACCATG5T CGGAAAGT GGGTAA- AGGAAGGAAGACATAA
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Fotul _Tu67_1 TACTTTCAAATGGGT CTGCAAGCAAATTACCTTCCGTAACCCTGCTACCGT T- - - - - - - - - - - - AACAAGGT GGTCACCTTGACCTCGCAAGGECG - - - -
Fol ag_002_2 TACTTTAAAATACGT CTGCGAGCGAATTAACTTCCGTAATCCTACTACCGT T- - - - - - - - - - - - AACAAGGT GGTCACCTTGECCTCGCAAGGTG - - - -
Focuc_037_1 TACTTTAAAATACGT CTGCTCGCAAATTAACATCCGTAATCCTACTACCGTT- - - - - - - - - - - - AACAAGGT GGTCACCTTGECCTCGAAAGGTG - - - -
Fom n_012_1 TACTTTAAAATACGT CTGCTCGCAAATTAACATCCGTAATCCTACTACCGTT- - - - - - - - - - - - AACAAGGT GGTCACCTTGGCCTCGAAAGGTG - - - -
Fol uf _001_3 TACTTTAAAATACGT CTGCTCGCAAATTAACATCCGTAATCCTACTACCGT T- - - - - - - = - - - - AACAAGGT GGTCACCTTGGCCTCGAAAGGT G - - - -
Fom n_013_2 TACTTTAAAATACGT CTGCTCGCAAATTAACATCCGTAATCCTACTACCGTT- - - - - - - - - - - - AACAAGGT GGTCACCTTGECCTCGAAAGGT G - - - -
Fom n_001_2 TACTTTAAAATACGT CTGCTCGCAAATTAACATCCGTAATCCTACTACCGTT- - - - - - - - - - - - AACAAGGT GGTCACCTTGBCCTCGAAAGGT G - - - -
Fom n_004_2 TACTTTAAAATACGT CTGCTCGCAAATTAACATCCGTAATCCTACTACCGTT- - - - - - - - - - - - AACAAGGT GGTCACCTTGBCCTCGAAAGGTG - - - -
Fom n_005_2 TACTTTAAAATACGT CTGCTCGCAAATTAACATCCGTAATCCTACTACCGTT-- - - - - - - - - - - AACAAGGT GGTCACCTTGECCTCGAAAGGTG - - - -
Fom n_006_2 TACTTTAAAATACGT CTGCTCGCAAATTAACATCCGTAATCCTACTACCGTT- - - - - - - - - - - - AACAAGGT GGTCACCTTGGCCTCGAAAGGTG - - - -
Fom n_016_2 TACTTTAAAATACGT CTGCTCGCAAATTAACATCCGTAATCCTACTACCGI T- - - - - - - = - - - - AACAAGGT GGTCACCTTGGCCTCGAAAGGT G - - - -
Forcu_016_2 TACTTTAAAATACGT CTGCTCGCAAATTAACATCCGTAATCCTACTACCGTT- - - - - - - - - - - - AACAAGGT GGTCACCTTGECCTCGAAAGGT G - - - -
Forcu_024_2 TACTTTAAAATACGT CTGCTCGCAAATTAACATCCGTAATCCTACTACCGTT- - - - - - - - - - - - AACAAGGT GGTCACCTTGBCCTCGAAAGGT G - - - -
Forcu_031_1 TACTTTAAAATACGT CTGCTCGCAAATTAACATCCGTAATCCTACTACCGTT-- - - - - - - - - - - AACAAGGT GGTCACCTTGBCCTCGAAAGGTG - - - -
Fol uf _001_2 TGCTTATAGATACGT CTGCAAGAGCATTAAGT TCCATAACCCCACCGCAAGG: - - - - - - - - - - - AATAAGGT CATCACT TTGAT CGCGAACGGCGCCGCT
Fol uf _002_2 TGCTTATAGATACGT CTGCAAGAGCATTAAGT TCCATAACCCCACCGCAAGG: - - - - - - - - - - - AATAAGGT CATCACT TTGAT CGCGAACGGCGCCGCT
Fol uf _001_1 TGTTTATACATACGT CTGCCAGGGCAT TAACT TCACAAATACCAGCGCGAGG: - - - - - - = - - - - TCTAAGGT TGT CACTGTAATCGCGAACGGAG - - - -
Fol uf _002_1 TGTTTATACATACGT CTGCCAGGGCATTAACT TCACAAATACCAGCCCGAGG: - - - - - - - - - - - TCTAAGGT TGT CACTGTAATCGCGAACGGAG - - - -
Fom n_009 TGTTTACATATACATCTGCAAGGBGCACTAGCT TCACGAATCCCAGCGAGAGG: - - - - - - - - - - - CGTAAGGTCGT CACTTTGGT CGCAAACGGAG: - - - -
Fom n_011 TGTTTACATATACATCTGCAAGGGCATTAGCT TCATGAATCCCAGCGAGAGG - - - - - - - - - - - CGTAAGGTCGT CACTTTGGTCGCAAATGGAG: - - - -
Fopi s_HDV247_0 TGITTACAGATACATCTGTAAGGGCATTAACT TCGCGAATCCCACCGCGAAG: - - --------- CGTAAGGCCGT CACTTTGGTCGCGAACAGAG: - - - -
Fopi s_HDV247_1 TGITTACAGATACATCTGTAAGGGCATTAACTTCGCGAATCCCACCGCGAAG: - - - - - - - - - -~ CGTAAGGCCGT CACTTTGGTCGCGAACAGAG: - - - -
Fopi s_HDV247_2 TGITTACAGATACATCTGTAAGGGCAT TAACT TCGCGAAT CCCACCGCGAAT CCCACCGCGAAGCGTAAGGCCGT CATTTTGGT CGCGAACAGAG - - - -
Fotul _Tu67_0 TGTTTACAGATACATCTGCAACAGCATTAGCT TCGCGAATCCCAGCCCGAGG: - - - - - - - - - - - CGTAAGGT CATCAGT TTGGCCGCGAACGGAG: - - - -
For ap_PHWB15 TGTTTACAGACATATCTGTAACGGCGTCAGCTTCTATAATCCCACCTCAACT- - - - - - - - - - - - CGTAAGGTCGT CACTTTGGTCGCCAACGGTG- - - - -
Forcu_016_1 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Fom n_016_1 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAAGTCGTCACTTTGATCGCCAATGGIG- - - - -
Fom n_006_1 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT - - - - - = == - - - - CGTAAAGTCGTCACTTTGATCGCCAATGGIG- - - - -
o] 11 T 010l A A R
Fom n_004_1 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAAGTCGTCACTTTGATCGCCAATGGIG- - - - -
Fom n_005_1 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAAGTCGTCACTTTGATCGCCAATGGIG- - - - -
Fom n_013_1 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAAGTCGTCACTTTGATCGCCAATGGIG- - - - -
Forcu_024_1 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAAGTCGTCACTTTGATCGCCAATGGIG- - - - -
Foni v_005 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT - - - - - = - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Foni v_010 TGTTTACAGATACATCTGCAAGAGCAT TACCT TCACGAATCCCACCTCGACT - - - - - = - = - - - - CGTAAGGTCGT TACTTTGATCGCCAACGGTG- - - - -
Foni v_020 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT - - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Fol uf _002_0 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAGGTCGT TACTTTGATCGCCAACGGTG- - - - -
Formom 001 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Fol uf _001_0 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT - - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Fonom 004 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT - - - - - = - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Fol ag_002_1 TGTTTACAGATACATCTGCAAGAGCAT TACCT TCACGAATCCCACCTCGACT - - - - - = - = - - - - CGTAAGGTCGT TACTTTGATCGCCAACGGTG- - - - -
Foni v_015 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Foni v_021 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Foni v_037 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Focuc_011 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Focuc_035 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT - - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Focuc_037_0 TGTTTACAGATACATCTGCAAGAGCAT TACCT TCACGAATCCCACCTCGACT - - - - - = - = - - - - CGTAAGGTCGT TACTTTGATCGCCAACGGTG- - - - -
Focuc_001 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGIG- - - - -
Focuc_013 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAGGTCGT TACTTTGATCGCCAACGGTG- - - - -
Focuc_015 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Fol ag_001 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Fol ag_005_1 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT - - - - - = - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Foni v_002 TGTTTACAGATACATCTGCAAGAGCAT TACCT TCACGAATCCCACCTCGACT - - - - - = - = - - - - CGTAAGGTCGT TACTTTGATCGCCAACGGTG- - - - -
Foni v_013 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGIG- - - - -
Foni v_019 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Focuc_018 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT- - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Focuc_021 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT - - - - - - - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Focuc_030 TGTTTACAGATACATCTGCAAGAGCATTACCTTCACGAATCCCACCTCGACT - - - - - = - - - - - - CGTAAGGTCGTTACTTTGATCGCCAACGGTG- - - - -
Fol ag_002_0 TGTTTACAGATACATCT GCAAGAGCAT TAGCT TCGAGAACCACAGCGCGACT - - - - - = = = - - - - CGTAAAGTCGT CACTTTGATCGCCAACGGTG- - - - -
Fol ag_004 TGTTTACAGATACATCTGCAAGAGCATTAGCT TCGAGAACCACAGCGCGACT - - - - - - - - - - - - CGTAAAGTCGT CACTTTGATCGCCAACGGTG- - - - -
Fol ag_005_0 TGTTTACAGATACATCTGCAAGAGCATTAGCT TCGAGAACCACAGCGCGACT - - - - - - - - - - - - CGTAAAGTCGT CACTTTGATCGCCAACGGTG- - - - -
Forcu_031_0 TGTTTACAGATACATCTGCAAGAGCATTGGCT TCGAGAACCACAGCCCGACG: - - - - - - - - - - - CGTAAAGTCGT CACTGTGATCGCCAACGGTG- - - - -
Forcu_024_0 TGTTTACAGATACATCTGCAAGAGCATTGGCTTCGAGAACCACAGCCCGACG: - - - - - - - - - - - CGTAAAGTCGT CACTGTGATCGCCAACGGTG- - - - -
Forcu_016_0 TGTTTACAGATACATCTGCAAGAGCATTGGCTTCGAGAACCACAGCGCGACG: - - - - - - - - - - - CGTAAAGTCGT CACTGTGATCGCCAACGGTG- - - - -
Fom n_016_0 TGTTTACAGATACATCTGCAAGAGCATTGGCT TCGAGAACCACAGCCCGACG: - - - - - - - - - - - CGTAAAGT CGT CACT GT GATCGCCAACGGT G- - - - -
Fom n_005_0 TGTTTACAGATACATCTGCAAGAGCATTGGCT TCGAGAACCACAGCCCGACG: - - - - - - - - - - - CGTAAAGT CGT CACTGT GATCGCCAACGGT G- - - - -
Fom n_001_0 TGTTTACAGATACATCTGCAAGAGCATTGGCT TCGAGAACCACAGCCCGACG: - - - - - - - - - - - CGTAAAGT CGT CACTGT GATCGCCAACGGT G- - - - -
Fom n_004_0 TGTTTACAGATACATCTGCAAGAGCATTGGCT TCGAGAACCACAGCCCGACG: - - - - - - - - - - - CGTAAAGTCGT CACTGTGATCGCCAACGGTG- - - - -
Fom n_006_0 TGTTTACAGATACATCTGCAAGAGCATTGGCTTCGAGAACCACAGCECGACG: - - - - - - - - - - - CGTAAAGTCGT CACTGTGATCGCCAACGGTG- - - - -
FOM N_012_ 0 - - - - o m oo o m o oo m o e oo o o e e e e e e e e e e e e e e e e
Fom n_013_0 TGTTTACAGATACATCTGCAAGAGCATTGGCTTCGAGAACCACAGCCCGACG: - - - - - - - - - - - CGTAAAGTCGT CACTGTGATCGCCAACGGTG- - - - -
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Fotul _Tu67_1  ------ TCTCTCTTCTGAGAAACCAACCCCTTACGCATCAGAGG: - - - - - ----- - GTCAT CGGAAT CAAAGCGCCGGAGGGAGGAT TTGGCCAGACCGT
Fol ag_002_2  ------ TTTCTCTTCTGAAAAACCAACCCCTTACGCATGAGAGG: - - - - ------- GTCATCGGAAT CAAAGCGCCGGAGGGAGGAT TTGGCCAGACCGT
Focuc_037_1  ------ TCACTCTTCTGAAAAACCAACCCTTTACGCATGAGAGG - - - - - - --- - - GTCAT GGGAAT CAAAGCGCCGGAGGGAGGATTTGGCCAGACCTT
Fom n_012.1  ------ TCACTCTTCTGAAAAACCAACCCTTTACGCATGAGAGG - - - - - - --- - - GTCAT GGGAAT CAAAGCGCCGGAGGGAGGATTTGGCCAGACCTT
Foluf_001_3  ------ TCACTCTTCTGAAAAACCAACCCTTTACGCATGAGAGG - ---------- GT CAT GGGAAT CAAAGCGCCGGAGGGAGGATTTGGCCAGACCTT
Fom n_013_2  ------ TCACTCTTCTGAAAAACCAACCCTTTACGCATGAGAGG - - - - - - --- - - GT CATGGGAAT CAAAGCGCCGGAGGGAGGAT TTGGCCAGACCTT
Fom n_001_2 ------ TCACTCTTCTGAAAAACCAACCCTTTACGCATGAGAGG: - - - - - - --- - - GTCAT GGGAAT CAAAGCGCCGGAGGGAGGAT TTGGCCAGACCT T
Fom n_004_2 ------ TCACTCTTCTGAAAAACCAACCCTTTACGCATGAGAGG: - - - - ------- GTCATGGGAAT CAAAGCGCCGGAGGGAGGAT TTGGCCAGACCTT
Fom n_005_2  ------ TCACTCTTCTGAAAAACCAACCCTTTACGCATGAGAGG - - - - - - ---- - GTCAT GGGAAT CAAAGCGCCGGAGGGAGGATTTGGCCAGACCTT
Fom n_006_2  ------ TCACTCTTCTGAAAAACCAACCCTTTACGCATGAGAGG: - - - - - - --- - - GTCAT GGGAAT CAAAGCGCCGGAGGGAGGATTTGGCCAGACCTT
Fom n_016_2 ------ TCACTCTTCTGAAAAACCAACCCTTTACGCATGAGAGG - ---------- GTCAT GGGAAT CAAAGCGCCGGAGGGAGGATTTGGCCAGACCTT
Forcu_016_2  ------ TCACTCTTCTGAAAAACCAACCCTTTACGCATGAGAGG - - - - - - --- - - GT CATGGGAAT CAAAGCGCCGGAGGGAGGAT TTGGCCAGACCTT
Forcu_024_ 2  ------ TCACTCTTCTGAAAAACCAACCCTTTACGCATGAGAGG- - - - - - - --- - - GTCAT GGGAAT CAAAGCGCCGGAGGGAGGAT TTGGCCAGACCT T
Forcu_031_1  ------ TCACTCTTCTGAAAAACCAACCCTTTACGCATGAGAGG: - - - - - - - - - - - GTCATGGGAAT CAAAGCGCCGGAGGGAGGATTTGGCCAGACCT T
Fol uf _001_2 CAAGGCTCGGACCCACTACACT GCAAAT CCACGT GGACCACATATAAGT GBCCCATCTCTATTACATCCACTTGTCGECG: - - - - - == - - = - - - CTCAGA
Fol uf _002_2 CAAGGCTCGGACCCACTACACT GCAAAT CCACGT GGACCACATATAAGT GBCCCATCTCTATTACATCCACTTGTCGACG: - - - = === = = = - - - CTCAGA
Foluf_001_1  ------ CCGACCTCAT GCGCAACCAACCTCTTCCGGCACATAGG - - - - ---- - - - ATCGATAGCGT AGGGCCGCCGGECGGT AGGCT TTGGCCGCACCGT
Foluf_002_1  =------ CCGACCTCATGCGCAACCAACCTCTTCCGGCACATAGG: - - - - - - - - - - - ATCGATAGCGT AGGGECCGCCGGECGGT AGGCT TTGGECCGCACCGT
Fom n_009 ------ CTGCTCTTCTGCACAACCAACCCCTTCTGCAACAGAGA- - - - - - - - - - - - GTCGATGGCGT CAGBGCGCCGGCAGAAGACT TTGGAAACACCGT
Fom n_011 ------ TCGCTCTTCTACACAACCAACCCCTTCTGCAACAGAGA- - - - - - - - -- - - GTCGATGGCGT CAGBGCGCCGECAGAAGACT TTGGAAACACCGT
Fopi s_HDV247_0 ------ TCGCTCCTCTACACAACCAACCCCTTCCGGAACAGAGG - - - - - - - - - - - GTCGATGGCGT CAGGGCACCGGCAGAAGGCTTTGGTAACACGGEC
Fopi s_HDV247_1 ------ TCGCTCCTCTACACAACCAACCCCTTCCGGAACAGAGG - - - - == - - - - - GTCGATGGCGT CAGGGCACCGGCAGAAGGCTTTGGTAACACGGEC
Fopi s_HDV247_2 ------ TCGCTCCTCTACACAACCAACCCCTTCCGGAACAGAGG - - - - - ---- - - GT CGAT GGCGT CAGGGCACCGGCAGAAGGCT TTGGCAACACCGC
Fotul _Tu67_.0  ------ TCATTCT TCTGCGCAACCAACCCCT TCCGCAACAGATA- - - - - - - - - - - - GT CGAT GGCGT CAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Forap_PHWB15  ------ CTAGACTTCTAGTCAATCAACCCCTTTCGGAACACAGG: - - - - - - - - - - - GTCGATGGGTATAGG - - - --- - - GGAGACT TGGGTAAGACCGT
Forcu_016_1  ------ TCAAACTTATGGAAAATCAAATCTTTTCGGAACACAGG: - - - - - - --- - - ATCAATAGCGCCAAGGCGCCGGCAGAAGGCT TTGGBCAACACCGT
Fom n_016_1  ------ TCGAACTTTTGAAGAATCAACCCTTTTCGGAACACAGG: - - - - - - - - - - - ATCAATAGCGCCAAGGCGCCGGCAGAAGGCT TTGGBCAACACCGT
Fom n_006_1  ------ TCGAACTTTTGAAGAATCAACCCTTTTCGGAACACAGG: - - - - - - - - - - - ATCAATAGCGCCAAGGCGCCGGCAGAAGGCT TTGGBCAACACCGT
o]t L0 A R e e e e e

Fom n_004_1  ------ TCGAACTTTTGAAGAATCAACCCTTTTCGGAACACAGG: - - - - - - --- - - ATCAAT AGCGCCAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Fom n_005_1  =------ TCGAACTTTTGAAGAATCAACCCTTTTCGGAACACAGG: - - - - - - --- - - ATCAATAGCGCCAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Fom n_013_1  ------ TCGAACTTTTGAAGAATCAACCCTTTTCGGAACACAGG: - - - - - - --- - - ATCAATAGCGCCAAGGCGCCGGCAGAAGGECT TTGGBCAACACCGT
Forcu_024_1  ------ TCGAACTTTTGAAGAATCAACCCTTTTCGGAACACAGG: - - - - - - - - - - - ATCAATAGCGCCAAGGCGCCGGECAGAAGGCT TTGGCAACACCGT
Foniv_005 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - - - - - - ATCAATANNNNNNF - - - - = - o e e e o

Foniv_010 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG - - - - - === - - - ATCAATA- - - - - - o s m e

Foniv_020 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG - - - - - - --- - - ATCAAT AGCGCCAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Foluf _002_.0  =------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - --- - - ATCAATAGCGCCAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Fomom 001  ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - --- - - ATCAATAGCGCCAAGGCGCCGGCAGAAGGECT TTGGBCAACACCGT
Foluf_001_0  =------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - - -- - - ATCAATAGCGCCAAGGCGCCGGCAGAAGGCT TTGGBCAACACCGT
Forom 004  ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - - - - - - ATCAATAGCGCCAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Folag_002_1  =------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG - ---------- ATCAATACCGCCAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Foniv_015 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - --- - - ATCAATACCGCCAAGGCGCCGGECAGAAGGCT TTGGCAACACCGT
Foniv_021 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - --- - - ATCAATACCGCCAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Foniv_037 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - --- - - ATCAATACCGCCAAGGCGCCGGCAGAAGGCT TTGGBCAACACCGT
Focuc_011 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - - -- - - ATCAATACCGCCAAGGCGCCGGCAGAAGGCT TTGGBCAACACCGT
Focuc_035 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - - - - - - ATCAATACCGCCAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Focuc_037_.0  ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG - ---------- ATCAATACCGCCAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Focuc_001 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG - - - - - - --- - - ATCAATACCGCCAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Focuc_013 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - --- - - ATCAATACCGCCAAGGCGCCGGECAGAAGGCT TTGGCAACACCGT
Focuc_015 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - ---- - ATCAATACCGCCAAGGCGCCGGCAGAAGGCT TTGGBCAACACCGT
Folag_001 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - - - - - - ATCAATACCGCCAAGGCGCCGGCAGAAGGCT TTGGBCAACACCGT
Folag 005 1  ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - - - - - - ATCAATACCGCCAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Foniv_002 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG - ---------- ATCAATACCGCCAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Foniv_013 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - --- - - ATCAATACCGCCAAGGCGCCGGECAGAAGGCT TTGGCAACACCGT
Foniv_019 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - --- - - ATCAATACCGCCAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Focuc_018 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - --- - - ATCAATACCGCCAAGGCGCCGGCAGAAGGCT TTGGBCAACACCGT
Focuc_021 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - - - - - - ATCAATACCGCCAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Focuc_030 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - - - - - - ATCAATACCGCCAAGGCGCCGGCAGAAGGCT TTGGCAACACCGT
Fol ag_002_.0  =------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG - ---------- ATCAATGGCGT CAGT GCGCCGGCAGAGGGCT TTGGCAACACCGT
Fol ag_004 ------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG - - - - - - --- - - AT CAATGGCGT CAGT GCGCCGGCAGAGGGCT TTGGCAACACCGT
Folag_005. 0  =------ TCAAACTTATGGAAAATCAACCCTTTTCGGAACACAGG: - - - - - - --- - - ATCAATGGCGT CAGT GCGCCGGCAGAGGGCT TTGGCAACACCGT
Forcu_031_0  =------ TCAAAATTATGGACAATCAACCCTTTTCGGTACACAGG: - - - - - - ---- - ATCAATGGCGT CAAGGCGCCGGCAGAGGGCT TTGGBCAACACCGT
Forcu_024. 0  ------ TCAAAATTATGGACAATCAACCCTTTTCGGTACACAGG: - - - - - - ---- - ATCAATGGCGT CAAGGCGCCGGCAGAGGGCT TTGGBCAACACCGT
Forcu_016 0  =------ TCAAAATTATGGACAATCAACCCTTTTCGGTACACAGG: - - - - - - --- - - ATCAATGGCGT CAAGGCGCCGGCAGAGGGCT TTGGCAACACCGT
Fom n_016_0  ------ TCAAAATTATGGACAATCAACCCTTTTCGGTACACAGG - ---------- AT CAAT GGCGT CAAGGCGCCGGCAGAGGGCT TTGGCAACACCGT
Fom n_005.0  =------ TCAAAATTATGGACAATCAACCCTTTTCGGTACACAGG - - - - - - --- - - AT CAAT GGCGT CAAGGCGCCGGCAGAGGGCT TTGGCAACACCGT
Fom n_001_0  =------ TCAAAATTATGGACAATCAACCCTTTTCGGTACACAGG: - - - - - - --- - - ATCAAT GGCGT CAAGGCGCCGGCAGAGGGCT TTGGBCAACACCGT
Fom n_004. 0  ------ TCAAAATTATGGACAATCAACCCTTTTCGGTACACAGG: - - - - - ----- - ATCAATGGCGT CAAGGCGCCGGCAGAGGGCT TTGGBCAACACCGT
Fom n_006_0  ------ TCAAAATTATGGACAATCAACCCTTTTCGGTACACAGG: - - - - - ---- -~ ATCAATGGCGTCAAGGCGCCGGCAGAGGGCT TTGGBCAACACCGT
o] Ol b O e e e e

Fom n_013_.0  ------ TCAAAATTATGGACAATCAACCCTTTTCGGTACACAGG - ---------- ATCAATGGCGT CAAGGCGCCGGECAGAGGEGCT TTGGCAACACCGT
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TGACATCGITGTCGCCAATGC- - - - - - - - - AAAG - - - AGGCTCCT- - ------------mmmmm - AGTTTGAGGTGAAGT TTCTTAGAGAATTGTI GCGT
TGACATCGITGTCGCCAATC- - - - - - - - - AAAG - - - AGGCTCCT- - ------------------- AGTTTGAGGTGAAGTTTCTTAGAGAATTGTI GCGT
TGACATCGITGTCGCCAATC- - - -- - - - - AAAG - - - AGECTCCT--------=---=--------- AGTTTGAGGTGAAGT TTCTTAGAGAATTGTI GCGT
TGACATCGITGTCGCCAATC- - - - - - - - - AAAG - - - AGECTCCT--------=---==-=------ AGTTTGAGGTGAAGT TTCTTAGAGAATTGT GCGT
TGACATCGITGTCGGCAATGC- - - - - - - - - AAAG - - - AGGCTCCT--------------------- AGTTTGAGGTGAAGI TTCTTAGAGAATTGI GCGT
TGACATCGITGTCGGCAATGC- - - - - - - - - AAAG - - - AGGCTCCT- - ---=--------mmmm o AGTTTGAGGTGAAGI TTCTTAGAGAATTGI GCGT
TGACATCGITGTCGCCAATC- - - - - - - - - AAAG - - - AGGCTCCT- - ------------mmmmm - AGTTTGAGGTGAAGT TTCTTAGAGAATTGI GCGT
TGACATCGITGTCGCCAATC- - - - - - - - - AAAG - - - AGGCTCCT--------------------- AGTTTGAGGTGAAGT TTCTTAGAGAATTGTI GCGT
TGACATCGITGTCGCCAATC- - - -- - - - - AAAG - - - AGECTCCT--------=---=--------- AGTTTGAGGTGAAGT TTCTTAGAGAATTGTI GCGT
TGACATCGITGTCGCCAATC- - - - - - - - - AAAG - - - AGECTCCT--------=---==-=------ AGTTTGAGGTGAAGT TTCTTAGAGAATTGT GCGT
TGACATCGITGTCGGCAATGC- - - - - - - - - AAAG - - - AGGCTCCT--------------------- AGTTTGAGGTGAAGI TTCTTAGAGAATTGI GCGT
TGACATCGITGTCGGCAATGC- - - - - - - - - AAAG - - - AGGCTCCT- - ---=--------mmmmm o AGTTTGAGGTGAAGI TTCTTAGAGAATTGI GCGT
TGACATCGITGTCGCCAATC- - - - - - - - - AAAG - - - AGGCTCCT- - ------------mmmmm - AGTTTGAGGTGAAGT TTCTTAGAGAATTGI GCGT
TGACATCGI TGTCGGCAATC- - - - - - - - - AAAG- - - - AGGCTCCT- - -------------- - - - AGTTTGAGGTGAAGT TTCTTAGAGAATTGT GCGT
TTACTTAGTAATCCACTACACT TGGACCTGAAAGTGGATGT - - - - - - - == - == - - - - - AATGGAGTGGATTTAGGTGGATTT- - - - - GGGTACAGT GCGA
TTACTTAGTAATCCACTACACT TGGACCTGAAAGTGCATGT - - - - - - - = - = == - - - - - AATGGAGTGGATTTAGGTGGATTT- - - - - GGGTACAGT GCGA
TGATATCATAATCAGAGATGGGECAG - - - GAAGTCTGACACTCAAACGGAA- - - - - - - AACTGTATAGTTTGAGCTGI GGTGT CTGAGAGAACTGT GCGA
TGATATCATAATCAGAGATGGCCAG - - - GAAGTCTGACACTCAAACGGAA- - - - - - - AACTGTATAGT TTGAGCTGI GGT GTCTGAGAGAACT GT GCGA
CAATATTGTAGICGGAAATCCTTAG - - - GAAGATCAAAACTCATAGAA- - - - - - - - - GACTGTACAGIT TTGAGGT GGAGT TTCCAAGAGAACT TTGCGG
CAATATTGTAGTCGGAAATCCTTAG: - - - GAAGATCAAAACTCATAGAA- - - - - - - - - GACTGTACAGT TTGAGGT GGAGT TTCCAAGAGAACT TTGCGG
CGATATTGTAGT CGGAAATGCCTAG: - - - GAAGGCTAACGCTCATAAAA:- - - - - - - - - AACTGCACAGT TTGAGGTGAAGT TTCCAAGAGAACTGIGCTG
CGATATTGTAGT CGGAAATCGCCTAG: - - - GAAGGCTAACGCTCATAAAA:- - - - - - - - - AACTGCACAGT TTGAGGTGAAGT TTCCAAGAGAACTGTGCTG
CGATATTGTAGICGGAAATGCCTAG - - - GAAGGCTAACGCTCATAAAA- - - - - - - - - AACTGTACAGT TTGAGGTGAAGT TTCCAAGAGAACT GT GCGG
TGATATTATAGT CAGAAATGCCTAG - - - GAAGGCTAACGCTCAAATAAAA- - - - - - - AACTGTACAGT TTGAGGT GACGT TTCCAAGAGAACT GT GCGG
TGAAATTATTGTCGGCGAATGCCTAG - - - GAAGACAAATGCTAAAACAGAA:- - - - - - - ATCTGTACAGT TTGAGGTGAAAGATCTAACAGAACTGTGCAG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCANNNNNNNN- - - - - - INININININININNNINNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGT TTGAGT TGAAGT TTCTAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGTTTGAGT TGAAGT TTCTAGGAGAACT GTGCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGTTTGAGTTGAAGT TTCTAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGT TTGAGT TGAAGT TTCTAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGT TTGAGT TGAAGT TTCTAGGAGAACT GTGCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGT TTGAGT TGAAGT TTCTAGGAGAACT GT GCGG
————————————————————————————— NNNNNNNNNNNNNNNNAAAAAA- - - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACTGTGCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGTTTGAGTTGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT GTGCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT GTGCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAAA- - - - - - AACTGTACAGTTTGAGT TGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAAA- - - - - - AACTGTACAGTTTGAGT TGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAAA- - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAAA- - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT GTGCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGTTTGAGT TGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGTTTGAGT TGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAA- - - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAAA- - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT GTGCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAAA- - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAAA- - - - - - AACTGTACAGTTTGAGT TGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAAA- - - - - - AACTGTACAGTTTGAGT TGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAAA- - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAAA- - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT CTGCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAAA- - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT CTGCGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAAAAA- - - - - - AACTGTACAGT TTGAGT TGAAGT TTCCAGGAGAACT CTGCGG

TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCT CATTCAGCCGAAGGCTGACTCTACATTAATTCATAAGI TTTCCCGAGT AA- - - TGAGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCT CATTCAGCCGAAGGCTGACTCTACATTAATTCATAAGI TTTCCCGAGT AA- - - TGAGG
TGATATTGTAATCGGAAATGCCTAG - - - GAAGGCCAACGCT CATTCAGCCGAAGGCTGACTCTACATTAATTCATAAGT TTTCCCGAGTAA- - - TGAGG

TGATATTGTAATCAGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAA- - - - - - - - - AACTGTACAGT TTGAGGTGAAAT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCAGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAA- - - - - - - - - AACTGTACAGT TTGAGGTGAAAT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCAGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAA- - - - - - - - - AACTGTACAGT TTGAGGTGAAAT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCAGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAA:- - - - - - - - - AACTGTACAGT TTGAGGTGAAATTTCCAGGAGAACT GT GCGG
TGATATTGTAATCAGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAA:- - - - - - - - - AACTGTACAGT TTGAGGTGAAATTTCCAGGAGAACT GT GCGG
TGATATTGTAATCAGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAA- - - - - - - - - AACTGTACAGT TTGAGGTGAAAT TTCCAGGAGAACT GT GCGG
TGATATTGTAATCAGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAA- - - - - - - - - AACTGTACAGT TTGAGGTGAAAT TTCCAGGAGAACT GTGCGG
TGATATTGTAATCAGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAA- - - - - - - - - AACTGTACAGT TTGAGGTGAAAT TTCCAGGAGAACT GTGCGG
TGATATTGTAATCAGAAATGCCTAG - - - GAAGGCCAACGCTCATAAAA:- - - - - - - - - AACTGTACAGTTTGAGGTGAAATTTCCAGGAGAACT GT GCGG
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TICTCTGT- - - -------------="nmmmm-- TGGTTTTGGTTGGECT GGTGGACAGG CATGCTTCC: - - - - - CCAATAGTCTGOCACA:- - - - - = = - - -
MICICIGE- - - ---------------------- TAGTTTTGGTTGGCT GGTGGACAGG TATGCTTCC: - - - - - CCAATAGTCTGOCGCA- - - - - - - - GA
I 4 1 CTGTTGGTGI TGGT TGGCGGACAGG TATGCTTCT- - - - - - CCAATAGT CTGCCACAGGCTTT- GGG
TTTT- - m e m e m e e e CTGITGGTGI'TGGT TGBCGGACAGG: TATGCTTCT- - - - - - CCAATAGT CTGCCACAGGCTTTGGEGG
TTTT-- - o CTGTTGGTGI TGGT TGGCGGACAGG- TATGCTTCT- - - - - - CCAATAGTCTGCCACA- GGCTT- TGG
TTTT--- e o CTGTTGGTGT TGGT TGGCGGACAGG- TATGCTTCT- - - - - - CCAATAGTCTGCCACA- GGCTT- TGG
TTTT- s e e m e CTGTTGGTGI TGGT TGBOGGACAGG TATGCTTCT- - - - - - CCAATAGT CTGCCACAGCCTTT- GGG
I CTGTTGGTGI TGGT TGBCGGACAGG: TATGCTTCT- - - - - - CCAATAGT CTGCCACAGCCTTT- GGG
I CTGTTGGTGI TGGT TGGCGGACAGG TATGCTTCT- - - - - - CCAATAGT CTGCCACAGCCTTT- GGG
TTTT- e e m e e e e CTGITGGTGI'TGGT TGBCGGACAGG- TATGCTTCT- - - - - - CCAATAGT CTGCCACAGGCTTT- GGG
I CTGITGGT GI TGGT TGGCGGACAGG- TATGCTTCT- - - - - - CCAATAGT CTGCCACAGGCTTT- GGG
LI CTGTTGGT GI TGGT TGBOGGACAGG TATGCTTCT- - - - - - CCAATAGT CTGCCACAGCCTTT- GGG
TTTT- s e e m e CTGTTGGTGI TGGT TGBOGGACAGG TATGCTTCT- - - - - - CCAATAGT CTGCCACAGCCTTT- GGG
I CTGTTGGTGI TGGT TGECGGACAGG: TATGCTTCT- - - - - - CCAATAGT CTGCCACAGCCTTT- GGG
TATTCCC - - == === mmmmmmmmm e oo TGACCCTGTACGGTTCATAG - - - - - TACTTATTTTTGTATATAATTGCCTATTAAA - - - - - - - - -
TATTCOC- - = = == == mmmmmmm e e e TGACCCTGTACGGITCATAG - - - - - TACTTATTTTTGTATATAATTGCCTATTAAA- - - - - - - - - -
TTTTTCTG - === === mmmm e e e e - TTCTCATGITTAGCCTGCTAATTGACTATAATTCTGAGTATAGAGI TGCTTTTAGCA- - - - - - - - - -
TTTTTCTG - - - = m o TTCTCATGTTTAGCCT GCTAATTGACTATAATTCTGAGTATAGAGI TGCTTTTAGCA- - - - - - - - - -
TTTT- - - - CTTTTTTICICTICICTT- - - - - - - - TTCTTTTGACTAGCCGGT GGAGAGG TATGCTTCC: - - - - - CCGATTGOCTATCAAA- - - - - - - - - -
TTTT---- CTTTTTICTCTTCTCIT- - - - - - - - TTCTTTTGACTAGCCGGT GGAGAGG TATGCTTCC: - - - - - CCGATTGCOCTATCAAA: - - - - - - - - -
TTTTTTTTTCTCTCTCTCTCTCTTCTTT- - - - - TTCTTTTGGCT GGOOGGT GGAGAGG TATGCTTCC: - - - - - TCGATTGGCTATCAAA - - - - - - - - -
TITTTTTTTCTICTCTCTCTCTCTTCITT- - - - - TTCTTTTGGECTGGCCGGTGGAGAGG TATGCTTCC: - - - - - TCGATTGGCTATCAAA: - - - - - - - - -
TITTTTTTTTTCTCTCTCTCTCTTCTTT- - - - - TTCTTTTGGCT GBCCGGTGGAGAGG TATGCTTCG: - - - - - TCGATTGGCTATCAAA: - - - - - - - - -
TTTTTTTTGGGTTTTTTC === == - == e === - - TTCCTTTGGCT GECTGGT GGAGAGG TATGCTTCC: - - - - - COGCCTGECTATCAAA: - - - - - - - - -
TTTTTTTGTTTAT- = - - m s m e mmeeee e e = TTGTTTTGGCTGECCTGTAGAGAGG: TATGCTTTC: - - - - - CTGCTATCTATAACG: - - - - - - - - -
INININININNININNININNINNININNININNINNININNININNINNNNNNINNNNNNNNNNNNNNNNNNNNNNNN- NNNNNNNNN- - - - - - ININNNNNNNNNNNNNNNF - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCTCTCTTCT TCTGGCT GGCT GGTGGAGAGG: TATGCTTCC: - - - - - CCGATTGGCTATCACA: - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCTCTCTTCTTCTGGCTGECTGGTGGAGAGG TATGCTTCG: - - - - - CCGATTGGCTATCACA- - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCTCTCTTCTTCTGGECTGECTGGTGGAGAGG TATGCTTCC: - - - - - CCGATTGGCTATCACA- - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCTCTCTTCTTCTGGCTGGECTGGTGGAGAGG: TATGCTTCC: - - - - - CCGATTGCCTATCACA- - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCTCTCTTCTTCTGGCTGECTGGTGGAGAGG TATGCTTCC: - - - - - CCGATTGCCTATCACA- - - -- - -- - -
TTTTTTCOCTTTCTTTTCTTCTCTCTCTCTCTCTTCT TCTGGCT GGCT GGTGGAGAGG: TATGCTTCC: - - - - - CCGATTGGCTATCACA: - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGECTGGTGGAGAGG TATGCTTCG: - - - - - CCGATTGGCTATCACA- - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGECTGGTGGAGAGG TATGCTTCC- - - - - - CCGATTGGCTATCACA- - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGGECTGGTGGAGAGG: TATGCTTCC: - - - - - CCGATTGCCTATCACA- - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGECTGGTGGAGAGG TATGCTTCC: - - - - - CCGATTGCCTATCACA- - - -- - -- - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGGCTGGTGGAGAGG- TATGCTTCG - - - - - CCGATTGGCTATCACA:- - - - - - - - - -
TTTTTTCCCTTTCTTTTCITCTCTCTCICT- - - TTCTTTTGGCTGECTGGT GGAGAGG TATGCTTCG: - - - - - CCGATTGGCTATCACA- - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCT GGCTGGT GGAGAGG TATGCTTCG: - - - - - COGATTGGCTATCACA: - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGECTGGTGGAGAGG TATGCTTCC: - - - - - CCGATTGGCTATCACA- - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGGECTGGTGGAGAGG: TATGCTTCC: - - - - - CCGATTGCCTATCACA- - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGECTGGTGGAGAGG TATGCTTCC: - - - - - CCGATTGCCTATCACA- - - -- - -- - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGGCTGGTGGAGAGG: TATGCTTCC: - - - - - CCGATTGGCTATCACA: - - - - - - - - -
TTTTTTCCCTTTCTTTTCTITCTCTCTCICT- - - TTCTTTTGGCTGECTGGT GGAGAGG TATGCTTCG: - - - - - CCGATTGGCTATCACA- - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCT GGCTGGT GGAGAGG TATGCTTCG: - - - - - COGATTGGCTATCACA: - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGECTGGTGGAGAGG TATGCTTCC: - - - - - CCGATTGGCTATCACA- - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGGECTGGTGGAGAGG: TATGCTTCC: - - - - - CCGATTGCCTATCACA- - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGECTGGTGGAGAGG TATGCTTCC: - - - - - CCGATTGCCTATCACA- - - -- - -- - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGGCTGGTGGAGAGG- TATGCTTCC: - - - - - CCGATTGGCTATCACA: - - - - - - - - -
TTTTTTCCCTTTCTTTTCTITCTCTCTCICT- - - TTCTTTTGGCTGECTGGT GGAGAGG TATGCTTCG: - - - - - CCGATTGGCTATCACA- - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCT GGCTGGT GGAGAGG TATGCTTCG: - - - - - COGATTGGCTATCACA: - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGECTGGTGGAGAGG TATGCTTCC: - - - - - CCGATTGGCTATCACA- - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGGECTGGTGGAGAGG: TATGCTTCC: - - - - - CCGATTGCCTATCACA- - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGECTGGTGGAGAGG TATGCTTCC: - - - - - CCGATTGCCTATCACA- - - -- - -- - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGGCTGGTGGAGAGG: TATGCTTCC: - - - - - CCGATTGGCTATCACA: - - - - - - - - -
TTTTTTCCCTTTCTTTTCTTCTCTCTCTCT- - - TTCTTTTGGCTGECTGGTGGAGAGG TATGCTTCG: - - - - - CCGATTGGCTATCACA- - - - - - - - - -
GITTGGT- = = = = = = == === mmmmmmmmmmmmmmmmmmmm e GCAGACAG- - GGATAAA- TAAGT TTCTCGGAATCTGATTGGT- - CCAGA- - - - - - - - - -
GITTGGT- = = = = == == === mm e mmmmmm e mmmemememe GCAGACAG- - GGATAAA- TAAGTTTCTCGGAATCTGATTGGT- - CCAGA- - - - - - - - - -
GITTGGT- - - = = == == == === mmm e mmmmmemmme GCAGACAG- - GGATAAA- TAAGTTTCTCGGAATCTGATTGGT- - CCAGA- - - - - - - - - -
TTTTTTCCCTTTTTTCTTTTCTCIC - - - - - - - TTCTTTTGGCT GGOCGGT GGAGAGG TATGCTTCCC - - - - CTGGTTGGCTTTCAAA - - - - - - - - -
TTTTTTCCCTTTTTTCTTTTCICIC - - - - - - - TTCTTTTGGCT GGOCGGT GGAGAGG TATGCTTCCC - - - - CTGGTTGGCTTTCAAA: - - - - - - - - -
TTTTTTCCCTTTTTTICTTTTCICIG - - - - - - - TTCTTTTGGECTGGCCGGTGGAGAGG TATGCTTCCC: - - - - CTGGITGGCTTTCAAA- - - - - - - - - -
TTTTTTCCCTTTTTTCTTTTCTICIC - - - - - - - TTCTTTTGGCT GGOCGGT GGAGAGG TATGCTTCCC: - - - - CTGGTTGGCTTTCAAA- - - - - - - - - -
TTTTTTCCCTTTTTTCTTTTCICIC - - - - - - - TTCTTTTGGCT GGOOGGT GGAGAGG TATGCTTCCC: - - - - CTGGTTGGCTTTCAAA- - - - - - - - - -
TTTTTTCCCTTTTTTCTTTTCTICIC - - - - - - - TTCTTTTGGCT GGOCGGT GGAGAGG TATGCTTCCC: - - - - CTGGTTGGCTTTCAAA - - - - - - - - -
TTTTTTCCCTTTTTICTTTTCTCIC - - - - - - - TTCTTTTGGCT GGOCGGT GGAGAGG TATGCTTCCC - - - - CTGGTTGGCTTTCAAA - - - - - - - - -
TTTTTTCCCTTTTTTCTTTTCICIC - - - - - - - TTCTTTTGGCT GGOCGGT GGAGAGG TATGCTTCCC: - - - - CTGGTTGGCTTTCAAA: - - - - - - - - -
TTTTTTCCCTTTTTTCTTTTCTCIC - - - - - - - TTCTTTTGGCT GGOCGGT GGAGAGG TATGCTTCCC: - - - - CTGGTTGGCTTTCAAA- - - - - - - - - -
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Fotul _Tu67_1  --------- GGCTTTTTTATTTTTTTTTATTTTTAGGCGEEEEEEEEEEEEEEEENNAA- - - - - - - - - m - oo oo mmm oo oo oo oo
Fol ag_002_2 GITTTTTTTTTTTTTTTTTTTT T TTTTTTTTTTGEEECECEEEEEGEG - - =~ === === = === -=-=--------ooooooooooooooooo oo
Focuc_037_1 GEGECEEEEGI TTGAGGT TTGAATTGT TCCTTTCGTCCGAACGT G- - - - = - === == == s - s o s oo m oo oo oo oo oo oo o -
Fomin_012_1 GGECECEEEEGI TTGAGGT TTGAATTGT TCCTTTCGTCCGAACGT - - - = - = = = = = == === m o e oo oo oo oo oo oo oo oo oo o
Fol uf _001_3 GGEECGEEEEEGET TTGAGGT TTGAATTGT TCCTTTCGTCOGAACGTCT - - - = - = = = = = = - - s = o oo e oo oo me oo o oo oo oo o o
Fom n_013_2 GECEEEEEEGT TTGAGGT TTGAATTGT TCCTTTCGTCCGAACGT CT- - - = = = === - = s = s - s - mmmmmooooooooooooooooooooooooooo-
Fom n_001_2 GECEEEEEEGT TTGAGGT TTGAATTGT TCCTTTCGTCCGAACGT G- - - - == === == m s s mmmmmomomoooooooooooooooooooo oo
Fom n_004_2 GEGEEEEEEGT TTGAGGT TTGAATTGT TCCTTTCGTCCGAACGT G- - - - === === = - s - s o mmmomo oo oo oooooooooooo oo
Fom n_005_2 GGEGECEEEEGI TTGAGGT TTGAATTGT TCCTTTCGTCCGAACGT G- - - - = == == == - s s s s s o m oo oo oo oo oo oo oo oo o
Fom n_006_2 GGEGECEEEEGI TTGAGGT TTGAATTGT TCCTTTCGTCCGAACGT G- - - - = = = == == === s mmm oo oo oo m oo e e oo oo oo o
Fomi n_016_2 GGECGEEEEEGET TTGAGGT TTGAATTGT TCCTTTCGTCOGAACGTCT - - - = - = = = = = == = s = m oo e oo oo me oo o oo oo oo oo o
Forcu_016_2 GECEEEEEEGT TTGAGGT TTGAATTGT TCCTTTCGTCCGAACGT CT- - - = = = === s = s = s - s - s - mmmmmooooooooooooooooooooooo o
Forcu_024_2 GECEEEEEEGT TTGAGGT TTGAATTGT TCCT TTCGTCCGAACGT CT- - - === === === s = s - s s mmmomooooooooooooooooooooooo o
Forcu_031_1 GGECEEEEEEGT TTGAGGT TTGAATTGT TCCT TTCGTCCGAACGT CT - - - = - === == s - s - s o s s mmmo oo ooooooooooooooo oo
Foluf _001_2 ~ ------------ TCGAGGTACCTGGACCCAAGT TAGCCGAG: - - - - == == == - - s s s mm oo oo oo oo oo oo oo m oo -
Foluf _002_2  ------------ TCGAGGTACCTGGACCCAAGT TAGCCGAGG: - - - = = == == == == === = m o m oo oo oo oo oo oo oo oo oo oo
Foluf _001_1 W --------mmmmmmmmmamen CTTGTACGTAAGAGAGGAAA- - - - - - - - - oo oo m oo e oo oo oo o e oo e e oo
Foluf _002_1  -------mmmmmmmaees CTTGTACGTAAGAGAGGAAAT - - - - - - - - oo oo oo oo oo oo oooooooooooooooo o
Fom n_009 -------e-ieeie oo AGCCCEEEEECCTTTGG === === === mmmmmmmmmmooomoioooooooooooo oo
Fomin_011 ----emmoe oo AGCCCEEEEECCTTTGG - == === === mmmmmmmmmmoomooooooooooooooo oo o
Fopis_HDV247 0 ------------mmmmmmi oo s AGCCGGGAG - - - === - - - mmmmmmmmmmo oo
Fopi s_HDV247_1 ----------mmmmmmmm e o AGCCGGGAG - - - - === - == mmmmmmmmmm oo
Fopi s_HDV247_2 --------mmmommmm oo o AGCCGGEEGA - - - - - - - - - oo m e e
Fotul _Tu67_0  -------mmmmmmmo oo o AGCCEEEEEECTTTTGEG - == == === mm s m-mmmmomoooooooooooooo o
Forap_PHWB15 ~ -------ooommi oo AACCCGERAGGEECTTTGACCTGT - - - == === - mmmmmmmmmmomoommooo oo oo
Forcu_016_1  ----------mmmmmmoii i NN - oo
Fom n_016_1  -----------mmmmimi e AG - - - s oo
Fom n_006_1  ----------mmmmm e L R LR
FOmM N_001_1 = =--mcmcmcmcmcmcmeieee e e e i meieeeeeeeeeeeee-ee-ee-ee-ee-ienesesese-eaon-o-
Fom n_004_1 -------mmomm oo L
Fomn_005_1  -------mmmmmo oo L
Fomin_013_1 = -------mmmmmm oo L O
Forcu_024_1 = ---------mmmmmmm e L€ el
Foni v_005 ~  ------oeoooiiii i AGCCGGGAGGCCTTTGGGTTGT TCCTTTCTTACGAAAGCCTCTATCTTGGAGCTTTCGT TTA
R0 X I e LR T
Foniv_020 ~  -----e-eeieeee oo L O
Foluf _002_ 0  -------mmmmimme oo LG S
Fomom 001 ------o-meoooi oo AGCCG ------mmmmmmmmmm s ooosoooooooooooooooooo-
Foluf _001_0  ---------mmmmmmmmim e s AGCCGEG - -~ == m-mmmmmmmmmmsso oo ooooooooooooooooo-o-
Fomom 004  ------e-eieeee oo AGCCGG - - === m - mmmmmmmmm s
Folag_002_1 W --------mmmmmmmm oo AGCC- - - - - - mmmmmm s eeoeoeeoo o
Foni v_015 = =  ---eeeiemeeime i AGCC- - - - - - s s s s oo
Foniv_021 ~  ----eeeeeeie oo O O I
Foniv_037 - L O
Focuc_011 ------mmmmimim s AGCCGG - - - - - = - mmmmmmmmmmm oo
Focuc_035 ~  --------oieieeeeeii e AGCCGG - - - - - - - s mmmmmmm oo
Focuc_037_0 W --------mmmmmm oo AGCCGG - - = - === - s mm s mm e m e eoeoee oo
Focuc_001 ------mmmmime oo L O
Focuc_013 -------mmioioioioiiiii oo L O e
Focuc_015 --------mioooiiii i AGCCG - - - - -mmmmmmmmmms oo
Folag_001 -------mmmmmimi s AGCCG - - - - - - - mmmmmmmmmm oo
Folag_005_1 W ---------mmmmmmmmii oo S e R
Foniv_002 -----eemmeeee s AGCCG - - == - m - s s o s m e e eoeoeeo oo
Foniv_013 ~  ----cemome oo N O
Foniv_019 -----omo oo LG S
Focuc_018 --------miioooiiii oo AGCCG - - - - -mmmmmmmmmms oo
Focuc_021 ~  -------meieeeeee e AGCCG - - - - - mmmmmmmmm s
Focuc_030 -------m--eieieeeei oo L S R
Folag_002_ 0  ---------mommmmmoons TTTTGTATGECCAGCCGCGAAAGAACGLGE- - - = = = === === = - s oo s oo oo oo oo oo oo o o
Folag_004 -------moimeaa TTTTGTATGECCAGCCECGAAAGAACGCEE- - - - === m - m-mmmmmmmmomoioooooooooooooo o
Folag_005 0  -------vommmmmmamao TTTTGTATGECCAGCCECGAAAGAACGCGCA- - - - === - - m-m-mmmmomooooooooooooo o
Forcu_031 0 -------mmmmimo oo AGCCEEEEGAG - - === - mmmmmmmmmmmmo oo oooooooooooo-o
Forcu_024_0 @ -----c--cmcmcreme e nen i nee e e AGCCEEEEEAG - - === - == - s mmmmmmmmmm oo oo
Forcu_016_0 @ -----c-ecmmiccmn e eeieeas AGCCGEEEGAG- - - = === === m s s mmmmmm oo m oo
Fom n_016_0 W ----------mmmm o AGCCGGEEEGAG- - - === === = s s m s s mm oo e e
Fomn_005_ 0 -------mmmm oo AGCCEEEEGAC- - == === s mmmmmmmmmmmoooooo-ooooioioooooooo
Fomin_001 0 -------mmmmmo oo AGCCEEEEGACE- - = === == s = mmmmmmmmmo o moooooooooooooooo
Fomin_004 0 --------oomm oo AGCCEEEEEACE- - - == === - = mmmmmmmmmmmomooo oo
Fomn_006_0 @ -----c-ecmcnccmicn e es AGCCEEEEEACE- - - - = === = s s s mmmmmm s s s oo
FOM N_012 0 - - - - - s s oo m oo oo e e e e e e e e - e e e e eeoo---ooo---
Fom n_013_0 @ ---------mmmmm e AGCCGGEEEGACE- - - - == == === m s s s mm oo s mm oo e oo
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Alignment: /Users/ Peter/Dropbox/_UA Shared_Martijn_Peter/03.f.sp.markers/figures/ markers_aligned_150bp/ ni cenanme/ 002..13_SI X13. nuscl e. f &
Seavi ew [ bl ocks=100 fontsize=7 A4] on Fri Mar 10 14:21:12 2017

1

Fobul _Gl4 - - NNGTCTCATGGCCCTAC- - - CCGAGTAGTAGAAT CGGGAAAGATAAATAGAGATATATGGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Fol yc_002 TAAAATACTATGGTATTGTATATAGAATAGT TGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTAGGITTGC: - - - - GA-
Fol yc_014 TAAAATACTATGGTATTGTATATAGAATAGT TGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTAGGITTC- - - - - GA-
Fol yc_016 TAAAATACTATGGTATTGTATATAGAATAGT TGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTAGGITTG: - - - - GA-
Fol yc_018 TAAAATACTATGGTATTGTATATAGAATAGT TGAATCGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTAGGITTG: - - - - GA-
Fol yc_038 TAAAATACTATGGTATTGTATATAGAATAGT TGAATCGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTAGGITTG: - - - - GA-
Fol yc_072 TAAAATACTATGGTATTGTATATAGAATAGT TGAATCGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTAGGITTG - - - - GA-
Fol yc_4287_0 TAAAATACTATGGTATTGTATATAGAATAGT TGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTAGGITTC- - - - - GA-
Fol yc_004 - AAAATACTATGGTATTGTATATAGAATAGT TGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTAGGITTC- - - - - GA-
Fol yc_026 - AAAATACTATGGTATTGTATATAGAATAGT TGAAT CGGGAAAGATAAATAGAGATATATGGBCCTACT - - - - - - - - - CATATCTTAGGITTG: - - - - GA-
Fol yc_029 - AAAATACTATGGTATTGTATATAGAATAGT TGAAT CGGGAAAGATAAATAGAGATATATGBCCTACT - - - - - - - - - CATATCTTAGGITTG: - - - - GA-
Fol yc_069 - AAAATACTATGGTATTGTATATAGAATAGT TGAAT CGGGAAAGATAAATAGAGATATATGBCCTACT - - - - - - - - - CATATCTTAGGITTG: - - - - GA-
Fol yc_073 - AAAATACTATGGTATTGTATATAGAATAGT TGAAT CGGGAAAGATAAATAGAGATATATGGBCCTACT - - - - - - - - - CATATCTTAGGITTG - - - - GA-
Fol yc_074 - AAAATACTATGGTATTGTATATAGAATAGT TGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTAGGITTC: - - - - GA-
Fol yc_4287_1 - AAAATACTATGGTATTGTATATAGAATAGT TGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTAGGITTC- - - - - GA-
Fol yc_M\25 - AAAATACTATGGTATTGTATATAGAATAGT TGAAT CGGGAAAGATAAATAGAGATATATGGBCCTACT - - - - - - - - - CATATCTTAGGITTG: - - - - GA-
Fophy_KOD886 - AAAATACTATGGTATTGTATATAGAATAGT TGAAT CGGGAAAGATAAATAGAGATATATGBCCTACT - - - - - - - - - CATATCTTAGGITTG: - - - - GA-
Fophy_KQD887 - AAAATACTATGGTATTGTATATAGAATAGT TGAAT CGGGAAAGATAAATAGAGATATATGBCCTACT - - - - - - - - - CATATCTTAGGITTG: - - - - GA-
Fophy_KOD888 TAAAATACTATGGTATTGTATATAGAATAGT TGAATCGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTAGGITTG - - - - GA-
Focub_B2. 0 ----- TACTATGGTATTATATATAGAATAGTAGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Forel _001  ----- TACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTGGGITTC- - - - - GAA
Foniv_013 = ------------- TCCTGT GTAGCCAATCGCATTTCT GTAAATAGT GT GTAGATAGATTCCGATTTCT CTAGCT CAGCACGT CCTGTGCTCCAGTAGGAG
Fovas_NRRL25433 ------------- TCCTGTGTAGCCAATCGCATTTCTGTAAATAGT GT GTAGATAGAT TCCGATTTCTCTAGCT CAGCACGT CCTGTGCTCCAGTAGGAG
FONi Vv_020 e e e TACACATACATACATA- - - - - - - - === - - - - CATA- ------------------
FOl @0 001 oo oo oo oo oo
TR Ts [0 e e T
Focuc_015 - GATGTAT- - - - GTACTGTATATCGAATAGT GTAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTGGGITTC- - - - - GAA
Focuc_037 GGATGTAT- - - - GTACTGTATATCGAATAGT GTAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
I
Folil_39 - - - - ATACTATGGTATTATATACAGAATAGT GGAAT CGGGAAAGATAAATAGAGACATATGBCCTACT - - - - - - - - - CATATCTTGAGITTG: - - - - GAA
Forcu_016 - - AAATACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
For cu_024 - - AAATACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
For cu_031 - - AAATACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTGGGITTC- - - - - GAA
Fom n_001 ----- TACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Fom n_004 ----- TACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Fom n_006  ----- TACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Fom n_012 ----- TACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Fom n_016 ----- TACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Fom n_005 - - - - ATACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTGGGITTC- - - - - GAA
Fom n_009 - - - - ATACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Fom n_010 - - - - ATACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Fom n_011 - - - - ATACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Fom n_013 - - - - ATACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Focuc_018 ----- TACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Focuc_021 ----- TACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTGGGITTC- - - - - GAA
Focuc_030  ----- TACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Foniv_002 ----- TACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Foniv_005 ----- TACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Foniv_015 ----- TACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGECCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Foniv_019 ----- TACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGECCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Foniv_021 ----- TACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGCCTACT - - - - - - - - - CATATCTTGGGITTC- - - - - GAA
Foni v_010 - - - - ATACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Foni v_037 - - - - ATACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Fopi s_HDV247 - - - - ATACTATGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Focub_B2_1 - - - - ATACTACGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGBCCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
Focub_l15 - - - - ATACTACGGTATTATATATAGAATAGT GGAAT CGGGAAAGATAAATAGAGATATATGGECCTACT - - - - - - - - - CATATCTTGGGITTG: - - - - GAA
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ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGT ACAACGAATTAATTACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGT ACAACGAAT TAATTACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGT ACAACGAATTAAT TACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGT ACAACGAATTAATTACCCTATAACATAACA- - - TAACATACT GCCCACTATGACTCGGITTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGT ACAACGAATTAATTACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGT ACAACGAATTAATTACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGT ACAACGAATTAATTACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGT ACAACGAATTAATTACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGT ACAACGAATTAAT TACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGT ACAACGAATTAATTACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGITTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGTACAACGAATTAATTACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGT ACAACGAATTAATTACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGT ACAACGAATTAATTACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGT ACAACGAATTAATTACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGT ACAACGAATTAAT TACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGTACAACGAATTAATTACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGITTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGTACAACGAATTAATTACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGTTTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAGT ACAACGAATTAATTACCCTATAACATAACA- - - TAACATACTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATTATCGACAATACAACGAATTAATTACCTTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAAT TAAT TACCCTATATCT TAACCATATACT GGCATGCCCACCATGACTCGGT TTCATCTTATCCTTTTACCACT
ACTTTTCGGEEECCTACGECCCCCCGGACGAAAAATACACATACATACAT - - - - - ACATACTGCCCACTATGACTCGGTTTCATCTTATCCTTTTACCACT
ACTTTTCGGGEECCTACGECCCCCCGGACGAAAAATACACATACATACAT - - - - - ACATACTGCCCACTATGACTCGGITTCATCTTATCCTTTTACCACT
----------------------------------------------------------- CTGCCCACTATGACTCGGTTTCATCTTATCCTTTTACCACT

ATCCTTAATCGT CGACAATACAACGAAT TAAT TACCCTATATCT TAACAACT TACGGGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTAATCGTCGACAATACAACGAAT TAAT TACCCTATATCT TAACAACT TACGGGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
---------------------------------------------------------------------- GCCTCGGTTTCAGCTTATCCTTGTACCACT
ATCCTTCATCATCGACAATACAAAGAATTAATTACCCTATATCTTAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCGTCTTATCCTTTTACCACT
ATCCTTCA- - - TCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCA- - - TCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCA- - - TCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATTCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCTTAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATTCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCTTAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATTCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATTCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATTCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATTCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATTCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCTTAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATTCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCTTAACCATTTACT GGCCTGCCCACTATGACTCGGTTTCATCTTATTCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATTCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCTTAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCTTAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCT TAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCTATATCTTAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAATTAATTACCCATTATCTTAACCATTTACT GGCCTGCCCACTATGACTCGGT TTCATCTTATCCTTTTACCACT
ATCCTTCATCATCGACAATACAACGAAT CAATTACCCTATATCT TAACCATTCACT GGCCTGCCCACAATGACTCGGT TTCACCTTATCCTTTTACCATT
ATCCTTCATCATCGACAATACAACGAAT CAATTACCCTATATCT TAACCAT TCACT GGCCTGCCCACAATGACTCGGT TTCACCTTATCCTTTTACCATT
———————————————————————————————————————————————————————————— TGCCCACAATGACTCGGTTTCACCTTATCCTTTTACCATT
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ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTAT TGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGI TCTCCTATTGCT TAGGGGAGT TAGAGGT GT CTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGT TCTCCTATTGCT TAGGGGAGT TAGAGGT GT CTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTAT TGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGI TCTCCTATTGCT TAGGGGAGT TAGAGGT GT CTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGT TCTCCTATTGCT TAGGGGAGT TAGAGGT GT CTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTAT TGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGI TCTCCTATTGCT TAGGGGAGT TAGAGGT GT CTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGT TCTCCTATTGCT TAGGGGAGT TAGAGGT GT CTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTTGGGCAGT - - - - - - TGITCTGATTTGI CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGGTCTTC
ACTTTTCTCCTGGITCTCCTAT TGCTTAGGGGAGT TAGAGGT GT CCGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTCCTCTTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTCCTCTTGGI TCTCCTATTGCT TAGGGGAGT TAGAGGT GT CTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTCCTCTTGGT TCTCCTATTGCT TAGGGGAGT TAGAGGT GTCTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
———————————————————————————————————————————————————————— ATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
———————————————————————————————————————————————————————— ATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGITCTCCTAT TGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGI TCTCCTATGGCT TAGGGGAGT TAGAGGT GT CTGATTTGT CTGACCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGT TCTCCTATTGCT TAGGGGAGT TAGAGGT GT CTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTGICTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTGICTCCTGGITCTCCTAT TGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTGICTCCTGGITCTCCTAT TGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGI TCTCCTATTGCT TAGGGGAGT TAGAGGT GT CTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGT TCTCCTATTGCT TAGGGGAGT TAGAGGT GT CTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTAT TGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGI TCTCCTATTGCT TAGGGGAGT TAGAGGT GTCTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGT TCTCCTATTGCT TAGGGGAGT TAGAGGT GT CTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTAT TGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGI TCTCCTATTGCT TAGGGGAGT TAGAGGT GTCTGATTTGIT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGT TCTCCTATTGCT TAGGGGAGT TAGAGGT GT CTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTAT TGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGCTTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGI TCTCCTATTGCT TAGGGGAGT TAGAGGT GTCTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
ACTTTTCTCCTGGT TCTCCTATTGCT TAGGAGAGT TAGAGGT TTCTGATTTGT CTGATCAGCCT CCTAGCGT CGAAAATACTTATCGGGATCAGGCCTTC
ACTTTTCTCCTGGITCTCCTATTGI TTAGGGGAGI TAGAGGT GT CTGAT T TGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGI TTAGGGGAGT TAGAGGT GT CTGAT T TGT CTGATCAGCCT CCTAGCGT CGAAAATACT TATCGGGATCAGECCTTC
ACTTTTCTCCTGGITCTCCTATTGI TTAGGGGAGT TAGAGGTGT CTGAT T TGT CTGATCAGCCTCCTAGCGT CGAAAATACT TATCGGGATCAGGCCTTC
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AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGTAGAGCT AACAAACCATACGGAACGGEGCCCT AGT CTCGGAAGCAGCACTACAGAGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGTAGAGCGAACAGAGCATACGGAACGGEGECCCT AGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGTAGAGCGAACAGAGCATACGGAACGGEECCCT AGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGTAGAGCGAACAGAGCATACGGAACGGEECCCT AGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGT AGAGCGAACAGAGCATACGGAACGGGCCCTAGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGT AGAGCGAACAGAGCATACGGAACGGEGECCCT AGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGT AGAGCGAACAGAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGTAGAGCGAACAGAGCATACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGTAGAGCGAACAGAGCATACGGAACGGEECCCT AGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGTAGAGCGAACAGAGCATACGGAACGGEECCCT AGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGT AGAGCGAACAGAGCATACGGAACGGGCCCTAGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGT AGAGCGAACAGAGCAT ACGGAACGEGCCCT AGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGT AGAGCGAACAGAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGT AGAGCGAACAGAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGT AGAGCGAACAGAGCAT ACGGAACGGEGECCCTAGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCGAACAGAGCAT ACGGAACGGEGECCCTAGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGT AGAGCT AACAGAGCATACGGAACGGGCCCTAGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCTAGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT TGGT AGAGCT AACAAACCAT ACGAAACGGEGCCCT AGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAGCGGEGECCCTAGT CTCGAAAGCAGCAGTACAGAGGECGT C
AACGAAGAGGAGCT GCTCAAAGT CGT GGACGAGCT CT CGGTAGAGCT AACAGAGCATACGGAACGGEECCCT AGT CTCGGAAGCAGCATTACAGAGECGT C
AACGAAGAGGAGCT GCTCAAAGT CGT GGACGAGCT CT CGGT AGAGCT AACAGAGCATACGGAACGGGCCCTAGT CTCGGAAGCAGCATTACAGAGCECGIC
AACGAAGAGGAGCT GCTCAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAT TACAGAGGECGI C
AACGAAGAGGAGCT GCTCAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCTAGT CTCGGAAGCAGCAT TACAGAGGECGI C
AACGAAGAGGAGCT GCTCAAAGT CGT GGACGAGCT CTCGGTAGAGCT AACAGAGCATACGGAACGGEGECCCT AGT CTCGGAAGCAGCATTACAGAGECGT C
AACGAAGAGCAGCT GCTGAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCTAGT CTCGGAAGCAGCAT TACAGAGGECGT C
AACGAAGAGCAGCT GCTGAAAGT CGT GGACGAGCT CT CGGTAGAGCT AACAGAGCATACGGAACGGEECCCT AGT CTCGGAAGCAGCATTACAGAGECGT C
AACGAAGAGGAGCT GCTCAAAGT CGT GGACGAGCT CT CGGT AGAGCT AACAGAGCATACGGAACGGGCCCTAGT CTCGGAAGCAGCATTACAGAGCECGIC
AACGAAGAGGAGCTACT CAAAGT CGT GGACGACCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCACTACAGAGGECGT C
AACGAAGAT GAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAAAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAT GAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAAAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGATGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAAAGCAT ACGGAACGGEGCCCTAGT CTCGGAAGCAGCAGTACAGAAGCGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGECCCTAGT CTCGGAAGCAGCAGTACAGAGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGT AGAGCT AACAGAGCATACGGAACGGGCCCTAGT CTCGGAAGCAGCAGTACAGAGCECGTC
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGT ACAGAGGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGTACAGAGGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGTACAGAGGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCTAGT CTCGGAAGCAGCAGTACAGAGGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGECCCTAGT CTCGGAAGCAGCAGTACAGAGCECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGT AGAGCT AACAGAGCATACGGAACGGGCCCTAGT CTCGGAAGCAGCAGTACAGAGCECGTC
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGT ACAGAGGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGTACAGAGGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGTACAGAGGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCTAGT CTCGGAAGCAGCAGTACAGAGGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGECCCTAGT CTCGGAAGCAGCAGTACAGAGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGT AGAGCT AACAGAGCAT ACGGAACGGGCCCTAGT CTCGGAAGCAGCAGTACAGAGCECGTC
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGT ACAGAGGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGT ACAGAGGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCAGTACAGAGGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGCCCTAGT CTCGGAAGCAGCAGTACAGAGGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AGAGCT AACAGAGCAT ACGGAACGGEGECCCTAGT CTCGGAAGCAGCAGTACAGAGCECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGT AGAGCT AACAGAGCAT ACGGAACGGGCCCTAGT CTCGGAAGCAGCAGTACAGAGCECGTC
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AAAGCT AACAAACCAT ACGGAACGGACCCT AGT CTCGGAAGCAGCACTACAGAGGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AAAGCT AACAAACCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCACTACAGAGGECGI C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CT CGGT AAAGCT AACAAACCAT ACGGAACGGEGCCCT AGT CTCGGAAGCAGCACTACAGAGGECGT C
AACGAAGAGGAGCTACT CAAAGT CGT GGACGAGCT CTCGGT AAAGCT AACAAACCAT ACGGAACGGEGCCCTAGT CTCGGAAGCAGCACTACAGAGGECGT C
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AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGAAGT CTTTATGT TGAT TCAGACGAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGI TGAT TCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAACTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAACTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAACTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGATTCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAACTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGATTCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAACTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGIT TGAT TCAGAT GAAGATAGIT TCATGCAACGCAAAAT GGGGAACTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAACTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGI TGAT TCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAACTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAACTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGEGAGGACGT CTTTATGT TGATTCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAACTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAACTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGIT TCATGCAACGCAAAAT GGGGAACTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAACTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAACTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAACTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGEGAGGACGT CTTTATGT TGATTCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGATTCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGIT TGAT TCAGAT GAAGATAGT TCATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGATTTCAAAC
AAGACGACCAACACCCTAACGGGECCT TGCCCGAGGGGAGGACGT TTTTATGI TGAT TCAGAT GAAGATACGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTAT GT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGATTCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAACACCCTAACGGGECCT TGCCCGAGGGGAGGACGT CTTTAT G TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGI TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTAT GT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGATTCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAACACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGIT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGI TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAGACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGI TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAAT ACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGATTCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAAT ACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGI TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTAT GT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAAT ACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGATTCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAAT ACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTAT GT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAAT ACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGATTCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAAT ACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTATGT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAATACCCTAACGGACCT TGCCCGAGGGGAGGACGT CTTTAT GT TGAT TCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGACGAATACCCTAACGGACCT TGCCCGAGGEGAGGACGT CTTTATGT TGATTCAGAT GAAGATAGGT CATGCAACGCAAAAT GGGGAATTCAAAC
AAAACGGCCAATACCCTAACGGAGT TTGCCCGAGECGAGGACGT TTTTATTTTGATATAGAT GAAGATACGT CATGCAACGCAAAAT GGGGAATTGCAAC
AAAACGACCAATACCCTAACGGAGT TTGCCCGAGT GGAGGACGT TTTTATCT TGATGTAGAT GAAGATAGGT CATGCAACAGT AAAT GGGGAATTGCAAC
AAAACGACCAATACCCTAACGGAGT TTGCCCGAGT GGAGGACGT TTTTATCT TGATGTAGAT GAAGATAGGT CATGCAACAGT AAAT GGGGAATTGCAAC
AAAACGACCAATACCCTAACGGAGT TTGCCCGAGT GGAGGACGT TTTTATCT TGATGTAGAT GAAGATAGGT CATGCAACAGT AAAT GGGGAATTGCAAC
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GGACAACGATGT TAGAACGT TTGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGECGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACAACGATGT TAAAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACAACGATGT TAAAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACAACGATGT TAAAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACAACGATGT TAAAACGT TTGGCTCAACTGGT TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAAT GCACCCCATCACG
GCACAACGATGT TAAAACGT TTGGCTCAACTGGT TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAAT GCACCCCATCACG
GCACAACGATGT TAAAACGT TTGGCTCAACT GGT TCGGT TTGCGCAGGECACGT TCAGECGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACAACGATGT TAAAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGECACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACAACGATGT TAAAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACAACGATGT TAAAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACAACGATGT TAAAACGT TTGGCTCAACTGGT TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCTTGCTGCTATACAAT GCACCCCATCACG
GCACAACGATGT TAAAACGT TTGGCTCAACTGGT TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAAT GCACCCCATCACG
GCACAACGATGT TAAAACGT TTGGCTCAACT GGT TCGGT TTGCGCAGGECACGT TCAGECGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACAACGATGT TAAAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACAACGATGT TAAAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACAACGATGT TAAAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACAACGATGT TAAAACGT TTGGCTCAACTGGT TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCTTGCTGCTATACAAT GCACCCCATCACG
GCACAACGATGT TAAAACGT TTGGCTCAACTGGT TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAAT GCACCCCATCACG
GCACAACGATGT TAAAACGT TTGGCTCAACT GGT TCGGT TTGCGCAGGECACGT TCAGECGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GGACAACGATGT TAGAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GGACAACGATGT TAGAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACGACGATGT TAGAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCT GCTATACAATGCACCCCATCACG
GCACGACGATGT TAGAACGT TTGGCTCAACTGGI TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCTTGCTGCTATACAAT GCACCCCATCACG
GCACGACGATGT TAGAACGT TTGGCTCAACTGGT TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAAT GCACCCCATCACG
GCACGACGATGT TAGAACAT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGECGGAT CACT TGCGCT CGCTGCTATACAATGCACCCCATGACG
GCACGACGATGT TAGAACAT T TGGCTCAACT GGT TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCT CGCTGCTATACAATGCACCCCATGACG
GCACGACGATGT TAGAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACGACGATGT TAGAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCT GCTATACAATGCACCCCATCACG
GCACGACGATGT TAGAACGT TTGGCTCAACTGGI TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCTTGCTGCTATACAAT GCACCCCATCACG
GGACAACGATGT TAGAACGT TTGGCTCAACTGGT TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAACGCACCCCATCACG
GCACAACGATGT TAGAACGT TTGGCTCAACT GGT TCGGT TTGCGCAGGECACGT TCAGECGGAT CACT TGCGCT TGCT GCTATACAATGCACCCCATCACG
GCACAACGATGT TAGAACGT TTGGCTCAACT GGT TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACAACGATGT TAGAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCACG
GCACGACGATGCTAGAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCT GCTATACAATGCACCCCATCGCG
GCACGACGATGCTAGAACGT TTGGCTCAACTGGI TCGGT TTGCGCAGECACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAAT GCACCCCATCGCG
GCACGACGATGCTAGAACGT TTGGCTCAACTGGT TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAAT GCACCCCAT CGCG
GCACGACGATGCTAGAACGT TTGGCTCAACT GGT TCGGT TTGCGCAGGECACGT TCAGECGGAT CACT TGCGCT TGCT GCTATACAATGCACCCCATCGCG
GCACGACGATGCTAGAACGT TTGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCT GCTATACAATGCACCCCATCGCG
GCACGACGATGCTAGAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCGCG
GCACGACGATGCTAGAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCT GCTATACAATGCACCCCATCGCG
GCACGACGATGCTAGAACGT TTGGCTCAACTGGI TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAAT GCACCCCAT CGCG
GCACGACGATGCTAGAACGT TTGGCTCAACTGGT TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAAT GCACCCCAT CGCG
GCACGACGATGCTAGAACGT TTGGCTCAACT GGT TCGGT TTGCGCAGGECACGT TCAGECGGAT CACT TGCGCT TGCT GCTATACAATGCACCCCATCGCG
GCACGACGATGCTAGAACGT TTGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCT GCTATACAATGCACCCCATCGCG
GCACGACGATGCTAGAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCGCG
GCACGACGATGCTAGAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCT GCTATACAATGCACCCCATCGCG
GCACGACGATGCTAGAACGT TTGGCTCAACTGGI TCGGT TTGCGCAGECACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAAT GCACCCCATCGCG
GCACGACGATGCTAGAACGT TTGGCTCAACTGGT TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAAT GCACCCCAT CGCG
GCACGACGATGCTAGAACGT TTGGCTCAACT GGT TCGGT TTGCGCAGGECACGT TCAGECGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCGCG
GCACGACGATGCTAGAACGT TTGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCT GCTATACAATGCACCCCATCGCG
GCACGACGATGCTAGAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCTGCTATACAATGCACCCCATCGCG
GCACGACGATGCTAGAACGT T TGGCTCAACT GGT TCGGT TTGCGCAGGBCACGT TCAGGCGGAT CACT TGCGCT TGCT GCTATACAATGCACCCCATCGCG
GCACGACGATGCTAGAACGT TTGGCTCAACTGGI TCGGT TTGCGCAGGCACGT TCAGGCGGAT CACT TGCGCTTGCTGCTATACAAT GCACCCCAT CGCG
GGCCCACGAAACTAGAACCTTTGGCTCAACTGGT TCGGT TTGCGCAGGCCCGT TCAGGCGGAT CACT TGCGCTTGCTGCTTTACAACGT ACCCCATCACG
TCCCGACGAAACTAGAACGT TTGGCTCAACT GGT TCGGT T TGCGCAGGCACGT TCAGBCGGATCACT TGCGCT TGCT GCT TTACAACGCACCCCATCACG
TCCCGACGAAACTAGAACGT TTGGCTCAACT GGT TCGGT T TGCGCAGGCACGT TCAGGBCGGATCACT TGCGCT TGCT GCT TTACAACGCACCCCATCACG
TCCCGACGAAACTAGAACGT TTGGCTCAACT GGT TCGGT T TGCGCAGGCACGT TCAGGBCGGATCACT TGCGCT TGCTGCT TTACAACGCACCCCATCACG
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GATAATAAT GTAAGAGGGAATAACTAT CTTTTAAGAGGCCT TATTAGT TACTAACT CAAAGCCTACT AGAT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGGGGGAATAACTAT CTTTTAAGATGCCT TATTAGT TACTAACT CAAACCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGGGGGAATAACTAT CTTTTAAGATGCCTTATTAGT TACTAACT CAAACCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGGGGGAATAACTAT CTTTTAAGATGCCTTATTAGT TACTAACT CAAACCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAATGT AAGGGGGAATAACTATCTTTTAAGATGCCTTATTAGT TACT AACT CAAACCCT ACTAGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGGGGGAATAACTAT CTTTTAAGATGCCTTATTAGT TACTAACT CAAACCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGGGGGAATAACTAT CTTTTAAGATGCCTTATTAGT TACTAACT CAAACCCT ACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGGGGGAATAACTAT CTTTTAAGATGCCT TATTAGT TACTAACT CAAACCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGGGGGAATAACTAT CTTTTAAGATGCCTTATTAGT TACTAACT CAAACCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGGGGGAATAACTAT CTTTTAAGATGCCTTATTAGT TACTAACT CAAACCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAATGT AAGGGGGAATAACTATCTTTTAAGATGCCTTATTAGT TACT AACT CAAACCCT ACTAGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGGGGGAATAACTAT CTTTTAAGATGCCTTATTAGT TACTAACT CAAACCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGGGGGAATAACTAT CTTTTAAGATGCCT TATTAGT TACTAACT CAAACCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGGGGGAATAACTAT CTTTTAAGATGCCTTATTAGT TACTAACT CAAACCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGGGGGAATAACTAT CTTTTAAGATGCCTTATTAGT TACTAACT CAAACCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGGGGGAATAACTAT CTTTTAAGATGCCTTATTAGT TACTAACT CAAACCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAATGT AAGGGGGAATAACTATCTTTTAAGATGCCTTATTAGT TACT AACT CAAACCCT ACTAGGT GCCAAGAATGGACGGAATATATTGCCCAA
GATAATAAT GTAAGGGGGAATAACTAT CTTTTAAGATGCCTTATTAGT TACTAACT CAAACCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGGGGGAATAACTAT CTTTTAAGATGCCT TATTAGT TACTAACT CAAACCCT ACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGAGGGAATAACTAT CTTTTAAGAGGCCT TATT TGT TACTAACT CAAAGCCT ACT AGGAGCCAAGAAT GGACGGAATATATTGCCTAA
GATAATAAT GTAAGAGGGAATAACTAT CTTTTAAGAGGCCT TATTAGT TACTAACT CAAAGCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAAT GTAAGAGT GAATAACTAGCT TTTAAGAGGCCT TGTTAGT TACTAACT CAAAGCCT ACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAATGT AAGAGT GAATAACTAGCT TTTAAGAGGCCT TGTTAGT TACT AACT CAAAGCCT ACTAGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAATGTAAGAGT GAATAACTAGCT TTTAAGAGGCCT TGT TAGT TACTAACT CAAAGCCT ACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATAATGTAAGAGT GAATAACTAGCT TTTAAGAGGCCT TGT TAGT TACTAACT CAAAGCCT ACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATAATGTAAGAGT GAATAACTAGCT TTTAAGAGGCCT TGT TAGT TACTAACT CAAAGCCTACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATAATGTAAGAGT GAATAACTAGCT TTTAAGAGGCCT TGT TAGT TACTAACT CAAAGCCTACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATAAT GTAAGAGT GAATAACTAGCT TTTAAGAGGCCT TGT TAGT TACTAACT CAAAGCCT ACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATAATGT AAGAGT GAATAACTAGCT TTTAAGAGGCCT TGTTAGT TACT AACT CAAAGCCT ACTAGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGGGAATAACTAT CTTTTAAGAGGCCT TATTAGT TACTAACT CAAAGCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCT TATTAGT TACTAACT CAAAGCCT ACT AGGT GCCAAGAAT GGACGGAATATA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCT TATTAGT TACTAACT CAAAGCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCT TATTAGT TACTAACT CAAAGCCTACT AGGT GCCAAGAAT GGACGGAATATATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCT TATTAGT TACTAACT CAAAGCCTACT AGGT GCCAAGAAT GGACGGAATACA
GATAATGATGT AAGAGT GAATAACTATCTTTTAAGAGGCCT TATTAGT TACT AACT CAAAGCCT ACTAGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCT TATTAGT TACTAACT CAAAGCCT ACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCT TATTAGT TACTAACT CAAAGCCT ACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCT TATTAGT TACTAACT CAAAGCCTACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCT TATTAGT TACTAACT CAAAGCCTACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCT TATTAGT TACTAACT CAAAGCCTACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGT AAGAGT GAATAACTATCTTTTAAGAGGCCT TATTAGT TACT AACT CAAAGCCT ACTAGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCT TATTAGT TACTAACT CAAAGCCT ACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCT TATTAGT TACT AACT CAAAGCCT ACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCTAATTAGT TACTAACT CAAAGCCTACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCTAATTAGT TACTAACT CAAAGCCTACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCTAATTAGT TACTAACT CAAAGCCT ACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGT AAGAGT GAATAACTATCTTTTAAGAGGCCTAATTAGT TACT AACT CAAAGCCT ACTAGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCTAATTAGT TACTAACT CAAAGCCT ACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCTAATTAGT TACTAACT CAAAGCCT ACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCTAATTAGT TACTAACT CAAAGCCTACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCTAATTAGT TACTAACT CAAAGCCTACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGT GAATAACTAT CTTTTAAGAGGCCTAATTAGT TACTAACT CAAAGCCTACT AGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGT AAGAGT GAATAACTATCTTTTAAGAGGCCTAATTAGT TACT AACT CAAAGCCT ACTAGGT GCCAAGAAT GGACGGAATACATTGCCCAA
GATAATGATGTAAGAGGGAATAACTAT CTTTTAAGAGGCCT TATTAGT TACT AACT CGAAGCCT CCTAGGT GCCAAGAAT GGACGGAATATATTGCCCAA
AATAATGATGTAAGAGGGAATAACTATCTTTTAAGAGGCCT TATTAGT TACT AACT CAAAGCCT CCTAGGCACCAAGAAT GGACGGAATATATTGCCAAA
AATAATGATGTAAGAGGGAATAACTATCTTTTAAGAGGCCT TATTAGT TACT AACT CAAAGCCT CCTAGGCACCAAGAAT GGACGGAATATATTGCCAAA
AATAATGATGTAAGAGGGAATAACTATCTTT TAAGAGGCCT TATTAGT TACTAACT CAAAGCCT CCTAGGCACCAAGAAT GGACGGAATATAT TGCCAAA
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AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGTACCT CATACAT CAT GT GTACAGGCGAAGAAGCT CACCGAGATCT T
AATGGGAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT AT CT CATACAT CGT GT GTACAGGCGAAGAAGCT CACCGAGATCT T
AATGGGAGGT CTGTAAGCAGGAACCT GAACGATGGAGT AAAT GGGGAAAT AGGGT AT CT CATACAT CGT GT GTACAGGCGAAGAAGCT CACCGAGATCT T
AATGGGAGGT CTGTAAGCAGGAACCT GAACGATGGAGT AAAT GGGGAAAT AGGGT AT CT CATACAT CGT GT GTACAGGCGAAGAAGCT CACCGAGATCT T
AATGGGAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAATAGGGT ATCTCATACAT CGT GT GT ACAGGCGAAGAAGCTCACCGAGATCTT
AATGGGAGGT CTGT AAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAATAGGGT ATCTCATACAT CGT GT GT ACAGGCGAAGAAGCTCACCGAGATCTT
AATGGGAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT AT CT CATACAT CGT GT GTACAGGCGAAGAAGCT CACCGAGATCT T
AATGGGAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT AT CT CATACAT CGT GT GTACAGGCGAAGAAGCT CACCGAGATCT T
AATGGGAGGT CTGTAAGCAGGAACCT GAACGATGGAGT AAAT GGGGAAAT AGGGT AT CT CATACAT CGT GT GTACAGGCGAAGAAGCT CACCGAGATCT T
AATGGGAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT AT CT CATACAT CGT GT GTACAGGCGAAGAAGCT CACCGAGATCT T
AATGGGAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAATAGGGT ATCTCATACAT CGT GT GT ACAGGCGAAGAAGCTCACCGAGATCTT
AATGGGAGGT CTGT AAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAATAGGGT ATCTCATACAT CGT GT GT ACAGGCGAAGAAGCTCACCGAGATCTT
AATGGGAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT AT CT CATACAT CGT GT GTACAGGCGAAGAAGCT CACCGAGATCT T
AATGGGAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT AT CT CATACAT CGT GT GTACAGGCGAAGAAGCT CACCGAGATCT T
AATGGGAGGT CTGTAAGCAGGAACCT GAACGATGGAGT AAAT GGGGAAAT AGGGT AT CT CATACAT CGT GT GTACAGGCGAAGAAGCT CACCGAGATCT T
AATGGGAGGT CTGTAAGCAGGAACCT GAACGATGGAGT AAAT GGGGAAAT AGGGT AT CT CATACAT CGT GT GTACAGGCGAAGAAGCT CACCGAGATCT T
AATGGGAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CGT GT GT ACAGGCGAAGAAGCTCACCGAGATCTT
AATGGGAGGT CTGT AAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CGT GT GT ACAGGCGAAGAAGCTCACCGAGATCTT
AATGGGAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CGT GT GTACAGGCGAAGAAGCT CACCGAGATCT T
GATGGCAGGT CT GTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT TTGGT ACCT CATACAT CATGT GTACAGGCGACGAAGCTCACCGAGATCT T
AATGGCATGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGTACCT CATACAT CAT GT GTACAGGCGAAGAAGCT CACCGAGATCT T
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CAT GT GTACAGGCGACGAAGCT CACCGAGATCT T
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CATGT GTACAGGCGACGAAGCTCACCGAGATCTT
AATGGCAGGT CTGT AAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CATGT GT ACAGGCGACGAAGCTCACCGAGATCTT
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CAT GT GTACAGGCGACGAAGCT CACCGAGATCT T
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CAT GT GTACAGGCGACGAAGCT CACCGAGATCT T
AATGGCAGGT CTGTAAGCAGGAACCT GAACGATGGAGT AAAT GGGGAAAT AGGGTACCT CATACAT CAT GT GTACAGGCGACGAAGCT CACCGAGATCT T
AATGGCAGGT CTGTAAGCAGGAACCT GAACGATGGAGT AAAT GGGGAAAT AGGGTACCT CATACAT CAT GT GTACAGGCGACGAAGCT CACCGAGATCT T
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CATGT GT ACAGGCGACGAAGCTCACCGAGATCTT
AATGGCAGGT CTGT AAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CAT GT GT ACAGGCGAAGAAGCTCACCGAGATCTT
AAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAATAGGGT ACCT CATACAT CAT GT GT ACAGGCGACGAAGCT CATCGAGATCTT
AATGGCATGT TTETAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CAT GT GTACAGGCGACGAAGCT CATCGAGATCT T
AATGGCATGT TTETAAGCAGGAACCT GAACGATGGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CAT GT GTACAGGCGACGAAGCT CATCGAGATCT T
AAGCAGGAACCT GAACGAT GGAGTAAAT GGGGAAATAGGGT ACCT CATACAT CAT GT GT ACAGGCGACGAAGCT CACCGAGATCTG
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAATAGGGT ACCT CATACAT CATGT GT ACAGGCGACGAAGCTCACCGAGATCTG
AATGGCAGGT CTGT AAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CAT GT GT ACAGGCGACGAAGCTCACCGAGATCTG
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CATGT GTACAGGCGACGAAGCT CACCGAGATCT G
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CAT GT GTACAGGCGACGAAGCT CACCGAGATCT G
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CAT GT GTACAGGCGACGAAGCT CACCGAGATCT G
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CAT GT GTACAGGCGACGAAGCT CACCGAGATCT G
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CATGT GT ACAGGCGACGAAGCTCACCGAGATCTG
AATGGCAGGT CTGT AAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CAT GT GT ACAGGCGACGAAGCTCACCGAGATCTG
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CAT GT GTACAGGCGACGAAGCT CACCGAGATCT G
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CAT GT GTACAGGCGACGAAGCT CACCGAGATCT T
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGTACCT CATACAT CAT GT GTACAGGCGACGAAGCT CACCGAGATCT T
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGTACCT CATACAT CAT GT GTACAGGCGACGAAGCT CACCGAGATCT T
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CATGT GTACAGGCGACGAAGCTCACCGAGATCTT
AATGGCAGGT CTGT AAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACAT CATGT GT ACAGGCGACGAAGCTCACCGAGATCTT
AATGGCAGGT CTGTAAGCAGGAACCT GAACGAT GGAGT AAAT GGGGAAAT AGGGT ACCT CATACA