BLAST databases

PTA clustering of public Physcomitrella sequences
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Description of PTA -> FastA headers I/III

contigs

PTA clustering project PPP, cluster 375, contig 6  contig was build from 45 sequences
consensus length (contig) 1445 bp, contains 45 fragments, cluster contains 12 output
sequences of which 7 are contigs, cluster contains 86 input sequences, contig has ID #6

PPP_nr

>PPP_375 C6 consLen=1445[cont Frag=45 conti gs=7/ 1200l ust er Frag=86[kconti gl D=6 Menber s="pp001060
093r, Cpp004055241r, Ogi | 183672190gb| BJ199300. 1| BJ199300, [igi | 18374834| gb| BJ206412. 1| BJ206412, [
gi | 18368848| gb

GCGEEEECECCECT CTAGAACAGT GGATCCCCCCEECT GCCAGGAAT TCGECACGAGCCATCTTCTCTGI TTTTTTCCCCATT. .

PPP

>PPP_375_C6 nseq=45
GGGGEGECGECCECTCTAGAACAGT GGAT CCCCCGEECT GCAGGAAT TCGGCACGAGCCATCTTCTCTGTI TTTTTTCCCCATT. . .

ppp_orfpep

>PPP_375 C6 166.1[12096[398[M 171311 consLen=1445cont Frag=45 conti gs=7/ 120kl ust er Fr ag=86Lkcon
ti gl D=6 Menbers="pp001060093r, Cpp004055241r, Ogi | 183672190gb| B1199300. 1| BJ199300, Ogi | 18374834
| gb| BJ206412. 1

RLI SNGDDHGRYCCRERFSSFAKL SSSAVAGAGVQNAAFPRSAAATSL GGKASSLYGASM . .

ESTscan ORF prediction: norm_score raw_score cutoff start stop
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Description of PTA -> FastA headers II/III

>project_cluster_contig  contig was build from X sequences consensus length (contig),
contains X fragments, cluster contains X output sequences of which X are contigs, cluster
contains X input sequences, contig has ID #X

ppp_nr - contig

>PPP_375 C6 conslLen=1445[cont Frag=45 conti gs=7/ 1200l ust er Frag=86[kconti gl D=6 Menber s="pp001060
093r, Cpp004055241r, Ogi | 1836721900gb| BJ199300. 1| BJ199300, [gi | 18374834| gb| BJ206412. 1| BJ206412, [
gi | 18368848| gb

GCEEEECECCECT CTAGAACAGT GGAT CCCCCGEECT GCAGGAAT TCCECACGAGCCATCTTCTCTGI TTTTTTCCCCATT. . .

ppp_nr - contig from iterative cluster
>PPP_42 CB5 consLen=27000Ccont Frag=4 conti gs=18/ 34kl ust er Frag=193Cconti gl D=5

CCGCGT TGAACAGCT TCACGT TCGECCGCGCCAGCAGCT TGCT CATGAT CGT GGACGT GAACAGCGCCGCGT GCTTGATC. . .

ppp_nr - seed cluster contig

>PPP PO_C1 consLen=7650cont Frag=4 conti gs=1/ 1kl ust er Frag=4[conti gl D=1 Menber s="pp00600200
or, gi | 183453990gb| BJ177442. 1| BJ177442, [pp004088150r , [gi | 22759857 dbj | AB048210. 1| (Physcomi t r
el | aljpat ensCRe

TCGCCTGCAGGT CGAGACTACT GGAT CCAAAGAAT TCGECACGAGECTCCTATGT GTCGAAGCAGTGCTTGTAGI TGATG. . .

O seed cluster -> >project_sd_seed-cluster_contig
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Description of PTA -> FastA headers ITIL/III

singlets from clusters

PPP_nr

>BJ157137 gb| BJ157137. 1| BJ157137consLen=6300C0cont Frag=10cont i gs=0/ 20cl ust er Fr ag=2 0000000000000000000
conti gl D=- cl ust er=PPP_7080

CTTGTGICAGCT TTGT GGGT GAGCT CGCAGCTGT GATTACT CT TGCCAT CATGGAAACCAGT GGGTATGTGTGTCTAACT.. . .

PPP

>BJ147381 PPP_cl . 425. singl et
CCAGACGCGECT CGT GEECEECGT CTAAACT AT GGAT CCCCGGECTGAGGAAT TCGECAC. . .

clone id / genbank acc. nr.

cluster id
non-cluster singlet ppp/ppp_nr

>BU149122

cttaacccctttattgaaagccct gcacgagttttgacatactttcttttcactcacact. ..

problem sequence ppp/ppp_nr
AWL28834

ccct caagat t act ct gaagcacgagcccaact ct gcgtttttgggat gcaagagt aagg. .
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