
Appendix B: Format of the FASTA file

Sample of Fasta file containing Pyrosequenced Reads168:

>FYRUZ7J01BX62B rank=0000730 x=682.0 y=1713.0 length=48

TT CAT AAT CAAG GT AATT AG AAGTGGTCAACAGG AG ATGG CAAG AGTG

>FYRUZ7J01A1I23 rank=0001179 x=310.0 y=1357.0 length=40

ATG CTGCTGCTGCTGCTGCTGCTAAGTCG CTTCAGTCATG

>FYRUZ7J01DYUWR rank=0001219 x=1510.0 y=361.0 length=55

TTAG C ATG G ATG CATCTAG ATCAGTG CTTCTCA ATCTTG CACGTAG ATTATG G

AC

>FYRUZ7J01CBMWB rank=0001288 x=835.0 y=2073.0 length=54

TTCATGCTGTGCATCAGTTGCAGGTCGTCGCGCGACAGCGAACGCGACGCTG

AA

>FYRUZ7J01BHYB5 rank=0001511 x=497.0 y=1667.5 length=50 

TT CCT CTT AG CT C AGTT G GTAAG AAT CT ACCT G C AATG ACAG AG ACTT G G 

>FYRUZ7J01BWLTF rank=0001639 x=664.0 y=1249.0 length=50 

CACAGTATATGAGAGTTGACACATATGGAGTAAGACACAGAGTAGTGTTG 

>FYRUZ7J01B3YZA rank=0001782 x=748.0 y=836.5 length=105 

GTACTATGTATGTGGCGTGTCTGTAGCGTGTGGCTTGGCTGTAGTATGTATGT 

GG CAGTGTCTGTAGTGTGTGG CGTGTCTGTCG CATGTAG CCGTGTCT GT CAT 

>FYRUZ7J01DWXCE rank=0002575 x=1488.0 y=316.0 length=47 

ATG G CTG CAGT CACCAT CT G CAGTG ATTGTTG G AGTCTACA ACACTC
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>FYRUZ7J01B3MEI rank=0002790 x=744.0 y=920.5 Iength=43

ATCTATATACTGATGAGATGAGACTACACACACGTCTCGGTAC

>FYRUZ7J01CK341 rank=0002918 x=943.0y=1936.0 length=44

ACAGTCACAGAGTCAGACATGATGTAGTGACTGACACACACATT

>FYRUZ7J01DYUUN rank=0002991 x=1510.0 y=285.0 length=58

TTGGTGCAATGGAAGTGGCCGTCATCTCGAGTTGAGGCAGGAACCTCAGGGT

TCTGCT

>FYRUZ7J01DUZSB rank=0003179 x=1466.0 y=281.0 length=49 

GTAATGTAGACTTGAATCTTACAACTAGTCACACTTGCAGATAGGAGTA 

>FYRUZ7J01DKJ7E rank=0003577 x=1347.0 y=952.0 length=43 

ATGCTATATAGATCAGATCAGTCACTGATACAGATTCACTTNT 

>FYRUZ7J01B2ZU8 rank=0003621 x=737.0 y=386.0 Iength=46 

CATATACACACATG G ACGTATACTACAG CGTACG AGTAG ATATAG A 

>FYRUZ7J01BSZ6H rank=0003929 x=623.0 y=1175.0 length=65 

TTACTATGTTACAATCTAACAACAGCAACAAGATAGACGGAGCGCGAATAAG 

GCAATGGGAGTAC

>FYRUZ7J01A1PTO rank=0003965 x=312.0 y=1898.5 Iength=181

CATACACACACATATACACACACACACACACACACACACACACACTACTACAC

ACACACACACACACACACACACACACACACACACACACACACACACACACACA

CACACACACACACACACACACACACACACACACACACACACACACACACACAC

ACACACACACACACACTACTAC

>FYRUZ7J01B11G2 rank=0004085 x=726.0 y=868.0 length=78

TTTAATGCAGATACGCAACTCCATTCACTAAGATTAGCTGGCTCAACGGTAAG

AAGCTGTGTCTTCCTATTTCTGACC

>FYRUZ7J01D60MQ rank=0004286 x=1603.0 y=96.0 length=38 

CT CAT CG CG CAT G CG CTG ACG CACG CACG ACG CG CG CG 

>FYRUZ7J01DX5GF rank=0004377 x=1502.0 y= 141.0 !ength=42
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TT CATCTATCGTG ATG AG GTGTAT CACG AG AACAG CG AT CT G

>FYRUZ7J01B3S66 rank=0004397 x=746.0 y=1536.0 iength=45

TTTGCTGATGCGCTCCGCCAGCTGTTCCAACGCCTGCGCAATGCG

>FYRUZ7J01CRVAZ rank=0004779 x=1020.0 y=1705.0 length=119

CACTCACACACACATACACACTCACACACACACGGACAGACAGACACACACAT

ATAGAGACACACAATACACACTCACACACACGGACAGACAGACACACACAGA

GACACACAATACCA

>FYRUZ7J01C3CH5 rank=0004899 x=1151.0 y=635.5 !ength=84

GTTCGACATCGGCACAGAGGCGATAGCCATAGCGCAACTTGTCCAGCGGTTC

GATAGTGATCAACCGGCATTCGCGCCGCGACG

Sample of Fasta file containing Contigs Assembled using Pyrosequence 

Reads:

>contig00001 length=156 numreads=30

GCCACCCgaGAAAGACCTCGAGAGTCCTTCTTCAACGCGTCTTGAGGCCCTAG 

TCaCTTCCCATGACTCGAGAGTGATGACCAGCTCCCCcTCgCCATGCGCATGGA 

GACATGAgTTCCCTGGCaCCGCACGAGAGGCTCCCTGAGGTCCTCGTCG 

>contig00002 length=392 numreads=4

GAGTCCTTCTTCAACGCGTCTcGaGgCCCTAGTCACCTCCcGTGACTCgAgAGCC

AGgACGcGCTCCCccTcGCCATgCGCATGGaGACCTGACTtCCCTGgCGCCGCac

GAGAGGCTCCcTGAGATCCTAGtCgtGCCTCGGgaGAAAACCCCACGGGCGTC

ACAGCTCGAAGATACCCCGGAGACGCCcACGTCCTCGGGAGCTGAGGGCCTT

CTTtCCTGCATGGCCTGGAGAGCAATCCCGGGTCcTCTCTCCAAaCGGAGGAG

GAGGCTGGACTCCCTGgAGGCCGCTCAGGGGGCtCCAAGAGACCCGCGTCGC

G ACTCG AG AG G AG AGCG G AGtCCTTG G CTTCCCcT CG AG ACAAG G CCT G ACT

CCTCAGGTGAGCCTGGAATG
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>contig00003 iength=104 numreads=361

AGTGTTTCcAAACTGCCAAGGGCTACGGCAATGCGAGCTCTGTCAGAGGTAA 

GAAAAGAGCAATTGGTTGGATTCTTCAGCTGCTGCGTGGCTGCACAGCTTCC 

>contig00004 length=441 numreads=294

TTGGAGCcAGaaTATtCCTGAaaGACTTAGGCTCACCAaaGCTGTCCTCCAGAG

CAAaGACATTGGATGTGGTTTtGCCTTCCCTTGTCAGTATGGGTCCCCTAGCTT

G G CCCCAG CT CCGGGG ATACAG CCT CTG AAAA AAT CTTCCAAG AAG CG ATTTT

CCTCCAGGCTGTTAAGCGGAATTCGCAGTTTGCAAGTTAAGGAAGCCTGCTTC

GTGGAAGAGCAAGCAGCCAACTGGCCCTGTGTTAGGAAGCCTGTATTTGAAA

GGAATGGGTTAGCTTCTACAGCGGGAGAACCTCAGATCTGCTCAGGGGaCTG

AAATACTAGAGTCAGGGTCGAGGTTCTCCCTTGTCCmGCGCACCTTGCAAA

GACATTCCTAGCTTCTAGCGTTAGTGTCCCTGTAGTAGCAGGCTGCAGGAGCG

TGTGATAAATGACTGCC

>contig00005 length=245 numreads=38

AaaCcACGTG CTT CCCT CGT CAT CG CAAG AT G AG G CCCTTT GTCCGCTACAG CA 

T CT CAAG AG AAGTCCCACGTT CCATCCT G AAGT G CG AAACG GTACTT G G CACC 

CTTGATGCGACCCcAAAagTTCCGCGACATACCAGACTCACTCAAGGGGAACA 

CCGAGGTTCCCGGCACCACTTCATCTGAgCCCcTTCTCCTCTCCTGATTGCGAC 

AGGAG G GT CGACTCCCCTT CT CT GT CTGCAA 

>contig00006 length=414 numreads=338

TCATTTGAGCCCCTTCTCCCCTCCTGATTGCAACAGGAGTGTCgaTTtCTCCTGC

TTTGTgTGGAAGGGGTTACCGATCTTCCCAGCGCACaTCAGGATGAGGCCtGT

CTCACGAGGAAATTGGAGATGTAGCCTCGTGGGTGGTGCCACATGCGGAAA

GACCCCATTTCCcGGTCaGCTATrAATAAGAACCCGATGCCCGTACACTTCTTG

gAATGCATCCCGTaGGATGAAGGCACAACAAGGAGGGaCCCTGAaCACCCGT

GCATCTTTT G G AAAATT CTG CAG GTTCCACATACAG CT CG ACAAGTG ACCT GT
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TACCTCGTGAACAACTCGAGAGGCAAGCTAAGTTTCATTTCTCCACAGAATAC

GAGGCCTGACTCTCCTGTCCCAACTCTGCAGGAATCCTGAGAT 

>contig00007 length=118 numreads=18

G G CcTC AG CTCcG CTATTG CAtGTT CAT CTG AACTTG AACCCAG G CCTACTTG G 

AGAAGTGTTtGTGTGCCGATTTCCAGAAACTGCGAAGGGCTACAGCAATGAT 

AACTCTCTCAGT

>contig00008 length=156 numreads=27

GAGTTATCATTG CTGTAG CCCTTCG CAGTTTCTG G AAATCG G CACACAAACAC 

TTCTCCAAGTAGGCCTGGGTTCAAGTTCaGATGAACATGCAATAGCGGAGCTG 

AGGCCAGTAAGGCACCAGTCAGGTGTCACACACTCgggCAGcctGCTCCT 

>contig00009 length=855 numreads=130

TTGTCAAACATCCTTGGTACGCTAGGGATAGCTTTCTCTGTGGAAGGTGGAAG

CCT CCCTT CCAT CTCTCG GTG CAG ACAG G CAAACCG ACCACA ACT CAAAG CAA

CGGTGTTTGTGCCACGTGGGGCATACCTTCCACGGTCTCTACTGATGGACACA

CCACCCACTT CACCG AG CACAT CCG AGG AG CCTT CACCCAAAG CT CTTGCAAA

ATTCTTCAGAACTCTCAGTCTTCCAGTCACCTGCCACCATCAGGCGAGGTGTA

GAGAACCGACGGAGAAACTGGAGAAATGACTTCTTCCGTGGGGTTGGATGA

ACTGAGGAACAGGATGCTGAAGTGGATGCCTGACGTCTTGAGGAAAAGAGG

ATGGGGCGATGGGGGgTGGGGCGGGGgAGGAAGGGCAGGACGGTCCACTT

AGGAGGGCTGGTTGAACATGGACACATAAACTGTACATCCAAAGAATCCACA

AGCACCTACTCTATACTATGCCAGCACGGGAAAATAGACGTATGACGTTGCAT

GAACCTCTAAGGGAAAAGACTCTGAACACCTGAAACGAACACGGCTTTGGAA

ACCCACCCTAGACTTCATTTCTGCCGTGAGGGTGCTGTCGTGTGCATAgCTGA

G G G G ATTG ATATGTCTCCCG G CCATCTG GATTCCAG CTTGTG CTTCATCCAGC

CCAGCGCTTCTCATGATGTGTACTCAGCGTGTACGTTCAATAAGCAGGGTGAC

GATGGACAGCCTTGATGGACTCCTTTCCCTTATTTGGAACCAGCCTGTTGGGT

T CCATGTCT AGTTCTAACTGTTG CTT CCTG ACCT G CAG AAaT a CAG ATT CC
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Sample of Fasta file containing Chromosome

(The following is the sample of the fasta file storing Chromosome X of 

Bos Taurus (Cow). The content displayed here is Less than 0% of the 

actual file):

>gi 11947195401 ref | NC_007331.31 NC_007331 Bos taurus chromosome 

X, reference assembly (based on Btau_4.0), whole genome shotgun 

sequence

ATTCTCCAGGCCAGAATACTGGGATGGGTAGCCTTTCCCTCCTCCAGGTGATC

TTCCCAACCCAGGAATCGAACCCAGGTCTCCTGCATTGCAGGTAGATTCGTTA

CCAGCTGAGACACAAGGGAAGCCCAAGAGTATTGGAGTGGGTAGCCTATCCC

TTCTCCAGCGGATTTTCCCAATCCAGGAATCAAACTGGGGTCTCCTGCATTGC

AGGTGGATTCTTTACCAACTGAGCCACAAGGGAAGCCCCTCACAAATATTGGT

CCT ATG AAAAT CAG CT CCCTT G CAGTT ACAG A AAG G AG CAAATT GTATAT AAA

TTT CCT CAAAAATTT CCC ATT CCTG G AG C ATT CCT GTTT CT AG AG CTTTG ACACT

GTTTGACCTGTTTCATAGCTCCCTAGAAAAATCCCACTCCAAACCTGTTATTAT

T AG A AT CTG ACT CAG CACTT G CTTT G CA AAACAG CCCT GT CCCCAG GTCATTT G

TCAA AA ACAATCAGTG G C AATTGTTTAAC ACCTTAGTTG CTTG AG G CAG CAAT

A ACAGTT GG AG CCA AAA AG AG G CT AACC AAG A AG CT AAAAAAAAACAATG A

TGTGGGG G G AAA A A AG AC A A ATATAG G G G AATTTG A A A AG CTCTG AA ATGT

TCCCAGGCAATCTAAAAGGCCCTGTGCATGTGCAGAGTTGTGTGTATGCTCAG

GAAATACCTGAGAGAAAGCCAGTCCTTCATCTCTGGCTGGCCTTGAGGCTTTA

TTCAAGCAGGCTATGCAGATGTAAACTACCTGGCTGAGTGTTGCAGACATGCT

CCAACCTGCACAGAACGTTCCCCTTGGTAAAGACTGGGAGATACACTGGATCC

A AGTTTTTAAGG AAAT CTT AG CT CAAT C ATT AG CTTACCAGTAACCT GTG CAAT

GTG CT CAGTTT CT CAGT CAT AT CTG ACT CTTT G CAT CCCCACG G ACT AT AAT CC

ACTAGGCTCCACTGTCCATGGAATTTTCCAAGCAAGAATACTGGAGTGGGTTG
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CCATTT CCTACTTT AG GG G AT CTT CCTG AACCAGGG AT CAAACCCT CAT CTCCT

GAGTCTCCTGCATTGGCCGACAACTTCTTTACGTATGTGCCACCTGGGAAGCC

CCG ACCAATA ACCTAG CA AG G C AAAATTC ACATTG G CCG C AC ACG CAC ATTC A

GTAAGAAATACAGACTTTACAGAATTAGCCCAGAAAAGTCATTAAACAAGGA

GAAGCAAAAGTAACAAAAAAAGAATAGTTAATAACAAATCATAAGAAAGTGA

G ATCTG ATTTCAAG AGTTG CC AC ATT AT CT AAAAG G CCTG CTG CTG CTG CTG C

TGCTAAGTCCCTTCAGTCATGTCCGACTCTGTGCAACCCCATAGACGGCAGCC

CACCAGGCTTCCCTGTCCCTGGGATTCTCCAGGCAAGAACACTGGAGTGGTTT

G CCATTT CCTT CT CCAAT G CATG AAAGT G AAAAGTG AAAGTG AAG CCACT CAG

TCGTGTCCGACTCCCAGCGACCCCATGGACGGCAGGCTACCAGGCTCCTCCAT

CCACG G AATTTTCCAG G CAAG AGTACTG G AGTG G G GTG CCATTG CCTTCTCC A

TCTAAAAGGCCTAGTTTTCAACAAAGAATTATTAGATACACATAGAAACTGGA

AGATAGGTTCATACACAGGAAAAAAAAAAAGCAGTTAGTAGAAATTATTCCT

GAGGGGGCCCAGATGTTGACCTTTCTATACAAAGACTTTAAATCATTTACTAT

G A AT ATATT CAA AG AACT AAAAT A A AT CAT GTCT AAAT A ATT A AACC AAGTAA

GATAATGATGTTTCAACAAAGGGATAATATTAGTAGAAATTATTTTAAAAAGA

AACTAAATAGAAATTCTAGAGTTGAAAAGTGAAATATTTGAAATAAGAAATG

TACAAGAGAGATTACACTCTCACCAACACTTATCTTTTGTCATCTTGATAACAG

T CAT CCT AACAG GTAT AAG GT AAC ATT G C ATTG AT GTTT AAATTT G CATTTCCC

TAG GG AA ATG CAGTG AG CACCTTTT CAT AT ACCCATT G GCCATGTGTATATAT

T CTTT G G AAAG AT GTCT ATT CA ACTTTTT GT ACTT AG AT CCTG AATG A ATTT CTT

ATCTATTTTGTATATTAACCCCTTATGATATTTGTGAGTTGCCCTGTACCAAATC

CAA AT AAA AACAT CACAAG A AA AAT ATAG CCCAAT ATTT CCT GTG AAT AT AGT

TGTAAAAACCCTCAACAAAATACCAACAAACTAAATTCAGCAACATATTAAGT

ATATTATACATCATGAGAAAGTGAGATTTATCCCAGGATCCAAGGGTGGCTCA

AT ATAC AAA A AT AAAAT AAT ATG CTG C ATT A AC A A A AT G A AG G A A AC A A AT C A

CATG AT CAT CT CAAAATTGATACAG AAAAG G CAT CTG AG AAAT CCAACATTTT
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ATTATAAAAATCAAATTAGGAATTGAAAGGAACTTCCTTAGTATAATAAAGGA

T AACATATG AAAAACCCAT G G CT GAT ACT GTACTG AAT G GT G A AAACTAAAA

ATmTCTTCTAAGATCAGGAAGAAGAGAATCAACTCCTTTCACTACTTCTATT

CAACATTGTACTGTAACTAGAGCAATTAGGCAATAAAAACCTAAAGGTATCCA

AATTGGAAAGGAAGAATTAAAATTATCTCTATTTACAGATGGTATGATCTCAT

ATATAGCAATACAAAAAAATCTGCACACATCAAAGAAACACTTATGGCTAATA

AATGAACACAG CATATTTGCAGAATGTAAG ATCAACAT G G AGCTTCCCTGG CA

GCTCATGTGGTAAAGAATCTGCCTGCATTATAAGAGACCCTGGCTTGATTCCT

GGTCAGGAAGATCCCCTGGAGAAGGGATAGGCTACCCACTCCAGTATTCTTG

GGCTTCTCTGGTAGCTCAGTCAGTAAAGAATCCACCTGCAATGAGGGAGACC

TGGGTTCAATCCCTGGGTTGGGAAGATCCCCTGGAGGGGCAAGCCACTCCAG

TATTCTTGACTGGATAATCCCGATGGACAGAGGAGCCTGGTGGGCCGCAGTC

CATGGGGTCACAAAGAGTCAGACATGACTGAGCAACTAAGCACACACACACA

ACATCAACGTGCACAAAAAATAGCmCTTTCTATACACTAGCAACAAACATTC

CAG ACAGG AAATTG AAAAG G AACTTCATTTAAATTAG CATC AAAAG AATAAA

ATACTGGGGATAAATTGAACCAGGGA........
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