MANUIN

1. n3Ad
Acrylamide (Amersham Bioscience, Sweden)
Agarose (Gibco/BRL, USA)
Ammnonium peroxydisulfate (USB corporation, USA)
Bisacrylamide (Amersham Bioscience, Sweden)
Boric acid (Merck, Germany)
Chloroform (Lab Scan, Ireland)
dNTP mix (Invitrogen, USA)
EDTA (Fisher Scientific, USA)
Ethanol (Merck, USA)
Ethidium bromide (Bio Basic Inc, Canada)
Isopropanol (Merck, Germany)
Oligonucleotide primer (Bio Basic Inc, Canada)
Silver nitrate (Merck, Germany)
Sodium chloride (Merck, Germany)
Sodium carbonate (Merck, Germany)
TEMED (USB corporation, USA)
Tris (USB corporation, USA)

Taq DNA polymerase (Invitrogen, USA)

2. garhenaniogy
Trizol™ reagent (Invitrogen, USA)

SuperScriptTM III First-Strand Synthesis for RT-PCR (Invitrogen, USA)
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3. qunsaiazinzeaiie
Electrophoresis for agarose gel, Gel-Mate 2000 (Toyobo, Japan)
Electrophoresis, vertical apparatus, Hoefer SQ3 (Amersham pharmacia biotech, U.S.A.)
Power Supply, Model E833 (Consort, Belgium)
Gel documentation (Model Gene Genius & gene Tools, U.S.A.)
Gel dryer, Model GD 2000 (Amersham Bioscience, U.S.A.)
Hot Air Oven, Model ULE 400 (Memmert, Germany)
PCR Thermocycler, PTC-100"" (M1J research, U.S.A.)
Spectrophotometer UV/visible light (UV-VIS Biowave S2100, Gemmany)
ThermoShaker, Model DKSI001a (Daiki, Korea)
Magnetic Stirrer, Model HS115 (HL Instrument, Thailand)
Microcentrifuge tube 1.5 ml (Sorenson, Bioscience. Inc., U.S.A.)
PCR tube (Sorenson, Bioscience. Inc., USA)
pH meter (Model CG 842, Inc., U.S.A.)
Pipette, 0.2 pl (CappAero,Denmark)
Pipette, 20, 200, 1000 pl (Gilson, France)
Refrigerated Bench Top Centrifuge, Model Universal 32R (Hettich, Germany)

Vortex mixer, Genie II Model G560E (Scientific Industries, U.S.A.)

4. a13azag
Acetic acid solution (10%)
Glacial acetic 250 ml

ddH,O added to 2500 ml

Acrylamide (19:1) (40%)
Acrylamide 152 g
Bis-acrylamide 8 g
ddH,O added to 400 ml
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AgNO, solution (0.1%)
AgNO, 25
ddH,O added to 2500

EDTA (0.5 M) (pH 8)
EDTA (Na,2H,0) 186.1

ddH,0 added to 1000
Nitric acid solution (1%)
65%Nitric acid 35.5

ddH,O added to 2500

Polyacrylamide-urea gel (6%)

Urea (ultrapure) 29.4
40% acrylamide 10
10X TBE 7
ddH,0 30
APS 400
TEMED 30
TBE (10X) buffer (pH 8)

Tris 108
Boric acid 55
EDTA (0.5M) 40

ddH,0 added to 1000

ml

ml

ml

ml

ml
ml

ml

ul

ml

ml
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U

o d y a v
sauinalalnanlaanustin 17 Base Uszimanaide

o Y A = d vd'

diniianalelnaves cDNA gt 1

>1st_BASE_497734_1F Forward_OPDO3 wna 510 bp
GTGCAGTACTTAGGCATTGATTGTGTTGCTGCCTTCCTCATACCAAGAACTTGAGTCCTATTTCAGCATACTTGTGCAAAGCAAGG
TAGCAAAGACCAAAGCTTCGATCCTCTCGCTGCCTTCGATGAAAATTGTTTTGGTAGCCTTAGGAGGGAGAAACGTGTATCCCTGC
AACAAAGATTTGCATGAAGCTAGTGTCCACCCACAAGTCGGGCGACAAGACCCAAAAATTTTCATGAGGCAAGAAAGTTTGTCTTA
CTATTTTTCAAAAAAATGTGATCCACCCGGAAAAAGGGGAGGCGCCCCCGCCCCAGCAAAGGGGAAAACCTTTTTTACGACAGGGG
GCAGAAAAAAATGCCCCCCCCCCCCCCGTCCCCAAAAACCTGGTCTGAGAAAAAAAAAACCCCTTTTTTTTAATAAGCTTCCGATC
AACGCCGGGAAGCCTGCAATTTTTTCCCAACATTTTCTTTTGGATAAAAACAAACCTGGTCTCACCTTCCGCCCCCCCGC

>1st BASE_497735_1R_Reverse_Oligo_VA w646 bp
GNTGAATAACAACAGAATTAAGAAAATACGGCACAAAAACCGAGGGGATATTCTCGTGAAGCAGCAACTCCCCTTTAAAAAAAGGG
TAGGTGTTAAACTGTGCCCATCCCCCCCCCCACCCACAAAAGGTAGCACCAATTGGGTGAAAACCAACTGGGTCAGGGGGAAAAAA
AAGGACATGTCCATTCCCAATTTAGCCTTTTCCTCTTTTCCCACTCCCCCCCCCCGCTGGGGTTGGGACCCAAAAAAAAAAAGGAG
CAGTTGAAAAAAAAAGAAAAGATTTTTTCCCCCCTGCCACCGCCACAAAAAAAAAAAACAAAACAAAAAAAAAAAAAAAAAAGTCT
GGGTGGGGACCCCTTCCCCCCCCCCAACCGGAGAAAAAAAAAAAGAGCCCCAAAAATTCAGAGAGAAAAAAAAAAAAAAATTTCCC
CCCTCCCCTTTAAAAAAACCAACAGGCGAGGGAAGAAAGAGGCCACCCCCCCCCCCTAATTTTTCCCCAAACGCACCCAAGGGGGG
GAAGTTCCCAATTATTTTCTCCCCATCAAAAAACCCCATTTTGGGGGGAAAAAAAAAAAAAAAAAAAAAAAGGGTCCCTGCACGTC
GCGTCCCCACGACTGCACAACAACCAAGCGGGGAGCCCCGAACG

o v A =) d 'd‘

ﬁ]ﬂﬂuﬁﬂﬁiiﬂ‘ﬂﬂﬂli’)@ cDNA ﬂ‘i’l 2

>1st_BASE_497736_2F Forward_OPDO3 w1230 bp
NNNNNTTNNNTCCAACCTTTGCCATGTANAAACCCAANNNTTAAGTCTGTTAATTACCAAACTCCCTCCATTTAATGGGGGTGTAG

TATTGTTTATAATAACCCACCTTTGCAAAATCAGACAGCCTTTGAGGGGAAGATATTTTTTGGGATCAATCTTTTTAAAAATGGGT
AGCCTTTGTTGCGCTATTCCATTATTTGTCTTTTCTTTATTACCAAATATTTCCTGGG

>1st BASE_497737_2R_Reverse_Oligo_VA wna 249 bp
GNNNNNNNANNNNNNNNNNNNNNNNCANNNNNGNNNNTGCCGTTCTTCTACNTACTTCTTAAAAATTCCACATAAAAAAAAAAAAA
AGAGCGATTTTAGACATAAAGTGTTAAATTGTCATTATTTTTTACTTTTGATGAATTCTTTAGAATGAATATTAGTTGTTTGATTT
TTTGTGAGAAAGGGCCATAACATTTTGAATTAATTAACCAACTTTTTTTTTTGTACCAAATTTCCTTATAAAATTAC

oY A divl d ld’

a1auUINale Inauad cDNA an 3

>1st _BASE_497738_3F Forward_OPD03.abl wn267 bp
NNNNNNNNNNNNGNNNGNGNNGNGGANTACAGNAAANCAAATTTCATGGCTGGGANAAGCAGAGGATAACTCNNNAANTGATGGCN
TTTATGGCACCTGCTGCCCTACACCCACCACGCCTGNNNAANCTNAGNGCGNNCGGGAGCNGACNCANNTNNTTTNNTCCCGTGTT

TTTTTTTAAAAAAGCCCCGGGNNAGACCGGANGAGCTCTCTATTCCGGGGGTTAAATTTTGTGGGGTTTTTCCCCCGGGGGGGGGG
AAAAAAAAA

>1st BASE_497739_3R_Reverse_Oligo VA w 164 bp
GNNNNNNNNGGGCGAGTGAGCGTCCTCGGGCCGTTTAGGCCTTTTTTTGCAAACTTTTAAAAATCTCTACATAAAATTTCTTAAAA
GGCGATTTTGACATAGAGTAGTAATTCTTTTCATTCAACTCTTTGCATCGTGTGTATTGTTGTGGTCTCGACTTGATC

oY A = d ld'

diuiianalelnaves cDNA gl 4

>1st_BASE_497740_4F Forward_OPD03.abl wnn344 bp
NNNNNNNNNNNNNNNNTGAGNTGNGCNANGNNGGAACCAAATTTCTTGTGANTTGNNCAATAAGANNATCNCNNTTCCCNTTAATG
NGGCTGTAGCATTGCTGTTCTACTCCGCNNNCCCTANNANACTCCNANTTGCTGTGCCAACNAANNANT TTAGTAGCAAGTTGTTT

ATNNCNTTTTTTAGATTTTTTTTAGGCGAGTGTCCAACCACTCCTCTTATTTTNCCCCCATATTTTTTTTTCGGGCAAAAAAAAAA
AATAGCCTTGACGATGTTTCCAAGAGTCTTGGTCGAACCGCGTTATNNGTTTTTCTTTTTCTCTTTTTCGATCCAATTGTAGTATN

>1st_BASE_497741_4R_Reverse_Oligo_VA.abl w156 bp
NNNNGGCCCCNACANNNGNTTGGGNNACTGCCGCTANTGCCATGTTTTATATTAATTNAAGTNATTCGTTTTACTNGNNTTNAAAG
NTTNATTTTGGTATANTGGNAATTNNTATGATTATATTAAGCTGAGATTTAAAAACGATGTCGAGTAACA
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oY A = d lé

ﬂ1ﬂﬂu’3ﬂﬁiﬂvlﬂﬂ‘llﬂﬁ cDNA ﬂ‘ﬂ 5

>1st _BASE_497742_5F Forward_OPD03.ablw 383 bp
NNNNNNNNNNNNANNGNNTGTGGATAGANGNAACCAAATTTCATGGNTTTGNACAATAAGAGNAAACCTCTTCAATATAANGNGTT
GTTGAAAGTGCTGTTCGACTCCGCNAANNCTAGNTATCTNNNNCGNNCNCGGCGNGTNNTANNTATTTTTATAGGAGGTTTTTTTT
TTTCAAGCCCCCGAGATATGCGGAGGGGAGTGTCCAAAAAGGGGTAAAATTTTTAGAACCTTTTTTTTTCCCGGGGGGGAAAAAAA
AAAANATCCTTAACAAGGTTTCCAAGATCCTGTGCCAGACCGGAAAAATGTCTTGCCACCTCCTTGATTCCAGCAGCCAGCACGCC
CTTCTTCGCTGCTTGAGTATTNTTTTTTCTTTCTANNCT

>1st_BASE_497743_5R_Reverse_Oligo VA w451 bp
TCGTGCAGTGGAAGGGGAGGAAGGGGCCGGGAGGGCCATTGGACATCAATGTCTTTAAAAGACCTCCACCTTAAACCGAGCATGGG
AGGGGCCACAGGCGGGAGAGGCGAACCTTTTCCCCTGCGACACAGCGAAATCTGCGACCGTTGGCAAGCGACTTCGAAAAGAAAAT
CGCCTTCGCCCCAGGTTTAAAAAAAACCAAAGGCCGGGGGTATTTCCTGGGGAGGGGGGTTTCCGTTGAGGGGGGGGGGGGACCAA
ACCCCAAAGGCCGGTGGGTCCCCAAAACCCCTTTTGGGTGGTTAACACAAAGCCACAATAAAAGGGGGACTCCCCTAAAAAAAGGA
TAACCCAAAAAGGTTTTTTGGGAGGAAAAACCCGGGGGGGGAGAGGGGGGGGTCCCCAGCCCCAAAAAAGACCCCGAGAAAAAATG
GTAAAAGATCCTACCTGACGC

o d 1

aauiinalelnaves cDNA g1 6

>1st_BASE_497744_6F Forward_OPDO3.ablwn 649 bp
NNNNNNTTNGNCTCANNCNGNNGCNANANANNAAANCNNATTTCTTAGGATGGGAAANGAAAGAAAAAATNCTCGCAAAACAAAGG
AGNTTATGGTACGTGCTGCTAGATGTCGTNANCNGGNTNACNNAGNANGNGTGGGGANGNNCNANNCTCNTTTTAGTTGGNTNTAT
CCTTTTTCGNGCACCNGGANCAAGAGCCGTTGNTGTTAAAGGGCTTTATCATTAATGGCANTANTTTNCCNGGCCCGCACNAAGAN
TGTCTATGNAGGGTCCCTTCCGCCCCTTCAAACGCTAAAGAAGGGCCAAANNAAAATATCCATAACCGCTAATTGCATGTTCTCTG
AGGGTTTTCAATGTTCCTTTCTTTGATTTCATACCCAATTATTTATTTGTTTCTGATCTAGTCCAGTTGAGTCTGCCCGTGCTTTC
TTATCAATTCAGTTGGACACGGTCATTTGTAGTGAACATTCCACCACTCAAGCTGGGTATGCCTTGCTTTCTTGGGTAGCTTTCCT
TTCTTTTTCTTCCTGGAAAACACCTTCTTCCACGTACTTATGNGACTTCCATCCTTGCGAAGTAGTTTATCTTTAACATCTTTGTC
TTCACTGCTTGGTTGCCCTTCATGTGCCTCACATTCTCGCCCTCTCC

>1st_BASE_497745 6R_Reverse Oligo VA w720 bp
NNNNAGATAGACGTAAACGTCCTTCCTTTTGCCGCGGCCCTCTCAGCAGGAGAGATTCCCGTGAGAAAACCACCCCCCTTATAAAA
CGCAGGGGGGCAGGGGATCATTTCAGACCAATTGTCATCCGCAAAATGGTTACCCGCATCCGTCTGCAGGGCGGCGACATAGGGAC
GGACAGGCAATCCCGCCTCACACCTGAAGGCGGAGTCCCCCCTTCTCTCCTTGGCGGCACTCCTAGGTAAGGGCCCTGGAACCCAA
ACCGGGGCGAATTTTTTAATCGGAGACCGCAGTGCCTGCTGACCGCTGGGGGGCACAAAAGGGAAGAAATGGTCCCATTCTGGTTA
GCGCTCGGGGGGGGGACATTTGGACACGTCGGGAGGGAAGGGGAAGACACCCGTTTTGCCTCTACTGGGGAGGAAAGAAACTCGGG
GCGCGGTGAACAATAACATTGTCTCCCACCCATCACAACTCAATATAAGATTGTAGCGAACAGCACGCAAAGCGAGAAAATACACC
ACAGCATTCATCGGAGCGAGACAGAGACGCGGTATAATAGGTATAAATAGCCTCTTGTTTTTGGTAGGTCTGCGAGCCAGACACTA
CCTCTCTCATGGGGCTGTATCTATTGCTAGATCGGATCTAACCCGACAACATGGGGCCCGTAAGTTGTGCGCGCGAACCCAAAGGG
ACCACGACAACGGATCAACCAGGACGACCAAA

oY A = d lé

ﬁ]ﬂﬂulﬂﬁiﬂulﬂﬂ‘lli’)ﬁ cDNA ﬂ‘ﬂ 7

>1st_BASE_497746_7F_Forward_OPD08.abl w390 bp
NNNNNNNGGATNNNGNNNNNNNTGACTATNTATAAAATCTTTCTTGTCTCATAGAAGTAATGCATTGAAGATCTTTTACTTGGAGA
GCTTGCATATCCTCATTTGAACTNNNAGTTGAGNNTTCGNCNGNNGGTGGGCTANNAANCAGCTAGTTGTGTNNCTCCCGTGGCAG
TCNCTTGAAAACCAAATTGGGGGATCNNCCCGGGGGTACTTTAGNNNTTTTTTTTTTTTANGAANGGGTNTTGNAAAAANTCNTTT

TTTTCCCNNAAAAACNCCATAAAAAAAANNNNNACNTGGGCGGTTTTNTNNGGGAAAGGGGGGGTGGGTTTCTGTAAAGAAATGCN
GATGNNNTTTTTNATGTTNCTTTNTTTGGGGCTCNNCCNNTNTTTN

>1st BASE_497747_7R_Reverse_Oligo_VA.abl w374 bp
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNAACNNNNNNNNNNNNNNNNNNNANNNNGANNNAANNNCNNNNNNNNNNN
NNNGNNNNTTNATTTTTTTTTNNNCAANNAAAAAATTTTTTNNAAAAACNTNNTTANAGTNTTCTNNTGNNNNTNTTANGAGGCCA
ACCCGGGNAGGCTATGGGGGCCTCTTTTGGGNNTTTTTTTGCGGTNGGTCTTTCGGCGAAGGGGGTGGGGGGGCTTTCAANNCAAC
TTCACCCCAAAAAAGGCCNTCCCCCCGNTANTTTTTTTTTTTNGGGAGGGAGAGATGNTTATCCCNGGGGGGCGNCNCGGGGCATT
TNGTTTNNTTTTTTGTTNNAAAAAAAAANT
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oY A = d lé

ﬂ1ﬂﬂu’3ﬂﬁiﬂvlﬂﬂ‘llﬂﬁ cDNA ﬂ‘ﬂ 8

>1st _BASE_497748_8F Forward_OPD08.abl w1519 bp
NNNNNNNNNTNNGNNNNNNTTGAANACAGCACAAATTTGTCTTGTCGNTACAACTACTGCTGCGAAGATCTTTTACTTGGACCTTT
TCCATCTGCCTTTTTGATCTTGAAGATTAACGAGTTGGTNCCNCTCGGGTGNNGNATAGCTAGCTTTGTCNCCGCTGTTGNGGATT
CTCTGCAGACAAAACNGTATGACACCACNGNNGGGTANATNAGAANTCNTTTNNTTTCAAGAAAATGTNNTATAANCNTTNTCCNC
NCCANAACCCCNAAAAAACNNCCCCCCCCTTGNGGGNGGGTTTTNGNNAGNNGGGNNGGGNNTGCNAATACCNCCCCCCGAAGNTT
TCANTGTCCCTTTTGTTGGNAATCNCANNATNNGTCNTTGCTTCTGATCTGGTCCTTTTGAGTCTGCTTTGCTTTCTTATCNATTC
ATTTGGATAAGGCCTTTTGTAGTGAACATTCCACCNCTCAGGCTNGGTATGCCTTGCTTCCTTTGTTTGTTTTCCTTTCTTTTTCT
TCT

>1st_BASE_497749_8R_Reverse_Oligo_VA.ablwa 409 bp
CNNNNNNNNNGGGNNGGNGGGGCTCATAGGACCGANCGCTCTCTGGACATAAGAGGGCTCTACGGGAATTTGGAGGGGTGACCTTA
TTGGAGCTTTCTGGCCGGTTCCAATATGGATATTAAGCAAAATGTACCCAGAGAAGAAGTGGATCCCGCTCATCAACATTCCTGTC
ATATCTTATGGTTTTGCCGGTATGCCGCCTGCAACACCGACCAACATAGCTAGCTGGCTCATCACCGGAACGATCTTCAACTTCTT
TGTTTTCCGNNATCGAAAGANCTGGTAAAAAAAAAACAACTATGTGCTATCTGCTGTTTTGGATGAGGGCACGGGATTCATGGGGG
TGCTGTTGCCCCCCAGCCCGGGGAGAATCCGGGTTTTGGGGGGGGCNNCCNNNNNNNNACACANN

o v d 1

aduiindle InAves cDNA g 9

>1st_BASE_497750_9F Forward_OPD08.abl w374 bp
NNNNNNANNNGGNANGNNNTGANCATCNATCACATCTATTCTTGTCTCATAGAAGTCCTCCATTGAAGATCTTTTACCTGGAGAGC
TGGCATATCCATAACTGAACTTCGAGATTNGGAGTACCTCNCNNCCGGTNCCCGNAGTTATTGNGTGGTGCGTTGGTCCGNNATNT
GGGGANANACACAAAANGNNNGACANTTGNTAAAGGNGGGCCTTCCTTTNTNCTCCACANTTTTTTAATNNTNNCTTTTGGCCGGG
AGAAAACCNCGANAAAAAAANNCNCCNTATTNGTGGGGGTCTCCTTNNGGAAANNGGGGCGGGGGTNTATAAAANATCCNTNCAAA
AAGGNAAAACNCTTTGGGGGAANNACAANN

>1st_BASE_497751_9R_Reverse_Oligo VA.abl win407 bp
NNNNNNNNNANGTGNAGNTCAGGNGNTCTGATANGCAACGCGCTNCAGCTTTGGACCTGCAGGGCTCTACTGGAATTTGATGTGAA
TTTACTTGATTGACGCTTTCTTGCCGGTTCCAAAATGGATATTAAGCAAAATGTACCCCGAGAAGAAGTGGATCCCACTCATCAAC
ATTCCTGTCATATCTTATGGTTTTGCCGGTATGCCGCCTGCAACACCGACCAACATAGCTAGCTGGCTCATCACCGGAACAATCTT
CAACTTCTTTGTTTTCCGGTATCGAAAGGGCTGGTGGCAAAGAAACAACTATGTGCTATCTGCAGCTTTGGATGCTGGCACGGCGT
TCGTGGGGGTCCTGTTGTTCTTTGCCCTCGAGAAACAGGT TTTTGGGGGGGACAAAAAAAAAN

o v d 3
diniianalelnaves cDNA gii 10

>1st_BASE_497752_10F_Forward_OPD08.abl wwa 408 bp
NNNNANNNNGNGNAGNGNAGGGGNATGATATNACGGATTCNCTCTACTTTANAAAAGAAGTTCTGTTGGTTTTTCTTTTTTCCCAC
TTAAAATGGCCGTTCAAAGTATTGTGAATATGTTGTAAAACTTCTTACTCTGTACACTAATTACATCACCAAGGAAGGACTCTACT
CAGCTAGAAAGGAGAAGCTTGGATTAAAAGAATGGAAGAAGGGGATTTTAATGCCTTTCTAAGGAGACTGAAGGCTCTTAATATTC
TAGGATCCTGGGNNGGGAGGGTGNGGGGAAAAAAAAAAAACCCCCCCCCCTGGGGTTTTTTTTTTTCTTCTTTAAAAAACCCCCCT
TTTCCCCCCCGNACNTTTTCTTTTCCAAAANTTNNNNGGGNNNGNGGNNNAAANAAACAAAAAA

>1st_BASE_497753_10R_Reverse_Oligo_VA.ablww 423 bp
NNNNNNNNNNNANNAAAAANGGGGCTCNNACNNAANNNCACCCTCTTTGGANTTAAAAAGTCTACGGCAANNNAAGGANTGNTCCT
TTTTTAACTATCNTCCTNCGTTATAGAGATTNACAGCCTTAGGNNCCTNNAAAGGCATTNACTTNCCCTTCTTCCTTCTTNTATGT
NATCTGCGTCTATCTAGCTGAGTCAAAAATGTACCTAGGGGATGGTAATGCTGTACTAAGCTATCCAGAATTATCTAAATTTTCTA
TTTTTCTTGCCGGNNAGTGTAAGGGGGAAAAAAAAAAAACCCCTCTCGGCGGGGTCTTTTTTTCTCTCCCTTCCAAGATNCTCCNT
TCCCTCCTTCCCCCCCACTTGCCCCCTTACATTTTTTTGGGGGGGGGGGGGGAGGCCCGGGGAGCAACACAAAAAAATT

o W d 3
aduiinalelnaves cDNA g 11

>1st_BASE_497754_11F Forward_OPD08.ablwna 393 bp
NNNNNNNNGTNGCGNGGTTATTGNNCATGAGATCACATTTTTCCCTGCGCTAGAATCCAAGGTCCGAAGANTTTTAGCTGGNGAGC
TTGATATCTTNATTGAACTCCAAGTTNNGNTGTGGACATCCGCGNANNACNNATTCCTGCNNGTTCNGGTTTCTGGGGGANAATTG
GGAAATTGCCCTTTTTTTCCCCTGTTCCCCGGANAGGGGGACCCTTCTTCTTTTCCCAGAGAATTTTTAATAACCCCCTTTTTGGG
GGGGGGGGGTGNTNCCCCGAAAAAAAAAAAAAACCCCCCTTTTTTTTGGGGGACCTCTTTGGGNGGAAAAAAACACGNNTTTTTAA
AAAACANTCCCCCCAATTTTTTGGTTTTTGGGGGGGGGAANANCAAAAA

>1st_BASE_497755_11R_Reverse_Oligo_VA.ablwa 401 bp
NNNNNNANNANNGNANNCANTGNTCTGATGNNCATGGTCTTCCTCTTTGGTCCTGGAGGGCTCTACCGGAATTAGGTCGCTTNTAC
TTTATTGGCGCTTTCTGGCCCTTTCCAGTATGGATATTAANNAAATGGACCCAGAGAAGAAGTGGATCCCGCTCATCAACATTCCT
GTCATATCTTATGGTTTTGCCGGTATGCCGCCTGCAACACCGACCAACATAGCTAGCTGGCTCATCACCGGAACGATCTTCAACTA
CTTTGTTTTCCGGTATCGAAAGGACTGGTAAAAAAAAAACAACTATATTCTATCGGCAGCTTTGGAAAAAAAAAAAANNGGTCATG
AAAACCCCAACCCCCCCCAACTTTTGGGGAATTTTTTTTTTGGGGGCNCAAAAAAA
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é1iuiianaleInaves cDNA gii 12

>1st_BASE_497756_12F Forward_OPD08.abl w1394 bp
NNNNNNNNNNNNTACNNTTTGGTCATCTATAAATCAATTCTTGTCTCATAGAAGTCCTCCATTGAAGATCTTTTACCTGGAGAGCT
TGTTATCCATAACTGAACTTCNNNTTTTGTCTGNNNCCNCCNCCNNNGNCCCANNNGGNACANNNTGGNNNNACNNGGGCCCCCAN
NGGGGCCCCCNNTGGGGCCCCCANTGGGGNCCCCCTGGGCCCAANTGGGGNCCNATTGGGGCCCCATTGGGCNNACGGGGGGCACA
NNGGGNNNNTNGGGNNNNNANGGGNNTANNNGCGNNCNNTNNNNNNNNNNNNNNGNANNNNNTNNNNNNNNTGTGNNGNNTNNNGT
GNGCGTNNNTNNATANNNNNNNNNNNNNNNNNCTNNNNNNTNNNNNNNNN

>1st_BASE_497757_12R_Reverse_Oligo_VA.abl w 564 bp
NNNNNNNNNNNNNTACNNATTTGNTCATCTATAAAATCAATTCTTGTCTCATAGAAGTCCTCCATTGAAGATCTTTTACCTGGAGA
GCTTTTATATCAATAACTAATNCTNNNNTNNNTGNNNNNNNNCNCGNGGNNGNNNNNNNNNNNNTNNNNNCCNCNNGGCCCCCAAC
TGGGGCACAAAATNGGGCACCACTNGGGGNACCCACTGGGGGCAAAAACTGGGGGGCACACAATTGGGGCCAACAATTGGGGGNNN
CCATTGGGGCACCAACTGGGGCACCCCCTGGGGGCCCACAACGGGGGGACCAAAATGGGGGAAACCCCTGGGGGCACAAACTGGGG
GCACACAANGGGGCACCAAACTGGGGCACACACTTGGGGCACAACACTGGGGNNAAACAANGGGGGCCAAAAATGGGGCCCAAAAA
TGGGGCANAAATTGGGGCNAACACTTGGGCCCCNANTGGGGNAAACAATGGGGCCCCTNTTGGGCNCACACTTNNNAAATANTNNN
TCCAATNTNGNNNNNTNTTTTTTTTTTNNTNNGNNNNNNNTNTTNNTT

NanIMm alignment STHNUTUN 1010 forwerd primer U@% reverse primer maldsunsa

DNAMAN

o d \

aduiindle Indves cDNA gii 1

>1st_BASE_497734_1F Forward_OPDO3 w1510 bp
GTGCAGTACTTAGGCATTGATTGTGTTGCTGCCTTCCTCATACCAAGAACTTGAGTCCTATTTCAGCATACTTGTGCAAAGCAAGG
TAGCAAAGACCAAAGCTTCGATCCTCTCGCTGCCTTCGATGAAAATTGTTTTGGTAGCCTTAGGAGGGAGAAACGTGTATCCCTGC
AACAAAGATTTGCATGAAGCTAGTGTCCACCCACAAGTCGGGCGACAAGACCCAAAAATTTTCATGAGGCAAGAAAGTTTGTCTTA
CTATTTTTCAAAAAAATGTGATCCACCCGGAAAAAGGGGAGGCGCCCCCGCCCCAGCAAAGGGGAAAACCTTTTTTACGACAGGGG
GCAGAAAAAAATGCCCCCCCCCCCCCCGTCCCCAAAAACCTGGTCTGAGAAAAAAAAAACCCCTTTTTTTTAATAAGCTTCCGATC
AACGCCGGGAAGCCTGCAATTTTTTCCCAACATTTTCTTTTGGATAAAAACAAACCTGGTCTCACCTTCCGCCCCCCCGC

Revers complementary

>1st_BASE_497735_1R_Reverse_Oligo_VA w646 bp
CGTTCGGGGCTCCCCGCTTGGTTGTTGTGCAGTCGTGGGGACGCGACGTGCAGGGACCCTTTTTTTTTTTTTTTTTTTTTTTCCCC
CCAAAATGGGGTTTTTTGATGGGGAGAAAATAATTGGGAACTTCCCCCCCTTGGGTGCGTTTGGGGAAAAATTAGGGGGGGGGGGT
GGCCTCTTTCTTCCCTCGCCTGTTGGTTTTTTTAAAGGGGAGGGGGGAAATTTTTTTTTTTTTTTCTCTCTGAATTTTTGGGGCTC
TTTTTTTTTTTCTCCGGTTGGGGGCGGGGGAAGGGGTCCCCACCCAGACTTTTTTTTTTTTTITTTTTGTTTTGTTTTTTTTTTTTGT
GGCGGTGGCAGGGGGGAAAAAATCTTTTCTTTTTTTTTCAACTGCTCCTTTTTTTTTTTGGGTCCCAACCCCAGCGGGGGGGGGGA
GTGGGAAAAGAGGAAAAGGCTAAATTGGGAATGGACATGTCCTTTTTTTTCCCCCTGACCCAGTTGGTTTTCACCCAATTGGTGCT
ACCTTTTGTGGGTGGGGGGGGGGATGGGCACAGTTTAACACCTACCCTTTTTTTAAAGGGGAGTTGCTGCTTCACGAGAATATCCC
CTCGGTTTTTGTGCCGTATTTTCTTAATTCTGTTGTTATTCANC

Fast alignment of DNA sequences DNAMAN1 and DNAMAN2
Ktuple=2 Gap_penalty=7

Upper line: DNAMAN1, from 3 to 480
Lower line: DNAMAN2, from 135 to 612

DNAMAN1:DNAMAN2 identity= 28%

3 BASEFFORWARDOPDGTGCAGTACTTAGGCATTGATTGTGTTGCTGCCTTCCTCATACCA
135 AAATAATTGGGAACTTCCéCCCCT%GGéTGCG%TTGGéGAAAAA%TAGGGGGGGGGGGTG
63 AGAACTTGAGTCCTATTTCAGCATACTTGTGCAAAGCAAGGTAGCAAAGACCAAAGCTTC
195 GCCTé%%TCT%ééCTCGCéTéTTGGT%%T%TTAAL&GGGAéGGéGGA&ATTTTTTTT##T
123  GATCCTCTCGCTGCCTTCGATGAAAATTGTTTTGGTAGCCTTAGGAGGGAGAAACGTGTA

I 1 il I 1 N |
255  TTTTCTCTCTGAATTTTTGGGGCTCTTTTTTTTTTTCTCCGGTTGGGGGGGGGGAAGGGE
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183  TCCCTGCAACAAAGATTTGCATGAAGCTAGTGTCCACCCACAAGTCGGGCGACAAGACCC

M O L | | 11
315 TCCCCACCCAGACTTTTTTTTTTTTTTTTITTGTTTTGTTTTTTTTTTTTGTGGCGGTGGC
243 AAAAATTTTCATGAGGCAAGAAAGTTTGTCTTACTATTTTTCAAAAAAATGTGATCCACC

| | 1 11 I 11 Il
375  AGGGGGGAAAAAATCTTTTCTTTTTTTTTCAACTGCTCCTTTTTTTTTTTGGGTCCCAAC

303 CGGAAAAAGGGGAGGCGCCCCCGCCCCAGCAAAGGGGAAAACCTTTTTTACGACAGGGGG

1 i il I 1l | |
435  CCCAGCGGGGGGGGGGAGTGGGAAAAGAGGAAAAGGCTAAATTGGGAATGGACATGTCCT

363 CAGAAAAAAATGCCCCCCCCCCCCCCGTCCCCAAAAACCTGGTCTGAGAAAAAAAAAACC

il 1
495  TTTTTTTCCCCCTGACCCAGTTGGTTTTCACCCAATTGGTGCTACCTTTTGTGGGTGGGG

423 CCTTTTTTTTAATAAGCTTCCGATCAACGCCGGGAAGCCTGCAATTTTTTCCCAACAT

| i 1t l 11 111
555  GGGGGGATGGGCACAGTTTAACACCTACCCTTTTTTTAAAGGGGAGTTGCTGCTTCAC

o v = J vd'

diuiianalelnaves cDNA gl 2

>1st_BASE_497736_2F Forward_OPD03 wna230 bp
NNNNNTTNNNTCCAACCTTTGCCATGTANAAACCCAANNNTTAAGTCTGTTAATTACCAAACTCCCTCCATTTAATGGGGGTGTAG

TATTGTTTATAATAACCCACCTTTGCAAAATCAGACAGCCTTTGAGGGGAAGATATTTTTTGGGATCAATCTTTTTAAAAATGGGT
AGCCTTTGTTGCGCTATTCCATTATTTGTCTTTTCTTTATTACCAAATATTTCCTGGG

Revers complementary

>1st_BASE_497737_2R_Reverse_Oligo_VAwn249 bp
GTAATTTTATAAGGAAATTTGGTACAAAAAAAAAAGTTGGTTAATTAATTCAAAATGTTATGGCCCTTTCTCACAAAAAATCAAAC
AACTAATATTCATTCTAAAGAATTCATCAAAAGTAAAAAATAATGACAATTTAACACTTTATGTCTAAAATCGCTCTTTTTTTTTT
TTTTATGTGGAATTTTTAAGAAGTANGTAGAAGAACGGCANNNNCNNNNNTGNNNNNNNNNNNNNNNNTNNNNNNNC

Fast alignment of DNA sequences DNAMAN5 and DNAMANG6
Ktuple=2 Gap_penalty=7

Upper line: DNAMAN5, from 2 to 242
Lower line: DNAMAN6, from 23 to 270

DNAMANS:DNAMANG identity= 31%

2 TBASEFFORWARDOPDNNNNNTTNNNTCCAACCTTTGCCATGTANAAACCCAANNNTTAA

I 1 I I 1 I I N S O Y
23 TAATTTTATAAGGAAATTTGGTACAAAAAAAAAAGTTGGTTAATTAATTCAAAATGTTAT

62 GTCTGTTAATTACCAAACTCCCTCCATTTAATGGGGGTGTAGTATTGTTTATAATAACCC

O O A ¥ B R R I I 1l
83  GGCCCTTTCTCACAAAAAATCAAACAACTAATATTCATTCTAAAGAATTCATCAAAAGTA

122  ACCTTTGCAAAATCAGACAGCCTTTGAGGGGAAGATA. . ... .. TTTTTTGGGATCAATC
143 AAAAA%AATGLCAATTTALCA&%%%AT&TCTLAAA%CGCTCTTT%%%%%%TTTT%ATG%G
175 TTTTTAAAAATGGGTAGCCTTTGTTGCGCTATTCCATTATTTGTCTTTTCTTTATTACCA
203 GAA%%TTTAAGAA&%ANGTAGAAGAAééGCANNNNCNNNNN%éNNNNNNNNNNNNNNNNT
235  AATATTTC

I
263 NNNNNNNC
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oY A = vl d lnd'

’sﬂﬂ‘]J‘I—!’JﬂﬁiE] NAUB3 cDNA ﬂ‘ﬂ 3

>1st_BASE_497738_3F_Forward_OPD03.abl wna 267 bp
NNNNNNNNNNNNGNNNGNGNNGNGGANTACAGNAAANCAAATTTCATGGCTGGGANAAGCAGAGGATAACTCNNNAANTGATGGCN
TTTATGGCACCTGCTGCCCTACACCCACCACGCCTGNNNAANCTNAGNGCGNNCGGGAGCNGACNCANNTNNTTTNNTCCCGTGTT

TTTTTTTAAAAAAGCCCCGGGNNAGACCGGANGAGCTCTCTATTCCGGGGGTTAAATTTTGTGGGGTTTTTCCCCCGGGGGGGGGG
AAAAAAAAA

Revers complementary

>1st_BASE_497739_3R_Reverse_Oligo_VAwa164 bp
GATCAAGTCGAGACCACAACAATACACACGATGCAAAGAGTTGAATGAAAAGAATTACTACTCTATGTCAAAATCGCCTTTTAAGA
AATTTTATGTAGAGATTTTTAAAAGTTTGCAAAAAAAGGCCTAAACGGCCCGAGGACGCTCACTCGCCCNNNNNNNNC

Fast alignment of DNA sequences DNAMAN8 and DNAMAN9
Ktuple=2 Gap_penalty=7

Upper line: DNAMAN8, from 29 to 199
Lower line: DNAMAN9, from 26 to 185

DNAMAN8:DNAMANS identity= 21%

29 NNNGNNNGNGNNGNGGANTACAGNAAANCAAATTTCATGGCTGGGANAAGCAGAGGATAA

I 1111 I 1l i i 11
26 AAGTCGAGACCACAACAATACACACGATGCAAAGAGTTGAATGAAAAGAATTACTACTCT

89  CTCNNNAANTGATGGCNTTTATGGCACCTGCTGCCCTACACCCACCACGCCTGNNNAANC
| 1 | | | I
86  ATGTCAAAATCGCCTTTTAAGAAATTTTATGTAGAGATTTTTAAAAGTTTGCAAAAAAAG

149  TNAGNGCGNNCGGGAGCNGACNCANNTNNTTTNNTCCCGTGTTTTTTTTTA

11 111
146  GCCTAAACGGCCCGAGGACGCTCACT........... CGCCCNNNNNNNNC

o_ v = J vd'

aiuiianalelnaves cDNA gl 4

>1st_BASE_497740_4F Forward_OPDO3.ablww 344 bp
NNNNNNNNNNNNNNNNTGAGNTGNGCNANGNNGGAACCAAATTTCTTGTGANTTGNNCAATAAGANNATCNCNNTTCCCNTTAATG
NGGCTGTAGCATTGCTGTTCTACTCCGCNNNCCCTANNANACTCCNANTTGCTGTGCCAACNAANNANTTTAGTAGCAAGTTGTTT

ATNNCNTTTTTTAGATTTTTTTTAGGCGAGTGTCCAACCACTCCTCTTATTTTNCCCCCATATTTTTTTTTCGGGCAAAAAAAAAA
AATAGCCTTGACGATGTTTCCAAGAGTCTTGGTCGAACCGCGTTATNNGTTTTTCTTTTTCTCTTTTTCGATCCAATTGTAGTATN

Revers complementary

>1st_BASE_497741_4R_Reverse_Oligo_VA.abl w156 bp
TGTTACTCGACATCGTTTTTAAATCTCAGCTTAATATAATCATANNAATTNCCANTATACCAAAATNAANCTTTNAANNCNAGTAA
AACGAATNACTTNAATTAATATAAAACATGGCANTAGCGGCAGTNNCCCAANCNNNTGTNGGGGCCNNNN

Fast alignment of DNA sequences DNAMAN11l and DNAMAN12

Ktuple=2 Gap_penalty=7

Upper line: DNAMAN11, from 55 to 201
Lower line: DNAMAN12, from 33 to 179

DNAMAN11:DNAMAN12 identity= 25%

55 ACCAAATTTCTTGTGANTTGNNCAATAAGANNATCNCNNTTCCCNTTAATGNGGCTGTAG
33 AéATCG444T4AAATCTCAéCTTAA%ATAATCA%ALNAA%%NééAN%ATACCAAAATNAA
115  CATTGCTGTTCTACTCCGCNNNCCCTANNANACTCCNANTTGCTGTGCCAACNAANNANT
93 NC%%TNAANNéNAG4AAAACGAATNACTTNAAT%AATATAAAACA%éGéANTAGCGGCAG
175  TTAGTAGCAAGTTGTTTATNNCNTTTT

|
153 TNNCCCAANCNNNTGTNGGGGCCNNNN
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oY A = d lnd'

’s]W‘I‘]J‘I—!’Jﬂﬁiﬂulﬂﬂ‘llﬂQ cDNA ﬂ‘ﬂ 5

>1st _BASE_497742_5F Forward_OPD03.ablww 383 bp
NNNNNNNNNNNNANNGNNTGTGGATAGANGNAACCAAATTTCATGGNTTTGNACAATAAGAGNAAACCTCTTCAATATAANGNGTT
GTTGAAAGTGCTGTTCGACTCCGCNAANNCTAGNTATCTNNNNCGNNCNCGGCGNGTNNTANNTATTTTTATAGGAGGTTTTTTTT
TTTCAAGCCCCCGAGATATGCGGAGGGGAGTGTCCAAAAAGGGGTAAAATTTTTAGAACCTTTTTTTTTCCCGGGGGGGAAAAAAA

AAAANATCCTTAACAAGGTTTCCAAGATCCTGTGCCAGACCGGAAAAATGTCTTGCCACCTCCTTGATTCCAGCAGCCAGCACGCC
CTTCTTCGCTGCTTGAGTATTNTTTTTTCTTTCTANNCT

Revers complementary

>1st_BASE_497743_5R_Reverse_Oligo_VA w451 bp
GCGTCAGGTAGGATCTTTTACCATTTTTTCTCGGGGTCTTTTTTGGGGCTGGGGACCCCCCCCTCTCCCCCCCCGGGTTTTTCCTC
CCAAAAAACCTTTTTGGGTTATCCTTTTTTTAGGGGAGTCCCCCTTTTATTGTGGCTTTGTGTTAACCACCCAAAAGGGGTTTTGG
GGACCCACCGGCCTTTGGGGTTTGGTCCCCCCCCCCCCTCAACGGAAACCCCCCTCCCCAGGAAATACCCCCGGCCTTTGGTTTTT
TTTAAACCTGGGGCGAAGGCGATTTTCTTTTCGAAGTCGCTTGCCAACGGTCGCAGATTTCGCTGTGTCGCAGGGGAAAAGGTTCG
CCTCTCCCGCCTGTGGCCCCTCCCATGCTCGGTTTAAGGTGGAGGTCTTTTAAAGACATTGATGTCCAATGGCCCTCCCGGCCCCT
TCCTCCCCTTCCACTGCACGA

Fast alignment of DNA sequences DNAMAN14 and DNAMAN15
Ktuple=2 Gap_penalty=7

Upper line: DNAMAN14, from 38 to 392
Lower line: DNAMAN15, from 65 to 416

DNAMAN14:DNAMAN15 identity= 30%

38 TGTGGATAGANGNAACCAAATTTCATGGNTTTGNACAATAAGAGNAAACCTCTTCAATAT

il I 111 I I i 11 1
65  TGGGGCTGGGGACCCCCCCCTCTCCCCCCCCGGGTTTTTCCTCCCAAAAAACCTTTTTGG

98 AANGNGTTGTTGAAAGTGCTGTTCGACTCCGCNAANNCTAGNTATCTNNNNCGNNCNCGG

I L O O Y B A I 1
125  GTTATCCTTTTTTTAGGGGAGTCCCCCTTTTATTGTGGCTTTGTGTTAACC. . .ACCCAA

158  CGNGTNNTANNTATTTTTATAGGAGGTTTTTTTTTTTCAAGCCCCCGAGATATGCGGAGG

11 11l 11 111 I 11
182  AAGGGGTTTTGGGGACCCACCGGCCTTTGGGGTTTGGTCCCCCCCCCCCCTCAACGGAAA

218  GGAGTGTCCAAAAAGGGGTAAAATTTTTAGAACCTTTTTTTTTCCCGGGGGGGAAAAAAA
I 1 I i il |

242  CCCCCCTCCCCAGGAAATACCCCCGGCCTTTGGTTTTTTTTAAACCTGGGGCGAAGGCGA
278  AAAANATCCTTAACAAGGTTTCCAAGATCCTGTGCCAGACCGGAAAAATGTCTTGCCACC
302 TTTTCTTTTCGAAGTCéC%%GééAACGGTéGCAéATTTCGCTGTGTCGCAGGGGAAAAGG
338  TCCTTGATTCCAGCAGCCAGCACGCCCTTCTTCGCTGCTTGAGTATTNTTTTTTC

I 1 I 1l i1 il 1l I 111
362  TTCGCCTCTCCCGCCTGTGGCCCCTCCCATGCTCGGTTTAAGGTGGAGGTCTTTT
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o v A = d lnd'

’s]W‘I‘]J‘I—!’Jﬂﬁiﬂulﬂﬂ‘llﬂQ cDNA ﬂ‘ﬂ 6

>1st _BASE_497744_6F Forward_OPD03.ablwiw 649 bp
NNNNNNTTNGNCTCANNCNGNNGCNANANANNAAANCNNATTTCTTAGGATGGGAAANGAAAGAAAAAATNCTCGCAAAACAAAGG
AGNTTATGGTACGTGCTGCTAGATGTCGTNANCNGGNTNACNNAGNANGNGTGGGGANGNNCNANNCTCNTTTTAGTTGGNTNTAT
CCTTTTTCGNGCACCNGGANCAAGAGCCGTTGNTGTTAAAGGGCTTTATCATTAATGGCANTANTTTNCCNGGCCCGCACNAAGAN
TGTCTATGNAGGGTCCCTTCCGCCCCTTCAAACGCTAAAGAAGGGCCAAANNAAAATATCCATAACCGCTAATTGCATGTTCTCTG
AGGGTTTTCAATGTTCCTTTCTTTGATTTCATACCCAATTATTTATTTGTTTCTGATCTAGTCCAGTTGAGTCTGCCCGTGCTTTC
TTATCAATTCAGTTGGACACGGTCATTTGTAGTGAACATTCCACCACTCAAGCTGGGTATGCCTTGCTTTCTTGGGTAGCTTTCCT
TTCTTTTTCTTCCTGGAAAACACCTTCTTCCACGTACTTATGNGACTTCCATCCTTGCGAAGTAGTTTATCTTTAACATCTTTGTC
TTCACTGCTTGGTTGCCCTTCATGTGCCTCACATTCTCGCCCTCTCC

Revers complementary

>1st_BASE_497745_6R_Reverse_Oligo_VA w720 bp
TTTGGTCGTCCTGGTTGATCCGTTGTCGTGGTCCCTTTGGGTTCGCGCGCACAACTTACGGGCCCCATGTTGTCGGGTTAGATCCG
ATCTAGCAATAGATACAGCCCCATGAGAGAGGTAGTGTCTGGCTCGCAGACCTACCAAAAACAAGAGGCTATTTATACCTATTATA
CCGCGTCTCTGTCTCGCTCCGATGAATGCTGTGGTGTATTTTCTCGCTTTGCGTGCTGTTCGCTACAATCTTATATTGAGTTGTGA
TGGGTGGGAGACAATGTTATTGTTCACCGCGCCCCGAGTTTCTTTCCTCCCCAGTAGAGGCAAAACGGGTGTCTTCCCCTTCCCTC
CCGACGTGTCCAAATGTCCCCCCCCCGAGCGCTAACCAGAATGGGACCATTTCTTCCCTTTTGTGCCCCCCAGCGGTCAGCAGGCA
CTGCGGTCTCCGATTAAAAAATTCGCCCCGGTTTGGGTTCCAGGGCCCTTACCTAGGAGTGCCGCCAAGGAGAGAAGGGGGGACTC
CGCCTTCAGGTGTGAGGCGGGATTGCCTGTCCGTCCCTATGTCGCCGCCCTGCAGACGGATGCGGGTAACCATTTTGCGGATGACA
ATTGGTCTGAAATGATCCCCTGCCCCCCTGCGTTTTATAAGGGGGGTGGTTTTCTCACGGGAATCTCTCCTGCTGAGAGGGCCGCG
GCAAAAGGAAGGACGTTTACGTCTATCTNNNN

Fast alignment of DNA sequences DNAMAN1 and DNAMANZ2
Ktuple=2 Gap_penalty=7

Upper line: DNAMAN1, from 6 to 667
Lower line: DNAMAN2, from 74 to 734

DNAMAN1:DNAMAN2 identity= 31%

6 EFFORWARDOPDABNNNNNNTTNGNCTCANNCNGNNGCNANANANNAAANCNNATTTCTT
74 AACTTACGGGCCCCATGTTG4CGéGT%AGATéCéATCTAGCAATAGATLCAGCCCCATGA
66 AGGATGGGAAANGAAAGAAAAAATNCTCGCAAAACAAAGGAGNTTATGGTACGTGCTGCT
134 GAéLGéTAGTGTCTGGCTCGCLGACé#ACéA&A&ACL&éAGéC%ATTTA%LéC%AT%ATA
126~ AGATGTCGTNANCNGGNTNACNNAGNANGNGTGGGGANGNNCNANNCTCNTTTTAGTTGG
194 CCGCé4éTCTGTéTCéC%CCGATGAATGCTé%ééTéTATTTTCTCGé#TTGCG%GC%GTT
186 NTNTATCCT.TTTTCGNGCACCNGGANCAAGAGCCGTTGNTGTTAAAGGGCTTTATCATT
254 CGC%ACAA%C%%A%ATTéAGTTGTéLTGGGTGéGAéACAA%é%%LTTéTTéACCGCGCCC
245  AATGGCANTANTTTNCCNGGCCCGCACNAAGANTGTCTATGNAGGGTCCCTTCCGCCCCT
314 CGAéTTTC%TTCC%CééCAéTAGAGGéAAAACGGé46%C%TCCCCT%A&&%O%&&AAGTG
305  TCAAACGCTAAAGA..... AGGGCCAAANNAAAATATCCATAACCGCTAATTGCATGTTC
374 4&CAAATG4CCCCCCCCCGAéCéATALCCAGALTGGGAéCATTTéTTCCC%#TTGléCCé
360  TCTGAGGGTTTTCAATGTTCCTTTCTTTGATTTCATACCCAATTATTTATTTGTTTCTGA
434 CéCAGCéé%CAGéAGGCA ...... é%GCéG%C%éCGLTTAAAAAL%%CGCCCCGG%T%&G
420  TCTAGTCCAGTTGAGTCTGCCCGTGCTTTCTTATCAATTCAGTTGGACACGGTCATTTGT
488 GT%CCAGGGCCCTTACé%AGGAé%ééCGCéAAGGAGLGAAGéGGéGLéTCCéCCTTCAGG
480  AGTGAACATTCCACCACTCAAGCTGGGTAT...GCCTTGCTTTCTTGGGTAGCTTTCCTT
548 Té%éLGGCGGGATTGCé%GTCCG4CCC4L%GTCéééGCCé%GCAGACééATGCGGGTAAC
537  TCTTTTTCTTCCTGGAAAACACCTTCTTCCACGTACTTATGNGACTTCCATCCTTGCGAA

il 1 I 11 | 11 i1l
608  CATTTTGCGGATGACAATTGGTCTGAAATGATCCCCTGCCCCCCTGCGT. ... TTTATAA
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597  GTAGTTTATCTTTAACATCTTTGTCTTCACTGCTTGGTTGCCCTTCATGTGCCTCACATT

| N 1 1 . Y NS N |
664  GGGGGGTGGTTTTCTCACGGGAATCTCTCCTGCTGAGAGGGCCGCGGCAAAAGGAAGGAC

657  CTCGCCCTCTC

I 1111
724  GTTTACGTCTA

o v A = d 12

aauiinalelnaves cDNA g 7

>1st_BASE_497746_7F_Forward_OPDO8.ablwwn 390 bp
NNNNNNNGGATNNNGNNNNNNNTGACTATNTATAAAATCTTTCTTGTCTCATAGAAGTAATGCATTGAAGATCTTTTACTTGGAGA
GCTTGCATATCCTCATTTGAACTNNNAGTTGAGNNTTCGNCNGNNGGTGGGCTANNAANCAGCTAGTTGTGTNNCTCCCGTGGCAG
TCNCTTGAAAACCAAATTGGGGGATCNNCCCGGGGGTACTTTAGNNNTTTTTTTTTTTTANGAANGGGTNTTGNAAAAANTCNTTT
TTTTCCCNNAAAAACNCCATAAAAAAAANNNNNACNTGGGCGGTTTTNTNNGGGAAAGGGGGGGTGGGTTTCTGTAAAGAAATGCN
GATGNNNTTTTTNATGTTNCTTTNTTTGGGGCTCNNCCNNTNTTTN

Revers complementary

>1st BASE_497747_7R_Reverse_Oligo_VA.abl w374 bp
ANTTTTTTTTTNNAACAAAAAANNAAACNAAATGCCCCGNGNCGCCCCCCNGGGATAANCATCTCTCCCTCCCNAAAAAAAAAAAN
TANCGGGGGGANGGCCTTTTTTGGGGTGAAGTTGNNTTGAAAGCCCCCCCACCCCCTTCGCCGAAAGACCNACCGCAAAAAAANNC
CCAAAAGAGGCCCCCATAGCCTNCCCGGGTTGGCCTCNTAANANNNNCANNAGAANACTNTAANNANGTTTTTNNAAAAAATTTTT
TNNTTGNNNAAAAAAAAATNAANNNNCNNNNNNNNNNNNNNGNNNTTNNNTCNNNNTNNNNNNNNNNNNNNNNNNNGTTNNNNNNN
NNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

Fast alignment of DNA sequences DNAMAN4 and DNAMANS
Ktuple=2 Gap_penalty=7

Upper line: DNAMAN4, from 15 to 391
Lower line: DNAMAN5, from 21 to 397

DNAMAN4 :DNAMANS identity= 27%

15 OPDABNNNNNNNGGATNNNGNNNNNNNTGACTATNTATAAAATCTTTCTTGTCTCATAGA
21 AABANTTTTTTTTTNNAACAAAAAALLAAA&NAAA%GCCCCGNGNCGéCCCCéNGGGATA
75 AGTAATGCATTGAAGATCTTTTACTTGGAGAGCTTGCATATCCTCATTTGAACTNNNAGT
81 LNC ............ L%é%C%CCé%CCCNAAAAAAAAAAANTANCGGGGGGANGGCCTTT
135  TGAGNNTTCGNCNGNNGGTGGGCTANNAANCAGCTAGTTGTGTNN. . ... CTCCCGTGGC
129 4TTéGGG4GAAGTTGhNT%éAAAGCCCCCCéLCéCCC%%CGCCGAAAGACéNAéééCAAA
190  AGTCNCTTGAAAACCAAATTGGGGGATCNNCCCGGGGGTACTTTAGNNNTTTTTTTTT. ..
189 AAAALNCCCAAALGAGGCCCCCATAGCéThééééééTTGGéCTCNTAAAANNNNCANNAG
248 ... TTTANGAANGGGTNTTGNAAAAANTCNTTTTTTTCCCNNAAAAACNCCATAAAAA
249 AANAC%N%AANNALéTT%T%NNAAAAALT%TT%%NN%%GNNNAAAAAAAAATNAANNNNC
303  AAANNNNNACNTGGGCGGTTTTNTNNGGGAAAGGGGGGGTGGGTTTCTGTAAAGAAATGC
309 NNNLLLLLNNLNNNéNNN%%NNh%CLNNNTNNNNNNNNNNNNNNNNNNNGTTNNNNNNNN
363 NGATGNNNTTTTTNATGTTNCTTTNTTTG

| 11
369  NNNNNNNNNNNNNNNNNNNNNNNNNNNNN
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oY A = d lnd'

ﬂ1ﬂﬂu’3ﬂﬁiﬂvlﬂﬂ‘llﬂﬁ cDNA ﬂ‘ﬂ 8

>1st _BASE_497748_8F Forward_OPD08.ablww 519 bp
NNNNNNNNNTNNGNNNNNNTTGAANACAGCACAAATTTGTCTTGTCGNTACAACTACTGCTGCGAAGATCTTTTACTTGGACCTTT
TCCATCTGCCTTTTTGATCTTGAAGATTAACGAGTTGGTNCCNCTCGGGTGNNGNATAGCTAGCTTTGTCNCCGCTGTTGNGGATT
CTCTGCAGACAAAACNGTATGACACCACNGNNGGGTANATNAGAANTCNTTTNNTTTCAAGAAAATGTNNTATAANCNTTNTCCNC
NCCANAACCCCNAAAAAACNNCCCCCCCCTTGNGGGNGGGTTTTNGNNAGNNGGGNNGGGNNTGCNAATACCNCCCCCCGAAGNTT
TCANTGTCCCTTTTGTTGGNAATCNCANNATNNGTCNTTGCTTCTGATCTGGTCCTTTTGAGTCTGCTTTGCTTTCTTATCNATTC
ATTTGGATAAGGCCTTTTGTAGTGAACATTCCACCNCTCAGGCTNGGTATGCCTTGCTTCCTTTGTTTGTTTTCCTTTCTTTTTCT
TCT

Revers complementary

>1st_BASE_497749_8R_Reverse_Oligo_VA.abl ww 409 bp
NNTGTGTNNNNNNNNGGNNGCCCCCCCCAAAACCCGGATTCTCCCCGGGCTGGGGGGCAACAGCACCCCCATGAATCCCGTGCCCT
CATCCAAAACAGCAGATAGCACATAGTTGTTTTTTTTTTACCAGNTCTTTCGATNNCGGAAAACAAAGAAGTTGAAGATCGTTCCG
GTGATGAGCCAGCTAGCTATGTTGGTCGGTGTTGCAGGCGGCATACCGGCAAAACCATAAGATATGACAGGAATGTTGATGAGCGG
GATCCACTTCTTCTCTGGGTACATTTTGCTTAATATCCATATTGGAACCGGCCAGAAAGCTCCAATAAGGTCACCCCTCCAAATTC
CCGTAGAGCCCTCTTATGTCCAGAGAGCGNTCGGTCCTATGAGCCCCNCCNNCCCNNNNNNNNNG

Fast alignment of DNA sequences DNAMAN7 and DNAMAN8

Ktuple=2 Gap_penalty=7

Upper line: DNAMAN7, from 90 to 517
Lower line: DNAMAN8, from 8 to 432

DNAMAN7 :DNAMAN8 identity= 25%

90 TTTTACTTGGACCTTTTCCATCTGCCTTTTTGATCTTGAAGATTAACGAGTTGGTNCCNC
8 REVERSEOLIGOVAABNNTG%G%NNNNNNNNéGNNGCCCCCCCCAAAACCCGéA%TéTCé
150 TCGGGTGNNGNATAGCTAGCTTTGTCNCCGCTGTTGNGGATTCTCTGCAGACAAAACNGT
68 CééééCTGGéGGGCAACAééACCCCéATGAA%CCCéTéCCC%éATCCAAAAéAGCAGA.4
210  ATGACACCACNGNNGGGTANATNAGAANTCNTTTNNTTTCAAGAAAATGTNNTATAANCN
127 AGCAéATAGTTéTTTTT%TTT%ACCAGh%éT%%CGA%NNéGGAAAACAAAGAAGTTGAAG
270  TTNTCCNCNCCANAACCCCNAAAAAACNNCCCCCCCCTTGNGGGNGGGTTTTNGNNAGNN
187 A%CGTTCéGGTGATGAGééAGCTAGCTATGTTGGTéGG%éTTéCAééCGGCATACCGéCA
330 GGGNNGGGNNTGCNAATACCNCCCCCCGAAGNTTTCANTGTCCCTTTTGTTGGNAATCNC
247 ...AAACCATAAGATA%GA&AGGAATGTTGATGAGéGGGA%ééAC%%CT%CTCTGGGTAé
390  ANNATNNGTCNTTGCTTCTGATCTGGTCCTTTTGAGTCTGCTTTGCTTTCTTATCNATTC
304 LTTT%GCT%AA%AT&CATATTGGAACCGGCCAGAAAGé%CéAA%AAGG%éACCCéTCCAA
450  ATTTGGATA.AGGCCTTTTGTAGTGAACATTCCACCNCTCAGGCTNGGTATGCCTTGCTT
364 L##CCCG%AGL&C%&%C%%A#GTCCAGAGAGéGNTéGG%éCTATGAéCCCCNééNNCéCN
509 CCTTTGTTT

424 NNNNNNNNG
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oY A = d lnd'

’s]W‘I‘]J‘I—!’Jﬂﬁiﬂulﬂﬂ‘llﬂQ cDNA ﬂ‘ﬂ 9

>1st _BASE_497750_9F Forward_OPD08.abl wna374 bp
NNNNNNANNNGGNANGNNNTGANCATCNATCACATCTATTCTTGTCTCATAGAAGTCCTCCATTGAAGATCTTTTACCTGGAGAGC
TGGCATATCCATAACTGAACTTCGAGATTNGGAGTACCTCNCNNCCGGTNCCCGNAGTTATTGNGTGGTGCGTTGGTCCGNNATNT
GGGGANANACACAAAANGNNNGACANTTGNTAAAGGNGGGCCTTCCTTTNTNCTCCACANTTTTTTAATNNTNNCTTTTGGCCGGG

AGAAAACCNCGANAAAAAAANNCNCCNTATTNGTGGGGGTCTCCTTNNGGAAANNGGGGCGGGGGTNTATAAAANATCCNTNCAAA
AAGGNAAAACNCTTTGGGGGAANNACAANN

Revers complementary

>1st_BASE_497751_9R_Reverse_Oligo_VA.abl w407 bp
NTTTTTTTTTGTCCCCCCCAAAAACCTGTTTCTCGAGGGCAAAGAACAACAGGACCCCCACGAACGCCGTGCCAGCATCCAAAGCT
GCAGATAGCACATAGTTGTTTCTTTGCCACCAGCCCTTTCGATACCGGAAAACAAAGAAGTTGAAGATTGTTCCGGTGATGAGCCA
GCTAGCTATGTTGGTCGGTGTTGCAGGCGGCATACCGGCAAAACCATAAGATATGACAGGAATGTTGATGAGTGGGATCCACTTCT
TCTCGGGGTACATTTTGCTTAATATCCATTTTGGAACCGGCAAGAAAGCGTCAATCAAGTAAATTCACATCAAATTCCAGTAGAGC
CCTGCAGGTCCAAAGCTGNAGCGCGTTGCNTATCAGANCNCCTGANCTNCACNTNNNNNNNNN

Fast alignment of DNA sequences DNAMAN10 and DNAMAN11
Ktuple=2 Gap_penalty=7

Upper line: DNAMAN10, from 33 to 393
Lower line: DNAMAN11l, from 21 to 382

DNAMAN10:DNAMAN11 identity= 31%

33 ANGNNNTGANCATCNATCACATCTATTCTTGTCTCATAGAAGTCCTCCATTGAAGATCTT

[ I 1 (I | | o1
21 AABNTTTTTTTTTGTCCCCCCCAAAAACCTGTTTCTCGAGGGCAAAGAACAACAGGACCC

93 TTACCTGGAGAGCTGGCATATCCATAACTGAACTTCGAGATTNGGAGTACCTCNCNNC. .

1 | | i1 i P Il
81  CCACGAACGCCGTGCCAGCATCCAAAGCTGCAGATAGCACATAGTTGTTTCTTTGCCACC

151 . ....... CGGTNCCCGNAGTTATTGNGTGGTGCGTTGGTCCGNNATNTGGGGANANACA

mrimrr 1 111 I
141  AGCCCTTTCGATACCGGAAAACAAAGAAGTTGAAGATTGTTCCGGTGATGAGCCAGCTAG

203  CAAAANGNNNGACANTTGNTAAAGGNGGGCCTTCCTTTNTNCTCCACANTTTTTTAATNN

11 11 I 1 1
201  CTATGTTGGTCGGTGTTGCAGGCGGCATACCGGCAAAACCATAAGATATGACAGGAATGT

263  TNNCTTTTGGCCGGGAGAAAACCNCGANAAAAAAANNCNCCNTATTNGTGGGGGTCTCCT

| 11 | 111 | [N 1
261  TGATGAGTGGGATCCACTTCTTCTCGGGGTA. . ....... CATTTTGCTTAATATCCATT

323  TNNGGAAANNGGGGCGGGGGTNTATAAAANATCCNTNCAAAAAGGNAAAACNCTTTGGGG

I 11 O T O O 111
312 TTGGAACCGGCAAGAAAGCGTCAATCAAGTAAATTCACATCAAATTCCAGTAGAGCCCTG

383  GAANNACAANN

I 11
372 CAGGTCCAAAG
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é1duiianaleInaves cDNA gii 10

>1st_BASE_497752_10F Forward_OPD08.abl w408 bp
NNNNANNNNGNGNAGNGNAGGGGNATGATATNACGGATTCNCTCTACTTTANAAAAGAAGTTCTGTTGGTTTTTCTTTTTTCCCAC
TTAAAATGGCCGTTCAAAGTATTGTGAATATGTTGTAAAACTTCTTACTCTGTACACTAATTACATCACCAAGGAAGGACTCTACT
CAGCTAGAAAGGAGAAGCTTGGATTAAAAGAATGGAAGAAGGGGATTTTAATGCCTTTCTAAGGAGACTGAAGGCTCTTAATATTC
TAGGATCCTGGGNNGGGAGGGTGNGGGGAAAAAAAAAAAACCCCCCCCCCTGGGGTTTTTTTTTTTCTTCTTTAAAAAACCCCCCT
TTTCCCCCCCGNACNTTTTCTTTTCCAAAANTTNNNNGGGNNNGNGGNNNAAANAAACAAAAAA

Revers complementary

>1st_BASE_497753_10R_Reverse_Oligo_VA.abl w423 bp
AATTTTTTTGTGTTGCTCCCCGGGCCTCCCCCCCCCCCCCCAAAAAAATGTAAGGGGGCAAGTGGGGGGGAAGGAGGGAANGGAGN
ATCTTGGAAGGGAGAGAAAAAAAGACCCCGCCGAGAGGGGTTTTTTTTTTTTCCCCCTTACACTNNCCGGCAAGAAAAATAGAAAA
TTTAGATAATTCTGGATAGCTTAGTACAGCATTACCATCCCCTAGGTACATTTTTGACTCAGCTAGATAGACGCAGATNACATANA
AGAAGGAAGAAGGGNAAGTNAATGCCTTTNNAGGNNCCTAAGGCTGTNAATCTCTATAACGNAGGANGATAGTTAAAAAAGGANCA
NTCCTTNNNTTGCCGTAGACTTTTTAANTCCAAAGAGGGTGNNNTTNNGTNNGAGCCCCNTTTTTNNTNNNNNNNNNNN

Fast alignment of DNA sequences DNAMAN13 and DNAMAN14
Ktuple=2 Gap_penalty=7

Upper line: DNAMAN13, from 4 to 397
Lower line: DNAMAN14, from 65 to 446

DNAMAN13:DNAMAN14 identity= 44%

4 ASEFFORWARDOPDABNNNNANNNNGNGNAGNGNAGGGGNATGATATNACGGATTCNCTC

| 0 O O O Y 11
65  AAAAAAATGTAAGGGGGCAAGTGGGGGGGAAGGAGGGAANGGAGNATCTTGGAAGGGAGA

64 TACTTTANAAAAGAAGTTCTGTTGGTTTTTCTTTTTTCCCACTTAAAATGGCCGTTCAAA

| I 1 LEEEREL TReeenner a1 1 I 1
125  GAAAAAAAGACCCCGCCGAGAGGGGTTTTTTTTTTTTCCCCCTTACACTNNCCGGCAAGA

124  GTATTGTGAATATGTTGTAAAACTTCTTA.CTCTGTACACTAATTACATCACCAAGGAAG

[ S N I O O e R O A A S
185  AAAATAGAAAATTTAGATAATTCTGGATAGCTTAGTACAGCATTACCATCCCCTAGGTAC

183 GACTCT . ACTCAGCTAGAAAGGAGAAGCTTGGATTAAAAGAATGGAAGAAGGGGATTTTA

O O v O A W R A MR R O O
245  ATTTTTGACTCAGCTAGATAGACGCAGATNACATANAAGAA . . GGAAGAAGGGNAAGTNA

242  ATGCCTTTCTAAGGAGACTGAAGGCTCTTAATATTCTAGGATCCTGGGNNGGGAGGGTGN

I 1 | 1 111
303  ATGCCTTTNNAGGNNCCT..AAGGCTGTNA. .. ....... ATCTCTATAACGNAGGANGA

302 GGGGAAAAAAAAAAAACCCCCCCCCCTGGGGTTTTTTTTTTTCTTCTTTAAAAAACCCCC

[T | 11 111 1111 1
351  TAGTTAAAAAAGGANCANTCCTTNNNTTGCCGTAGACTTTTTAANTCCAAAGAGGGTGNN

362 CTTTTCCCCCCCGNACNTTTTCTTTTCCAAAANTTN

i 1 |
411 NTTNNGTNNGAGCCCCNTTTTTNNTNNNNNNNNNNN
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é1duiianaleInaves cDNA gii 11

>1st _BASE_497754_11F Forward_OPD08.ablw 393 bp
NNNNNNNNGTNGCGNGGTTATTGNNCATGAGATCACATTTTTCCCTGCGCTAGAATCCAAGGTCCGAAGANTTTTAGCTGGNGAGC
TTGATATCTTNATTGAACTCCAAGTTNNGNTGTGGACATCCGCGNANNACNNATTCCTGCNNGTTCNGGTTTCTGGGGGANAATTG
GGAAATTGCCCTTTTTTTCCCCTGTTCCCCGGANAGGGGGACCCTTCTTCTTTTCCCAGAGAATTTTTAATAACCCCCTTTTTGGG
GGGGGGGGGTGNTNCCCCGAAAAAAAAAAAAAACCCCCCTTTTTTTTGGGGGACCTCTTTGGGNGGAAAAAAACACGNNTTTTTAA
AAAACANTCCCCCCAATTTTTTGGTTTTTGGGGGGGGGAANANCAAAAA

Revers complementary

>1st_BASE_497755_11R_Reverse_Oligo_VA.abl w401 bp
TTTTTTTTGNGCCCCCAAAAAAAAAATTCCCCAAAAGTTGGGGGGGGTTGGGGTTTTCATGACCNNTTTTTTTTTTTTCCAAAGCT
GCCGATAGAATATAGTTGTTTTTTTTTTACCAGTCCTTTCGATACCGGAAAACAAAGTAGTTGAAGATCGTTCCGGTGATGAGCCA
GCTAGCTATGTTGGTCGGTGTTGCAGGCGGCATACCGGCAAAACCATAAGATATGACAGGAATGTTGATGAGCGGGATCCACTTCT
TCTCTGGGTCCATTTNNTTAATATCCATACTGGAAAGGGCCAGAAAGCGCCAATAAAGTANAAGCGACCTAATTCCGGTAGAGCCC
TCCAGGACCAAAGAGGAAGACCATGNNCATCAGANCANTGNNTNCNNTNNTNNNNNN

Fast alignment of DNA sequences DNAMAN1 and DNAMANZ2
Ktuple=2 Gap_penalty=7

Upper line: DNAMAN1, from 3 to 386
Lower line: DNAMAN2, from 43 to 424

DNAMAN1:DNAMAN2 identity= 34%

3 BASEFFORWARDOPDABNNNNNNNNGTNGCGNGGTTATTGNNCATGAGATCACATTTTTC

| | | 11 I 111
43 AAAAAAATTCCCCAAAAGTTGGGGGGGGTTGGGGTTTTCATGACCNNTTTTTTTTTTTTC

63  CCTGCGCTAGAATCCAAGGTCCGAAGANTTTTAGCTGGNGAGCTTGATATCTTNATTGAA
| i1 111 111 1l |
103 CAAAGCTGCCGATAGAATATAGTTGTTTTTTTTTTACCAGTCCTTTCGATACCGGAAAAC

123  CTCCAAGTT.NNGNTGTGGACATCCGCGNANNACNNATTCCTGCNNGTTCNGGTTTCTGG

i 11 | | (I 1l il
163  AAAGTAGTTGAAGATCGTTCCGGTGATGAGCCAGCTAGCTATGTTGGTCGGTGTTGCAGG

182  GGGANAATTGGGAAATTGCCCTTTTTTTCCCCTGTTCCCCGGANAGGGGGACCCTTCTTC

R T U N I 1 [ O S B A
223 CGGCATACCGGCAAAA. .CCATAAGATATGACAGGAATGTTGATGAGCGGGATCCACTTC

242  TTTTCCCAGAGAATTTTTAATAACCCCCTTTTTGGGGGGGGGGGGTGNTNCCCCGAAAAA

i1 11l [ S L ¥ i1l
281  TTCTCTGGGTCCATTTNNT.TAATATCCATACTGGAAAGGGCCAGAAAGCGCCAATAAAG

302  AAAAAAAAACCCCCCTTTTTTTTGGGGGACCTCTTTGGGNGGAAAAAAACACGNNTTTTT

1 1l I I 1 11 [ R S A
340  TANAAGCGACCTAATTCCGGTAGAGCCCTCCAGGACCAAAGAGGAAGACCATGNNCATCA

362  AAAAAACANTCCCCCCAATTTTTTG

I 1
400  GANCANTGNNTNCNNTNNTNNNNNN
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é1iuiianaleInaves cDNA gii 12

>1st_BASE_497756_12F Forward_OPD08.ablww 394 bp
NNNNNNNNNNNNTACNNTTTGGTCATCTATAAATCAATTCTTGTCTCATAGAAGTCCTCCATTGAAGATCTTTTACCTGGAGAGCT
TGTTATCCATAACTGAACTTCNNNTTTTGTCTGNNNCCNCCNCCNNNGNCCCANNNGGNACANNNTGGNNNNACNNGGGCCCCCAN
NGGGGCCCCCNNTGGGGCCCCCANTGGGGNCCCCCTGGGCCCAANTGGGGNCCNATTGGGGCCCCATTGGGCNNACGGGGGGCACA
NNGGGNNNNTNGGGNNNNNANGGGNNTANNNGCGNNCNNTNNNNNNNNNNNNNNGNANNNNNTNNNNNNNNTGTGNNGNNTNNNGT
GNGCGTNNNTNNATANNNNNNNNNNNNNNNNNCTNNNNNNTNNNNNNNNN

Revers complementary

>1st_BASE_497757_12R_Reverse_Oligo_VA.abl w564 bp
AANNAANANNNNNNNCNNANNAAAAAAAAAANANNNNNCNANATTGGANNNANTATTTNNNAAGTGTGNGCCCAANAGGGGCCCCA
TTGTTTNCCCCANTNGGGGCCCAAGTGTTNGCCCCAATTTNTGCCCCATTTTTGGGCCCCATTTTTGGCCCCCNTTGTTTNNCCCC
AGTGTTGTGCCCCAAGTGTGTGCCCCAGTTTGGTGCCCCNTTGTGTGCCCCCAGTTTGTGCCCCCAGGGGTTTCCCCCATTTTGGT
CCCCCCGTTGTGGGCCCCCAGGGGGTGCCCCAGTTGGTGCCCCAATGGNNNCCCCCAATTGTTGGCCCCAATTGTGTGCCCCCCAG
TTTTTGCCCCCAGTGGGTNCCCCNAGTGGTGCCCNATTTTGTGCCCCAGTTGGGGGCCNNGNGGNNNNNANNNNNNNNNNNNCNNC
CNCGNGNNNNNNNNCANNNANNNNAGNATTAGTTATTGATATAAAAGCTCTCCAGGTAAAAGATCTTCAATGGAGGACTTCTATGA
GACAAGAATTGATTTTATAGATGANCAAATNNGTANNNNNNNNNNNNN

Fast alignment of DNA sequences DNAMAN4 and DNAMANS
Ktuple=2 Gap_penalty=7

Upper line: DNAMAN4, from 2 to 371
Lower line: DNAMAN5, from 44 to 404

DNAMAN4 :DNAMANS identity= 27%

2 TBASEFFORWARDOPDABNNNNNNNNNNNNTACNNTTTGGTCATCTATAAATCAATTCTT
44 NAAAAAAAAAANANNNNNC&A&ATTGGAALNLNTA###NNNALGTGTGNGCCéAANAGGG
62 GTCTCATAGAAGTCCTCCATTGAAGATCTTTTACCTGGAGAGCTTGTTATCCATAACTGA
104 éCéCéA#TéTTTNé&CéAN%NéGGéCCéAAG4GTTNéCCCCAA%%TN%GC%&CATTT%TG
122  ACTTCNNNTTTTGTCTGNNNCCNCCNCCNNNGNCCCANNNGGNACANNNTGGNNNNACNN
164 GGCCéCAT%###éG ......... ééCééATTéTTTNNCCCCAGTGTTGTGCCCCAAGTGT
182  GGGCCCCCANNGGGGCCCCCNNTGGGGCCCCCANTGGGGNCCCCCTGGGCCCAANTGGGG

1 1111 I a1 Il 111l

215  GTGCCCCAGTTTGGTGCCCCNTTGTGTGCCCCCAGTTTGTGCCCCCAGGGGTTTCCCCCA
242 NCCNATTGGGGCCCCATTGGGCNNACGGGGGGCACANNGGGNNNNTNGGGNNNNNANGGG
275 TTTTGG4CCCCééGTTG%ééééCCCéAéééééTGéCCCAéTTGGTGCCCCAATGGNANCC
302 NNTANNNGCGNNCNNTNNNNNNNNNNNNNNGNANNNNNTNNNNNNNNTGTGNNGNNTNNN
335  CCCAATTGTTGGCCCCAATTGTGTGCCCCCCAGTTTTTGCCCCCAGTGGGTNCCCCNAGT
362  GTGNGCGTNN

395 GGTGCCCNAT
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mdeunumMelunguaelsunsy CLUSTAL W

CLUSTAL 2.1 Multiple Sequence Alignments

Sequence type explicitly set to DNA

Sequence format is Pearson

Sequence 1: 1st_BASE_497734_1F Forward_OPD0O3

Sequence
Sequence

Sequence
Sequence
Start of
Aligning.

airwise alignments

Sequences (1:2) Aligned. Score:
Sequences (1:3) Aligned. Score:
Sequences (1:4) Aligned. Score:
Sequences (1:5) Aligned. Score:
Sequences (1:6) Aligned. Score:
Sequences (2:3) Aligned. Score:
Sequences (2:4) Aligned. Score:
Sequences (2:5) Aligned. Score:
Sequences (2:6) Aligned. Score:
Sequences (3:4) Aligned. Score:
Sequences (3:5) Aligned. Score:
Sequences (3:6) Aligned. Score:
Sequences (4:5) Aligned. Score:
Sequences (4:6) Aligned. Score:
Sequences (5:6) Aligned. Score:

Guide tree file created:

There are 5 groups
Start of Multiple Alignment

.2609
.2247
.9302
.0209
.2157
.2609
.0435
.6087
.3478
.3521
.3371
.8464
.3023
.0581
.8877
[clustalw.dnd]

Aligning. ..

Group 1: Delayed
Group 2: Delayed
Group 3: Sequences: 2 Score:4641
Group 4: Delayed
Group 5: Delayed

Alignment Score 6399

2: 1lst BASE_497736_2F Forward_OPDO3
3: 1st BASE_497738_ 3F Forward_OPDO3.
Sequence 4: 1st_BASE_497740_4F_Forward_OPDO03.
5: 1st BASE_497742_5F_Forward_OPDO03.
6: 1st BASE_497744_6F_Forward_OPDO03.
P

abl
abl
abl
abl

CLUSTAL-Alignment file created [clustalw.aln]

CLUSTAL 2.1 multiple sequence alignment

1st BASE_497740_4F_Forward_OPD
1st BASE_497742_5F_Forward_OPD
1st_BASE_497738_3F_Forward_OPD
1st_BASE_497736_2F Forward_OPD
1st _BASE_497734_1F_Forward_OPD
1st BASE_497744 6F_Forward_OPD

1st BASE_497740_4F_Forward_OPD
1st BASE_497742_5F_Forward_OPD
1st_BASE_497738_3F Forward_OPD
1st BASE_497736_2F_Forward_OPD
1st BASE_ 497734 _1F_Forward_OPD
1st_BASE_497744_6F Forward_OPD

510
230
267
344
383
649

d d
viinale Inailaoinlnswes OPDO3 tduilaain forward primer tSsuieuniu



1st_BASE_497740_4F Forward_OPD
1st _BASE_497742_5F_Forward_OPD
1st BASE_497738_ 3F_Forward_OPD
1st_BASE_497736_2F Forward_OPD
1st_BASE 497734_1F Forward_OPD
1st BASE_ 497744 6F_Forward_OPD

1st_BASE_497740_4F Forward_OPD
1st BASE_497742_ 5F_Forward_OPD
1st BASE_497738_3F_Forward_OPD
1st_BASE_497736_2F Forward_OPD
1st BASE_ 497734 _1F_Forward_OPD
1st _BASE_ 497744 6F_Forward_OPD

1st_BASE_497740_4F_ Forward_OPD
1st BASE_ 497742 5F_Forward_OPD
1st BASE_ 497738 3F_Forward_OPD
1st_BASE_497736_2F Forward_OPD
1st_BASE_497734_1F_ Forward_OPD
1st BASE_ 497744 6F_Forward_OPD

1st_BASE_497740_4F Forward_OPD
1st _BASE_497742_5F_Forward_OPD
1st BASE_ 497738 3F_Forward_OPD
1st_BASE_497736_2F Forward_OPD
1st_BASE 497734_1F Forward_OPD
1st BASE_ 497744 6F_Forward_OPD

1st_BASE_497740_4F Forward_OPD
1st BASE_497742_5F_Forward_OPD
1st BASE_497738_3F_Forward_OPD
1st_BASE_497736_2F Forward_OPD
1st BASE 497734 _1F_ Forward_OPD
1st BASE_ 497744 6F_Forward_OPD

1st_BASE_497740_4F_ Forward_OPD
1st BASE 497742 5F_Forward_OPD
1st _BASE_ 497738 3F_Forward_OPD
1st_BASE_497736_2F Forward_OPD
1st_BASE_497734_1F_ Forward_OPD
1st _BASE_497744 6F_Forward_OPD

1st_BASE_497740_4F Forward_OPD
1st BASE_497742_5F_Forward_OPD
1st BASE_497738_ 3F_Forward_OPD
1st_BASE_497736_2F Forward_OPD
1st BASE 497734_1F Forward_OPD
1st BASE_ 497744 6F_Forward_OPD

1st BASE_497740_4F_Forward_OPD
1st BASE_497742 5F_Forward_OPD
1st BASE_497738_ 3F_Forward_OPD
1st_BASE_497736_2F Forward_OPD
1st BASE_497734_1F_Forward_OPD
1st BASE_497744 6F_Forward_OPD

1st_BASE_497740_4F_Forward_OPD
1st BASE_ 497742 5F_Forward_OPD
1st _BASE_497738_3F_Forward_OPD
1st_BASE_497736_2F Forward_OPD
1st_BASE_497734_1F_ Forward_OPD
1st BASE_497744 6F_Forward_OPD

71

NNNNNNNNNTGAGNTGNGCNA-NGNNGGAACCAAATTTCTTGTGANTTGN

NNNNNNNNANNGNNTGTGGAT-AGANGNAACCAAATTTCATG-GNTTTGN

NNNNNNGNNNGNGNNGNGGANTACAGNAAANCAAATTTCATG--GCTGGG

NNTTNNNTCCAACCTTTGCCATGTANAAACCCAANNNTTAAG----TCTG

GCTTCGATCCTCTCGCTGCCTTCGATGAAAATTGTTTTGGTAGCCTTAGG

NTTNGNCTCANNCNGNNGCNANANANNAAANCNNATTTCTTAGGATGGGA
* * *

NCAATAAGANNATC-NCNNTTCCCNTTAATGNGGCTGTAGCAT-TGCTGT
ACAATAAGAGNAAA-CCTCTTCAATATAANGNGTTGTTGAAAG-TGCTGT
ANAAGCAGAGGATA-ACTCNNNAANTGATGGCNTTTATGGCACCTGCTGC
TTAATTA--CCAAA-CTCCCTCCATTTAATGGGGGTGTAGTAT----TGT
AGGGAGAAACGTGT-ATCCCTGCAACAAAGATTTGCATGAAGC-TAGTGT
AANGAAAGAAAAAATNCTCGCAAAACAAAGGAGNTTATGGTACGTGCTGC

* * * **

TCTAC-TC--CGCNNNCCCTANNANACTCCNANTTGCT---GTGCCAACN
TCGAC-TC--CGCNAANNCTAGNTATCTNNNNCGNNCNCG-GCGNGTNNT
CCTACACC--CACCACGCCTGNNNAANCTNAGNGCGNNCGGGAGCNGACN
T-TATAAT--AACCCACCTTTGCAAAATCAGACAGCCTTT-GAGGGGAAG
CCACCCAC--AAGTCGGGCGACAAGACCCAAAAATTTTCATGAGGCAAGA
TAGATGTCGTNANCNGGNTNACNNAGNANGNGTGGGGANG-NNCNANNCT

~AANNANTTTAGTAGCAAGTTGTTTATNNCN--T--TTTTTAGATTTTTT

~ANNTATTTTTATAGGAGGTTTTTTTTTTTC--AAGCCCCCGAGATATGC

CANNTNNTTTNNTCCCGTGTTTTTTTTTAAA--AAAGCCCCGGGNNAGAC

-ATATTTTTTGGGATCAA--TCTTTTTAAAA--A-————- TGGGTAGCCT

AAGTTTGTCTTACTA-———- TTTTTCAAAAA--AATGTGATCCACCCGGA

CNTTTTAGTTGGNTNTATCCTTTTTCGNGCACCNGGANCAAGAGCCGTTG
*

* KKkKk

TTAGGCGAGTGTCCAACCACTCCTCTTATTTTNCCCCCATATTTTTTTTT
GGAGGGGAGTGTCCAAAAAGGGGTAAAATTTTTAGAACCTTTTTTTTTCC
CGGANGAGCTCTCTATTCCGGGGGTTAAATTTTGTGGGGTTTTTCCCCCG
TTGTTGCGCTATTCCATTATTTGTCTTTTCTTTATTACCAAATATTTCCT
AAAAGGGGAGGCGCCCCCGCCCCAGCAAAGGGGAAAACCTTTTTTACGAC
NTGTTAAAGGGCTTTATCATTAATGGCANTANTTTNCCNGGCCCGCACNA

CGGGCA--AAAAAAAAAAATAGCCTTGACGATGTTTCCAAGAGTCTTGGT
CGGGGGGGAAAAAAAAAAANATCCTTAACAAGGTTTCCAAGATCCTGTGC
GGGGGGGGGAAAAAAAAA -~ — = — oo

AGGGGGCAGAAAAAAATGCCCCCCCCCCCCCCGTCCCCAAAAACCTGGTC
AGANTGTCTATGNAGGGTCCCTTCCGCCCCTTCAAACGCTAAAGAAGGGC
*

CGAACCGCGTTATNNGT--TTTTCTTTTTCTCTTTTTCGATCCAATTGTA
CAGACCG-GAAAAATGT--CTTGCCACCTCCTTGATTCCAGCAGCCAGCA

TGAGAAAAAAAAAACCC--CTTTTTTTTAATAAGCTTCCGATCAACGCCG
CAAANNAAAATATCCATAACCGCTAATTGCATGTTCTCTGAGGGTTTTCA

GGAAGCCTGCAATTTTTTCCCAACATTTTCTTTTGGATAAAAACAAACCT
ATGTTCCTTTCTTTGATTTCATACCCAATTATTTATTTGTTTCTGATCTA

GGTCTCACCTTCCGCCCCCCCEC-—m—mmmmmmmmm o m oo o
GTCCAGTTGAGTCTGCCCGTGCTTTCTTATCAATTCAGTTGGACACGGTC
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1st_BASE_497740_4F Forward_OPD =  ———————m— e
1st_BASE_497742_5F_Forward_OPD ~ = ————————mmm o
1st _BASE_497738_3F_Forward_OPD = ————— -
1st BASE_497736_2F_Forward OPD = ————————mmmm e
1st_BASE 497734 _1F Forward_OPD =  ———————m— e e
1st_BASE_497744_6F_Forward_OPD ATTTGTAGTGAACATTCCACCACTCAAGCTGGGTATGCCTTGCTTTCTTG

1st_BASE_497740 4F_Forward OPD oo m oo oo
1st_BASE_497742_5F Forward OPD = ———mmmm o
1st_BASE_497738_3F_Forward_OPD ————---— oo
1st_BASE_497736_2F Forward_OPD =  —————————— oo
1st_BASE_497734 1F Forward OPD =~ ——— oo oo
1st_BASE_497744_6F_Forward_OPD GGTAGCTTTCCTTTCTTTTTCTTCCTGGAAAACACCTTCTTCCACGTACT

1st_BASE_497740_4F Forward_OPD = = ———————m— o
1st_BASE_497742_5F_Forward_OPD = —————————mm e
1st _BASE_497738_3F_Forward_OPD ~ = ———————— o
1st BASE_497736_2F_Forward _OPD = ———————— oo
1st_BASE 497734_1F Forward_OPD = = ————————— e
1st_BASE_497744_6F_Forward_OPD TATGNGACTTCCATCCTTGCGAAGTAGTTTATCTTTAACATCTTTGTCTT

1st_BASE_497740_4F Forward_OPD ————————— e
1st_BASE_497742_5F_Forward_OPD ~ = —————————mm e
1st BASE_497738_3F_Forward_OPD = ———————— oo
1st BASE_497736_2F_Forward OPD = ———-—————mmmmm e
1st_BASE_497734_1F Forward_OPD ~ = ———————m— e
1st_BASE_497744_6F_Forward_OPD CACTGCTTGGTTGCCCTTCATGTGCCTCACATTCTCGCCCTCTCC

v v
o W A

d Jd
anvuHnalelnanlaninlnsmes OPDO3 g1 1Aa1n reverse primer tSauhaunu

midounumelunguaelsunsu CLUSTAL W

CLUSTAL 2.1 Multiple Sequence Alignments

Sequence type explicitly set to DNA
Sequence format is Pearson

Sequence 1: 1st BASE 497735 _1R_Reverse Oligo VA 646 bp
Sequence 2: 1st BASE _497737_2R_Reverse_Oligo_VA 248 bp
Sequence 3: 1st BASE_497739_3R_Reverse_Oligo_VA 164 bp
Sequence 4: 1st_BASE_497741_4R_Reverse_Oligo_VA.abl 156 bp
Sequence 5: 1st_BASE 497743 5R_Reverse Oligo_ VA 451 bp
Sequence 6: 1st BASE_ 497745 6R_Reverse_Oligo_VA 720 bp
Start of Pairwise alignments

Aligning. ..

Sequences (1:2) Aligned. Score: 22.1774
Sequences (1:3) Aligned. Score: 20.122
Sequences (1:4) Aligned. Score: 20.5128
Sequences (1:5) Aligned. Score: 26.8293
Sequences (1:6) Aligned. Score: 24.7678
Sequences (2:3) Aligned. Score: 31.0976
Sequences (2:4) Aligned. Score: 21.1538
Sequences (2:5) Aligned. Score: 18.9516
Sequences (2:6) Aligned. Score: 18.9516
Sequences (3:4) Aligned. Score: 23.7179
Sequences (3:5) Aligned. Score: 25
Sequences (3:6) Aligned. Score: 23.7805
Sequences (4:5) Aligned. Score: 21.1538
Sequences (4:6) Aligned. Score: 19.2308
Sequences (5:6) Aligned. Score: 24.1685
Guide tree file created: [clustalw.dnd]

There are 5 groups
Start of Multiple Alignment
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Aligning. ..

Group 1: Delayed
Group 2: Delayed
Group 3: Sequences: 2 Score:2163
Group 4: Delayed
Group 5: Delayed

Alignment Score 4329

CLUSTAL-Alignment file created [clustalw.aln]

CLUSTAL 2.1 multiple sequence alignment

1st BASE_497737_2R_Reverse_Oli
1st BASE_497739_3R_Reverse_Oli
1st BASE_497735_1R_Reverse_Oli
1st BASE_ 497743 5R_Reverse_Oli
1st_BASE_497745_6R_Reverse_Oli
1st BASE_497741_4R_Reverse_Oli

1st_BASE_497737_2R_Reverse_Oli
1st BASE_497739_3R_Reverse_Oli
1st_BASE 497735 _1R_Reverse_Oli
1st _BASE_497743 5R_Reverse_Oli
1st_BASE_497745_6R_Reverse_Oli
1st BASE_497741_4R_Reverse_Oli

1st_BASE_497737_2R_Reverse_Oli
1st BASE_497739_3R_Reverse_Oli
1st_BASE 497735 _1R_Reverse_Oli
1st_BASE_497743_5R_Reverse_Oli
1st_BASE_497745_6R_Reverse_Oli
1st BASE_497741_4R_Reverse_Oli

1st BASE_497737_2R_Reverse_Oli
1st_BASE 497739 _3R_Reverse_Oli
1st BASE_497735_1R_Reverse_Oli
1st BASE 497743 5R_Reverse_Oli
1st_BASE_497745_6R_Reverse_Oli
1st _BASE_497741_4R_Reverse_Oli

1st_BASE_497737_2R_Reverse_Oli
1st BASE_497739_3R_Reverse_Oli
1st_BASE 497735 _1R_Reverse_Oli
1st BASE_497743 5R_Reverse_Oli
1st_BASE_497745_6R_Reverse_Oli
1st BASE_497741_4R_Reverse_Oli

1st_BASE_497737_2R_Reverse_Oli
1st BASE_497739_3R_Reverse_Oli
1st BASE_497735_1R_Reverse_Oli
1st_BASE_497743_5R_Reverse_Oli
1st_BASE_497745_6R_Reverse_Oli
1st BASE_497741_4R_Reverse_Oli

1st BASE_497737_2R_Reverse_Oli
1st_BASE 497739 _3R_Reverse_Oli
1st_BASE 497735 1R _Reverse_Oli
1st BASE_ 497743 5R_Reverse_Oli
1st_BASE_497745_6R_Reverse_Oli
1st BASE_497741_4R_Reverse_Oli

—————————————————— GNNNNNNNANNNNNNNNNNNNNNNNCANNNNN
—————————————————— GNNNNNNNNGGGCGAGTGAGCGTCCTCGGGCC
GGATATTCTCGTGAAGCAGCAACTCCCCTTTAAAAAAAGGGTAGGTGTTA
—————————————————————— TCGTGCAGTGGAAGGGGAGGAAGGGGCC
AGAGATTCCCGTGAGAAAACCACCCCCCTTATAAAACGCAGGGGGGCAGG
—————————————————— NNNNGGCCCCNACANNNGNTTGGGNNACTGCC

GNNNNTGCCG-TTCTTCTACNTACTTCTTAAAAAT-TCCACATAAAAAAA
GTTTAGGCC--TTTTTTTGCAAACTTTTAAAAATC-TCTACATAAAATTT
AACTGTGCCCATCCCCCCCCCCACCCACAAAAGGT-AGCACCAATTGGGT
GGGAGGGCCATTGGACATCAATGTCTTTAAAAGACCTCCACCTTAAACCG
GGATCATTTCAGACCAATTGTCATCCGCAAAATGGTTACCCGCATCCGTC
GCTANTGCCA----TGTTTTATATTAATTNAAGTNATTCGTTTTACTNGN

*x

AAAAAAAGAGCGATTTTA---GACATAAAGTGTTAAATTG-TCATTATTT
CTTAAAAG-GCGATTTT----GACATAGAGTAGTAA-TTC-TTTTCATTC
GAAAACCAACTGGGTCAGGGGGAAAAAAAAGGACATGTCCATTCCCAATT
AGCATGGGAGGGGCCACAGGCGGGAGAGGCGAACCTTTTCCCCTGCGACA
TGCAGGGCGGCGACATAGGGACGGACAGGCAATCCCGCCTCACACCTGAA
NTTNAAAGNTTNATTTTGG--TATANTGGNAATTNN-TATGATTATATTA

*

TTTACTTTTGAT-GAATTCTTTAGAATGAATATTAGTTGTTTGATTTTTT
AACTCTTTGCATCGTGTGTATTGTTGTGGTCTCGACTTGATC-———=--~—
TAGCCTTTTCCTCTTTTCCCACTCCCCCCCCCCGCTGGGGTTGGGACCCA
CAGCGAAATCTGCGACCGTTGGCAAGCGACTTCGAAAAGAAAATCGCCTT
GGCGGAGTCCCCCCTTCTCTCCTTGGCGGCACTCCTAGGTAAGGGCCCTG
AGCTGAGATTTAAAAACGATGTCGAGTAACA-——————————————————

GTGAGAAAGG-GCCATAACATTTTGAATTAATTAACCAACTTTTTTTTTT
AAAAAAAAAA-GGAGCAG--TTGAAAAAAAAAGAAAAGATTTTTTCCCCC
CGCCCCAGGT-TTAAAAA-———- AAACCAAAGGCCGGGGGTATTTCCTGG
GAACCCAAACCGGGGCGAATTTTTTAATCGGAGACCGCAGTGCCTGCTGA

CTGCCACCGCCACAAAAAAAAAAAACAAAACAAAAAAAAAAAAAAAAAAG
GGAGGGGGGTTTCCGTTGAGGGGGGGGGGGGACCAAACCCCAAAGGCCGG
CCGCTGGGGGGCACAAAAGGGAAGAAATGGTCCCATTCTGGTTAGCGCTC



1st BASE_497737_2R_Reverse_Oli
1st_BASE_497739_3R_Reverse_Oli
1st BASE_497735_1R_Reverse_Oli
1st_BASE 497743 5R_Reverse_Oli
1st BASE_ 497745 6R_Reverse_Oli
1st_BASE_497741_4R_Reverse_Oli

1st_BASE_497737_2R_Reverse_Oli
1st_BASE_497739_3R_Reverse_Oli
1st BASE_497735_1R_Reverse_Oli
1st BASE_497743 5R_Reverse_Oli
1st_BASE_497745_6R_Reverse_Oli
1st BASE_497741_4R_Reverse_Oli

1st BASE_497737_2R_Reverse_Oli
1st_BASE_497739_3R_Reverse_Oli
1st BASE_497735_1R_Reverse_Oli
1st_BASE 497743 5R_Reverse Oli
1st BASE_ 497745 6R_Reverse_Oli
1st_BASE_497741_4R_Reverse_Oli

1st _BASE_497737_2R_Reverse_Oli
1st_BASE_497739_3R_Reverse_Oli
1st BASE_497735_1R_Reverse_Oli
1st_BASE 497743 5R_Reverse_Oli
1st BASE_497745 6R_Reverse_Oli
1st_BASE_497741_4R_Reverse_Oli

1st_BASE_497737_2R_Reverse_Oli
1st_BASE_497739_3R_Reverse_Oli
1st BASE_497735_1R_Reverse_Oli
1st BASE_ 497743 5R_Reverse_Oli
1st_BASE_497745_6R_Reverse_Oli
1st BASE_497741_4R_Reverse_Oli

1st BASE_497737_2R_Reverse_Oli
1st_BASE_497739_3R_Reverse_Oli
1st _BASE_497735_1R_Reverse_Oli
1st_BASE 497743 5R_Reverse_Oli
1st BASE_497745 6R_Reverse Oli
1st_BASE_497741_4R_Reverse_Oli

1st BASE_497737_2R_Reverse_Oli
1st_BASE_497739_3R_Reverse_Oli
1st BASE_497735_1R_Reverse_Oli
1st BASE 497743 5R_Reverse_Oli
1st_BASE_497745_6R_Reverse_Oli
1st_BASE_497741_4R_Reverse_Oli

1st_BASE_497737_2R_Reverse_Oli
1st_BASE_497739_3R_Reverse_Oli
1st BASE_497735_1R_Reverse_Oli
1st BASE_497743 5R_Reverse_Oli
1st_BASE_497745_6R_Reverse_Oli
1st BASE_497741_4R_Reverse_Oli
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TCTGGGTGGGGACCCCTTCCCCCCCCCCAACCGGAGAAAAAAAAAAAGAG
TGGGTCCCCAAAACCCCTTTTGGGTGGTTAACACAAAGCCACAATAAAAG
GGGGGGGGGACATTTGGACACGTCGGGAGGGAAGGGGAAGACACCCGTTT

TAATTTTTCCCCAAACGCACCCAAGGGGGGGAAGTTCCCAATTATTTTCT
AAAAAGACCCCGAGAAAAAATGGTAAAAGATCCTACCTGACGC—————--
AGCGAGAAAATACACCACAGCATTCATCGGAGCGAGACAGAGACGCGGTA



75

o w da ¢ 3
dnuindle lnan laoinlnswes OPDO3 1@ 1aa1n forward primer 1fSauiaunay
A

U 1 d‘ a a \ Y
IHNDUNUUBIAIU bract ‘ﬂﬁ%ﬂ%ﬂ"ﬁl‘iﬁiy’!ﬂ‘ﬂiﬂﬂﬁﬂ msﬂﬂsunsu CLUSTAL W

CLUSTAL 2.1 Multiple Sequence Alignments

Sequence type explicitly set to DNA

Sequence format is Pearson

Sequence 1: 1st BASE_ 497734 _1F Forward_OPDO3 510 bp
Sequence 2: 1st BASE 497738 3F_Forward_OPDO03.abl 267 bp
Sequence 3: 1st BASE_497742_5F_Forward_OPDO03.abl 383 bp

Start of Pairwise alignments
Aligning. ..

Sequences (1:2) Aligned. Score:
Sequences (1:3) Aligned. Score:

20.2247
24.0209

Sequences (2:3) Aligned. Score: 30.3371

Guide tree file created:

There are 2 groups
Start of Multiple Alignment

Aligning. ..

Group 1:

Group 2:

Alignment Score 1673

Delayed
Delayed

[clustalw.dnd]

CLUSTAL-Alignment file created [clustalw.aln]

CLUSTAL 2.1 multiple sequence alignment

1st BASE 497738 3F_Forward_OPD
1st_BASE_497742_5F Forward_OPD
1st_BASE_497734_1F Forward_OPD

1st BASE_497738_3F_Forward_OPD
1st_BASE_497742_5F Forward_OPD
1st BASE_ 497734 _1F_ Forward_OPD

1st_BASE_497738_3F_Forward_OPD
1st BASE_ 497742 5F_Forward_OPD
1st BASE_ 497734 _1F_ Forward_OPD

1st_BASE_497738_3F_Forward_OPD
1st BASE_497742_5F_Forward_OPD
1st BASE_ 497734 _1F_Forward_OPD

1st BASE_497738_ 3F_Forward_OPD
1st_BASE_497742 5F Forward_OPD
1st_BASE_497734_1F Forward_OPD

1st BASE_497738_3F_Forward_OPD
1st_BASE_497742_5F Forward_OPD
1st_BASE_497734_1F Forward_OPD

1st_BASE_497738_3F_Forward_OPD
1st BASE_497742_5F_Forward_OPD
1st BASE_ 497734 _1F_Forward_OPD

TTGAGTCCTATTTCAGCATACTTGTGCAAAGCAAGGTAGCAAAGACCAAA

NNNNNNGNNNGNGNNGNGGANTACAGNAAANCAAATTTCATGGCTG-GGA

NNNNNNNNANNGNNTGTGGAT-AGANGNAACCAAATTTCATGGNTTTGNA

GCTTCGATCCTCTCGCTGCCTTCGATGAAAATTGTTTTGGTAGCCTTAGG
*

* Ex *kk * *

NAAGCAGAGGATAACTCNNNAANTGATGGCNTTTATGGCACCTGCTGCCC

CAATAAGAGNAAACCTCTTCAATATAANGNGTT-GTTGAAAGTGCTGTTC

AGGGAGAAACGTGTATCCCTGCAACAAAGATTTGCATGAAGCTAGTGTCC
* ** *

* *x * * * E *

TACACCCACCACGCCTGNNNAANCTNAGNGCGNNCGGGAGCNGACNCANN
GAC-TCCGCNAANNCTAGNTATCTNNNNCGNNCNCGGCGNGTNNTANNTA
ACCCACAAGTCGGGCGACAAGACCCAAAAATTTTCATGAGGCAAGAAAGT

TNNTTTNNTCCCGTGTTTTTTTTTAAAAAAGCCCCGGGNNAGACCGGANG
TTTTTATAGGAGGTTTTTTTTTTTCAAG--CCCCCGAGATATGCGGAGGG
TTGTCTTACTATTTTTCAAAAAAATGTGATCCACCCGGAAAAAGGGGAGG
* * * * * *

ECE * *

AGCT---CTCTATTCCGGGGGTTAAATTTTGTGGGG---TTTTTCCCCCG
GAGT---GTCCAAAA-AGGGGTAAAATTTTTAGAACCTTTTTTTTTCCCG
CGCCCCCGCCCCAGCAAAGGGGAAAACCTT—=====——= TTTTACGACAG

* * *

*kKk E ** EE




1st_BASE 497738_3F_Forward_OPD
1st _BASE_497742_5F_Forward_OPD
1st BASE_497734_1F_Forward_OPD

1st BASE_ 497738 3F_Forward_OPD
1st_BASE_497742_5F Forward_OPD
1st_BASE_497734_1F Forward_OPD

1st BASE_497738_3F_Forward_OPD
1st_BASE_497742_5F Forward_OPD
1st BASE_ 497734 _1F_Forward_OPD

1st_BASE_497738_3F_Forward_OPD
1st_BASE_497742_5F Forward_OPD
1st BASE 497734 _1F_Forward_OPD
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GGGGGGGEGAAAAAAAAA — - — - ——m oo
GGGGGGAAAAAAAAAAANATCCTTAACAAGGTTTCCAAGATCCTGTGCCA
GGGGCAGAAAAAAATGCCCCCCCCCCCCCCGTCCCCAAAAACCTGGTCTG

*hkkxk EE

GACCGGAAAAATGTCTTGCCACCTCCTTGATTCCAGCAGCCAGCACGCCC
AGAAAAAAAAAACCCCTTTTTTTTAATAAGCTTCCGATCAACGCCGGGAA

TTCTTCGCTGCTTGAGTATTNTTTTTTCTTTCTANNCT————————————
GCCTGCAATTTTTTCCCAACATTTTCTTTTGGATAAAAACAAACCTGGTC

TCACCTTCCGCCCCCCCGC

o W A d Y Jd Y
dnuanale lnanlaanlnswes OPDO3 t@ui 191N reverse primer tfSeuieunnu

A o v = a A ' v
IHNDUNUUBIAIU bract ﬂ§$ﬂ$ﬂ1§m§§ym‘ﬂiﬂﬂ1ﬂ°‘| ﬂ]ﬂiﬂi!!ﬂi&l CLUSTAL W

CLUSTAL 2.1 Multiple Sequence Alignments

Sequence type explicitly set to DNA

Sequence format is Pearson

Sequence 1: 1st BASE 497735 1R _Reverse Oligo VA 646 bp
Sequence 2: 1st BASE_497739_3R_Reverse Oligo_VA 451 bp
Sequence 3: 1st BASE_497743 5R_Reverse_Oligo_VA 164 bp

Start of Pairwise alignments
Aligning. ..

Sequences (1:2) Aligned. Score:
Sequences (1:3) Aligned. Score:
Sequences (2:3) Aligned. Score: 25

[clustalw.dnd]

Guide tree file created:

There are 2 groups
Start of Multiple Alignment

Aligning. ..

Group 1:

Group 2:

Alignment Score 1302

Delayed
Delayed

26.8293
20.122

CLUSTAL-Alignment file created [clustalw.aln]

CLUSTAL 2.1 multiple sequence alignment

1st BASE_497735_1R_Reverse_Oli
1st_BASE_497739_3R_Reverse_Oli
1st BASE_497743_5R_Reverse_Oli

1st_BASE_497735_1R_Reverse_Oli
1st BASE_497739_3R_Reverse_Oli
1st BASE_497743 5R_Reverse_Oli

1st BASE_497735_1R_Reverse_Oli
1st BASE_ 497739 3R_Reverse_Oli
1st_BASE_497743_5R_Reverse_Oli

GNTGAATAACAACAGAATTAAGAAAATACGGCACAAAAACCGAGGGGATA

TTCTCGTGAAGCAGCAACTCCCCTTTAAAAAAAGGGTAGGTGTTAAACTG
————————————————— TCGTGCAGTGGAAGGGGAGGAAGGGGCCGGGAG
———————————————————— GNNNNNNNNGGGCGAGTGAGCGTCCTCGGG

* * * * *

T-GCCCATCCCCCCCCCCAC---CCACAAAAGGTAGCACCAATTGGGTGA
G-GCCATTGGACATCAATGT---CTTTAAAAGACCTCCACCTTAAACCGA
CCGTTTAGGCCTTTTTTTGCAAACTTTTAAAAATCTCTACATAAAATTTC
* * *

E *




1st BASE_497735_1R_Reverse_Oli
1st_BASE_497739_3R_Reverse_Oli
1st BASE_497743_5R_Reverse_Oli

1st_BASE_497735_1R_Reverse_Oli
1st BASE_497739_3R_Reverse_Oli
1st_BASE 497743 5R_Reverse_Oli

1st BASE_497735_1R_Reverse_Oli
1st BASE_ 497739 3R_Reverse_Oli
1st_BASE_497743_5R_Reverse_Oli

1st BASE_497735_1R_Reverse_Oli
1st BASE_ 497739 3R_Reverse_Oli
1st_BASE_497743_5R_Reverse_Oli

1st BASE 497735 _1R_Reverse_Oli
1st_BASE_497739_3R_Reverse_Oli
1st BASE_497743_5R_Reverse_Oli

1st_BASE_497735_1R_Reverse_Oli
1st BASE_497739_3R_Reverse_Oli
1st_BASE 497743 5R_Reverse_Oli

1st BASE_497735_1R_Reverse_Oli
1st_BASE 497739 _3R_Reverse_Oli
1st_BASE_497743_5R_Reverse_Oli

1st BASE_497735_1R_Reverse_Oli
1st_BASE_497739_3R_Reverse_Oli
1st BASE_497743_5R_Reverse_Oli

1st BASE 497735 _1R_Reverse_Oli
1st_BASE_497739_3R_Reverse_Oli
1st _BASE_497743_5R_Reverse_Oli

1st_BASE_497735_1R_Reverse_Oli
1st BASE_497739_3R_Reverse_Oli
1st_BASE 497743 5R_Reverse_Oli

1st BASE_497735_1R_Reverse_Oli
1st BASE 497739 _3R_Reverse_Oli
1st_BASE_497743_5R_Reverse_Oli
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AAACCAACTGGGTCAGGGG-GAAAAAAAAGGACATGTCCATTCCCAATTT
GCATGGGAGGGGCCACAGGCGGGAGAGGCGAACCTTTTCCCCTGCGACAC
TTAAAAGGCGATTTTGACA-TAGAGTAGTAATTCTTTTCATTCAACTCTT

* Kk *

AGCCTTTTCCTCTTTTCCCACTCCCCCCCCCCGCTGGGGTTGGGACCCAA
AGCGAAATCTGCGACCGTTGGCAAGCGACTTCGAAAAGAAAATCGCCTTC
TGCATCGTGTGTATTGTTGTGGTCTCGACTTGATC———————————————
** * * *

AAAAAAAAAGGAGCAGTTGAAAAAAAAAGAAAAGATTTTTTCCCCCCTGC
GCCCCAGGTTTAAAAAAAACCAAAGGCCGGGGGTATTTCCTGGGGAGGGG

CACCGCCACAAAAAAAAAAAACAAAACAAAAAAAAAAAAAAAAAAGTCTG
GGTTTCCGTTGAGGGGGGGGGGGGACCAAACCCCAAAGGCCGGTGGGTCC

GGTGGGGACCCCTTCCCCCCCCCCAAC-CGGAGAAAAAAAAAAAGAGCCC
--CCAAAACCCCTTTTGGGTGGTTAACACAAAGCCACAATAAAAGGGGGA

AAAACCAACAGGCGAGGGAAGAAAGAGGCCACCCCCCCCCCCTAATTTTT
AGGAAAAACCCGGGGGGGGAGAGGGGGGGGTCCCCAGCCCCAAAAAAGAC
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CLUSTAL 2.1 Multiple Sequence Alignments

Sequence type explicitly set to DNA
Sequence format is Pearson
Sequence 1l: lst_BASE_497736_2F Forward 0PD03

Seguence
Sequence

2: 1st_] EASE 497744 6F Forward < | OPDO3.abl
3r lst BASE_ 497740 dF Forward ( | OFDO3.abl

230 bp
649 bp
344 bp

Start of Pairwise allgnments
Aligning...

Sequences (1:2) Aligned. Score:

24.3478

Sequences (1:3) Aligned. Score: 23.0435

Sequences (2:3} Aligned. Score: 20.0581
Guide tree file created: fclustalw.dnd)
There are 2 groups

Atart of Multiple Alignment

Aligning...

Group 1: Delayed
Group 2: Delayed

Alignment Score 1202

CLUSTAL-Alignment file created

[clustaiw.aln]

CLUSTAL Z.1 multiple sequence alignment

1st_BRSE 497736 _2F Forward_OED
1st_BASE_497744_GF Forward OED
1st_BRSE_497740_4F_Forward OFD

lzt BASE_497736_2F Forward OPD
lst " BASE 497744 GF Forward OPD
1st | _BASE __ 497740 4F Forward { _OPD

lst BASE 4%7736 2F Forward OPD
lst _BASE_ 497744 GF Forward OPD
1st BASE 49?740 4F Forward_| " OPD

lst BASE_497736_2F Forward OPD
lst BASE_ 497744 6F Forward QPD
lst BASE 497740 4F Forward OFD

lst_BASE 497736_2F_Forward_OPD
1st BASE 487744 GF Forward | 0ED
1st EASE 49?740 4F Forward OFD

1st_BASE_497736_2F Forward CPD
l1st_BASE 497744 6F Forward OPD
lst BASE_ 497740 4F Forward ( | OPD

lst BASE 497736_2F Forward OFD
1st BASE_497744_¢F_Forward OPD
1st_BASE_497740_4F Forward OPD

lst_BASE_497736_2F Forward OPD
ist BASE 497744 GF Forward QOPD
1st BASE 497740 4F Forward OPD

lst BASE_497736_2F Forward OPD
ist BASE 497744 SF Forward_| _opD
1st_BASE_497740_4F Forward OPD

————NNNNNTTNNNTCCAACCTTTGCCATGTANAAA-CCCAANNNT TARG
——NNNRNNTTNGNCTCANN CNGNNGCHANANANNAAANCNNAT TTCTTAG
NNNNNNNNNNNNNNNNT GAGNTGNGCNANGNNGGAR - CCAAATTTCTTGT

4k ok ok * LR * * *

TCTGTTAATT -~ -—-. -ACCAAACTCCCTCCATTTAATGGGGGT -GTAGTAT
GATGGGAARNGAAAGARAAPATNC TCGCARAACARAGGAGNTTATGGTAC
GANTTGNNCAATAAGANNATCNCNNTTCCCNTTAATGNGGCT ~GTAGCAT

LT * ok LI Y

=~TGTTTATA-ATAACCCACCTTTGCAAAAT CAGRCAGCCTTTGAGGGGAR |

GTGCTGCTAGATGTCGTNANCNGGN TNACNNAGNANGNGTGGGGANGRNNC
-TGCTGTTCTACTCCGCNNNCCCTANNRNACTCCNANTTGCTGTGCCAAC

*k ok A x *

GATATTTTTTG--——— GGATCAATCTTTTTARAARTGGGTAGCCTTTGTT
NANNCTCNTTTTAGT TGGNTNTATCCTTTTTCENGCACCNGGANCARGAG
NAANNANTTTA--GTAGCAAGTTGTTTATNNCNTTTTT TAGAT T TTTTT

* &k * *

GUGCTATTCCATTATTTGTCTTTTCT TTATTACCARATAT T TCCTGEGE- -
CCGTTGNTGT-TAARGGGCTT TATCAT TAATGGCANTANT TTNCCNGGCC
AGGCGAGTGTCCAACCACTCCTCTTATTTTNCCCCCATATTTTTTTTTCG

* ok ddr * ek ok

CGCACNAAGANTGTCTATGNAGGGTCCCTTCCGCCCCTTCAAACGCTARA
GGCAADAAARARA—————— -BATAGCCTTGACGATGTTTCCAAGAGTCTTG

GAAGGGCCAARNNAAARTATCCATARCCGCTAAT TGCATGTTCTCTGAGE
GTCGAACCGCGTTATNNGTTTTTCTTTTTCTCT T TTTCGATCCAATTGTA

.
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l1st BASE_497736_2F Forward OPD
1st_BASE_ 497744 6F Forward OPD
1st_BASE 497740 _4F Forward_CPD

lst_BASE 437736 2F Forward OPD
lst_BASE_ 497744 6F Forward OPD
1st_BASE 497740 4F Forward_OPD

1st_BASE_497736 2F Forward OFD
1st BASB 497744 6F Forward | _OPD
1st BASE 497740 4F Eorward OPD

lst_BASE_497736_2F Forward OPD

79

CACGGTCATTTGTAGTGAACATTCCACCACT CARGCT GGETATGCCT TGS

TTTCTTGGGTAGCTTTCCTTTCTTTT TCTTCCTGGARAACACCTTCTTCC

ACGTACTTATGNGACTTCCATCCTTGCGAAGTAGTTTATCTTTARCATCT

TTGTCTTCACTGCTTGGTTGCCCTTCATGTGCCTCACATTCTCGCCCTCT

lst_BASE_497744 6F Forward OPD

1st_BASE_497740 4F Forward OPD -

1st_BASE 497736 _2F Forward OPD -
lst_BASE 497744 6F_Forward OPD cC
ist_BASE_497740_4F Forward OPD -5

§rifuiandlenafldaninsnies OPDo3 @iildan reverse primer al3susfisunnu

mﬁaunwmmu coma bract mvavmsmmmﬂimﬂ'nq alilaunsu CLUSTAL W

CLUSTAL 2.1 Multiple Seguence Alignments

Sequence type explicitly set to DNA
Sequence format is Pearson

Sequence 1: lst_BASE _437737_2R Reverse Oligo_ VA 249 bp
Sequence 2: 1st_BASE 497741 4R_Reverse Oligo VA.abl 156 bp
Sequence 3: 1lst_BASE 497745_6R_Reverse_Oligo VA 720 bp
Start of Pairwise alignments

Aligning...

Sequences (1:2) Aligned. Score: 22.4359
Sequences (1:3) Aligned. Score: 19.2771
Sequences (2:3) Aligned. Score: 19.2308
Guide tree file created: [clustalw.dnd]

There are 2 groups
Start of Multiple Alignment

Aligning...
Group 1: Delayed
Group 2: Delayed

Alignment Score 644 2 m

.

CLUSTAL-Alignment file created ([clustalw.aln)
CLUSTAL 2.1 multiple sequence alignment

1st_BASE 497737 2R Reverse Oli  ;resecm o
lst_BASE_497741_4R_Reverse Oli T T e e e -
lst_BASE_497745 6R Reverse 0li NNNNAGATAGACGTARACGTCCTTCCTTTTGCCGCGGCCCTCTCAGCAGG

lst_BASE_497737_2R Reverse Oli DT
1st BASE 497741_4R Reverse_ oli e
lst_BASE 97745 GR Reverse Oll AGAGATTCCCGTGAGAAAACCACCCCCOTTATARAACGCAGGGGGGCAGS

lst BASE 497737 2R Reverse OLli = —eccmmecmm o
1st BASE 497741 _ 4R Reverse Oli =~  ————mm——mmmmm
1st_ BASE_497745 GR Reverse Oll GGATCATTTCAGACCAATTGTCATCCGCARAATGGTTACCCGCATCCGTC
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ist BASE 497737 2R Reverse_Oli
lst_BASE 497741 4R_Reverse Oli
1st_BASE_ 497745 6R Reverse_Oli

1st_BASE_4%7737_2R Reverse_01i
1st _BASE_497741_4R Reverse 0li
lst_BASE 497745 6R_Reverse Oli

1st BASE 497737 _2R Reverse Oli
ist BASE 497741 4R Reverse_ Oli
lst_BASE_497745_6R Reverse Oli

1st_BASE 497737_2R Reverse Cli
1st_BASE 497741 4R Reverse 0li
1st_BASE 497745 6R Reverse_0Oli

lst_BASE_487737_2R Reverse 0li
1st_BASE_497741_4R Reverse_Oli
ist_ BASE 497745_6R_Reverse_0li

1st_BASE 4897737 _2R Reverse Oli
1st_BASE_457741_4R_Reverse 0Oli
1st BASE 497745 &R Reverse Cli

1st BASE 497737 2R Reverse_ Oli
1st BASE_ 497741 4R Reverse_Oli
1st_BASE_ 497745 6R, Reverse 0li

lst BASE 497737_2R Reverse_Oli
iIst_BASE 497741_4R_Reverse_Oli
1st_BASE 497745_6R Reverse 01i

1st BASE _497737_2R Reverse 0li
1st BASE 457741 4R Reverse_Oli
lst_BASE_497745_6R_Reverse_ 0li

lst_BASE_497737_2R_Reverse Oli
1st BASE 497741 4R Reverse_Oli
1st_BASE_497745 6R Reverse 0li

1st_BASE_497737_2R Reverse 0O1i
lst_BASE_497741_4R_Reverse_O1j
ist_BASE 457745 _6R Reverse Oli

lst_BASE 497737 2R Reverse Oli
lst_BASE 497741_4R Reverse 01i
1st BASE 497745 6R Reverse 0Oli
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GGGGGGGEGACATTTGGACACGTCGGGAGGGAAGGGGARGACACCCGTTT

—————— GNRNNNNNANNNNNNNNRNNNSNNNCANNNNNGNNNNTGCCGTT
—————— NNNNGGCCCCNACANNNGN T TGGGNNACTGCCGCTANTGCCATG
TGCCTCTACTGGGGAGGAARAGAAACTCGGGGCGCGGTGAACAATAACATT

* * &

CTTCTACNTACTTCTTAAAAATTCCACATARAARAARRARAARGAGCGAT
TTTTATATTAATTN--AAGTNATTCGTITTACTNGNNTTRAAAGNTTNAT

GTCTCCCACCCATC---ACAACTCAATATAAGATTGTAGCGARCAGCACG
* * * * * * *k

TTTAGACATAAAGTGTTARATTGTCATTATTTTT-TACTTTTGATGAATT
TTTGG-—--TATANTGGNAA-TTHNNTATGAT TATA-TTAAGCTGAGA————
CAAAGCGAGRAAATACACCACAGCATTCATCGGAGCGAGACAGAGACGLG

* * * * EA *k

CTTTAGAATGAATATTAGTTGTTTGATT TT T TGTGAGA-~AAGGGCCATA
~TTTAARAACGATGTCGAGTAACA—————— == —m——mm——mm e
GTATAATAGGTATARATAGCCTCT TG TTTTTGGTAGGTCTGCGAGCCAGR

* k% * * %

ACATTTTGAATTAATTAACCAACTTTTTTTTTTGTACCARATTTCCTTAT

ACGGATCAACCAGGACGACCARA
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CLUSTAL 2.1 Multiple Sequence Alignments

Sequence type explicitly set to DNA

Sequence format is Pearson

Sequence 1: 1lst_BASE 497746_7F Forward CPD0B.abl
Sequence 2: 1st BASE . 497748 SF Forvard i OPD08.abl
Sequence 3: 1st BASE_ 497750 BF Forward | 0PD08.abl
Sequence 4: 1lst BASE 497752 10F Forward OPD08.abl
Sequence 5: lst_ BASE 497754 llF Forward_OPD0B.abl
Sequence 6: lst BASE_ 497756 12F Forward 0PDO8. abl
Start of Pairwise allgnments

Bligning...

Sequences (1:2) Aligned. Score: 27.6923
Sequences (1:3) Aligned. Scere: 31.5508
Sequences (1:4} Aligned. Scere: 19.2308
Sequences (1:5) Aligned. Score: 22.0513
Sequences (1:6) Aligned. Score: 21.794%
Sequences (2:3) Aligned. Score: 22.1925
Sequences (2:4) Aligned. Score: 16.4214
Sequences (2:5) Aligned. Score: 21.883

Sequences (2:6) Aligned. Score: 14.2132
Sequences (3:4) Aligned. Score: 17.9144
Sequences (3:5) Aligned. Score: 23.262

Sequences (3:6) Aligned. Score: 23.5294
Sequences (4:5) Aligned. Score: 23.6641
Sequences (4:6) Aligned. Score: 13.198

390
519
374
408
393
394

Sequences {5:6) Aligned. Score: 15.7761
Guide tree file created: [clustalw.dnd]

There are 5 groups
Start of Multiple Alignment

Aligning...

Group 1: Delayed
Group 2: Delayed
Group 3: Delayed
Group 4: Delayed
Group 3: Delayed

Alignment Score B139

CLUSTAL-Alignment file created

[clustalw.aln]

CLUSTAL 2.1 multiple seguence alignment

ist BASE 497746_7F Forward_OPD
ist | _BASE 497750 9F Forward_| “OPD
1st | _BASE 497748 BF Forward OPD
1st ] _BASE 497754 llF Forward OF
lst | _BASE 497752 10F Forward oP
lst BASE 497?56 12F Forward oP

lst_BASE_497746_7F Forward OFPD
lst _BASE_497750_9F Forward OPD
Ist BASE 497748_8F Forward OFD
1st ] _BASE_497754 11F Forward GP
lst BASE 497752 1OE‘ Forward OF
lst EASE 497756 12E Forward ap

lst BASE 497746_7F_Forward OPD
lst_] EASE 497?50 9F Forward GPD
lst.BASE 497748 _ BF Forward GPD
lst_BASE_497754_ 11F Forward _OFP
lst_BASE_497752ﬁ10F_Forward_0P
1st_BASE_497756_12F Forward OP

NNNNNNNGGATNNNGNNNNNNNTGACTAT-NTATAARATCT-TTCTTGTC
==~ NNNNNNANNNGGNANGNNNTGANCAT-CNATCACATCTATTCTTGTC
- -NNNNNNNNNTNNGNNNNNNTTGAANAC-AGCACARATTT~GTCTTGTC
—-NNNNNNNNGTNGCGNGGT TATTGNNCATGAGATCACATTTTTCCCTG-C
———NNNMANNNNGNGNAGNGNAGGGGNATGATATNACGGATTCNCTCTAC
—==NNNNNNNNNNNNTACNNTTTGGTCAT— CTAT—AAATCAATTCTTGTP

ek & * * * *

TCATAGRAGTAATGCATTGARGATCTTTTACT TGGAGAGCTTGCATATCC
TCATAGARAGTCCTCCATTGAAGATCTTTTACCTGGRGAGCTGGCATATCC
GN-TACAACTACTGCTGCGAAGATCTTTTACT TGGACCTTTTCCATCTGE
GC-TAGAATCCAAGGTCCGAAGRN-TTTTAGCTGGNGAGCTTG-ATAT-C
TT-TANAARAGAAGTTCTGTTGGTTTTTCTTTTTTCCCACT TA-ARATGS
TCRTAGAAGTCCTCCATTGAAGATCTTTTACCTGGAGAGCTTG TTATCC

ok wek * k| kkk *

TCATTTGAACTHNNAGT TGAGHNTTCGNCHGNNGGTGGGC TANNAANCAG
ATAACTGAACTTCGAGATTNGCGAGTACCTCNCNNCCGGTNCCCGNAG-—~
CTTTTTGATCTTGAAGARTTARCGAGTTGGTNCCNCTCGGGTGNNGNATAG
TTNATTGAACTCCAAGTTHNGNTGTGGACATCCGC——GNANNACKNATTC
CCGTTCARAGTATTGTGAATATGT TGTARARCTTCTTACT CTGTACACTA
ATAACTGAACTTCNNNTTTTGTCTGNNNCCNCCNCCNNNGHCCCANN- -~

* +
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lst_BRSE_497746 7F_Forward OPD
1st | BASE 497750 QF Forward OPD
15téBASE_49?748_8F_Eorward OPD
1st BASE_497754_l1F Forward OP
ist BASE_497752_10F_ Forward OP
1st_BASE_497756_12F Forward OP

lst_BASE _ 497746 _TF_| Forward_OFD
1st BASE 497?50 9F | Forward OPD
lst_| BASE 497748 BF Forward OFD
1st BASE 497754 llF Forward OF
1st EASB 497752 _ 10F Forward OF
ist BASB 497756 12F Forward OP

lst_BASE_497746_7F_ Forward OPD
lst_] TBASE_ _497750_ 9F Forward_OFD
lst_} EﬂSE 497748 _ BF Forward OFD
lst_] BASE 497754 llE Forward OF
lst_] BRSE 49?752 IDF Forward_OP
1st | BASE 497756 12F Forward OF

1st_BASE_497746_1F_| Forward OPD
lst BASE 497750 9F Forward_ OPD
1st_ _BASE_/ 49?748 SF Forward OPD
1st BASE 497754 11F Forward oP
1st BASE 497752 lOF Forward op
1st BASE 497756 lZF Forward oP

lst BASE 497746_7F_ Forward OPD
lst ] BASE A497150_9F_ Forward OPD
1st ] BASE 49?748 BF_ Forward OFD
lst_| BASE 497754 11F Forward op
lst | BASE 497752 10F_] " Forward _OP
1st | BASE 497756 12F_] Forward OP

1st_BASE_497746_7F_Forward_OFD
1st BASE 497750 _9F_ Forward OPD
1st BASE 497748 _ SF Forward OPD
1st BRSF 497754 _ 11F Eorward cp
ist BASE 497752 10F Forward oP
lst ] BASE 497756 12F Forward OF

1st_BASE_497746_7F_Forward_OPD
lst_| BASE 497750 _ 9F Forward OPD
ist BASE 497748 BF Forward OPD
1st BASE 497754 __ 11F Forward OP
1st BASE 497?52 10F Forward OoP
1st BASE 497?56 12F Forward oP

1st_BASE_497746_7F_Forward_OPD
1st_BASE_497750_OF_Forward OFD
1st_PRSE_497748_BF_Forward OPD
1st_BASE_497754_l1F_Forward OP
lst BASE 49?752 10F_ Forward oP
lst BASE_. 49?755 12? Forward oF

1st_BASE 497746 _7F_Forward OPD
1st BASE 497750_ 9F Forward CPD
1st_] BASE 497743 _8F_| Forward QPD
lst BASE_ 497754 11F_Forward_OP
1st_BASE 497752 10F_Forward OP
1stFBASE_497756#12F_F0rward“09

82

CTAGTTGTGTHNC-TCCCETGGCAGTCHCTTGAARRCCARATTGGGEGEAT
—TTATTGNGTGGT-GCGTTGGTCCGNNATNT GGGGANANACACAARANGN
CTAGCTTTGTCNCCGCTGT TGRGGATTCTCTGCAGRCAARACNGTATGAC
CTGCNNGTTCNGG-TTTCTGGGGGANAATTGGEGARART TGCCCTTTTTTTC
ATTACATCACCAAGGAAGGACTCTACTCAGCTAGAARGGAGRAGCTTGGA
— - NGGNACANNNTGGNNNNACNNGGGCCCCCANNGGEGCCCCCNNTGGEG

CNNCCCGGGGG-TACTTTAGNNNTTTTTTTTTTT TANGARNGGGTN-——~

NNGACANTTGN-TARAGGNGGGCCTTCCTTTNTNCTCCA —-TT——-=

ACCACNGNNGGGTANATNAGAANTCNT TTNNTTTCAARGARAATGTN -~~~

CCCTGTTCCCUGGANAGGGGEACCCTTCTTCTTTTCCCAGAGARTT ———-

TTAARAGARTGGRAGAAGGGGATTI TAATGCCT TTCTARGGAGACTGAAG

CCCCCANTGGGEGNCCCCCTGGECCCRANTGGGGNCCNAT TGGGGCCCCA-
* *

~-TTGNAAARRANTCNTTTTTTTCCCNNAAAA————- ACNCC-ATAARARIDA
~TTTTAATNNTNNCTTTTGGCCGGEAGRAA————— ACCNCGANARADRANA
~NTATAANCNTTNT~—~——— CCNCNCCANA————, -ACCCCNARRARRCNN

~TTTAATARCCCCCTTTTTGGEGGGEGEGGETGHNTNCCCCGARRAARRRA
GCTCTTARTATTCTAGGATCCTGGGNNGEGAGEETGNGGGGAARAARARA
~TTGEECNNACGGGGGGECACANNGEEGNNNNTNGGGN NN NNANGGGNNT AN

D—————= NNNNNACNTGGGCGET——TTTNTNNGGGAARGGGGEGETGEET
N-———w- NCNCCNTATTNGTGGEGETCTCCT TNNGGARANNGGGGCGGEGEE
C——-—~=CCCCCCCTTGNGGGREGET TTTNGNNAGNNGGENNGGGNNTGC

ABAARCCCCCCTTTTITTTTGGGGGACCTCT TTGGGNGEGARRARARCACEN
ABA---CCCCCCCCCCTGGGGTTTTTTTTTITCTTCTTTARARRACCCCLC
NNG——-—CGNNCNNTNHNNNHNNNN NN NGHANNNNN THNNNNNNNTG TGN

TTCTGTARAGAAATGCNGATGNNNTTTTTNATGTTNCTTTNTTTGGGGLT

GTNTATAAR-—-———~ ANATCCNTNCARMAAGGNAANACNCTTTGGGGGEA
NAATACCNC~~———- CCCCCGRAGNTTTCANTGTCCCTTTTGTTGGNART
NTTTTTAAR~——————. AARCANTCCCCCCARTTTTTTGGTTTTTGGGGEGE

TTTTCCCCCCCGNACNTTTTCT TTTCCARAANT TNNNNGGGNNNGNGGNN
NGNNTHNNGTGNGCGTNNNTNNATANNNNNNNNNNNNMNNNNNC TNNNNRN

CHNCCNNTNTT TN~ mmmmmmmmm e = —
ANNACAANN LW\ ______ &
CNCANNATNNGTCNTTGCTTCTGATCTGGTCCTTTTGAGTCTGCTTTGCT
GGGAANANCARAAA- A -y
NAAANARACAARAAR e -—
THRNNNNNNN =2 - - _—

TTCTTATCNATTCATTTGGATAAGGCCTTTTGTAGTGRACATTCCACCNC

TCAGGCTNGGTATGCCTTGCTTCCTTTGTTTGTTTTCCTTTCTTTTTCTT
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o o dal -~ 4 3
dausinnaleTnanldainlnses OPDOS dui1na1n reverse primer nf3zunfiaunamy

midpudumelunguaalisunsy CLUSTAL W

CLUSTAL 2.1 Multiple Sequence Alignments

Sequence type explicitly set to DNA

Sequence format is Pearson -

Sequence 1l: lst_BASE_497747.7R_Reverse_Oligo VA.abl
Sequence 2: 1st_ BASE 497749 BR Reverse Oligo_VA.abl
Sequence 3: 1st | BASE 497751 9R Reverse Oligo VA.abl
Sequence 4: 1st_BASEF497753_10R_Reverse_ollgo_va apl
Sequence 5: lst_BASE_497755_lI1R_Reverse_0Oligo VA.abl
Sequence 6: lst_BASE_497757_l2R_Reverse Olige VA.abl
Start of Pairwise allgnments

Aligning...

Seguences (1:2) Aligned. Score: 13.1016
Sequences (1:3) Aligned. Score: 15.508

Sequences {1:4) Aligned. Score: 14.1711
Sequences (1:5) Aligned. Score: 14.4385
Sequences {1:6) Aligned. Score: 16.0428
Sequences (2:3) Aligned. Score: 68.059

Sequences (2:4) Aligned. Score: 24.2054
Sequences {2:5) Aligned. Score: 63.3416
Sequences (2:6) Ahligned. Score: 18.3374
Sequences (3:4) Aligned. Score: 18.32189
Sequences (3:5) Aligned. Score: 64.5885
Sequences (3:6)} Aligned. Score: 15.9705
Sequences (4:5) Aligned. Score: 23.4414
Sequences (4:6) Aligned. Score: 17.0213
Sequences (5:6) Aligned. Score: 16.4583

Guide tree file created: [clustalw.dnd]

There are 5 groups
Start of Multiple Alignment

Aligning...

Group 1l: Sequences: 2 Score: 6541
Group 2: Sequences: 3 Score: 6248
Group 3: Delayed
Group 4: Delayed
Group 5: Delayed

Alignment Score 105399
CLUSTAL-Alignment file created ([clustalw.aln]

CLUSTAL 2.1 multiple sequence alignment

374
409
407
423
401
564

1st_BASE_49774%_8R Reverse OLi
lst_BASE 497751 _9R Reverse_Oli
ist BASE 497755 11R_Reverse Ol
Ist BASE 497753 lOR Reverse | "ol
1st BASE 497757 12R Reverse | o1
lst_BASE_497747_7R_Reverse_pll

1lst_BASE 497749 BR Reverse Oli
1st_BASE_497751_%R_Reverse _0li
1st | _BASE_ 497755 llR Reverse Ol
st | BASE 497753 10R Reverse_ Ol
1st BASE _ 49?757 12R Reverse Ol
1st BASE 497747 7R Reverse_| oli.
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1lst_BASE 497749_8R_Reverse_Oli
lst_BASE_497751_9R_Reverse_Oli
lst_BASE_497755_l1R Reverse_Ol
1st BASE 457753 __ lOR Reverse_| o1
ist BASE 497757 12R Reverse 01
lst_BASE_49?747_7R_Reverse_oll

lst_BASE_497749_8R Reverse_Oli
l1st_BASE 497751_9R Reverse_Oli
lst_BASE 497755 _11R Reverse 0Ol
1st_BASE_ 497753 10R_Reverse_Ol
lst BASE 497757 12R Reverse_ 01
1St BASE_ 497747 7R Reverse Oll

ist_BASE_495774% 8R_Reverse_Oli
ist BASE 497751 9R Reverse Oli
1st_BASE 497755_11R Reverse Ol
1st_BASE_497753_10R Reverse_Ol
lst_BASE_497757_12R Reverse_ Ol
lst_BASE 497747_7R_Reverse 0li

lst _BASE_497749_BR Reverse_ Oli
1st_BASE 497751 9R_Reverse Oli
lst_BASE_497755_l11R_Reverse_Ol
1st_BASE_4597753_10R_Reverse Ol
1st | _BASE 497757 12R Reverse Ol
1st BASE 497747 ?R Reverse 011

1st_BASE_49%7743%_B8R Reverse_01i
1st BASE 497751 _ 9R Reverse 014
1st_BASE_497755_lIR_Reverse_Ol
1st BASE 487753_10R Reverse_Ol
lst_| BASE 497757 _ 12R Reverse 01
1st BASE 497747 TR Reverse Oll

1st_BASE 497749_8R Reverse_Oli
lst_BASE_487751 9R Reverse Oli
1st_BASE_497755_1iR Reverse Ol
1st_| _BASE__ 497753 1DR Reverse Ol
1st BASE 497757 _ 12R Reverse "ol
1st_BASE“497747_7R_Reverse_011

1st_BASE 497749 8R Reverse Oli
lst BASE 497751 _ 9R Reverse | " Ooli
1st | BASE 497755 11R Reverse 01
1st | _BASE_ 497753 10R Reverse Ol
lst_| BASE 497757 12R Reverse Ol
1st_BASE_497747_7R_Reverse_011

lst_BASE 497749 8R Reverse O1i
1lst BASE 497751 9R Reverse_| “oli
1st_ _BASE__ 497755 11R_Reverse_ 0l
lst | BASE 497753 10R Reverse Ol
1st_BASE_497757_12R4Reverse_01
1st_BASE 497747 7R _Reverse_Oli

1st_BASE_497749_8R_Reverse_O0li
1st_] BASE 497751 | 9R Reverse_ Oli
1st __BASE_ 497755 11R | Reverse 0l
1st_. "BASE 497753 1OR Reverse Ol
1§;_BASE_497?57_12R_Reverseuol
lst BASE_ 497747 7R Reverse_0Oli
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—————— CNNNNNNNNNGGGNNGGNGGGGCTCATAGG-ACCGANCGCT--C
—NNNNNNNNNANGTGNAGNTCAGGNGNT CTGATANGCAACGCGCTNCAGC
————-NNNNNNANNANNGNANNCANTGNTCTGATGNNCATGGTCTTCCT-C
————NRNNNNNNNNNANNAAAAANGGGGCTCNNACNNAANNNCACCCT-C
AACTAATNCTNNNNTNNNTGNNNNNNNNCNCGNGGNNGNNNNNRNNNNRN
S i = e NNNNNNNNNNNANNNNNN

TCTGGACATARGAGGGCTCTACGGGAATTTGGAGGGG—-TGACCTTATTG
TTTGGACCTGC~AGGGCTCTACTGCAATTTGATGTGAATTTACTTGATTG
TTTGGTCCTGG~AGGGCTCTACCGGAATTAGEGT-CGCTTNTACTTTATTG
TTTGGANTTARAAAG——TCTACGGCARNNNAAG~GANTGNTCCTTTTTTA
THNNNNCCNCRNGGCCCCCAACTGGGGCACARAATNGGGCACCACTNGGG

FNNNNNRNNNNNNNNNNNNAACNNNENNNNNNNNNNNNNNNANNNNGANN
*x

GAGCTTTCTGGCCGET =~ m~m——— === TCCARTATGGATATTAAGCA
ACGCTTTCTTGCCGGT-————~———====— TCCARAATGGATATTARGCA
GCGCETTCTGGUCCTT ——~—— e TCCAGTATGGATATTAANNA
ACTATCNTCCTNCGTT-—-——————————————— ATAGAGATTNACAGCC
GNACCCACTGGGGGCAARAACTGGGGGGCACACAATTGGGGCCAACAATT
NAANNNCNNNNNNNNN-—-—————————————— NNNNNGNNNNTTNATTT

*

AAATGTACCCAGRAGRAAGAAGTGGATCCCGC-TCATCAACATTCCTGTCAT
AMATGTACCCCGAGARGAAGTGGATCCCAC~TCATCAACATTCCTGTCAT
AA-TGGACCCAGRGAAGARAGTGGATCCCGC-TCATCAACATTCCTGTCAT
TTAGGNNCCTNNAAAGGCATTNACTTNCCC~TTCTTCCTTCTTNTATGTN
GGGGGHNHCCATTGGGGCACCARCTGGGGCACCCCCTGGGGGCCCACRAC

TTTTTTHNNCAANNAAAAAATTTTTTHNNAR~~—~-AAACNTNNTTANAGT
* *

ATCT-TATGGTTTTGCCGGTA————— TGCCGCCTGCAAC-ACCGACCAAC
ATCT-TATGGTTTTGCCGGTA——~—— TGCCGCCTGCAAC-ACCGACCAAC
ATCT-TATGGTTTTGCCGGTA————— TGCCGCCTGCAAC-ACCGACCAAC
ATCTGCGTCTATCTAGCTGAG————— TCARARAATGTACCTAGGGGATGGT
GGGGGGACCAARATGEGGGAAACCCCTGGEEGCACAAACTGGGEGGCACAC

NTTCTNNTGNNNNTNTTANGA-—-—-———-— GGCCAACCCGGGNAGGCTAT
* *

ATAG——-—- CTA-GCTGGCTCATCACCGGAACGATCTTCAACTT-CTTTG
ATAG———-- CTA-GCTGGCTCATCACCGGAACARATCTTCAACTT-CTTEG
ATAG———-- CTA-GCTGGCTCATCACCGGAACGATCTTCAACTA-CTTTG
ARTG————- CTGTACTAAGCTATC—-CAGRATTATCTARATTTT-CTATT
AANGGGGCACCRAACTGGGGCACACACTTGGGGCACARCACTGG-GGNNA

GEGGGCCTCTTTTGGGNNTTT TTT TECEETNGGTCTTTCGGCGRAGGEGE
* *

TTTTCCGNNATCGARRGANCTGGTABRAARAARACARCTATGTGCTATCT
TTTTCCGGTATCGAAAGGGCTGGTGGCARAGAAACAACTATGTGCTATCT
TTTTCCGGTATCGAAAGGACTGGTAARAARAARACARCTATATTCTATCG
TTTCTTGCCGGNNAGTGTAAGGGGGARAARARAAARACCCCTCTCGGCGG
AACARANGGGGGCCAARAATGGGGCCCAAARATGGGGCANARATTGGGGCN
TGGEEEGGECTTTCAANNCAACTTCACCCCAAARANAGGCCNTCCCCCCGNT

* * x*

GCTGTTTTGGATGAGGGCACG-GGATTCATGGGGGTGCTGTTGCCCCCCA
GCAGCTTTGGATGCTGGCACG-GCGTTCGTGGGGGTCCTEGTTGTTCTTTG
GCAGCTTTGGAAARABAARARANNGGTCATGAABACCCCAACCCCCCCCA
GGTCTTTTTTTCTCTCCCTTCCAAGATNCTCCNTTCCCTCCTTCCCCCCC
AARCACTTGGGCCCCNANTGGGGNARACAATGGGGCCCCTNTTGGGCNCAC

ANTTTTTTTTTTTNGGGAGGGAGAGATGNT TATCCCNGGGGGGCGNCNCG
% * ’ )

.

GCCCGGGEAGAATCCGGGTT- - TTGGGGGGGGCNNCCNNNNNNNNACACA
CCCTCGAGAAR~~CAGGTTT -~ TTGGGEGGEACAAAAAAAAAN - ——————
ACTTTTGGGGAA-TTTTTTT——-TTTGGGGGCNCAARRNARA —~~—————~
ACTTGCCCCCTTACATTTTT--TTGGGGGGGEGGEGGGGAGGCCCGGGGAG
ACTTNNNARATANTNNNTCCAATNTNGNNNNNTNTTTTTTTTTTNNTNNG

GGGCATTTNGTTTNNTTTTTTGTTNNARAAAAADANT —~———~———————
Ed
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1st_BASE 497743 8R Reverse_ Oli NN-~—————

ist_BASE 497751 9R Reverse_01i
lst_BASE 497755_11R_Reverse Ol
lst BASE_ 497?53 10R Reverse_Cl
lst BASE . 497757_ 12R Reverse "ol
lst_BASE_497747_7R_Reverse_oll

o

CAACACARARAALTT
NNNNNNNTNTTNNTT

[T I_Y i3 g ) d 3
savihndle Inanlaninlnswes OPDOS @i 19910 forward primer nf5amfiuny

(Mo UUBITIM bract Nszozmsn3gAvina1aq daelisunsy CLUSTAL W

CLUSTAL 2.1 Multiple Sequence Alignments

Sequence type explicitly set to DNA

Sequence format is Pearson

Sequence 1: lst_BASE_497746_7F_Forward_OPD08.abl
Sequence 2: lst_BASE_497750_9F Forward OPDO8.abl
Sequence 3: 1st_BASE_497754_l1F Forward OPD08.abl

Start of Pairwise alignments
Aligning...

390 bp
374 bp
393 bp

Sequences {1:2) Aligned. Score: 31.5508
Sequences (1:3} Aligned. Score: 22,0513

Sequences (2:3) Aligned. Score:

Guide tree file created:

There are 2 groups
Start. of Multiple Alignment

23.262
[clustalw.dnd]

Aligning...
Group l: Sequences: 2 Score:5273
Group 2: Delayed

Alignment Score 2207

CLUSTAL-Alignment file created

[clustalw.aln]

CLUSTAL 2.1 multiple sequence alignment

1st_BASE_497746_7F Forward OED
1st_BASE_497750_ 9F Forward_OPD
lst_BASE_497754_11F_Forward_OP

1st_BASE_497746_TF_Forward_OPD
Lst_BASE_497750_9F Forward_OED
1st_BASE_497754_11F_Forward_OP

lst BASE 497746_7F_Forward_OPD
1lst BASE 497750 QF Forward OPD
1st_ _BASE 497754 11F Forward oP

1st_BASE_497746_7F Forward QPD
1st_BASE_497750_O9F_Forward_ CPD
1lst_BASE_497734_11F Forward_OP

lst_BASE_497746_7F Forward_OPD
1st BASE_ 497750 QF Forward OFD
1st_| BASE 497754 llF Forward _OoP

lst_BASE _497746_7F_Forward_OFPD
lst BASE 497750 _9F Forward_OPD
lst_BASE_497754_l11F Forward OP

1st_BASE_4%7746_7F Forward OFD
lse BASE 487750 9F Forward_OPD
lst_BASE_497754_11F Forward OP

NNNNHNNGGATHNNGNNNNNNNTGACTATNT -ATARRATCT-TTCTTETC
———HRNNNNANNNGGNANGNNN TGAN CATCH-ATCACATCTATTCTTGTC
~HHNNNNNNGTHGCGNGGT TAT TGRNCATGAGATCACATTTT TCCCTGLG

* kK * ok *k *k *k k kk ok ok ok kK

TCATAGAAGTAATGCATTGAAGATCTTTTACT TGGAGAGCT TGCATATCC
TCATAGRAGTCCTCCATTGAAGATCTTT TACCTGGAGAGCTGECATATCC
C—-TAGAATCCARGGTCCGRAGAN-TTTTAGCIGENGAGCTTG-ATATCT

* ki ko ER RS X dk ko dkk kkkdd k kkkkox

TCATTTGARCTNNNAGT TGAGNNT TCGNCHNGNNGGT GGGCTANNAANCAG
ATARCTGAACT TCGAGAT TNGGAGTACCTCNCNNCCGGTNCCCGNAG——-
THA~TTGAACTCCAAGTTHNGNTGTGGACATCCG- CGNANNACNNATTCC

* dkk ek ke ok ok * *

CTAGTTGTGTNNCTCCCGTGGCAGTCNC T TGRAAACCARATTGGGGGATC

—TTATTGNGTGGTGCGT TGGTCCGNNATNTGGGGANANACACAAARNGNN

TGCHNGTTCNGGTTTCT GGGGGANRATTGGGARATTGCCCTTTTTTTCCC
*

*

NNCCCGGGGGTACT T TAGNNNTTTT TT TTTTTTANGAANGGGTNT TGNAA
NGACANTTGNTAARGGNGGGCCTTCCTTTHTNCTCCACAN--TTTTTTAA
CTGTTCCCCGGANAGGGGGACCCTTCTTCTTTTCCCAGAGAATTTTTBAT

* * * % * * e >
AAANTCNTTTTTTTCCCHNARAR -———~. ACNCC~ATAARARAAAN-——-—
TNNTHNCTTTTGGCCGGGAGARRA -, ACCNCGANAAAARARNNN-——~~
AACCCCCTTTTTGGGGGEEEGEEGTGNTNCCCCGARAARAARARARAARCC

Fowh ok 5 %k hkkkkkd

~NNNNACNTGGGCGGT--TTTNTNNGGGARAGGGGGGETGGGTTTCTGTA
-CNCCNTATTNGTGGGGGTCTCCT THNGGAARNNGGGGCGGGGGTNTATA
CCCCTTTTTTTTGGGGGACCTCTT TGEGNGRARARAANCACGNNTTTTTA

+ e * * * k ok kk
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lst BASE 497746_7F Forward OFD
1st BASE 497?50 9F Forward OPD
1st_BASE_497754_11F Forward_OP

lst BASE 497746_7F Forward_OQPD
lst | BASE 49?750 9F Forward OFD
1st BASE 497754 llF Forward_OP

86

AAGAAATGCNGATGNNNTTTTTNATGTTNCT TTNTTTGGGGCTINNCCNN

BA-—————- ANATCCNTHCARARAGGNARAACNCTTTGGGGGARNNACAA
AR-——-——— AAACANTCCCCCCAATTTTTTGGTTTTTGGGGGGGGGAANA
LA *FkdrEhkkF

TNTTTH-

MN---—

NCRAARA

SuinaleIndnldornTnsmes 0PDOS §uildnn reverse primer 1wW3suHeuanu

| or ¥ = = = T 9
IRNDUNHUDIA I bract mzazmsmsqmﬂmmw aelilsunsy CLUSTAL W

CLUSTAL 2.1 Multiple Sequence Alignments

Sequence type explicitly set to DNA

Sequence format is Pearson

Sequence 1l: 1lst BASE_497747_7R_Reverse_Oligo VA.abl
1st | _BASE 497751 9R Reverse Oligo VA.abl
1st_BASE_Q97755_11R_Reverse_ollgo_VA abl

Sequence 2:
Sequence 3:
Start of Pairwise alignments
Aligning...

Sequences {1:2) Aligned. Score:
Sequences (1:3) Aligned. Score:
Sequences (2:3) Aligned. Score:
[clustalw.dnd]

Guide tree file created:

There are 2 group§
Start of Multiple Alignment

374 bp
407 bp
401 bp

15.508
14.4385
64.5885

Aligning...
Group 1: Sequences: 2 Score: 6344
Group 2: Delayed

Alignment Score 255C

CLUSTAL-~Aligmnment file created

[clustalw.aln]

CLUSTAL 2.1 multiple sequence alignment

lst_BASE 497751 9R Reverse Oli
lst_BASE_4897755_11R_Reverse Ol
1st_BASE_497747_7R Reverse_Oli

1st_BASE_497751_9R Reverse Oli
1st BASE_497755_11R Reverse Ol
1lst_BASE_497747_ 7R Reverse_Oli

lst_BASE_497751_5R_Reverse_Oli
1s% | BASE_ 497755 11R Reverse Ol
lst_BASE_49774T_TR_Reverse_Oll

1st_BASE_497751_SR Reverse Oli
1st_BASE_497755_11R Reverse 0l
lst_BASE_497747_7R_Reverse 0li

lst_BASE_ 497751 %R Reverse_Oli
lst_BASE 497755 11R Reverse 0l
1st BASE 497747_7TR_Reverse_Oli

KNNNNNNNNANGTGNAGNTCAGGNGNTCTGATANGCAARCGCGCTNCAGCT
——-NNNNNNANNANNGNANNCAN-TGNTCTGATGNNCATGGT-CTTCCTCT

——————————————————————————————— NRNNNNNNNNNNNNANNNN
*

TTGGACCTGCAGGGCTCTACTGGARTTTGATGTGAATTTACTTGATTGAC
TTGGTCCTGGAGGGCTCTACCGGAATTAGGT-CECTTRTACTTTATTGGC

NMNNNNNNNNNNNNNNNNNAACNNNNNNNNNN - ~NNNNENNNNANNNNGAN
* *

GCTTTCTTGCCGGTTCCARAATGGATATTARGCAARATGTACCCCGAGRA
GCTTTCTGGCCCTTTCCAGTATGGATATTAANNAAL -TGGACCCAGAGAA

NNAARNNCNNNNNNNNNNNNNNGNNNNTTNATTTTTTTTTNNNCAANRAA
* *hk ok * * *k

GBAGTGGATCCCACTCATCAACATTCCTGTCATAT-CTTATGGTTTTGCC
GAAGTGGATCCCGCTCATCARCATTCCTGTCATAT-CTTATGGTTTTGCC
AAR~~~~ATTTTTTNNARARACNTNNTTANAGTNTTCTNNTGNNNNTNTT

* ¥ * % * *kk Kk * * K kK * % .-.,_\'k

GGTATGCCG-CCTGCAACACCGACCAACATAGCTAGCTGGCTCATCACCE
GGTATGCCG~CCTGCAACACCGACCAACATAGCTAGCTGGCTCATCACCS
ANGAGGCCAACCCGGGNAGGCTATGGGGECCTCTTTTGGGNNTTTTTT TG

* kkk *F* K * * * * & * *
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1st BASE 497751 %R Reverse Oli
1st_BASE 497755_11R Reverse O
1st BASE 497747_7R_Reverse Ol1i

1st_BASE_ 497751 9R Reverse 0li
1st BASE 497755 11R_Reverse_01
1st BASE 497747 TR_Reverse 011

1st_BASE 497751_SR Reverse_| 0li
1st BASE 497755 _ 11R Reverse_O1
1st BASE 497?47 TR | Reverse oli

1st BASE 497751 9R Reverse_| 0li
1st BASE 497755 _ 11R Reverse_ 01
1st BASE 497747 _7R | Reverse 0li

87

-GBRACAATCTTCAACTTCTTTGTTTTCCGGTATCGARAGGGCTGGTGGCA
-GBACGATCTTCAACTACTTTGTT TTCCGGTATCGARAGGACTGGTAARL
CGGTNGGTCTTTCGGCGRAAGGGGETGGGGGGGCTTTCARNNCAACTTCAC

* *kxk Ed * * * * *

ARGABACAACTATGTGCTATCTGCAGCTTTGGATGCTGGCACG-GCGTTC
ARAARMACAMCTATATTCTATCGGCAGCTTTGGAAARARDARARANNGGTC
CCCABAARRGGCCHNTCCCCCCGNTANTTTTTTTTTTTNGGGAGGGAGAGR

xRk kk * % * * *kk *

GTGGGGGTCCTGTTGTTCTTTG-CCCTCGAGRAACAGGTTTTTGGEGEGEE
ATGAAAACCCCAACCCCCCCCAACTTTTGGGGAAT TTTTTTTTTGGGGEC
TGNTTATCCCNGGGEGGCGNCNCGEGGCATTTNGTTTHNTTTTTTGTTNN

* % * Fok kR *

ACARARRARADN
NCARAAARRA—-—

AARBAAARDNT -
hEkkhhk

o as del ¢ 3y
Sduimalelnanldannlnsies oPDos iduildain forward primer iWiguiiavnu

ISlUAMYBIEIY coma bract NszezmsIauAvingeg dalusunsy CLUSTAL W

CLUSTAL 2.1 Multiple Sequence hlignments

Sequence type explicitly set to DNA

Seguence format is Pearson
Sequence 1:
Sequence 2:

Start of Pairwise alignments
Aligning...

Score:
Score:

Sequences [(1:2) Aligned.
Sequences (1:3) Aligned.
Sequences (2:3} Aligned.
Guide tree file created:

There are 2 groups
Start of Multiple Alignment

1st_BASE_497748_8F_Forward OPDOB.abl
1st_] BASE 497752 10F Forward OPDOB . abl
Sequence 3: 1st BASE 49?756 12F Forward | | OPDOB.abl

519 bp
408 bp
394 bp

16.421%6

14.2132

Score: 13.198
[clustalw.dnd)

Aligning...
Group 1: Delayed
Group 2: Delayed

Alignment Score 1222

CLUSTAL-Alignment file created

[clustalw.aln]

CLUSTAL 2.1 multiple sequence alignment

1st_BASE_497748_8F_ Forward_ OFPD
1st BASE 497152 1GF Forward OP
ist BASE 497756 12? Forward op

lst_BASE_497748_BF_ Forward_OPD
1st BASL 49?752 10F Forward OP
1st BASE 497756 12F Forward_OP

lst_BASE_ 497748_| BF Forward OPD
1st BASE 497752 10? Forward ap
lst BASE 497756 _. 12F Forward_ 0P

lst_BASE_497748_8F_ Forward_OPD
1st BASE 49775° IGF Forward op
1st BASE 49?756 17F Forward_OP

— - HHINNHNNEN THNGHNNNHNT TGRANACAGCACAAATTTGTCTTGTCGN
NNNNANNNNGNGNAGNGNAGGGGNATGATATNACGGAT TCNCTCTACT-T

——-NNNNNNNNNNNNTACNNTTTGGTCAT- CTATAAATCAATTCTTGTCT

* kxkkdk kK * * * 4

TACARCTACTGCTG--CGRAGATCTTTTACTTGGACCTTTTCCATCTGCC
TANAARRAGAAGTTC--TGTTGGTTTTTCTTTTTTCCCACTTARAARTGGCC
CATAGAAGTCCTCCATTGAAGATCT TTTACCTGGAGAGCTTGTTATCCAT

E 2 * * * kA k * *

TTTTTGATCTTGAAGAT TARCGAGT TGGTRCCHC TCGGGTGNNGHATAGC .
GTTCRAAGTATTGTGAATAT---GTTGTAARACTTCTTACTCTGTACA-C
ARCTGARCTTCNNNTTTIGTCT-GNNNCCNCCNCCNNNGNCCCANNNGGN

* * "

*

TAGCTTTGTCNCCGCTGTTENGGATTCTCTGCAGACAAARCNGTATGACA

TAATTACATCACCARGG--AAGGACTCTACTCAGCTAGRAAGG -~ ~===

ACANNNTGGHNNNACNN--GGGCCCCCANNGGGGCCCCCHNTG--—- -
+ + *

*



CMU
Rectangle

CMU
Rectangle

CMU
Rectangle


lst_BASE_ 497748 _1 BF_ Forward oPD
lst BASE_ 497752 IUF Forward OF
1st_| BHSE 497756 ;2F Forward OF

1st_BASE_ 497748 | 8F Forward OPD
1st_] " BRSE 497752 10F rorward OP
lst_] BASE 497756 12F Forward_CP

lst_BASE_497748_8F__ Forward OPD
Ist_] BASE 497752 10F_ Forward _OP
1st_] BASE 497756 12F_ Forward “op

1st_BASE . 457748_8F Forward_OPD
lst | “EBASE 497?52 10F Forward OoP
lst_| BASE 497756 12F Forward oF

1st_BASE 497748_BF | Forward_OFD
it | _BASE_ 497752 10F Forward OP
1st BASE 497756 1ZF Forward OP

lst_BRSE_497748_8F_| Forward_OFD
1st_] EASE 49??52 10V Forward oP
1st ] EASE 497756 1ZF Forward_OP

1st_BASE_497748_8F | Forward COFD
ist BASE 497752 10E_] Forward CP

88

CCACNGNNGGGTANATNAGRANTCNTTTNNTT TCANGAARATGTNNTATA

—-—~~AGAAGCTTGGATTARARG-————— AAT--—-GGAAGARGGGGATTTT

————— GGGCCCCCANTGGGGNCCCCCTGGEC~~CCARNTGGGGNCCNATT
* * +*

*

ANCNTTNTCCNCNCCANAACCCCNAARRARCNNCCCCCCCCTTGNGGGRG

AATGCCTTTCTAARGGAGA——~-CTGARGGCTCTTRATATTCTAGGATCCT

GGGEGCCCCATTGGGCNNA-——~CGGGEGGECACANNG—~———=~ GGNNNNT
* - *

GETTTTNGNNAGNNGGGNNGGGNNTGCHARTACCNCCCCCCGARGNTTTC
GGGNNGGGEAGEGTGNGGEGARARRARARARACCCCCCOCCCTGEGGTTTT
NGGGNNNNNANGGGNNTANNNGCGNNC NN THNNNNNNNNNNRNNGNANNN
* - *

ANTGTCCCTTTTGTTGGNARTCNCANNATNNGTCNTTGCTTCTGATCTGG
TPTTTTTCTTCTTTARAAARCCCCCCTTTTCCCCCCCGNACNTTTTCT~—
NNTNNNNNNNNTGT -GNNGHNTNNNGTGNGCGTNNNTNNATANNNNNN- ~

* *

TCCTTTTGAGTCTGCTTTGCTTTCTTATCNATTCATTTGGATARGGCCTT

—TTTCCARAANT TRNNNGGGHNNGNGGNNNAAANARACAARAAN - —— ———

—— —FNNHNNNNHANCT N NN THEN N NN -~ — mm — oo oo o
*

TTGTAGTGARCATTCCACCNCTCAGGCTNGGTATGCCTTGCTTCCTTTGT

TTGTTTTCCTTTCTTTTTCTTCT

1st BASE 497756 12F Forward_OF -

o ar A o ¢ y
Ssuthnilelngildenlnsmes OPDo8 Fuiildan reverse primer gy Ny

=] W 7 dl = a J b
wilouS U898 coma bract Aszezmsniafivlacieg doelisunsy CLUSTAL W

CLUSTAL 2.1 Multiple Sequence Alignments

Sequence type explicitly set to DNA

jequence format is Pearson

Sequence : l1st_BASE_49774S2_BR_Reverse _Oligo_VA.abl 409 bp
Sequence 2: 1lst BASE 497753 IOR Reverse_Olige_VA.abl 423 bp
Sequence 3: lst_| BASE 497757 12R Reverse_Oligo_VA.abl 564 bp
Start of Pairwise allgnments

aligning...

Sequences {(1:2) aligned. Score: 24.2054
Sequences (1:3} Aligned. Score: 18.3374
sequences (2:3) Aligned. Score: 17.0213
Guide tree file created: [clustalw.dnd]

There are 2 groups
Start of Multiple Alignment

Aligning..
Group 1l: . Delayed
Group 2: Delayed

Alignment Score 1631
CLUSTAL-Alignment file created [clustalw.aln] .

CLUSTAL 2.1 multiple sequence alignment

lst_BASE_ 497749_8R_Reverse _ 011
1st BASE 497753 IOR Reverse_Ol
ist_! BASE 497757 12R Reverse_! 01

NNNNNNNNNNNNNTACNNATTTGNTCATCTATARBATCARTTCTEGTCTC
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1st_BASE_497749_8R_Reverse_| 0li
lst BASE . 497753 lOR Reverse_ 01
1st ] _BASE_ 497757 12R Reverse Ol

1st_BASE 497749 BR Reverse  Oli
1st | _BASE__ 497753 lOR Reverse_OL
1st_] BASE 497757 12R Reverse_Ol

lst_BASE_497749_8R Reverse 0li
lst BASE 197753 10R Reverse_ 0Ol
1st | _BASE_. 497757 _ 12R Reverse_| 0l

1st_BASE_497749_8R Reverse Oli
1st BASE_ 497753 10R Reverse_OL
1st_BASE_: 497757 12R Reverse Ol

1st_BASE_ 497749 _8R Reverse_Oli
1st BASE 497753 lOR Reverse Ol
15t_BASE_497757_12R_Rever5e_01

1lst_BASE_497749_8R_Reverse_0li
1st_BASE_497753_10R_Reverse Ol
lst_BASE 497757_l12R Reverse_0Ol

1st BASE 497749 _8R _Reverse Oli
1st BASE 497753_10R Reverse Ol
1st_BASE 497757_1ZR Reverse Ol

1lst_BASE 497749_8R Reverse_Oli
l1st_BASE 497753_10R_Reverse_ Ol
1st_BASE _497757_12R Reverse Ol

lst_BASE 497749 BR_Reverse 011
ist BASE 497753 10R Reverse Ol
1st BASE 487757_ 12R Reverse_| ol

1st BASE 497742 _8R_Reverse_| 0li
lst_| BASE 497753 10R Reverse 0l
1st BASE 497757 12R Reverse_ "ol

ist_BASE_497749 BR Reverse_ 0li
Ist BASE 497753 1UR Reverse Ol
lst_BASE“497757_12R_Reverse_ol

89

ATAGAAGTCCTCCATTGAAGATCTTTTACCTGGAGAGCTTTTATATCAAT

—————— CHNNNNNNNNGGGNNGGRGGGECTCATA- -GGACCGANCGCTCT
————-NNNNNNNNNNNANNARAAANGGGGC TCNNACNNAANNNCACCCTCT
AACTAATNCTRNNNTNNNTGNNNNNNNNCNCGNGGNNGNNNNNNNNNNN

* *kk*x * * &

CTGGACATRAGAGGGCTCTA-CGGGAATTTGGAGGGGTGACCTTATTGGA
TTGGANTTARAAAG—-~TCTA-CGGCAANNNA-AGGANTGNTCCTTTTTTA
TNNNNNCCNCNNGGCCCCCARCTGGGGCACARAATNGGSCACCACTNGGE

*  * Kk * * E *

GCTTICTGGCCGGTTCCAATATGGATATTAAGTARAATGTACCCA———-
ACTATCNTCCTNCGTT-—ATAGAGATTNACAGCCTTAGGNNCCTN ~—~———
GNACCCACTGGGGGCARARRACTGGGGGGCACACAATTIGGGGCCAACAATT

* * * * * ¥ *x

-——GAGRAAGAAGTGGATCCCGCTCATCARCATTCCTGTCATATCT-TA-T
~-—-NAAAGGCATTNACTTNCCCTTCTTCCTFCTTNTATGTNATCTGCG-T

GGGGGNNNCCATTGGEGCACCAACTGGGGLACCCCCTGGGGGCCCACRAL
* * * *

GGTTTTGCCGGTATGCCGCCTGCAAC-ACCGAC-CAACATAGCTA-GC-T
CTATCTAGCTGAGTCARAARTGTACCTAGGGEA-TGGTAATGCTGTAC-T
GGGGGGACCAAAATGGGGGAARCCCCTEEEGEGLACARACTGGEGGCACAT

¥ *® * * * *

GGCTCATCACCGGRARCGATCTTCAACTTCTTTGTTTTCCGRNATCGAAARG
AAGCTATC-~CAGAATTATCTAAATTTTCTATTTTTCTTGCCGGNNAGTS
ARNGGGGCACCARRCTGGGGECACACACTTGGGGCACARCACTGGGGNNAR

* * * * *
A--NCTGGTAAARARDA-————-—— AACAACTATGTGCTA--TCTG-~CT
T--AAGGGGGAALAAAA~——————— ARABACCCCTCTCGGE——CGGGGTCT
ACAANGGGGGCCAARRATGGGGCCCARAAATGGGECANARATTGGGGCNA

% EE S T kK Kk *

GTTTTGGATGAGGGCACGGGATTCATGGGGGTGLTGTTGCCCCLCA-——-G
TTTTTTCTCTCCCTTCCARGATNCTCCNTTCCCTCCTTCCCCCCCACTTG

ACACTTGGGCCCCNANTGGGGNARACAATGGGGCCCCTNTTGGGCNCACA
* * * *

CCCGGGGAG-AATCC -~ ~GGETTTTEGCEEEGEECNNCCNNNNNNNNACAC
CCCCCTTAC-ATTTTTTTGGGGEGEEGGEGECAGGCCCGEEGAGCARCAL

CTTNNNAAATANTNNNTCCAATNTNGNRNNNTNTTTTTTTTTTNRTNNGHN
* * x o *

NNNNNNTNTTNNTT
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o @ o e 4
wamaSeuiteuiduianalenaflda1ndu forward primer Y83 cDNA v 10

fuddumauugudeyalyu NCBI

gb|AC132808.2]

Length=195741

Score

Homo sapiens chromosome 3 clone RP11-794P9%, complete sequence

= 340 bits (184}, Ezxpect = 3e-9%0

Identities =
Strand=Plus/Plus

Query
Shict
Query
Sbjct
Query
Sbjct
Query

Sbhjct

38

152181

95

152240

155

152300

215

152360

217/233 (93%), Gaps = 4/233 (2%)

TTCHNCTCTACTTTA-NAAARGA-AGTTCTGTT-GGtttttecttLLtLCCCACTTAARATG

SRR N R N R N A A O R AR RNy
TTC-CTATACTTTACRARAAGACARTTCTGTTGGGTTTGTCTTTTTTCCCACTTARARTG

GCCGBTTCAAAGTATTGTGAATATGTTGTAARACTTCTTACTCTGTACACTAATTACATCA

SE VD LR PR SR e e T R il
GCTGTGCARRGTATTGTGAATATGTTGTAARACTTCTTACTCTGTACACTAATTACATCA

CCARGGAAGGACTCTACTCAGCTAGARAGGAGAAGCTTGGATTAAALGAATGGAAGAAGGE

FUET LLCED DVEET T et e b s e e el T ene i
CCARAGRRGGGCTCTACTCAGCTAGARAGGRAGAAGCTTGGATTAGARGAATGEAAGRAGG

GGATTTTAATGCCTTTCTARAGGAGACTGAAGGCTCTTAATATTCTAGGATCCT 267

COPTREERTOAT R b e P bbb bR
GGATTTTAATGCCTTTCTAAGGT TACTGRAGGCTCTGAATATICTAGGATCCT 152412

94

152239

154

152299

214

152358

gb|AC093418.2| Homo sapiens chromosome 3 clone RP11-1035L22, complete sequence

Length=206320
Score = 335 bits (181), Expect = 2e¢-88
Identities = 216/233 {93%), Gaps = 4/233 (2%)

Strand=Plus/Minus

Query
Shjct
Query
Sbjct
Query
Sbjct
Query

Shijct

38

173872

95

173813

155

173753

215

173693

TTCNCTCTACTTTA-NAAAAGA-AGTTCTGTT-GGtttttcttttttCCCACTTARAATG

CED LR SLvprer renne b f e Deel i beeLEr L rer T
TTC-CTATACTTTACRARRAGRCAATTCTGTTGEGTTTGTCTTTTTTCCCACTTARAATG

GCCGTTCARAGTATTGTGAATATGTTGTAARACTTCTTACTCTGTACACTAATTACATCA

CELE T0 R e e e e e b e s L e i
GCTGTGCARAGTATTGTGAATATGTTGTARAACTTCTTACTCTGTACACTAATTACATCA

CCAAGGAAGGACTCTACTCAGCTAGRARGGAGRAGCTTGGATTARAAGRATGGAAGRAGG

FEVE CEEEE PEERE e e ey e e et TR e e iy e
CCAARGAAGGGCTCTACTCAGCTAGARAGGAGAAGCT TGEGATTAGAAGAATGGRAGARGG

GGATTTTAATGCCTTTCTAAGGAGACTGAAGGCTCTTAATATTCTAGGATCCT 267

CEEETRRRERrrererir et et b rhea eyt
GGATTTTAATGCCTTTCTARGGTTACTGAAGGCTATGARTATTCTAGGATCCT 173641

94

173814

154

173754

214

173624
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