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FASTARZ (Bio::FastaFormat)
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EMBL (Bio::EMBL)
SwissProt/ TrEMBL (B1o::SPTR)
PIR(NBRF#2 =) (Bio::NBRF)

PDB (Bio::PDB)
PROSITE (B10::PROSITE)
KEGG (Blo::KEGG::*)
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BLAST (Bio::Blast)
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Bio::PDB Q) 43545

m Bio:FlatFile [T&A 771 JLZZX B & Al [

m ent = Bio:FlatFile.auto(pdb1a00.ent’) { | f|

f.next_entry |
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# I7AILINDFH A AT

ent = Bio:FlatFile.auto("pdb1a00.ent”) { |f| f.next_entry }
# ID & Definition

puts ent.entry_id; puts ent.definition

# REMARK

p ent.remark

# RF DR

ent.each_atom { |a| p a.xyz }

# TAYVITONTETRFOEFEERT

ent.each_residue { |1|

r.each_atom { |a| p a.xyz } if r.resName == "PRO”

)
# {2 cach_model, each_chain £ 5
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BLASTH#aR DA

IN— /3
Reference: Altschul, Stephen F., Thomas L. Madden, Alejandro A. Schaffer,

Jinghui Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997), Reference

""Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs', Nucleic Acids Res. 25:3389-3402.

\
Query= ri]0610005A07 | ROO0001A15]|1277 contigs=2 ver=1 seqid=2 Queryd) 'I ﬁ *E

(1277 letters)

Database: fantom2.00.seq — & 1l
60,770 sequences; 119,956,725 total letters ’ = /\ ZO) ﬁ

Searching

BLASTN 2.2.6 [Apr-09-2003]

Sequences producing significant

ri|0610005A07 | ROOO001A15]1277
ri]0610039M06 | ROO0O004L05]1061
ri|4930431E11|PX00030N13]1181
ri|1110004G14|RO00015H01 | 1462

ri |1700124M20] ZX00096C11]926 col I h_S I g S g I 0) Hﬂ

ri |2900019E12 | ZX00083B15]841 col H Ig Corln e ment Palr Ao

ri |0610033N11|RO00004G20]840 col — —_ 1 -+ (=] ssz L
i |9430011C20]PX00107J21|1874 S ' J: %) *E H ’li@ § % % 0) E_ J\ $1
:::IBS30049N13=PX00073P19I1106 E: BLA T S~ H IR 1I'AE xl lL
Score = 2531 bits (1277), Expect = 0.0

Identities = 1277/1277 (100%)
Strand = Plus /7 Plus

HSP

Query: 1 gggcagctctctgaacagccaaggctagattgacactgagcctgtccgttcagacctegg 60

TR e e e e e e e e e e e e e e e e e e el
Sbjct: 1 gggcagctctctgaacagccaaggctagattgacactgagcctgtccgttcagacctcgg 60

Score = 297 bits (150), Expect = 3e-79
Identities = 207/226 (91%)
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Score = 297 bits (150), Expect = 3e-79
Identities = 207/226 (91%)
Strand = Plus 7/ Plus

Query: 113 attcgcctgttcctggaatacacagactcaagctatgaggagaagagatacaccatgggt 172

LEEEE LD TEer Peennneeet beeee e et veee el
Sbjct: 29 attcggctgctcctagaatacacaggctcaagctatgaagagaagagatacaccatggga 88

Query: 173 gatgctcctgactatgaccaaagccagtggctgaatgagaaattcaagctgggcctggac 232
LETEERERE e beee e eeeeer teeer peneeeennnl
Sbjct: 89 gacgctcctgactatgaccgaagccagtggctgagtgagaagttcaaattgggcctggac 148 H P

Query: 233 tttcctaacctgccctacttgatcgatgggtcacacaagatcacgcagagcaatgccatc 292

FEEEE 00 e Peeneee teee e e e e e e e e e e e e el
Sbjct: 149 tttcccaatttgccttacttgattgatgggtcacacaagatcacgcagagcaatgccatc 208

Query: 293 ctgcgctaccttggccgcaagcacaacctgtgtggggagacagagg 338

PEREEEREE TR PR e r e e e e
Sbjct: 209 ctgcgctacattgcccgcaagcacaacctgtgtggggagacagagg 254

Score = 93.7 bits (47), Expect = le-17
Identities = 110/131 (83%)
Strand = Plus / Plus

Query: 583 gtgcctggatgcgttcccaaacctgaaggacttcatagcgcgctttgagggcctgaagaa 642

N o N N e A N RN NNRNY
Sbjct: 499 gtgcctggacgccttcccaaacctgaaggactttgtggcccgectttgaggtactgaagag 558

Query: 643 gatctccgactacatgaagaccagtcgcttcctcccaagacccatgttcacaaagatggc 702 I I fs;l

L O o e e AR R R R AN
Sbjct: 559 gatctctgcttacatgaagaccagccgcttcctccgaacacccctatatacaaaggtgge 618

Query: 703 aacttggggca 713

RRRNRANY
Sbjct: 619 cacttggggca 629

Score = 56.0 bits (28), Expect = 2e-06
Identities = 106/132 (80%)
Strand = Plus /7 Plus




Query: 419 gactttgagaagctgaagccagggtacctggagcaactccctggaatgatgaggctttac 478

PEEeeeeeeer reeeer 0 0t Peeeeer beennenn el ree e
Sbjct: 335 gactttgagaaactgaaggtggaatacttggagcagctccctggaatggtgaagctcttc 394

Query: 479 tctgagttcctgggcaagcggccatggttcgcaggggacaagatcacctttgtggatttc 538

IE PERReeener eeeer eeeneet 0 oe o eeeet oe peeer teepn
Sbjct: 395 tcacagttcctgggccagcggacatggtttgttggtgaaaagattacttttgtagatttc 454

Query: 539 attgcttacgat 550

I LLEELLLT
Sbjct: 455 ctggcttacgat 466

~~~ e~~~ e~~~ e~~~ e~~~ v~~~ e~~~ (B v~ s ~s S~ v~~~ v~ S~~~ o~~~

Database: fantom2.00.seq

Posted date: Dec 7, 2003 4:50 PM
Number of letters in database: 119,956,725
Number of sequences in database: 60,770

Lambda K H

1.37 0.711 1.31
Gapped
Lambda K H

1.37 0.711 1.31

Matrix: blastn matrix:1 -3

Gap Penalties: Existence: 5, Extension: 2

Number of Hits to DB: 107,501

Number of Sequences: 60770

Number of extensions: 107501

Number of successful extensions: 2506

Number of sequences better than 1.0e-01: 9

Number of HSP"s better than 0.1 without gapping: 9
Number of HSP®"s successfully gapped in prelim test: 0
Number of HSP®"s that attempted gapping in prelim test: 2471
Number of HSP®"s gapped (non-prelim): 31

length of query: 1277

length of database: 119,956,725

effective HSP length: 19

effective length of query: 1258

effective length of database: 118,802,095

effective search space: 149453035510

effective search space used: 149453035510

T: O

Az O

X1: 6 (11.9 bits)

X2: 15 (29.7 bits)

S1: 12 (24.3 bits)

S2: 21 (42.1 bits)

HSP
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A API

B rep = XXXXX::Report.new(str)
n XFHstrze/N—RT B

m ff = Bio::FlatFile.auto( “filename”)

m 7 A IVZESR A AL
s (T7AILizz0 B EHI A D5 E)
n R IH7ED Bio:FlatFile.open(XXXXX:Report, “filename”)

n ZDREIE

m rep = ff.next entry
m ff.each { |tep| ... }
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HIBAPI --- Report7 T A

m rep [ XXXXX::Report DA AR A

® rep.query_def, rep.query_len
n VTV DEE (BEIPIDAELE), VTURIID RS

B rep.hits
m By RZE R 7= Array

m rep.cach { |hit| ... }

m Rzl rep.ecach_hit { |hit
s By {EY DITH L TALE

)

%5475



HIFAPI --- HitYS5 R

m hit [£ XXXXX:Hit DAV RAZ R
= hit.definition F7=[& hit.target def
m EVELZELHI D FE R (B HIRIDIEE)
® hit.target len
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m Hsp, HSP FE7=zI& SegmentPair Z2#& L 7= Array
m hit.each { |hsp| ... }
m Hspl {89 DI L TAEZTS
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m JE: Hsp 7 T ARADAFE I T RIS RY I ZFESE D
m Bio::Blast::Report::Hsp
m Bio::Blast::Detault::Report:: HSP
m Bio::Blast:WU::Report:: HSP
m Bio::Fasta:Report [Z[& Hsp P T AMNFFE LG
m Bio:HMMER::Report::Hsp
m Bio::Spidey::Report::SegmentPair
® Bio:Sim4:Report::SegmentPair
m Bio::Blat::Report::SegmentPair
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® hsp.query_from, hsp.query_to, hsp.qseq
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® hsp.hit_from, hsp.hit_to, hsp.hseq
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® hsp.query_strand, hsp.hit_strand
n VI HELVE YD (strand) D 5[]

= hsp.midline ATCCATGC
8 7IAAEDIRRZERLIZAT I 1
® hsp.align len ATGCATGC

m JOA AR
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