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Annex 1

 
Organism #1: Botryotinia fuckeliana
· Organism #1 / Result 1  next | overview 
[Q] contig00310 vs [S] A4FRF5_9VIRU
	Query view (% Id)
	95.18 

	Subj. % Id
	10.33 

	Align % Id
	96.34 

	E-val
	1.72e-39 

	Query Identifier
	contig00310 

	Identifier
	A4FRF5_9VIRU 

	Description
	SubName: Full=Coat protein; 

	Gene name
	CP 



[image: image1]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 82 aa,  Score= 417,  Eval= 1.70e-39, Identity= 96.34%, Similarity= 98.78%
Query len= 249 nt, pos= 1-82 aa (frame +2 of position 2-247 nt), Identity query= 95.18%, Alignment coverage query= 32.93%, Nb gaps query= 0
Subject len= 765 aa, pos= 324-405 aa , Identity subject= 10.33%, Alignment coverage subject= 10.72%, Nb gaps subject= 0

Q:         1 GHWFPTFISGTASGEPLLRPGEHSEGTTAMADRIRARLLADQSPFWEGYTRALSIIFGAE 60
             |||||||||||||||||||||||+ |||||||||||||||||||||||||||||||||||
S:       324 GHWFPTFISGTASGEPLLRPGEHTTGTTAMADRIRARLLADQSPFWEGYTRALSIIFGAE 383
Q:        61 GDTSLSVRFSCAASTALDVDNR 82
             |||||||||+||||||||||||
S:       384 GDTSLSVRFACAASTALDVDNR 405
· Organism #1 / Result 2  next | previous | overview 
[Q] contig00167 vs [S] A4FRF5_9VIRU
	Query view (% Id)
	94.24 

	Subj. % Id
	7.84 

	Align % Id
	95.24 

	E-val
	2.39e-25 

	Query Identifier
	contig00167 

	Identifier
	A4FRF5_9VIRU 

	Description
	SubName: Full=Coat protein; 

	Gene name
	CP 



[image: image2]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 63 aa,  Score= 295,  Eval= 2.40e-25, Identity= 95.24%, Similarity= 96.83%
Query len= 191 nt, pos= 1-63 aa (frame +2 of position 2-190 nt), Identity query= 94.24%, Alignment coverage query= 32.98%, Nb gaps query= 0
Subject len= 765 aa, pos= 173-235 aa , Identity subject= 7.84%, Alignment coverage subject= 8.24%, Nb gaps subject= 0

Q:         1 DVFAVLCNAVAGEGSQVVSDVVELDANTRQPIIPLVDNAGLPGAIVDALRVLGSNMIASD 60
             ||||||||||||||||||||||||||||||||| |||+ |||||||||||||||||||||
S:       173 DVFAVLCNAVAGEGSQVVSDVVELDANTRQPIIALVDSVGLPGAIVDALRVLGSNMIASD 232
Q:        61 QGP 63
             |||
S:       233 QGP 235
· Organism #1 / Result 3  next | previous | overview 
[Q] contig00473 vs [S] A4FRF5_9VIRU
	Query view (% Id)
	94.53 

	Subj. % Id
	18.82 

	Align % Id
	94.74 

	E-val
	4.22e-83 

	Query Identifier
	contig00473 

	Identifier
	A4FRF5_9VIRU 

	Description
	SubName: Full=Coat protein; 

	Gene name
	CP 



[image: image3]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 152 aa,  Score= 793,  Eval= 4.20e-83, Identity= 94.74%, Similarity= 96.71%
Query len= 457 nt, pos= 1-152 aa (frame -2 of position 456-1 nt), Identity query= 94.53%, Alignment coverage query= 33.26%, Nb gaps query= 0
Subject len= 765 aa, pos= 452-603 aa , Identity subject= 18.82%, Alignment coverage subject= 19.87%, Nb gaps subject= 0

Q:         1 AWDTITRVGSSDVSFSAYRARFKFARQTWFFNHWLNHPMNGLGAMKVRQLDPNGIIHPGP 60
             ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
S:       452 AWDTITRVGSSDVSFSAYRARFKFARQTWFFNHWLNHPMNGLGAMKVRQLDPNGIIHPGP 511
Q:        61 CEAHPQVRDRVEADLPFTDYLWVRGQSPFPAPGELINLGLSVGFLVRHMTLDDEGIPNEE 120
             | ||||||||||||||||||||+||||||||||||||||| ||||||||||| |||||||
S:       512 CTAHPQVRDRVEADLPFTDYLWIRGQSPFPAPGELINLGLGVGFLVRHMTLDAEGIPNEE 571
Q:       121 HVPTSREFQDCVVTIDVGRPIGLQSGKTNASD 152
             |+||||| ||||||||||||||| ||||||+|
S:       572 HLPTSREIQDCVVTIDVGRPIGLASGKTNAAD 603
· Organism #1 / Result 4  next | previous | overview 
[Q] contig00458 vs [S] A4FRF6_9VIRU
	Query view (% Id)
	93.18 

	Subj. % Id
	9.79 

	Align % Id
	94.25 

	E-val
	5.60e-43 

	Query Identifier
	contig00458 

	Identifier
	A4FRF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	RdRp 



[image: image4]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 87 aa,  Score= 447,  Eval= 5.60e-43, Identity= 94.25%, Similarity= 96.55%
Query len= 264 nt, pos= 1-87 aa (frame -3 of position 262-2 nt), Identity query= 93.18%, Alignment coverage query= 32.95%, Nb gaps query= 0
Subject len= 838 aa, pos= 367-453 aa , Identity subject= 9.79%, Alignment coverage subject= 10.38%, Nb gaps subject= 0

Q:         1 AIFACDTRSYFAFSWILNDVQKRWKGERILLDPGKGGLYGISRRIRNCQKGGGVNLMLDY 60
             ||||||||||||||||||||||+|||||| ||||||||||||||||| |+||||||||||
S:       367 AIFACDTRSYFAFSWILNDVQKKWKGERIPLDPGKGGLYGISRRIRNSQRGGGVNLMLDY 426
Q:        61 DNFNSHHSNPVQSMIFEVLCDKYNAPQ 87
             ||||||||| |||||||||||||||||
S:       427 DNFNSHHSNSVQSMIFEVLCDKYNAPQ 453
· Organism #1 / Result 5  next | previous | overview 
[Q] contig00462 vs [S] A4FRF5_9VIRU
	Query view (% Id)
	59.02 

	Subj. % Id
	20.52 

	Align % Id
	92.90 

	E-val
	2.63e-91 

	Query Identifier
	contig00462 

	Identifier
	A4FRF5_9VIRU 

	Description
	SubName: Full=Coat protein; 

	Gene name
	CP 



[image: image5]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 169 aa,  Score= 868,  Eval= 2.60e-91, Identity= 92.9%, Similarity= 96.45%
Query len= 798 nt, pos= 1-169 aa (frame -1 of position 798-292 nt), Identity query= 59.02%, Alignment coverage query= 21.18%, Nb gaps query= 0
Subject len= 765 aa, pos= 383-551 aa , Identity subject= 20.52%, Alignment coverage subject= 22.09%, Nb gaps subject= 0

Q:         1 EGDTSLSVCFCCAASTALDVDNRHLRHASVSPWFWIEPTSILPPNLLGSEAEIEGCASLA 60
             |||||||| | ||||||||||||||+|||||||||+||||||||||||||||+|||||||
S:       383 EGDTSLSVRFACAASTALDVDNRHLKHASVSPWFWVEPTSILPPNLLGSEAELEGCASLA 442
Q:        61 YKDTVVSKPAWDTITRVGSSDVSFSAYRARFKFARQTWFFNHWLNHPMNGLGAMKVRQLD 120
             +|||||||||||||||||||||||||||||||||||||||||||||||||||||||||||
S:       443 HKDTVVSKPAWDTITRVGSSDVSFSAYRARFKFARQTWFFNHWLNHPMNGLGAMKVRQLD 502
Q:       121 PNGIIHPGPCAAHPQVRDRVEADLPFTDYLWVRGQSPFPAPGELNQPGI 169
             |||||||||| ||||||||||||||||||||+||||||||||||   |+
S:       503 PNGIIHPGPCTAHPQVRDRVEADLPFTDYLWIRGQSPFPAPGELINLGL 551
· Organism #1 / Result 6  next | previous | overview 
[Q] contig00626 vs [S] A4FRF5_9VIRU
	Query view (% Id)
	91.36 

	Subj. % Id
	29.02 

	Align % Id
	91.74 

	E-val
	1.42e-122 

	Query Identifier
	contig00626 

	Identifier
	A4FRF5_9VIRU 

	Description
	SubName: Full=Coat protein; 

	Gene name
	CP 



[image: image6]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 242 aa,  Score= 1137,  Eval= 1.40e-122, Identity= 91.74%, Similarity= 95.04%
Query len= 729 nt, pos= 1-242 aa (frame +2 of position 2-727 nt), Identity query= 91.36%, Alignment coverage query= 33.2%, Nb gaps query= 0
Subject len= 765 aa, pos= 120-361 aa , Identity subject= 29.02%, Alignment coverage subject= 31.63%, Nb gaps subject= 0

Q:         1 GLAACSLFDSLTSTDLRGGAVLAVNALGTYDGPVNSLTDAVYIPRLVNTTLTGDVFAVLC 60
             ||||||||||+|||||||||||||||||||||||||||||||||||||||||||||||||
S:       120 GLAACSLFDSVTSTDLRGGAVLAVNALGTYDGPVNSLTDAVYIPRLVNTTLTGDVFAVLC 179
Q:        61 NAVAGEGSQVVSDVVELDANTRQPIIPLVDNAGLPGAIVDALRVLGSNMIASDQGPLFSL 120
             |||||||||||||||||||||||||| |||+ ||||||||||||||||||||||||||||
S:       180 NAVAGEGSQVVSDVVELDANTRQPIIALVDSVGLPGAIVDALRVLGSNMIASDQGPLFSL 239
Q:       121 ALTRGLHRGLSLVGHTGGGP***NPHRCGGFAPPFGGVHYGLEPYVGLPALQTNLDKGIS 180
             || |||||||||||||  |    +  |||||||||||+||||||||||||||||||||+|
S:       240 ALARGLHRGLSLVGHTDEGSITRDLLRCGGFAPPFGGIHYGLEPYVGLPALQTNLDKGVS 299
Q:       181 AYVDAILIATGAAVAHADPGTRFDGHWFPTFISGTASGEPLLRPGEHSVGTTAMADRIRS 240
             ||||||+||||||||||||||||||||||||||||||||||||||||+ ||||||||||+
S:       300 AYVDAIVIATGAAVAHADPGTRFDGHWFPTFISGTASGEPLLRPGEHTTGTTAMADRIRA 359
Q:       241 RL 242
             ||
S:       360 RL 361
· Organism #1 / Result 7  next | previous | overview 
[Q] contig00720 vs [S] A4FRF6_9VIRU
	Query view (% Id)
	90.87 

	Subj. % Id
	16.23 

	Align % Id
	91.28 

	E-val
	5.60e-75 

	Query Identifier
	contig00720 

	Identifier
	A4FRF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	RdRp 



[image: image7]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 149 aa,  Score= 723,  Eval= 5.60e-75, Identity= 91.28%, Similarity= 95.3%
Query len= 449 nt, pos= 1-149 aa (frame -3 of position 447-1 nt), Identity query= 90.87%, Alignment coverage query= 33.18%, Nb gaps query= 0
Subject len= 838 aa, pos= 445-593 aa , Identity subject= 16.23%, Alignment coverage subject= 17.78%, Nb gaps subject= 0

Q:         1 LCDKYNAPLWYKQVLMESFNRTFIFKGGRNHRMLGTLASGHRGTSFINSLCNAAYIRCAL 60
             |||||||| |||+|||||||| +|||||  |||||||||||||||||||| |||||||||
S:       445 LCDKYNAPQWYKEVLMESFNRMYIFKGGVRHRMLGTLASGHRGTSFINSLLNAAYIRCAL 504
Q:        61 GAARFDTMLSLHAGDDVYIRANTLSDAAEILVKCKEFGCRMNPTKQSIGFRNAEFLRLGI 120
             |||+|||||||||||||||||||||+||+|| ||| ||||||||||||||||||||||||
S:       505 GAAKFDTMLSLHAGDDVYIRANTLSEAADILKKCKMFGCRMNPTKQSIGFRNAEFLRLGI 564
Q:       121 NSRYAIGYVARTISTLVAGNWSNLDPMEP 149
             |||||+|||||||||||||||||||||||
S:       565 NSRYAVGYVARTISTLVAGNWSNLDPMEP 593
· Organism #1 / Result 8  next | previous | overview 
[Q] contig00047 vs [S] A4FRF6_9VIRU
	Query view (% Id)
	88.15 

	Subj. % Id
	7.40 

	Align % Id
	89.86 

	E-val
	4.86e-31 

	Query Identifier
	contig00047 

	Identifier
	A4FRF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	RdRp 



[image: image8]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 69 aa,  Score= 344,  Eval= 4.90e-31, Identity= 89.86%, Similarity= 92.75%
Query len= 211 nt, pos= 1-69 aa (frame +3 of position 3-209 nt), Identity query= 88.15%, Alignment coverage query= 32.7%, Nb gaps query= 0
Subject len= 838 aa, pos= 297-365 aa , Identity subject= 7.4%, Alignment coverage subject= 8.23%, Nb gaps subject= 0

Q:         1 DMDDWWSSRWLWCVNGSETTKSDQALGLRGKKGRRYRRMAAEEVHINPVPSWDGTTSVSA 60
             |||+||||||||||||||| |||+||||||  ||||||||||||| |||| |||||||||
S:       297 DMDEWWSSRWLWCVNGSETKKSDEALGLRGGSGRRYRRMAAEEVHSNPVPDWDGTTSVSA 356
Q:        61 SIKLEAGKD 69
             |||||||||
S:       357 SIKLEAGKD 365
· Organism #1 / Result 9  next | previous | overview 
[Q] contig00151 vs [S] A4FRF6_9VIRU
	Query view (% Id)
	87.01 

	Subj. % Id
	8.00 

	Align % Id
	89.33 

	E-val
	5.45e-30 

	Query Identifier
	contig00151 

	Identifier
	A4FRF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	RdRp 



[image: image9]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 75 aa,  Score= 335,  Eval= 5.40e-30, Identity= 89.33%, Similarity= 93.33%
Query len= 231 nt, pos= 1-75 aa (frame +3 of position 3-227 nt), Identity query= 87.01%, Alignment coverage query= 32.47%, Nb gaps query= 0
Subject len= 838 aa, pos= 747-821 aa , Identity subject= 8%, Alignment coverage subject= 8.95%, Nb gaps subject= 0

Q:         1 DASTLSLREKKRGILESYPLIRLLENRLSDEDLKELALLCGVSCSTKEARVICFGPESLS 60
             |||||| |+ |||||||||||||||||||||||+||||| ||||||||||| ||| |||+
S:       747 DASTLSTRDAKRGILESYPLIRLLENRLSDEDLRELALLLGVSCSTKEARVCCFGSESLT 806
Q:        61 HNIIGYLPYSDAASM 75
             |||||||||||||||
S:       807 HNIIGYLPYSDAASM 821
· Organism #1 / Result 10  next | previous | overview 
[Q] contig00250 vs [S] A4FRF6_9VIRU
	Query view (% Id)
	67.56 

	Subj. % Id
	18.14 

	Align % Id
	88.89 

	E-val
	1.14e-88 

	Query Identifier
	contig00250 

	Identifier
	A4FRF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	RdRp 



[image: image10]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 171 aa,  Score= 844,  Eval= 1.10e-88, Identity= 88.89%, Similarity= 94.74%
Query len= 675 nt, pos= 54-224 aa (frame -3 of position 514-2 nt), Identity query= 67.56%, Alignment coverage query= 25.33%, Nb gaps query= 0
Subject len= 838 aa, pos= 277-447 aa , Identity subject= 18.14%, Alignment coverage subject= 20.41%, Nb gaps subject= 0

Q:        54 ITPHIKALLDMSLPSDCSLPDIDEWWSSRWLWCVNGSETTKSDQALGIKGKKGRRYRRMA 113
             + |||||||+|||| ||+|||+||||||||||||||||| |||+|||++|  ||||||||
S:       277 LRPHIKALLEMSLPGDCALPDMDEWWSSRWLWCVNGSETKKSDEALGLRGGSGRRYRRMA 336
Q:       114 AEEVHINPVPSWDGTTSVSASIKLEAGKDRAIFACDTRSYFAFSWILNDVQKRWRGERIL 173
             ||||| |||| |||||||||||||||||||||||||||||||||||||||||+|+|||| 
S:       337 AEEVHSNPVPDWDGTTSVSASIKLEAGKDRAIFACDTRSYFAFSWILNDVQKKWKGERIP 396
Q:       174 LDPGKGGLYGISRRIRNCQKGGGVNLMLDYDNFNSHHSNSVQSMIFEVLCD 224
             ||||||||||||||||| |+|||||||||||||||||||||||||||||||
S:       397 LDPGKGGLYGISRRIRNSQRGGGVNLMLDYDNFNSHHSNSVQSMIFEVLCD 447
· Organism #1 / Result 11  next | previous | overview 
[Q] contig00449 vs [S] A4FRF6_9VIRU
	Query view (% Id)
	88.64 

	Subj. % Id
	21.72 

	Align % Id
	88.78 

	E-val
	4.25e-102 

	Query Identifier
	contig00449 

	Identifier
	A4FRF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	RdRp 



[image: image11]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 205 aa,  Score= 959,  Eval= 4.30e-102, Identity= 88.78%, Similarity= 95.61%
Query len= 616 nt, pos= 1-205 aa (frame -1 of position 616-2 nt), Identity query= 88.64%, Alignment coverage query= 33.28%, Nb gaps query= 0
Subject len= 838 aa, pos= 476-680 aa , Identity subject= 21.72%, Alignment coverage subject= 24.46%, Nb gaps subject= 0

Q:         1 RMLGTLASGHRGTSFINSLCNAAYIRCALGAARFDSMLSLHAGDDVYIRANTLSDAADIL 60
             ||||||||||||||||||| ||||||||||||+||+||||||||||||||||||+|||||
S:       476 RMLGTLASGHRGTSFINSLLNAAYIRCALGAAKFDTMLSLHAGDDVYIRANTLSEAADIL 535
Q:        61 RKCKEFGCRMNPTKQSIGFKNAEFLRLGINSRYAIGYVARTISTLVAGNWSNLDPMEPLE 120
             +||| ||||||||||||||+||||||||||||||+|||||||||||||||||||||||||
S:       536 KKCKMFGCRMNPTKQSIGFRNAEFLRLGINSRYAVGYVARTISTLVAGNWSNLDPMEPLE 595
Q:       121 ALTSVISSVRSVINRGAPPIIADVIAYAHATLHPYPLKTVKSLLRGETAIAGAPIFNLHG 180
             +||||||||||||||||| ||||||||||+|||||||| +| ||||| ||||||||||||
S:       596 SLTSVISSVRSVINRGAPTIIADVIAYAHSTLHPYPLKILKPLLRGEAAIAGAPIFNLHG 655
Q:       181 KMRTFDAVVSRPQKTGDAPPPEWGS 205
             ||||++||||+|  +|+ |||||||
S:       656 KMRTYEAVVSKPDNSGNPPPPEWGS 680
· Organism #1 / Result 12  next | previous | overview 
[Q] contig00466 vs [S] A4FRF5_9VIRU
	Query view (% Id)
	86.12 

	Subj. % Id
	11.90 

	Align % Id
	86.67 

	E-val
	3.40e-48 

	Query Identifier
	contig00466 

	Identifier
	A4FRF5_9VIRU 

	Description
	SubName: Full=Coat protein; 

	Gene name
	CP 



[image: image12]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 105 aa,  Score= 492,  Eval= 3.40e-48, Identity= 86.67%, Similarity= 93.33%
Query len= 317 nt, pos= 1-105 aa (frame +3 of position 3-317 nt), Identity query= 86.12%, Alignment coverage query= 33.12%, Nb gaps query= 0
Subject len= 765 aa, pos= 609-713 aa , Identity subject= 11.9%, Alignment coverage subject= 13.73%, Nb gaps subject= 0

Q:         1 ARTRANNELAAARTRARQYGVPDVGEMPTLTTAPGYATRWSNEQGIDSTTGGTNLRGQHN 60
             ||||||||||||||||| +| ||||||||||||||||||||+|||||||+||   ||+|+
S:       609 ARTRANNELAAARTRARVFGTPDVGEMPTLTTAPGYATRWSSEQGIDSTSGGVVSRGRHD 668
Q:        61 HAAPGHASSGAREPTGQQNVAVPQHQPLRYPALPRQGAGLGGGAN 105
             |||||||| | |||||+||+|||||||||||||||||||||||||
S:       669 HAAPGHASGGDREPTGKQNIAVPQHQPLRYPALPRQGAGLGGGAN 713
· Organism #1 / Result 13  next | previous | overview 
[Q] contig00222 vs [S] A4FRF6_9VIRU
	Query view (% Id)
	85.89 

	Subj. % Id
	8.47 

	Align % Id
	86.59 

	E-val
	1.19e-32 

	Query Identifier
	contig00222 

	Identifier
	A4FRF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	RdRp 



[image: image13]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 82 aa,  Score= 358,  Eval= 1.20e-32, Identity= 86.59%, Similarity= 92.68%
Query len= 248 nt, pos= 1-82 aa (frame -3 of position 246-1 nt), Identity query= 85.89%, Alignment coverage query= 33.06%, Nb gaps query= 0
Subject len= 838 aa, pos= 746-827 aa , Identity subject= 8.47%, Alignment coverage subject= 9.79%, Nb gaps subject= 0

Q:         1 IDASTLSLREKKRGILESYPLIRLLENRLTDEDLKELALLCGVSCSTREARVVCFGPESL 60
             ||||||| |+ ||||||||||||||||||+||||+||||| ||||||+|||| ||| |||
S:       746 IDASTLSTRDAKRGILESYPLIRLLENRLSDEDLRELALLLGVSCSTKEARVCCFGSESL 805
Q:        61 SHNIIGYLPYSDAASMGKTTNS 82
             +||||||||||||||| |||||
S:       806 THNIIGYLPYSDAASMSKTTNS 827
· Organism #1 / Result 14  next | previous | overview 
[Q] contig00304 vs [S] A4FRF5_9VIRU
	Query view (% Id)
	58.37 

	Subj. % Id
	15.95 

	Align % Id
	85.92 

	E-val
	2.29e-66 

	Query Identifier
	contig00304 

	Identifier
	A4FRF5_9VIRU 

	Description
	SubName: Full=Coat protein; 

	Gene name
	CP 



[image: image14]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 142 aa,  Score= 651,  Eval= 2.30e-66, Identity= 85.92%, Similarity= 91.55%
Query len= 627 nt, pos= 1-142 aa (frame +3 of position 3-428 nt), Identity query= 58.37%, Alignment coverage query= 22.65%, Nb gaps query= 0
Subject len= 765 aa, pos= 572-713 aa , Identity subject= 15.95%, Alignment coverage subject= 18.56%, Nb gaps subject= 0

Q:         1 HPSTSREFQDCVVTLDVGRPIGLQPGKTNASDSQAKRARTRANNELAAARTRARQYGVPD 60
             |  |||| ||||||+||||||||  |||||+||||||||||||||||||||||| +| ||
S:       572 HLPTSREIQDCVVTIDVGRPIGLASGKTNAADSQAKRARTRANNELAAARTRARVFGTPD 631
Q:        61 VGEMPTLTTAPGYATRWSAEQGIDSTAGGTPLRGQHAHAAPGHASGGTREPTGQQNVAVP 120
             ||||||||||||||||||+|||||||+||   ||+| |||||||||| |||||+||+|||
S:       632 VGEMPTLTTAPGYATRWSSEQGIDSTSGGVVSRGRHDHAAPGHASGGDREPTGKQNIAVP 691
Q:       121 QHQPLRYPALPRQGAGLGGGAN 142
             ||||||||||||||||||||||
S:       692 QHQPLRYPALPRQGAGLGGGAN 713
· Organism #1 / Result 15  next | previous | overview 
[Q] contig00530 vs [S] A4FRF6_9VIRU
	Query view (% Id)
	83.57 

	Subj. % Id
	9.31 

	Align % Id
	85.71 

	E-val
	3.03e-36 

	Query Identifier
	contig00530 

	Identifier
	A4FRF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	RdRp 



[image: image15]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 91 aa,  Score= 389,  Eval= 3.00e-36, Identity= 85.71%, Similarity= 92.31%
Query len= 280 nt, pos= 1-91 aa (frame +3 of position 3-275 nt), Identity query= 83.57%, Alignment coverage query= 32.5%, Nb gaps query= 0
Subject len= 838 aa, pos= 187-277 aa , Identity subject= 9.31%, Alignment coverage subject= 10.86%, Nb gaps subject= 0

Q:         1 ALLYALTLKEHIGGFGVLVSQAAVLQPANAKGLSNALKALGANSSLPGSLLVEAAALQGR 60
             |||| |||+|||| ||+ ++|||| |||||||||||||||||||||||||||||| ||||
S:       187 ALLYCLTLREHIGSFGISIAQAAVTQPANAKGLSNALKALGANSSLPGSLLVEAATLQGR 246
Q:        61 FTNDVDMTNEIRSRTVQSLVDRQVIDKTEEL 91
             |||||||||||||||+||||| ||||+ |||
S:       247 FTNDVDMTNEIRSRTIQSLVDEQVIDRPEEL 277
· Organism #1 / Result 16  next | previous | overview 
[Q] contig00271 vs [S] A4FRF6_9VIRU
	Query view (% Id)
	84.34 

	Subj. % Id
	9.43 

	Align % Id
	84.95 

	E-val
	5.67e-43 

	Query Identifier
	contig00271 

	Identifier
	A4FRF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	RdRp 



[image: image16]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 93 aa,  Score= 447,  Eval= 5.70e-43, Identity= 84.95%, Similarity= 93.55%
Query len= 281 nt, pos= 1-93 aa (frame +1 of position 1-279 nt), Identity query= 84.34%, Alignment coverage query= 33.1%, Nb gaps query= 0
Subject len= 838 aa, pos= 277-369 aa , Identity subject= 9.43%, Alignment coverage subject= 11.1%, Nb gaps subject= 0

Q:         1 LRPHIKALLDMSLPNDCSLPDIDDWWSSRWLWCVNGSETTKSDQALGIKGKKGRRYRRMA 60
             |||||||||+|||| ||+|||+|+||||||||||||||| |||+|||++|  ||||||||
S:       277 LRPHIKALLEMSLPGDCALPDMDEWWSSRWLWCVNGSETKKSDEALGLRGGSGRRYRRMA 336
Q:        61 AEEVHVNPVPSWDGTTSVSASVKLEAGKDRAIF 93
             ||||| |||| ||||||||||+|||||||||||
S:       337 AEEVHSNPVPDWDGTTSVSASIKLEAGKDRAIF 369
· Organism #1 / Result 17  next | previous | overview 
[Q] contig00226 vs [S] A4FRF6_9VIRU
	Query view (% Id)
	83.77 

	Subj. % Id
	8.83 

	Align % Id
	84.09 

	E-val
	5.97e-37 

	Query Identifier
	contig00226 

	Identifier
	A4FRF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	RdRp 



[image: image17]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 88 aa,  Score= 395,  Eval= 6.00e-37, Identity= 84.09%, Similarity= 93.18%
Query len= 265 nt, pos= 1-88 aa (frame -1 of position 265-2 nt), Identity query= 83.77%, Alignment coverage query= 33.21%, Nb gaps query= 0
Subject len= 838 aa, pos= 594-681 aa , Identity subject= 8.83%, Alignment coverage subject= 10.5%, Nb gaps subject= 0

Q:         1 LEALTSVISSVRSVINRGAPPIIADVVAYAHATLHPYPLKTVKSLLRGETAIAGAPIFNL 60
             ||+||||||||||||||||| |||||+||||+|||||||| +| ||||| ||||||||||
S:       594 LESLTSVISSVRSVINRGAPTIIADVIAYAHSTLHPYPLKILKPLLRGEAAIAGAPIFNL 653
Q:        61 HGKMRTFDAVVSKPQSTGAPPPPEWGSH 88
             ||||||++|||||| ++| |||||||||
S:       654 HGKMRTYEAVVSKPDNSGNPPPPEWGSH 681
· Organism #1 / Result 18  next | previous | overview 
[Q] contig00227 vs [S] A4FRF6_9VIRU
	Query view (% Id)
	83.2 

	Subj. % Id
	8.47 

	Align % Id
	83.53 

	E-val
	2.15e-34 

	Query Identifier
	contig00227 

	Identifier
	A4FRF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	RdRp 



[image: image18]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 85 aa,  Score= 373,  Eval= 2.10e-34, Identity= 83.53%, Similarity= 91.76%
Query len= 256 nt, pos= 1-85 aa (frame -1 of position 256-2 nt), Identity query= 83.2%, Alignment coverage query= 33.2%, Nb gaps query= 0
Subject len= 838 aa, pos= 594-678 aa , Identity subject= 8.47%, Alignment coverage subject= 10.14%, Nb gaps subject= 0

Q:         1 LEALTSVISSVRSVINRGAPPIIADVVAYAHATLHPYPLKTVKSLLRGETAIAGAPIFNL 60
             ||+||||||||||||||||| |||||+||||+|||||||| +| ||||| ||||||||||
S:       594 LESLTSVISSVRSVINRGAPTIIADVIAYAHSTLHPYPLKILKPLLRGEAAIAGAPIFNL 653
Q:        61 HGKMRTFDAVVSKPPPTGAPPPPEW 85
             ||||||++||||||  +| ||||||
S:       654 HGKMRTYEAVVSKPDNSGNPPPPEW 678
· Organism #1 / Result 19  next | previous | overview 
[Q] contig00510 vs [S] A4FRF6_9VIRU
	Query view (% Id)
	81.29 

	Subj. % Id
	20.05 

	Align % Id
	81.55 

	E-val
	1.18e-91 

	Query Identifier
	contig00510 

	Identifier
	A4FRF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	RdRp 



[image: image19]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 206 aa,  Score= 869,  Eval= 1.20e-91, Identity= 81.55%, Similarity= 90.78%
Query len= 620 nt, pos= 1-206 aa (frame -2 of position 619-2 nt), Identity query= 81.29%, Alignment coverage query= 33.23%, Nb gaps query= 0
Subject len= 838 aa, pos= 68-273 aa , Identity subject= 20.05%, Alignment coverage subject= 24.58%, Nb gaps subject= 0

Q:         1 FPMQTDTSVSDIMGLVRQAFDLDCIGEESMIDPSILPSDSVILKWRRRGYHRKLGNAIIT 60
             |||||||||||++ | | |+||  +||+ +|+ ++||  | || ||||||||||||||||
S:        68 FPMQTDTSVSDVISLARNAYDLSDLGEDVLINHTLLPPGSPILSWRRRGYHRKLGNAIIT 127
Q:        61 NTELRDSLFPKKKHNAAGVKVNLSIGRLGVAWARVFGVGSLGRHLAALAGKVTNDQACAA 120
             | |||||||||||||||||||||+|||| |||||||| |||||||||+||+|||||||+|
S:       128 NKELRDSLFPKKKHNAAGVKVNLTIGRLAVAWARVFGPGSLGRHLAAIAGRVTNDQACSA 187
Q:       121 LLYALTLKEHLGGFGVLIAQAAVLQPANAKGLSNALKALGANSSLPGSLLVEAAALQGRF 180
             ||| |||+||+| ||+ |||||| |||||||||||||||||||||||||||||| |||||
S:       188 LLYCLTLREHIGSFGISIAQAAVTQPANAKGLSNALKALGANSSLPGSLLVEAATLQGRF 247
Q:       181 TNDIDMTNEIRSRTVQSLVDEQVIDK 206
             |||+||||||||||+||||||||||+
S:       248 TNDVDMTNEIRSRTIQSLVDEQVIDR 273
· Organism #1 / Result 20  next | previous | overview 
[Q] contig00686 vs [S] A4FRF6_9VIRU
	Query view (% Id)
	74.3 

	Subj. % Id
	9.55 

	Align % Id
	74.77 

	E-val
	3.05e-41 

	Query Identifier
	contig00686 

	Identifier
	A4FRF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	RdRp 



[image: image20]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 107 aa,  Score= 432,  Eval= 3.10e-41, Identity= 74.77%, Similarity= 86.92%
Query len= 323 nt, pos= 1-107 aa (frame -1 of position 323-3 nt), Identity query= 74.3%, Alignment coverage query= 33.13%, Nb gaps query= 0
Subject len= 838 aa, pos= 68-174 aa , Identity subject= 9.55%, Alignment coverage subject= 12.77%, Nb gaps subject= 0

Q:         1 FPMQTDTTVSDIMGLVRQAFDLEDLGEEAVVDQSVLPPESVIRKWRRRGYHRKLGNALIT 60
             |||||||+|||++ | | |+|| ||||+ +++ ++||| | |  |||||||||||||+||
S:        68 FPMQTDTSVSDVISLARNAYDLSDLGEDVLINHTLLPPGSPILSWRRRGYHRKLGNAIIT 127
Q:        61 NVELRDSLFPRKNHNAAGVKVNLSIGRLGVAWARVFGVGSLGRHLAA 107
             | ||||||||+| ||||||||||+|||| |||||||| |||||||||
S:       128 NKELRDSLFPKKKHNAAGVKVNLTIGRLAVAWARVFGPGSLGRHLAA 174
· Organism #1 / Result 21  next | previous | overview 
[Q] contig00618 vs [S] A4FRF8_9VIRU
	Query view (% Id)
	43.96 

	Subj. % Id
	9.17 

	Align % Id
	47.06 

	E-val
	1.28e-15 

	Query Identifier
	contig00618 

	Identifier
	A4FRF8_9VIRU 

	Description
	SubName: Full=Coat protein; 

	Gene name
	CP 



[image: image21]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 85 aa,  Score= 211,  Eval= 1.30e-15, Identity= 47.06%, Similarity= 65.88%
Query len= 273 nt, pos= 4-88 aa (frame +2 of position 11-265 nt), Identity query= 43.96%, Alignment coverage query= 31.14%, Nb gaps query= 0
Subject len= 436 aa, pos= 305-389 aa , Identity subject= 9.17%, Alignment coverage subject= 19.5%, Nb gaps subject= 0

Q:         4 SRSSILAEIGLEWPTPALDDLSWSINVKDKFSAMTDQLARKRATYAKFFSCGSGVANRSQ 63
             | +++ ||+|| |  |+  || ||+|||+ |+ ++|  ||   ||| ||   ||+ ||| 
S:       305 SATAVRAELGLVWDKPSAGDLDWSLNVKETFTRLSDSWARMSTTYAAFFEMASGMTNRSA 364
Q:        64 AIGSSIQLSTVSSVSGVTIVKSLLA 88
             |+||  |+  ||+   ||+||+ ||
S:       365 AVGSQSQMCVVSTTDSVTVVKTHLA 389
· Organism #1 / Result 22  next | previous | overview 
[Q] contig00186 vs [S] A4FRF5_9VIRU
	Query view (% Id)
	35.72 

	Subj. % Id
	12.81 

	Align % Id
	34.88 

	E-val
	2.17e-35 

	Query Identifier
	contig00186 

	Identifier
	A4FRF5_9VIRU 

	Description
	SubName: Full=Coat protein; 

	Gene name
	CP 



[image: image22]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 281 aa,  Score= 386,  Eval= 2.20e-35, Identity= 34.88%, Similarity= 49.11%
Query len= 823 nt, pos= 1-274 aa (frame -2 of position 822-1 nt), Identity query= 35.72%, Alignment coverage query= 33.29%, Nb gaps query= 7
Subject len= 765 aa, pos= 434-711 aa , Identity subject= 12.81%, Alignment coverage subject= 36.34%, Nb gaps subject= 3

Q:         1 EASWCGALGNVGEDVSLPAFSGVSVHGVGDFVKSFYRADIPSARRCGALLHFWGHPLDGV 60
             |   | +| +    || ||+  ++  |  |   | |||    ||+     |+  ||++|+
S:       434 ELEGCASLAHKDTVVSKPAWDTITRVGSSDVSFSAYRARFKFARQTWFFNHWLNHPMNGL 493
Q:        61 ATIIPRQFDVENVIQPGAGSAGTPDRLYDRLVASRSLADYLWTRGQSPFPAPGEMMNLSV 120
               +  || |   +| ||  +|    |  ||+ |     |||| |||||||||||++|| +
S:       494 GAMKVRQLDPNGIIHPGPCTAHPQVR--DRVEADLPFTDYLWIRGQSPFPAPGELINLGL 551
Q:       121 SLGFMVQHTVVGDEFDFVDTHMYQNTELLAARVTLHVGRPRGLATGPAHQGTRDVRRART 180
              +||+|+|  +  |    + |+  + |+    ||+ |||| |||+|  +      +||||
S:       552 GVGFLVRHMTLDAEGIPNEEHLPTSREIQDCVVTIDVGRPIGLASGKTNAADSQAKRART 611
Q:       181 AATAALQSVKRRVQIFGTNDPGEMPIMASAPPREPQVLQNGELDSGAGLGGRARAYDRRL 240
              |   | + + | ++||| | |||| + +||    +      +|| +| |  +|      
S:       612 RANNELAAARTRARVFGTPDVGEMPTLTTAPGYATRWSSEQGIDSTSG-GVVSRGRHDHA 670
Q:       241 VANGPSGPPHLPQGHEGTHT-------VPRLPAQGRPGGGG 274
                  ||    | | +            | || ||   |||
S:       671 APGHASGGDREPTGKQNIAVPQHQPLRYPALPRQGAGLGGG 711
Organism #2: Gremmeniella abietina
· Organism #2 / Result 23  next | previous | overview 
[Q] contig00505 vs [S] Q8QMI1_9VIRU
	Query view (% Id)
	89.27 

	Subj. % Id
	11.32 

	Align % Id
	89.71 

	E-val
	1.68e-31 

	Query Identifier
	contig00505 

	Identifier
	Q8QMI1_9VIRU 

	Description
	SubName: Full=Putative replicase; 

	Gene name
	empty 



[image: image23]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 68 aa,  Score= 348,  Eval= 1.70e-31, Identity= 89.71%, Similarity= 97.06%
Query len= 205 nt, pos= 1-68 aa (frame -2 of position 204-1 nt), Identity query= 89.27%, Alignment coverage query= 33.17%, Nb gaps query= 0
Subject len= 539 aa, pos= 316-383 aa , Identity subject= 11.32%, Alignment coverage subject= 12.62%, Nb gaps subject= 0

Q:         1 SKRSRQKWRNVWDGMVWYFINTPILMPDGRMFRKRRGVPSGTWFTSLVDSVVNYIIVEYL 60
             ||| |||||||||||||||||||||||||||||||||||||+|+| +||||||||+||||
S:       316 SKRDRQKWRNVWDGMVWYFINTPILMPDGRMFRKRRGVPSGSWWTQMVDSVVNYILVEYL 375
Q:        61 TKCQGVEA 68
             |+||||||
S:       376 TECQGVEA 383
· Organism #2 / Result 24  next | previous | overview 
[Q] contig00246 vs [S] Q20A41_GARV2
	Query view (% Id)
	49.53 

	Subj. % Id
	1.02 

	Align % Id
	50.00 

	E-val
	1.52e-11 

	Query Identifier
	contig00246 

	Identifier
	Q20A41_GARV2 

	Description
	SubName: Full=Putative polyprotein; 

	Gene name
	empty 



[image: image24]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 70 aa,  Score= 176,  Eval= 1.50e-11, Identity= 50%, Similarity= 70%
Query len= 212 nt, pos= 1-70 aa (frame -3 of position 210-1 nt), Identity query= 49.53%, Alignment coverage query= 33.02%, Nb gaps query= 0
Subject len= 3429 aa, pos= 3081-3148 aa , Identity subject= 1.02%, Alignment coverage subject= 1.98%, Nb gaps subject= 2

Q:         1 ENVDELEHQLGRIIVWNNQNVNMILCPIVNECKARFKNLFNDNLLTYTDGMDMVTLNKHL 60
             | |+++  |+||+|||||||+||  |||+|| ||| | |   |++ |||||    ||  |
S:      3081 EQVNDILDQVGRVIVWNNQNINMFACPIINEAKARLKLLLKPNVV-YTDGMSTPALNAKL 3139
Q:        61 SKNSRSKYMV 70
              +  ++||++
S:      3140 GEY-KAKYIL 3148
· Organism #2 / Result 25  next | previous | overview 
[Q] contig00179 vs [S] Q20A41_GARV2
	Query view (% Id)
	24.64 

	Subj. % Id
	0.67 

	Align % Id
	42.59 

	E-val
	2.84e-10 

	Query Identifier
	contig00179 

	Identifier
	Q20A41_GARV2 

	Description
	SubName: Full=Putative polyprotein; 

	Gene name
	empty 



[image: image25]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 54 aa,  Score= 165,  Eval= 2.80e-10, Identity= 42.59%, Similarity= 62.96%
Query len= 280 nt, pos= 15-68 aa (frame +2 of position 44-205 nt), Identity query= 24.64%, Alignment coverage query= 19.29%, Nb gaps query= 0
Subject len= 3429 aa, pos= 797-850 aa , Identity subject= 0.67%, Alignment coverage subject= 1.57%, Nb gaps subject= 0

Q:        15 PICHGKSHLCKHEHTVINDECCGKLACTCKKNYKCSCCQMPSSLPVCEMCRNAP 68
             |+  ||   | |+|  +|| |||+  | || ++ |||| +||+  +|++|   |
S:       797 PLVRGKQLRCTHKHIYVNDSCCGQAVCKCKHSHTCSCCGLPSNAQLCKVCNFTP 850
· Organism #2 / Result 26  next | previous | overview 
[Q] contig00353 vs [S] Q20A41_GARV2
	Query view (% Id)
	40.48 

	Subj. % Id
	0.99 

	Align % Id
	40.96 

	E-val
	5.53e-6 

	Query Identifier
	contig00353 

	Identifier
	Q20A41_GARV2 

	Description
	SubName: Full=Putative polyprotein; 

	Gene name
	empty 



[image: image26]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 83 aa,  Score= 128,  Eval= 5.50e-6, Identity= 40.96%, Similarity= 61.45%
Query len= 252 nt, pos= 1-82 aa (frame -1 of position 252-7 nt), Identity query= 40.48%, Alignment coverage query= 32.54%, Nb gaps query= 1
Subject len= 3429 aa, pos= 1231-1307 aa , Identity subject= 0.99%, Alignment coverage subject= 2.25%, Nb gaps subject= 6

Q:         1 SAPTGFGKTTRIAEFMIRKKNHVVISPSRATVISATTYCNDVLNIASQGRADSTWHPK-N 59
             | ||| |||||   | | ++  ++|+|||+||| ++     +    | ||| | | || +
S:      1231 SGPTGSGKTTR--AFEILQEKLLIITPSRSTVIGSSK----LTKTKSCGRASSRWWPKEH 1284
Q:        60 KNDSTLSSAKVVYLTVDSAYMAL 82
                + +++  |||+|||+ + ||
S:      1285 MTVNEINACDVVYVTVDAMHAAL 1307
· Organism #2 / Result 27  next | previous | overview 
[Q] contig00299 vs [S] Q20A41_GARV2
	Query view (% Id)
	33.03 

	Subj. % Id
	0.70 

	Align % Id
	35.29 

	E-val
	1.28e-2 

	Query Identifier
	contig00299 

	Identifier
	Q20A41_GARV2 

	Description
	SubName: Full=Putative polyprotein; 

	Gene name
	empty 



[image: image27]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 68 aa,  Score= 99,  Eval= 1.30e-2, Identity= 35.29%, Similarity= 51.47%
Query len= 218 nt, pos= 3-70 aa (frame +1 of position 7-210 nt), Identity query= 33.03%, Alignment coverage query= 31.19%, Nb gaps query= 0
Subject len= 3429 aa, pos= 1391-1455 aa , Identity subject= 0.7%, Alignment coverage subject= 1.9%, Nb gaps subject= 3

Q:         3 SSTQTTVMPAERVTQAASSGVKFASITSKTLANLELATINSAICTNCITTGSTLPGLENM 62
             |  || ++  ++ |         |+| | ||  ++|+    |  |||+||| |+| |  +
S:      1391 SDGQTVIVATKKNTYVNQD---IAAINSDTLNTIDLSKCTKAFATNCVTTGVTMPLLTEL 1447
Q:        63 HDLGYRIT 70
              | | | |
S:      1448 IDSGKRCT 1455
· Organism #2 / Result 28  next | previous | overview 
[Q] contig00380 vs [S] Q20A42_GARV1
	Query view (% Id)
	34.77 

	Subj. % Id
	1.72 

	Align % Id
	33.91 

	E-val
	1.34e-23 

	Query Identifier
	contig00380 

	Identifier
	Q20A42_GARV1 

	Description
	SubName: Full=Putative polyprotein; 

	Gene name
	empty 



[image: image28]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 174 aa,  Score= 280,  Eval= 1.30e-23, Identity= 33.91%, Similarity= 55.17%
Query len= 509 nt, pos= 1-169 aa (frame -1 of position 509-3 nt), Identity query= 34.77%, Alignment coverage query= 33.2%, Nb gaps query= 5
Subject len= 3429 aa, pos= 589-757 aa , Identity subject= 1.72%, Alignment coverage subject= 4.93%, Nb gaps subject= 5

Q:         1 ITNRDVKNHCLVAYWSNNRSLESIRPLVKRAEVDIHQPSFLQQLWSSLKTFLTELGRQFD 60
             +|| +|++|||||||| ||  ||+|||+++|| +   | ||  ||+++| +  + |  ||
S:       589 MTNAEVRDHCLVAYWSTNRVNESMRPLIQQAERNNRDPDFLTGLWTAVKNWGRDFGSHFD 648
Q:        61 PTESDFIKKLVSDNSEDSMHLGLLLDSAFKAIDSVNASTRLDVSHYITNGMMYETGVTAT 120
             |+ |+ |+  + +|  + +|+  |  +  |+|||+| + ++  |  +   +   ||| ||
S:       649 PSGSELIQTFIKNNKGNVLHITRLFGATSKSIDSLNVAAQMVKSRNVLEWIGSSTGVVAT 708
Q:       121 SKCVNIDTWR-----QNHVEVSHSTVYTLITGKDDITPVTIVSCKAATICQHNH 169
             ++   || ||     +| +   +   |     |          | |+ || |+|
S:       709 TRNDLIDDWRLATPSKNEIPTVYDLAYERSAPKSKRQ-----VCNASEICPHDH 757
· Organism #2 / Result 29  next | previous | overview 
[Q] contig00243 vs [S] Q20A41_GARV2
	Query view (% Id)
	25.67 

	Subj. % Id
	1.31 

	Align % Id
	33.83 

	E-val
	3.91e-3 

	Query Identifier
	contig00243 

	Identifier
	Q20A41_GARV2 

	Description
	SubName: Full=Putative polyprotein; 

	Gene name
	empty 
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· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 133 aa,  Score= 104,  Eval= 3.90e-3, Identity= 33.83%, Similarity= 50.38%
Query len= 526 nt, pos= 41-169 aa (frame -2 of position 405-19 nt), Identity query= 25.67%, Alignment coverage query= 24.52%, Nb gaps query= 4
Subject len= 3429 aa, pos= 2657-2779 aa , Identity subject= 1.31%, Alignment coverage subject= 3.59%, Nb gaps subject= 10

Q:        41 LTIYSALQSRIDIMVRAIEVNMV-AGLCDYTDRAGKSGLDGLRKLGINIDS-NTLSDIDF 98
             +||||  |  ||  +  |  | + |   |+     ||  | | +||+++ + ||      
S:      2657 VTIYSFEQ--IDESLLQIMANSLGARAADHIGGKSKS-FDSLLRLGVDLKALNTAITPQD 2713
Q:        99 AKWKVILRDALENNPLSAIFDMGLDDTFTSFKQL--MESEKAMLDIESRVDGTISLLKSK 156
              |+   ++  +| ||| | || | + |    | |  + ||   | + + ||    +++ |
S:      2714 VKY---IKRHIEKNPLVATFDYGPEQTHMDMKALGKLMSE---LSVNAHVDLKNKVMQ-K 2766
Q:       157 VAICMPSGHGKTT 169
              |  +||||||+|
S:      2767 TAFIIPSGHGKST 2779
· Organism #2 / Result 30  next | previous | overview 
[Q] contig00528 vs [S] Q8QMH9_9VIRU
	Query view (% Id)
	21.78 

	Subj. % Id
	9.28 

	Align % Id
	29.73 

	E-val
	1.09e-1 

	Query Identifier
	contig00528 

	Identifier
	Q8QMH9_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 
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· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 74 aa,  Score= 91,  Eval= 1.10e-1, Identity= 29.73%, Similarity= 45.95%
Query len= 303 nt, pos= 2-71 aa (frame +2 of position 5-214 nt), Identity query= 21.78%, Alignment coverage query= 23.1%, Nb gaps query= 4
Subject len= 237 aa, pos= 175-232 aa , Identity subject= 9.28%, Alignment coverage subject= 24.47%, Nb gaps subject= 16

Q:         2 CCTSCLERRKDCVFEWYGTELSFSD----FLVDGNPLDQYTLSARKKKVYSATYKSLAHI 57
             ||+ |   | |  ||| | + || |     +|+  ||                 ||+ +|
S:       175 CCSRCSGLRNDAFFEWSGLQPSFIDKEGHSMVEAYPLP----------------KSMKNI 218
Q:        58 DPLSIQGIWSEIVN 71
             +||  | +|+ +++
S:       219 NPLDFQHVWTSVLD 232
· Organism #2 / Result 31  next | previous | overview 
[Q] contig00136 vs [S] Q20A41_GARV2
	Query view (% Id)
	23.52 

	Subj. % Id
	1.20 

	Align % Id
	26.97 

	E-val
	1.99e-4 

	Query Identifier
	contig00136 

	Identifier
	Q20A41_GARV2 

	Description
	SubName: Full=Putative polyprotein; 

	Gene name
	empty 
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· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 152 aa,  Score= 115,  Eval= 2.00e-4, Identity= 26.97%, Similarity= 44.08%
Query len= 523 nt, pos= 24-173 aa (frame +3 of position 72-521 nt), Identity query= 23.52%, Alignment coverage query= 28.68%, Nb gaps query= 2
Subject len= 3429 aa, pos= 1840-1987 aa , Identity subject= 1.2%, Alignment coverage subject= 4.32%, Nb gaps subject= 4

Q:        24 VETLYVDEFGLMTASDILLLSTKCNVMVLSGDINQKV-ADDTDLDTSTTLD-LSWFRNNV 81
             |  + ||| ||+| | +| |  | + +| + |+ | +   + ++   | +| ++      
S:      1840 VPIIGVDEAGLITLSTLLTLIAKADKLVFTCDVGQIINKQEQNIQELTGIDSVAHLLMKF 1899
Q:        82 GSTTVFNESWRFGSRTASVLNYFGTLGPCHNENDKGIGMVQFNWLTKKNINTIIIEHDIQ 141
              +   ||||+| |     |++  ||      | |  |  +          +  ||  +  
S:      1900 CNVVTFNESYRLGKNICQVVSKLGTKLSSKREQDDEIVGISCVIGNNPEFSNAIINSNPD 1959
Q:       142 LIITHSNALVMQIKQILGTNSNINCMTTGRAQ 173
             |||  +| |  |++  +    +||  |  | |
S:      1960 LIICATNNLARQLRSFI----DINITTITRCQ 1987
Organism #3: Fusarium graminearum
· Organism #3 / Result 32  next | previous | overview 
[Q] contig00372 vs [S] D0TZ31_9VIRU
	Query view (% Id)
	87.1 

	Subj. % Id
	7.58 

	Align % Id
	88.52 

	E-val
	2.03e-24 

	Query Identifier
	contig00372 

	Identifier
	D0TZ31_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image32]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 61 aa,  Score= 287,  Eval= 2.00e-24, Identity= 88.52%, Similarity= 98.36%
Query len= 186 nt, pos= 1-61 aa (frame -3 of position 184-2 nt), Identity query= 87.1%, Alignment coverage query= 32.8%, Nb gaps query= 0
Subject len= 712 aa, pos= 277-337 aa , Identity subject= 7.58%, Alignment coverage subject= 8.57%, Nb gaps subject= 0

Q:         1 RYKARKFPGAHYRRLGYATRGEAQEQAVIDAKIAFAQLLDGEDVEPHTVRLGGRGKAVSQ 60
             |+||||||||+|||||||+||||||||++|||+||||||||||||||||||||||||| |
S:       277 RFKARKFPGAYYRRLGYASRGEAQEQALVDAKLAFAQLLDGEDVEPHTVRLGGRGKAVHQ 336
Q:        61 S 61
             |
S:       337 S 337
· Organism #3 / Result 33  next | previous | overview 
[Q] contig00503 vs [S] D0TZ31_9VIRU
	Query view (% Id)
	86.63 

	Subj. % Id
	7.58 

	Align % Id
	88.52 

	E-val
	2.03e-24 

	Query Identifier
	contig00503 

	Identifier
	D0TZ31_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image33]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 61 aa,  Score= 287,  Eval= 2.00e-24, Identity= 88.52%, Similarity= 98.36%
Query len= 187 nt, pos= 1-61 aa (frame -3 of position 185-3 nt), Identity query= 86.63%, Alignment coverage query= 32.62%, Nb gaps query= 0
Subject len= 712 aa, pos= 277-337 aa , Identity subject= 7.58%, Alignment coverage subject= 8.57%, Nb gaps subject= 0

Q:         1 RYKARKFPGAHYRRLGYATRGEAQEQAVIDAKIAFAQLLDGEDVEPHTVRLGGRGKAVSQ 60
             |+||||||||+|||||||+||||||||++|||+||||||||||||||||||||||||| |
S:       277 RFKARKFPGAYYRRLGYASRGEAQEQALVDAKLAFAQLLDGEDVEPHTVRLGGRGKAVHQ 336
Q:        61 S 61
             |
S:       337 S 337
· Organism #3 / Result 34  next | previous | overview 
[Q] contig00670 vs [S] D0TZ31_9VIRU
	Query view (% Id)
	73.73 

	Subj. % Id
	4.07 

	Align % Id
	74.36 

	E-val
	1.41e-9 

	Query Identifier
	contig00670 

	Identifier
	D0TZ31_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image34]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 39 aa,  Score= 159,  Eval= 1.40e-9, Identity= 74.36%, Similarity= 92.31%
Query len= 118 nt, pos= 1-39 aa (frame -2 of position 117-1 nt), Identity query= 73.73%, Alignment coverage query= 33.05%, Nb gaps query= 0
Subject len= 712 aa, pos= 127-165 aa , Identity subject= 4.07%, Alignment coverage subject= 5.48%, Nb gaps subject= 0

Q:         1 ERGSVATSVDSRASYNTRRQRAWRGNHKASLRASARLRH 39
             ++||+|+| + ||||||||||+|| ||||||||+|||||
S:       127 DQGSIASSSEPRASYNTRRQRSWRANHKASLRAAARLRH 165
· Organism #3 / Result 35  next | previous | overview 
[Q] contig00587 vs [S] D0TZ31_9VIRU
	Query view (% Id)
	64.78 

	Subj. % Id
	11.80 

	Align % Id
	73.68 

	E-val
	5.62e-43 

	Query Identifier
	contig00587 

	Identifier
	D0TZ31_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image35]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 114 aa,  Score= 447,  Eval= 5.60e-43, Identity= 73.68%, Similarity= 85.09%
Query len= 389 nt, pos= 16-129 aa (frame +2 of position 47-388 nt), Identity query= 64.78%, Alignment coverage query= 29.31%, Nb gaps query= 0
Subject len= 712 aa, pos= 95-207 aa , Identity subject= 11.8%, Alignment coverage subject= 15.87%, Nb gaps subject= 1

Q:        16 SSSPSRSPPASLARARAAKRRWEEDSADDLEIGEQGSVATSVDSRASYNTRRQRAWRGNH 75
             |||| |+ |    || |||||||+|+|||| ||+|||+|+| + ||||||||||+|| ||
S:        95 SSSPLRATP-DRDRALAAKRRWEDDTADDLYIGDQGSIASSSEPRASYNTRRQRSWRANH 153
Q:        76 KASLRASARLKHKPVFEHIRVDVVDDFHRHYRPGFSFAPPDPLIEQFTKDNGAP 129
             ||||||+|||+||| | ||||| |||||||||||||||||||||+|| + +| |
S:       154 KASLRAAARLRHKPEFNHIRVDTVDDFHRHYRPGFSFAPPDPLIQQFVEIHGTP 207
· Organism #3 / Result 36  next | previous | overview 
[Q] contig00708 vs [S] D0TZ31_9VIRU
	Query view (% Id)
	59.54 

	Subj. % Id
	7.30 

	Align % Id
	72.22 

	E-val
	3.53e-21 

	Query Identifier
	contig00708 

	Identifier
	D0TZ31_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image36]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 72 aa,  Score= 259,  Eval= 3.50e-21, Identity= 72.22%, Similarity= 84.72%
Query len= 262 nt, pos= 16-87 aa (frame -2 of position 216-1 nt), Identity query= 59.54%, Alignment coverage query= 27.48%, Nb gaps query= 0
Subject len= 712 aa, pos= 95-165 aa , Identity subject= 7.3%, Alignment coverage subject= 9.97%, Nb gaps subject= 1

Q:        16 SSSPSRSPPASLARARAAKRRWEEDSADDLEIGEQGSVATSVDSRASYNTRRQRAWRGNH 75
             |||| |+ |    || |||||||+|+|||| ||+|||+|+| + ||||||||||+|| ||
S:        95 SSSPLRATP-DRDRALAAKRRWEDDTADDLYIGDQGSIASSSEPRASYNTRRQRSWRANH 153
Q:        76 KASLRASARLRH 87
             ||||||+|||||
S:       154 KASLRAAARLRH 165
· Organism #3 / Result 37  next | previous | overview 
[Q] contig00631 vs [S] D0TZ30_9VIRU
	Query view (% Id)
	69.83 

	Subj. % Id
	2.06 

	Align % Id
	71.05 

	E-val
	3.47e-8 

	Query Identifier
	contig00631 

	Identifier
	D0TZ30_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image37]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 38 aa,  Score= 147,  Eval= 3.50e-8, Identity= 71.05%, Similarity= 81.58%
Query len= 116 nt, pos= 1-38 aa (frame +1 of position 1-114 nt), Identity query= 69.83%, Alignment coverage query= 32.76%, Nb gaps query= 0
Subject len= 1311 aa, pos= 731-768 aa , Identity subject= 2.06%, Alignment coverage subject= 2.9%, Nb gaps subject= 0

Q:         1 KILLSYPQHGGARGEFVRYAYDASANRVSGYPLRALAG 38
             || +|||+ ||+||||||| ||| +| | ||||||| |
S:       731 KIFVSYPELGGSRGEFVRYGYDAGSNSVRGYPLRALTG 768
· Organism #3 / Result 38  next | previous | overview 
[Q] contig00454 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	67.14 

	Subj. % Id
	7.16 

	Align % Id
	67.68 

	E-val
	1.78e-57 

	Query Identifier
	contig00454 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image38]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 164 aa,  Score= 572,  Eval= 1.80e-57, Identity= 67.68%, Similarity= 76.83%
Query len= 496 nt, pos= 2-164 aa (frame -2 of position 492-4 nt), Identity query= 67.14%, Alignment coverage query= 32.86%, Nb gaps query= 1
Subject len= 1550 aa, pos= 581-744 aa , Identity subject= 7.16%, Alignment coverage subject= 10.58%, Nb gaps subject= 0

Q:         2 HVQGDFSEFDSTISGKVIEMIKTVRKKGFQFHRDRERIAELIDANYFQVSNQLLNTTSNG 61
             |  || | ||||+||||||++| |||||++ ||| +||  |||  | |+ +||||||| |
S:       581 HFAGDMSSFDSTLSGKVIELVKAVRKKGYEHHRDHDRICNLIDVAYDQLEHQLLNTTSTG 640
Q:        62 NVYKKGTGLTTGHSSTSMDNSLACVILYLMAWKDITGLSAKEFVHFNELSCFGDDHVLSF 121
              |||||||||||||||| ||||   |||| |||++|||||+||||||||| +||||||||
S:       641 QVYKKGTGLTTGHSSTSADNSLGIAILYLFAWKELTGLSAREFVHFNELSDYGDDHVLSF 700
Q:       122 LATKPAIWTPTNIYKTMLRWGLTNNLEVM-KLEDIEFLSKKGRK 164
             |||||| |   || | | |||+ | ||    |+ | ||||  |+
S:       701 LATKPAAWNFKNIQKVMARWGVENRLEASGPLDSIPFLSKFSRR 744
· Organism #3 / Result 39  next | previous | overview 
[Q] contig00533 vs [S] D0TZ31_9VIRU
	Query view (% Id)
	35.29 

	Subj. % Id
	3.37 

	Align % Id
	66.67 

	E-val
	1.34e-4 

	Query Identifier
	contig00533 

	Identifier
	D0TZ31_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image39]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 36 aa,  Score= 116,  Eval= 1.30e-4, Identity= 66.67%, Similarity= 77.78%
Query len= 204 nt, pos= 1-30 aa (frame -3 of position 202-113 nt), Identity query= 35.29%, Alignment coverage query= 14.71%, Nb gaps query= 6
Subject len= 712 aa, pos= 467-502 aa , Identity subject= 3.37%, Alignment coverage subject= 5.06%, Nb gaps subject= 0

Q:         1 KNVGTTSGHNHNTLIQSLCSLVRTHT------PNTP 30
             |+|||||||||||||||+||||  +|      |+||
S:       467 KSVGTTSGHNHNTLIQSICSLVIAYTNYLAVLPDTP 502
· Organism #3 / Result 40  next | previous | overview 
[Q] contig00229 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	65.74 

	Subj. % Id
	9.61 

	Align % Id
	65.93 

	E-val
	9.21e-86 

	Query Identifier
	contig00229 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image40]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 226 aa,  Score= 819,  Eval= 9.20e-86, Identity= 65.93%, Similarity= 77.88%
Query len= 680 nt, pos= 1-226 aa (frame +1 of position 1-678 nt), Identity query= 65.74%, Alignment coverage query= 33.24%, Nb gaps query= 0
Subject len= 1550 aa, pos= 423-647 aa , Identity subject= 9.61%, Alignment coverage subject= 14.52%, Nb gaps subject= 1

Q:         1 FPELELSDVWAVVGDIFRQSKLTSFNYIISKWEKKYALGAFMRDPSRPWSKYSRKKFITY 60
             ||+||| ||| +| | |+ |||| |||||  ||||| |||| | |    +| ||+ ||  
S:       423 FPDLELDDVWFLVKDTFQHSKLTPFNYIIQMWEKKYGLGAFFRKPGSK-AKLSRRDFIKS 481
Q:        61 LGGYAPFKKLWASTFYYATQILPVSAVSVKGEALPEKKWLNDKVRTVVGSPITQYILSTI 120
             +||  |||+||  || ||| |+||||||||||||| |||+ |||||++|+|+  ||++||
S:       482 IGGLKPFKQLWRRTFEYATVIVPVSAVSVKGEALPPKKWMEDKVRTIIGTPLVHYIMTTI 541
Q:       121 WNYGPNHRFAWESTPIKIGMPLNGYWMTSVWARHARCQVHVQGDFSEFDSTISGKVIEMI 180
             ||| ||||||| ||| ||||||||||++ ++ ||+||| |  || | ||||+||||||++
S:       542 WNYEPNHRFAWVSTPTKIGMPLNGYWLSDLYFRHSRCQHHFAGDMSSFDSTLSGKVIELV 601
Q:       181 KTVRKKGFEFHRDRERIAELIDANYFQVSNQLLNTTSNGNVYKKGT 226
             | |||||+| ||| +||  |||  | |+ +||||||| | ||||||
S:       602 KAVRKKGYEHHRDHDRICNLIDVAYDQLEHQLLNTTSTGQVYKKGT 647
· Organism #3 / Result 41  next | previous | overview 
[Q] contig00258 vs [S] D0TZ30_9VIRU
	Query view (% Id)
	64.93 

	Subj. % Id
	6.03 

	Align % Id
	65.29 

	E-val
	2.21e-39 

	Query Identifier
	contig00258 

	Identifier
	D0TZ30_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image41]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 121 aa,  Score= 416,  Eval= 2.20e-39, Identity= 65.29%, Similarity= 76.86%
Query len= 365 nt, pos= 1-121 aa (frame -3 of position 363-1 nt), Identity query= 64.93%, Alignment coverage query= 33.15%, Nb gaps query= 0
Subject len= 1311 aa, pos= 516-635 aa , Identity subject= 6.03%, Alignment coverage subject= 9.15%, Nb gaps subject= 1

Q:         1 LKFEPGKLRSILNTSMEHYVMQAYLLDHFDGNVNSGTWYAIANAGAARLAAHANRLQMLR 60
             ||+||||||||||||||||+ |||||||||| |+ |+||| ||||  +| ||  ||| |+
S:       516 LKYEPGKLRSILNTSMEHYIFQAYLLDHFDGAVSGGSWYASANAGFTKLTAHVERLQKLK 575
Q:        61 TQVGFMWDFADFNINHTFTGMEKLFSALARELLRRAKYSNGPQHTQQAAQDIKQITAWVN 120
              +|| ||||||||||||| || ||||||   ||+|++ +  | + ++|  ||  || || 
S:       576 CEVGLMWDFADFNINHTFDGMIKLFSALRDNLLKRSRSTGTPMY-EEAVNDITTITKWVE 634
Q:       121 A 121
             |
S:       635 A 635
· Organism #3 / Result 42  next | previous | overview 
[Q] contig00571 vs [S] D0TZ30_9VIRU
	Query view (% Id)
	62.5 

	Subj. % Id
	2.29 

	Align % Id
	65.22 

	E-val
	1.68e-10 

	Query Identifier
	contig00571 

	Identifier
	D0TZ30_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image42]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 46 aa,  Score= 167,  Eval= 1.70e-10, Identity= 65.22%, Similarity= 73.91%
Query len= 144 nt, pos= 2-47 aa (frame -3 of position 139-2 nt), Identity query= 62.5%, Alignment coverage query= 31.94%, Nb gaps query= 0
Subject len= 1311 aa, pos= 537-582 aa , Identity subject= 2.29%, Alignment coverage subject= 3.51%, Nb gaps subject= 0

Q:         2 QAYLLDHFDGNVKSGTWYAIANAGAARLAAHANRLQALRTQVGFMW 47
             |||||||||| |  |+||| ||||  +| ||  ||| |+ +|| ||
S:       537 QAYLLDHFDGAVSGGSWYASANAGFTKLTAHVERLQKLKCEVGLMW 582
· Organism #3 / Result 43  next | previous | overview 
[Q] contig00408 vs [S] D0TZ30_9VIRU
	Query view (% Id)
	63.53 

	Subj. % Id
	2.75 

	Align % Id
	64.29 

	E-val
	6.41e-15 

	Query Identifier
	contig00408 

	Identifier
	D0TZ30_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image43]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 56 aa,  Score= 205,  Eval= 6.40e-15, Identity= 64.29%, Similarity= 75%
Query len= 170 nt, pos= 1-56 aa (frame -2 of position 169-2 nt), Identity query= 63.53%, Alignment coverage query= 32.94%, Nb gaps query= 0
Subject len= 1311 aa, pos= 529-584 aa , Identity subject= 2.75%, Alignment coverage subject= 4.27%, Nb gaps subject= 0

Q:         1 TSMEHYVMQAYLLDHFDANVNSGTWYAIANAGAARLAAHARRLESLRHSVGFMWDF 56
             ||||||+ |||||||||  |+ |+||| ||||  +| ||  ||+ |+  || ||||
S:       529 TSMEHYIFQAYLLDHFDGAVSGGSWYASANAGFTKLTAHVERLQKLKCEVGLMWDF 584
· Organism #3 / Result 44  next | previous | overview 
[Q] contig00692 vs [S] D0TZ31_9VIRU
	Query view (% Id)
	62.07 

	Subj. % Id
	10.96 

	Align % Id
	62.40 

	E-val
	2.04e-37 

	Query Identifier
	contig00692 

	Identifier
	D0TZ31_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image44]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 125 aa,  Score= 399,  Eval= 2.00e-37, Identity= 62.4%, Similarity= 75.2%
Query len= 377 nt, pos= 1-125 aa (frame -2 of position 376-2 nt), Identity query= 62.07%, Alignment coverage query= 33.16%, Nb gaps query= 0
Subject len= 712 aa, pos= 494-618 aa , Identity subject= 10.96%, Alignment coverage subject= 17.56%, Nb gaps subject= 0

Q:         1 YLALNTGASPQEVVNDAAVETLGDDNLTASAGLLKNTTVEDVADMAKEIFGQDYSGTKSF 60
             |||+     ||++ |||||||||||||||+ |||+  +|| ||  +  ||||||+| |||
S:       494 YLAVLPDTPPQDIFNDAAVETLGDDNLTATEGLLEGISVEQVALTSARIFGQDYTGDKSF 553
Q:        61 ATYSLMDVWDEDEPFSEEGEVPGGSIPWQVPQGA*LTIGDRKITVALPYRPCEETFTHMY 120
             |||||+|+|||+| |+|||+  |     +  +|  | +  |||||||||||||||| |||
S:       554 ATYSLLDMWDEEEEFTEEGKFQGLQYLGKFLRGHKLDLDGRKITVALPYRPCEETFVHMY 613
Q:       121 YPERK 125
             |||||
S:       614 YPERK 618
· Organism #3 / Result 45  next | previous | overview 
[Q] contig00367 vs [S] D0TZ29_9VIRU
	Query view (% Id)
	60.43 

	Subj. % Id
	4.09 

	Align % Id
	61.54 

	E-val
	7.00e-25 

	Query Identifier
	contig00367 

	Identifier
	D0TZ29_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image45]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 91 aa,  Score= 291,  Eval= 7.00e-25, Identity= 61.54%, Similarity= 71.43%
Query len= 278 nt, pos= 1-91 aa (frame +1 of position 1-273 nt), Identity query= 60.43%, Alignment coverage query= 32.73%, Nb gaps query= 0
Subject len= 1369 aa, pos= 637-727 aa , Identity subject= 4.09%, Alignment coverage subject= 6.65%, Nb gaps subject= 0

Q:         1 LRTNAPTGVYINSDGHYELHLPLAKTASAYFDSFMVPHAQTGDLPAFASLPARSVINNGV 60
             || | |   |||+||||  ||| |||||||||+  +|   |  |  | |  +| ++|+||
S:       637 LRNNVPQDRYINADGHYSFHLPRAKTASAYFDAQFLPADDTTRLNEFLSFSSRELVNSGV 696
Q:        61 LFAQARAAALNWAGAAWSMAGRSWVNTPGTE 91
             ||||||| ||||| ||+|| || | |+||||
S:       697 LFAQARATALNWATAAYSMYGRQWTNSPGTE 727
· Organism #3 / Result 46  next | previous | overview 
[Q] contig00218 vs [S] D0TZ29_9VIRU
	Query view (% Id)
	58.58 

	Subj. % Id
	7.82 

	Align % Id
	59.44 

	E-val
	3.53e-61 

	Query Identifier
	contig00218 

	Identifier
	D0TZ29_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image46]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 180 aa,  Score= 605,  Eval= 3.50e-61, Identity= 59.44%, Similarity= 76.11%
Query len= 548 nt, pos= 2-181 aa (frame -1 of position 545-6 nt), Identity query= 58.58%, Alignment coverage query= 32.85%, Nb gaps query= 0
Subject len= 1369 aa, pos= 717-895 aa , Identity subject= 7.82%, Alignment coverage subject= 13.08%, Nb gaps subject= 1

Q:         2 GRSWVNSPGTENNSYVRNHIDVFLRKYSSDILNLWTSNHNNAMAFHVGWSLSAVARSTEA 61
             || | |||||| |+||+ |+| +||||+++ ||+| | ||||+|| | |+||+ | +|||
S:       717 GRQWTNSPGTETNTYVKMHVDTWLRKYAAEPLNVWASAHNNALAFLVDWALSSKALATEA 776
Q:        62 NVVVNWWADYHVPTLTNAYLELWQVENLPSHQVLPWEDKETPSTVSWPSNTPFPIHDAYS 121
             |||||||+|+  | ||| | ||||   |||||+||+ | + |+|++|| | | || ||+|
S:       777 NVVVNWWSDFQAPYLTNPYHELWQCNMLPSHQLLPYHDVDNPATITWPDNCPLPISDAHS 836
Q:       122 FTAHLHVQVARDTPAEVGRTFMGDGGSTANAQHFAAIGTLNGYRFEAAANTPAISLARWR 181
             |  || |++|+| ||| || +||||||||||| ||| |  +|+||+   |  |++| |||
S:       837 FANHLDVELAKDFPAEAGRYWMGDGGSTANAQFFAATGLSSGFRFQGHHNA-ALALLRWR 895
· Organism #3 / Result 47  next | previous | overview 
[Q] contig00713 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	55.65 

	Subj. % Id
	1.48 

	Align % Id
	58.97 

	E-val
	3.22e-6 

	Query Identifier
	contig00713 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image47]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 39 aa,  Score= 130,  Eval= 3.20e-6, Identity= 58.97%, Similarity= 84.62%
Query len= 124 nt, pos= 3-41 aa (frame -1 of position 118-2 nt), Identity query= 55.65%, Alignment coverage query= 31.45%, Nb gaps query= 0
Subject len= 1550 aa, pos= 626-664 aa , Identity subject= 1.48%, Alignment coverage subject= 2.52%, Nb gaps subject= 0

Q:         3 YDSIEKSLMVSSNTGEVYRKGSGLMTGHASTSADNSLAM 41
             || +|  |+ +++||+||+||+|| |||+|||||||| +
S:       626 YDQLEHQLLNTTSTGQVYKKGTGLTTGHSSTSADNSLGI 664
· Organism #3 / Result 48  next | previous | overview 
[Q] contig00142 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	54.93 

	Subj. % Id
	8.39 

	Align % Id
	55.56 

	E-val
	5.53e-68 

	Query Identifier
	contig00142 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image48]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 234 aa,  Score= 666,  Eval= 5.50e-68, Identity= 55.56%, Similarity= 72.65%
Query len= 710 nt, pos= 2-234 aa (frame -3 of position 705-7 nt), Identity query= 54.93%, Alignment coverage query= 32.82%, Nb gaps query= 1
Subject len= 1550 aa, pos= 304-533 aa , Identity subject= 8.39%, Alignment coverage subject= 14.84%, Nb gaps subject= 4

Q:         2 MQGALFVSDLGLPSFVRRRFNPEVTKRALQESLDLMKDLGWPINVELKEPEAVEGFDMKV 61
             ||  +|||||||| ++|      +|++ | ||||++++||||+||   +    |  |   
S:       304 MQATVFVSDLGLPHYIRG--TRPMTRQGLDESLDVLRELGWPVNVRTND-NVAEVTDRLG 360
Q:        62 FKEWVLCGSDLKTGIHNCKTYVDKDLLHIK-SALVYRRTEEYATELNEIKSTSRYFKNPD 120
             |+||+|||+| + || | ||| |+ |  ++  |+ +|||||||+  ||+|||||||++| 
S:       361 FREWLLCGTDWEQGIRNLKTYTDELLDDLRLHAVEFRRTEEYASLDNELKSTSRYFRSPR 420
Q:       121 YEFPELELSDVWAVVGDIFRQSKLTSFNYIISKWEKKYALGSFMRDPSRPWSKYSRKKFI 180
             |+||+||| ||| +| | |+ |||| |||||  ||||| ||+| | |    +| ||+ ||
S:       421 YDFPDLELDDVWFLVKDTFQHSKLTPFNYIIQMWEKKYGLGAFFRKPGSK-AKLSRRDFI 479
Q:       181 TYLGGYAPFKKLWASTFYYATQILPVSAVSVKGEALPEKKWLNDKVRTVVGSPI 234
               +||  |||+||  || ||| |+||||||||||||| |||+ |||||++|+|+
S:       480 KSIGGLKPFKQLWRRTFEYATVIVPVSAVSVKGEALPPKKWMEDKVRTIIGTPL 533
· Organism #3 / Result 49  next | previous | overview 
[Q] contig00657 vs [S] D0TZ29_9VIRU
	Query view (% Id)
	53.35 

	Subj. % Id
	5.04 

	Align % Id
	53.49 

	E-val
	2.29e-28 

	Query Identifier
	contig00657 

	Identifier
	D0TZ29_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image49]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 129 aa,  Score= 321,  Eval= 2.30e-28, Identity= 53.49%, Similarity= 64.34%
Query len= 388 nt, pos= 2-118 aa (frame -1 of position 385-35 nt), Identity query= 53.35%, Alignment coverage query= 30.15%, Nb gaps query= 12
Subject len= 1369 aa, pos= 457-585 aa , Identity subject= 5.04%, Alignment coverage subject= 9.42%, Nb gaps subject= 0

Q:         2 LTTLLAPPAAPIPGQPIPLPVNPEAALFTQATFSGLRTGTKQFVDAEGLSEDELVELLSA 61
             ||  + |   ||||||  +  |||| ||| | |+||| |||||+|||||| +|| |||+|
S:       457 LTAEIPPLQLPIPGQPPQVVGNPEAPLFTAAAFNGLRNGTKQFIDAEGLSLEELRELLAA 516
Q:        62 IVPVEHANIPLLRTAAPHN------------EDFFVGPTRYTYANGVDEVLIHFGNNAVP 109
             ||| + |||| +| + | +              +| ||||| | |||||| ||||||  |
S:       517 IVPCDEANIPHVRYSRPADLVQEIKPGSSAYHRYFFGPTRYKYLNGVDEVFIHFGNNPAP 576
Q:       110 DLAQIGALT 118
               |++  |+
S:       577 TPAEMADLS 585
· Organism #3 / Result 50  next | previous | overview 
[Q] contig00625 vs [S] D0TZ29_9VIRU
	Query view (% Id)
	51.86 

	Subj. % Id
	10.88 

	Align % Id
	51.92 

	E-val
	8.54e-86 

	Query Identifier
	contig00625 

	Identifier
	D0TZ29_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image50]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 287 aa,  Score= 821,  Eval= 8.50e-86, Identity= 51.92%, Similarity= 71.08%
Query len= 862 nt, pos= 1-286 aa (frame -3 of position 860-3 nt), Identity query= 51.86%, Alignment coverage query= 33.18%, Nb gaps query= 1
Subject len= 1369 aa, pos= 753-1038 aa , Identity subject= 10.88%, Alignment coverage subject= 20.89%, Nb gaps subject= 1

Q:         1 SNHNNAMAFHVGWSLSAIARSTEANVVVNWWADYHVPTLTNAYLELWQVENLPSHQVLPW 60
             | ||||+|| | |+||+ | +||||||||||+|+  | ||| | ||||   |||||+||+
S:       753 SAHNNALAFLVDWALSSKALATEANVVVNWWSDFQAPYLTNPYHELWQCNMLPSHQLLPY 812
Q:        61 EDKETPSTVSWPSNTPFPIHDAYSFTAHLHVQVARDTPAEVGRTFMGDGGSTANAQHFAA 120
              | + |+|++|| | | || ||+||  || |++|+| ||| || +||||||||||| |||
S:       813 HDVDNPATITWPDNCPLPISDAHSFANHLDVELAKDFPAEAGRYWMGDGGSTANAQFFAA 872
Q:       121 IGTLNGYRFEAAANTPAISLARWRQRHAYQFPVTPATQAPVWLAEPGSPFADFLSPGSLN 180
              |  +|+||+   |  |++| ||| |   | |  || | | |+ +  +||+||| |||+ 
S:       873 TGLSSGFRFQGHHNA-ALALLRWRNRSLSQLPQAPAAQEPSWMGDLSTPFSDFLLPGSIA 931
Q:       181 SHNVEANVSYSYGVTVNSDISALDRRFTSQLWFDAARQVPKRSLMINYVSPFPDRREFAS 240
             + |+  | +||+ +|  +  |  |+   ++|||+ |||+|+ || |+||||+|+|||  +
S:       932 TANISQNTAYSHAITAKAGTSQADQNHLARLWFNTARQLPRSSLAISYVSPYPERRELRT 991
Q:       241 LQDYSIIVWEK-ENAYAGMSLVPVDFSPVSMADYKPASNLTFPSLTR 286
             ||+|||+|||  +||++||||+| +||   |  + |+ +|  |+ +|
S:       992 LQEYSIVVWENGQNAFSGMSLMPANFSVQHMDAFLPSKDLKLPAFSR 1038
· Organism #3 / Result 51  next | previous | overview 
[Q] contig00459 vs [S] D0TZ29_9VIRU
	Query view (% Id)
	52 

	Subj. % Id
	20.53 

	Align % Id
	50.72 

	E-val
	2.97e-151 

	Query Identifier
	contig00459 

	Identifier
	D0TZ29_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image51]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 554 aa,  Score= 1389,  Eval= 3.00e-151, Identity= 50.72%, Similarity= 66.25%
Query len= 1621 nt, pos= 1-539 aa (frame -1 of position 1621-5 nt), Identity query= 52%, Alignment coverage query= 33.25%, Nb gaps query= 15
Subject len= 1369 aa, pos= 136-689 aa , Identity subject= 20.53%, Alignment coverage subject= 40.47%, Nb gaps subject= 0

Q:         1 LLLYSYGFLSFSQAEHFRNIQKFSDLPLSLRMSILRHRRSAILVRVSFQHVENVLAPSTT 60
             ||| ||| +| ||| |   + ||+||| |||  |||  || +||||  +||+++||    
S:       136 LLLTSYGLISPSQALHLSYVTKFTDLPKSLRDGILRDSRSHLLVRVYNRHVQSLLAQPLK 195
Q:        61 GSYELLSLRILLNSEAAYFATPYSTAESKPTMEFSTPSVPALGGARAVLTQLPTSARAAG 120
             | |||  || || |   +  |||+ || | +  +|+|++||||| | ||||| | ++| |
S:       196 GKYELAPLRCLLTSAQEFLTTPYTEAELKVSSAYSSPAIPALGGIRGVLTQLVTGSKATG 255
Q:       121 LSKKWSPQMYPTQAVDQRVVFDVTARGIKSLRENNFVRSFPENLPQPRQPTHFSELLTSI 180
             +| +| |  || +|+ ||+ +      | + | |+++||||+++  || | |||+ | |+
S:       256 ISNRWHPGHYPAKAISQRLNYRQVGTEIYTERPNDYIRSFPDHISPPRLPEHFSDSLKSV 315
Q:       181 LAGRLSTSTAPAANTVATQFNRSWQRQPIVDRTLAPQHAGLASVLEGIDYSKQSLAAAEQ 240
             +|||     +|||  |   | |+|  +|+ || |+ +  ||+ +|+|||||| ||  |++
S:       316 IAGRTRDGNSPAAQAVPVDFTRNWAPRPLNDRVLSARAEGLSGILQGIDYSKSSLRNADE 375
Q:       241 AVSINRFLDTRGNRIIPRWEADQWNRWSGITSLYSLGQSDRSYLQIAYRLLARYYFALLA 300
             |+||||+||||| +|+|||| ||||||||||||+++   ||+|| ||||||||+|+| | 
S:       376 ALSINRYLDTRGAKIVPRWEGDQWNRWSGITSLFTVAARDRNYLSIAYRLLARHYYATLV 435
Q:       301 EELPEMTPLVTTVGTNTTLTGLTTLLAPPAPPVPGQPIPLPVNPEAALFTQAAFSGLKTG 360
              +    || |    |  ||| ||  + |   |+||||  +  |||| ||| |||+||+ |
S:       436 ADNDWFTPTVMDESTPITLTPLTAEIPPLQLPIPGQPPQVVGNPEAPLFTAAAFNGLRNG 495
Q:       361 TAQLVDAEGLSEDELIELLSAIVPVESANIPL------------LSTAANPPETFFPGPT 408
             | | +|||||| +|| |||+|||| + ||||             +   ++    +| |||
S:       496 TKQFIDAEGLSLEELRELLAAIVPCDEANIPHVRYSRPADLVQEIKPGSSAYHRYFFGPT 555
Q:       409 RYTYDNKVNEVFIHFGNNAIP---DLAQLATEVHRIPHAAQILSVLRYLAMRHGAAQDID 465
             || | | |+|||||||||  |   ++| |+  ||  | |  |+|||||| |||||++|+|
S:       556 RYKYLNGVDEVFIHFGNNPAPTPAEMADLSAHVHAPPSAPAIMSVLRYLIMRHGASEDVD 615
Q:       466 DALEILMARVVLYTNSTQLRGLRNNAPVGEYINSDGHYEMHLPLAKTGSAYFDSFMVPHA 525
              |+|+|+||+|+|  +  ||||||| |   |||+||||  ||| ||| |||||+  +|  
S:       616 TAMELLIARIVMYHPNVGLRGLRNNVPQDRYINADGHYSFHLPRAKTASAYFDAQFLPAD 675
Q:       526 MTGDLPAFASLPAR 539
              |  |  | |  +|
S:       676 DTTRLNEFLSFSSR 689
· Organism #3 / Result 52  next | previous | overview 
[Q] contig00407 vs [S] D0TZ30_9VIRU
	Query view (% Id)
	47.26 

	Subj. % Id
	8.54 

	Align % Id
	50.68 

	E-val
	3.29e-52 

	Query Identifier
	contig00407 

	Identifier
	D0TZ30_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image52]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 221 aa,  Score= 530,  Eval= 3.30e-52, Identity= 50.68%, Similarity= 62.9%
Query len= 711 nt, pos= 17-237 aa (frame -1 of position 663-1 nt), Identity query= 47.26%, Alignment coverage query= 31.08%, Nb gaps query= 0
Subject len= 1311 aa, pos= 252-467 aa , Identity subject= 8.54%, Alignment coverage subject= 16.48%, Nb gaps subject= 5

Q:        17 LTASYPKNIGRAGGRVHLTLEMLLKTPLEPAQRALLLGFLKHRNAGNDFEQVFITTVALV 76
             | |+||+| ||||||+|| || +   ||    +||     ++||+ |||| || ||+ |+
S:       252 LIAAYPRNTGRAGGRIHLDLEDVFAVPLNNGTKALAATLERYRNS-NDFESVFATTLLLL 310
Q:        77 PFLEGPAGRDLTLFFLRNMPVICSLSTNQVAKWLKAAHAHARIFQCLPGLALPAITIQEI 136
             | ||  |  || ||||||   + +     + | ||| +   ||+| +||| |||  | ++
S:       311 PTLESKATPDLILFFLRNAEYLLATEFTTLVKRLKAINQFIRIYQRIPGLGLPAYNINQL 370
Q:       137 RMYGDLIYGLDSLVGRSELMKLDFTAELFMRTADPIRRAVPTLTRTSLGYELTLSEELYE 196
             | + | + ||| | |||||+ ||| ||| || |||  | || |     |+ || |  || 
S:       371 REFSDSLCGLDVLPGRSELLSLDFNAELLMRMADPAIRGVPVLE----GHSLTFSSSLYN 426
Q:       197 TYEDRAINTTFREVLPEKLNLESFEAWYARRMFWGASGGAP 237
              ||| ||  +| ++||  + || || || ||||| ||||+|
S:       427 QYEDVAIKQSFDDLLPPVVQLEPFEQWYNRRMFWAASGGSP 467
· Organism #3 / Result 53  next | previous | overview 
[Q] contig00169 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	36.45 

	Subj. % Id
	2.52 

	Align % Id
	50.65 

	E-val
	3.65e-18 

	Query Identifier
	contig00169 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image53]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 77 aa,  Score= 233,  Eval= 3.60e-18, Identity= 50.65%, Similarity= 76.62%
Query len= 321 nt, pos= 1-77 aa (frame -3 of position 319-89 nt), Identity query= 36.45%, Alignment coverage query= 23.99%, Nb gaps query= 0
Subject len= 1550 aa, pos= 768-844 aa , Identity subject= 2.52%, Alignment coverage subject= 4.97%, Nb gaps subject= 0

Q:         1 NKEKLLGKLTSKVKNIQPSYRVVRLMSYLSLTAHHQDVYDGIVYAITSSRAMMAMVKANG 60
             ++++||||+ +++||  | ||  ||+|||||||||+|+|+||   +| |  |+  +|  |
S:       768 DRDRLLGKMVTRIKNSDPRYRAKRLLSYLSLTAHHEDIYNGISRVLTRSSTMIRAIKQMG 827
Q:        61 LVIPSYEKVVRDWYNPT 77
             + ||+|+||+ |||+||
S:       828 VSIPTYQKVLSDWYHPT 844
· Organism #3 / Result 54  next | previous | overview 
[Q] contig00695 vs [S] D0TZ29_9VIRU
	Query view (% Id)
	46.45 

	Subj. % Id
	1.75 

	Align % Id
	48.98 

	E-val
	1.78e-4 

	Query Identifier
	contig00695 

	Identifier
	D0TZ29_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image54]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 49 aa,  Score= 115,  Eval= 1.80e-4, Identity= 48.98%, Similarity= 65.31%
Query len= 155 nt, pos= 3-51 aa (frame +1 of position 7-153 nt), Identity query= 46.45%, Alignment coverage query= 31.61%, Nb gaps query= 0
Subject len= 1369 aa, pos= 324-370 aa , Identity subject= 1.75%, Alignment coverage subject= 3.43%, Nb gaps subject= 2

Q:         3 NSQAAGASSVPTSFNRSWQRNPIIDRTLSPQHAGLASVLEGVDYSKQAL 51
             || || |  ||  | |+|   |+ || || +  ||+ +|+|+|||| +|
S:       324 NSPAAQA--VPVDFTRNWAPRPLNDRVLSARAEGLSGILQGIDYSKSSL 370
· Organism #3 / Result 55  next | previous | overview 
[Q] contig00400 vs [S] D0TZ29_9VIRU
	Query view (% Id)
	42.25 

	Subj. % Id
	2.19 

	Align % Id
	47.62 

	E-val
	1.99e-11 

	Query Identifier
	contig00400 

	Identifier
	D0TZ29_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image55]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 63 aa,  Score= 175,  Eval= 2.00e-11, Identity= 47.62%, Similarity= 73.02%
Query len= 213 nt, pos= 3-65 aa (frame +2 of position 8-196 nt), Identity query= 42.25%, Alignment coverage query= 29.58%, Nb gaps query= 0
Subject len= 1369 aa, pos= 212-274 aa , Identity subject= 2.19%, Alignment coverage subject= 4.6%, Nb gaps subject= 0

Q:         3 EYLSTPYSNAEPNPTMEFSTPSVPALGGARAVLTQLPTSARAAGLNKKWAPNLYPTQAVD 62
             |+|+|||+ ||   +  +|+|++||||| | ||||| | ++| |++ +| |  || +|+ 
S:       212 EFLTTPYTEAELKVSSAYSSPAIPALGGIRGVLTQLVTGSKATGISNRWHPGHYPAKAIS 271
Q:        63 QRV 65
             ||+
S:       272 QRL 274
· Organism #3 / Result 56  next | previous | overview 
[Q] contig00335 vs [S] D0TZ29_9VIRU
	Query view (% Id)
	46.69 

	Subj. % Id
	3.94 

	Align % Id
	47.37 

	E-val
	6.00e-21 

	Query Identifier
	contig00335 

	Identifier
	D0TZ29_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image56]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 114 aa,  Score= 257,  Eval= 6.00e-21, Identity= 47.37%, Similarity= 67.54%
Query len= 347 nt, pos= 1-114 aa (frame +2 of position 2-343 nt), Identity query= 46.69%, Alignment coverage query= 32.85%, Nb gaps query= 0
Subject len= 1369 aa, pos= 162-274 aa , Identity subject= 3.94%, Alignment coverage subject= 8.25%, Nb gaps subject= 1

Q:         1 PLSLRASILRSRRSAILVRVFPKHVESLLAPNTSEAHCSVISLRELLHSSDEYLSTPYST 60
             | |||  |||  || +||||+ +||+||||    +    +  || || |+ |+|+|||+ 
S:       162 PKSLRDGILRDSRSHLLVRVYNRHVQSLLA-QPLKGKYELAPLRCLLTSAQEFLTTPYTE 220
Q:        61 AEPNPTMEFSTPSVPALGGARAVLTQLPTSARAAGLNKKWAPTLYPTQAVDQRV 114
             ||   +  +|+|++||||| | ||||| | ++| |++ +| |  || +|+ ||+
S:       221 AELKVSSAYSSPAIPALGGIRGVLTQLVTGSKATGISNRWHPGHYPAKAISQRL 274
· Organism #3 / Result 57  next | previous | overview 
[Q] contig00555 vs [S] D0TZ32_9VIRU
	Query view (% Id)
	38.35 

	Subj. % Id
	13.31 

	Align % Id
	47.37 

	E-val
	1.58e-13 

	Query Identifier
	contig00555 

	Identifier
	D0TZ32_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image57]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query overhangs over the 5' region of this sequence.
Align len= 95 aa,  Score= 193,  Eval= 1.60e-13, Identity= 47.37%, Similarity= 55.79%
Query len= 352 nt, pos= 41-110 aa (frame -3 of position 230-21 nt), Identity query= 38.35%, Alignment coverage query= 19.89%, Nb gaps query= 25
Subject len= 338 aa, pos= 1-95 aa , Identity subject= 13.31%, Alignment coverage subject= 28.11%, Nb gaps subject= 0

Q:        41 MADMRQMFGGSTRDVQFGQVPGLEGKRLPVPGRNDTLTQLAAKMADLRKVFVF------- 93
             |||||||| |+|||| |  +||||   ||+| + |+||||+ || |||||          
S:         1 MADMRQMFAGATRDVSFNPIPGLENSYLPIPAKTDSLTQLSKKMGDLRKVVESGHSLAVA 60
Q:        94 -----------------CAEMG-AEREMYDAWRGG 110
                               |||| ||+| | ||+||
S:        61 TGMRGAAFDTVNPEEKAIAEMGVAEKEQYLAWKGG 95
· Organism #3 / Result 58  next | previous | overview 
[Q] contig00257 vs [S] D0TZ30_9VIRU
	Query view (% Id)
	45.8 

	Subj. % Id
	3.05 

	Align % Id
	46.51 

	E-val
	3.01e-12 

	Query Identifier
	contig00257 

	Identifier
	D0TZ30_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image58]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 86 aa,  Score= 182,  Eval= 3.00e-12, Identity= 46.51%, Similarity= 60.47%
Query len= 262 nt, pos= 1-86 aa (frame -3 of position 260-3 nt), Identity query= 45.8%, Alignment coverage query= 32.82%, Nb gaps query= 0
Subject len= 1311 aa, pos= 876-955 aa , Identity subject= 3.05%, Alignment coverage subject= 6.1%, Nb gaps subject= 6

Q:         1 IPSGEGKTTLAKEHPRLFIDHDVLIDRAKIRPQLERLTQDASRTNDWSKVNELVRSVVPK 60
             |||||||+||| ++| |||||| |+      ||   | + |+ +  |  +|  ++|+||+
S:       876 IPSGEGKSTLAAKYPTLFIDHDSLLG-----PQFHELLRVATMSGQWRALNSYLKSIVPE 930
Q:        61 NDSRTLLTWNEHTTPHDRLYTGGFLL 86
              | | ||||   | |  |   | |||
S:       931 -DPRILLTWGPATIPSSRGILGAFLL 955
· Organism #3 / Result 59  next | previous | overview 
[Q] contig00162 vs [S] D0TZ30_9VIRU
	Query view (% Id)
	31.42 

	Subj. % Id
	2.36 

	Align % Id
	46.27 

	E-val
	4.45e-8 

	Query Identifier
	contig00162 

	Identifier
	D0TZ30_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image59]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 67 aa,  Score= 146,  Eval= 4.50e-8, Identity= 46.27%, Similarity= 61.19%
Query len= 296 nt, pos= 5-71 aa (frame +2 of position 14-214 nt), Identity query= 31.42%, Alignment coverage query= 22.64%, Nb gaps query= 0
Subject len= 1311 aa, pos= 1037-1103 aa , Identity subject= 2.36%, Alignment coverage subject= 5.11%, Nb gaps subject= 0

Q:         5 ATSILRAAKTHVVDYESLRRFGVSGKTHIVDTALLKSALTAAYPASTISNALAKLGEDLH 64
             |+ ++| ||  ||||+||  +|   |   +| +|| | || | | | +||||||  ++| 
S:      1037 ASEVMRRAKVQVVDYQSLHLYGAGSKIDQLDQSLLTSGLTGALPKSLLSNALAKQAKELQ 1096
Q:        65 DYLETHT 71
              ||   |
S:      1097 HYLNQGT 1103
· Organism #3 / Result 60  next | previous | overview 
[Q] contig00134 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	39.78 

	Subj. % Id
	8.71 

	Align % Id
	43.13 

	E-val
	5.99e-71 

	Query Identifier
	contig00134 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image60]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 313 aa,  Score= 694,  Eval= 6.00e-71, Identity= 43.13%, Similarity= 62.94%
Query len= 1018 nt, pos= 23-335 aa (frame -3 of position 950-12 nt), Identity query= 39.78%, Alignment coverage query= 30.75%, Nb gaps query= 0
Subject len= 1550 aa, pos= 511-813 aa , Identity subject= 8.71%, Alignment coverage subject= 19.55%, Nb gaps subject= 10

Q:        23 KAEFLPPRKWQKGKVRTPVASMLPQYISQMVWSGVQNHRFRPFDTPVKIGLPINGTNLSK 82
             | | |||+|| + |||| + + |  ||   +|+   ||||    || |||+|+||  || 
S:       511 KGEALPPKKWMEDKVRTIIGTPLVHYIMTTIWNYEPNHRFAWVSTPTKIGMPLNGYWLSD 570
Q:        83 IYAQHEITGGIDGATHFAGDCSDFDSTVTGPILDVIKHIRKRGFKDHRSIKAISWLVDRN 142
             +| +|          ||||| | ||||++| +++++| +||+|++ ||    |  |+|  
S:       571 LYFRHSRC-----QHHFAGDMSSFDSTLSGKVIELVKAVRKKGYEHHRDHDRICNLIDVA 625
Q:       143 YDSIEKSLMVSSNTGEVYRKGSGLMTGHASTSADNSLAMVAVYALAWRKLTHMKADDFLK 202
             || +|  |+ +++||+||+||+|| |||+|||||||| +  +|  ||++|| + | +|+ 
S:       626 YDQLEHQLLNTTSTGQVYKKGTGLTTGHSSTSADNSLGIAILYLFAWKELTGLSAREFVH 685
Q:       203 YNTLSVYGDDHILSISKTAPISWTFPNIQAYLASCNITLREEVPTGGKGTKLESIPFLSK 262
             +| || |||||+||   | | +| | |||  +|   +  | |         |+|||||||
S:       686 FNELSDYGDDHVLSFLATKPAAWNFKNIQKVMARWGVENRLEA-----SGPLDSIPFLSK 740
Q:       263 MARKPNSEEINHFTKLGIEIPRWVISHDSEKLMGKMTAQLPNQNPLARAKRLQSYMYLCA 322
              +|+  +|+   | |  + +|+ |+ || ++|+|||  ++ | +|  ||||| ||+ | |
S:       741 FSRRLTAEDRAVFAKYQVPLPKRVVYHDRDRLLGKMVTRIKNSDPRYRAKRLLSYLSLTA 800
Q:       323 HNPEAYEALDSAL 335
             |+ + |  +   |
S:       801 HHEDIYNGISRVL 813
· Organism #3 / Result 61  next | previous | overview 
[Q] contig00497 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	29.54 

	Subj. % Id
	2.06 

	Align % Id
	42.67 

	E-val
	4.59e-5 

	Query Identifier
	contig00497 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image61]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 75 aa,  Score= 120,  Eval= 4.60e-5, Identity= 42.67%, Similarity= 54.67%
Query len= 325 nt, pos= 36-108 aa (frame +1 of position 106-324 nt), Identity query= 29.54%, Alignment coverage query= 22.46%, Nb gaps query= 2
Subject len= 1550 aa, pos= 1079-1153 aa , Identity subject= 2.06%, Alignment coverage subject= 4.84%, Nb gaps subject= 0

Q:        36 LITAKTGVGKSTTLVNYLHLENLAP--RMIIIVPRSNLVHSLTNYMNKKFGEKFTGLTAG 93
             |+ | || ||||+ + +| |   |   ++|+| ||| || ||  |+        || |||
S:      1079 LVQAGTGTGKSTSFIKHLSLVVGARYNKIIVIEPRSALVRSLVPYVRDTLLVDATGCTAG 1138
Q:        94 LQMDMRRPICYMTCQ 108
                |  | + ||| |
S:      1139 YDFDPTRKVWYMTPQ 1153
· Organism #3 / Result 62  next | previous | overview 
[Q] contig00659 vs [S] D0TZ30_9VIRU
	Query view (% Id)
	39.66 

	Subj. % Id
	1.75 

	Align % Id
	41.82 

	E-val
	7.33e-3 

	Query Identifier
	contig00659 

	Identifier
	D0TZ30_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image62]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 55 aa,  Score= 101,  Eval= 7.30e-3, Identity= 41.82%, Similarity= 54.55%
Query len= 174 nt, pos= 2-56 aa (frame +2 of position 5-169 nt), Identity query= 39.66%, Alignment coverage query= 31.61%, Nb gaps query= 0
Subject len= 1311 aa, pos= 242-296 aa , Identity subject= 1.75%, Alignment coverage subject= 4.2%, Nb gaps subject= 0

Q:         2 PHLTSVDKDVLLQAYPKNTGRAGGRIHLTLDALLRTKLTAPQRALLFGFLHGRNA 56
             | +|      |+ |||+||||||||||| |+ +    |    +||       ||+
S:       242 PLVTKATAPKLIAAYPRNTGRAGGRIHLDLEDVFAVPLNNGTKALAATLERYRNS 296
· Organism #3 / Result 63  next | previous | overview 
[Q] contig00432 vs [S] D0TZ30_9VIRU
	Query view (% Id)
	41.9 

	Subj. % Id
	20.90 

	Align % Id
	41.52 

	E-val
	1.21e-133 

	Query Identifier
	contig00432 

	Identifier
	D0TZ30_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image63]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 660 aa,  Score= 1238,  Eval= 1.20e-133, Identity= 41.52%, Similarity= 59.85%
Query len= 1962 nt, pos= 2-650 aa (frame +2 of position 5-1951 nt), Identity query= 41.9%, Alignment coverage query= 33.08%, Nb gaps query= 11
Subject len= 1311 aa, pos= 620-1270 aa , Identity subject= 20.9%, Alignment coverage subject= 49.66%, Nb gaps subject= 9

Q:         2 QKAARDIKQITSWVNAARHKTYLSDNDTHAVLEIKRSLQSGERATMWVNTLRNNVDHRIV 61
             ++|  ||  || || |||  |++||||   + ++ |||||||||| |+|||||+||| ||
S:       620 EEAVNDITTITKWVEAARSNTFISDNDAGNIAQVVRSLQSGERATSWINTLRNHVDHVIV 679
Q:        62 SLASEQLFGYDLAPDAGDKTGDDVFLTTRTVGDAVLMSALYNLCGAAGQAHKILLSYPQH 121
               ||  ||||+++|  | |||||||||  ++ ||+|  |+||||| |||  || +|||+ 
S:       680 QQASHNLFGYNVSPTQGYKTGDDVFLTVPSMQDALLTCAMYNLCGCAGQVSKIFVSYPEL 739
Q:       122 GGARGEFVRYAYDASANRVSGYPLRALAGVVHGEFFTEPVTNPADRGATLMQQFAKVARR 181
             ||+||||||| ||| +| | ||||||| |+||||+| +|+ +|||| ||+++|  |+|||
S:       740 GGSRGEFVRYGYDAGSNSVRGYPLRALTGLVHGEYFNDPIISPADRCATILEQSKKLARR 799
Q:       182 GVILPDALLDIMLDASVSLAYTDSKGKHRVTVPRQLIALPAALGGVGVTETANGMLHSET 241
             |+++|  ++  ++  + +| |++   | | ||| +|+ |||||||||||+  +  | + +
S:       800 GIVVPKPIVSRLISKNCTLTYSEGNRKIRTTVPPELVELPAALGGVGVTQDLDARLVTAS 859
Q:       242 PSV--LRQVNGSYAICVPSGEGKTTLARRYPSLFADHDDYADLNIKTLATEAKETGQYDK 299
              |+  |      +|||+||||||+||| +||+|| |||         |   |  +||+  
S:       860 SSLDTLGLPEQRWAICIPSGEGKSTLAAKYPTLFIDHDSLLGPQFHELLRVATMSGQWRA 919
Q:       300 LNLAWRRAPVPKH-KVLLTWHPSTVPHGMEILTACMLSKGTGLRANIANRAALRQAVKSN 358
             || ++ ++ ||+  ++|||| |+|+|    || | +|++ +|+||| ||| +++      
S:       920 LN-SYLKSIVPEDPRILLTWGPATIPSSRGILGAFLLARPSGIRANTANRKSIQDLATQG 978
Q:       359 LLSKEKLKVFNTMG----GLLAFVTQTAIERVDVVRSRTFAMVSNEDHNKIGSLPMLNVT 414
              |||+|| +          +|   ||  ++    +| |      ++|  ++   |     
S:       979 GLSKDKLIIAQNHAQRDRAILKLATQL-LKPGSKLRKRFV----DKDTGEVMRAPFFQFP 1033
Q:       415 PVGASSILRAAKTHVVDYDSLRRYGVSDKTQIVDTSLLKSALTAAYPSTVVSNALATLGK 474
              + || ++| ||  |||| ||  ||   |   +| ||| | || | | +++|||||   |
S:      1034 RLPASEVMRRAKVQVVDYQSLHLYGAGSKIDQLDQSLLTSGLTGALPKSLLSNALAKQAK 1093
Q:       475 DLHEYLSTHKIMPIRVAPLKLSTANTLQQLKTAYSRTIVHLHTSGGGF---VPAPRHSYN 531
             +|  ||+          |  |   +    +|    +    |     |    | || |+||
S:      1094 ELQHYLNQGTFS--YYVPPTLDDFHPQASIKAIAQQVRDQLRDYFAGVTARVAAPGHNYN 1151
Q:       532 SLVGLMRPAGFSNGAALALAISAPKPSKAPGKLGKLFSFLDIATAHGKTADALASAALLK 591
             |++ |++| |||+|| | |||++ || |  ||||+|+|   ||    +   |  +  +  
S:      1152 SMIALLQPLGFSDGAGLQLAITSQKPVKYAGKLGQLWSVFHIAMKP-RLVPAQQALRIDA 1210
Q:       592 YSQEVHAFYALSSKSEGAADSLFQYLSGNVSFFPP-AGGFPAEMLALARDLTLQHIETVH 650
             |+  +  |  ++  +      ++|||||+++ +|| |    +|+ ++ ||| |   |  |
S:      1211 YAATLQRFCNVNPATNEVHALIYQYLSGDLNLYPPSASHLSSELASVTRDLALMTFEARH 1270
· Organism #3 / Result 64  next | previous | overview 
[Q] contig00613 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	23.87 

	Subj. % Id
	13.94 

	Align % Id
	41.14 

	E-val
	1.32e-112 

	Query Identifier
	contig00613 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image64]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 525 aa,  Score= 1058,  Eval= 1.30e-112, Identity= 41.14%, Similarity= 59.24%
Query len= 2715 nt, pos= 376-900 aa (frame +3 of position 1128-2702 nt), Identity query= 23.87%, Alignment coverage query= 19.34%, Nb gaps query= 0
Subject len= 1550 aa, pos= 295-806 aa , Identity subject= 13.94%, Alignment coverage subject= 33.03%, Nb gaps subject= 13

Q:       376 FRSVFTSFSLEVTRKVNEVNVPGFVRKFPSYINRLDVQSTIDILRELGYPVGNSKVENPN 435
             |  +|    ++ |  |+++ +| ++|     + |  +  ++|+|||||+||     +|  
S:       295 FAGLFREKLMQATVFVSDLGLPHYIRG-TRPMTRQGLDESLDVLRELGWPVNVRTNDNVA 353
Q:       436 LNVAGGSYNDWIQSGTNFITGLHALKTYDFVEFNKFKREVQEYRRSDSYVNIDNELESVS 495
                    + +|+  ||++  |+  ||||     +  +    |+||++ | ++||||+| |
S:       354 EVTDRLGFREWLLCGTDWEQGIRNLKTYTDELLDDLRLHAVEFRRTEEYASLDNELKSTS 413
Q:       496 RYFNNKTVSIPKEEKVVDEVWELVKTIYEDSRITPIRSIYKKWKKNYNVGPFAPSEKTRK 555
             ||| +     |  |  +|+|| |||  ++ |++||   | + |+| | +| |      ||
S:       414 RYFRSPRYDFPDLE--LDDVWFLVKDTFQHSKLTPFNYIIQMWEKKYGLGAFF-----RK 466
Q:       556 DGGLKKMRRTEDIARHKNLTSYLNYWTRLYQNFPALSMISSAFYKSEALPEKKWKKNKVR 615
              |   |+ | + |     |  +   | | ++    +  +|+   | |||| ||| ++|||
S:       467 PGSKAKLSRRDFIKSIGGLKPFKQLWRRTFEYATVIVPVSAVSVKGEALPPKKWMEDKVR 526
Q:       616 TPIGSMLPQYLWQMVWSYEPNHRFKPNETPVQIGLPLTGFHLSRLFERHSKMNLHYAGDC 675
             | ||+ |  |+   +|+|||||||    || +||+|| |+ || |+ |||+   |+||| 
S:       527 TIIGTPLVHYIMTTIWNYEPNHRFAWVSTPTKIGMPLNGYWLSDLYFRHSRCQHHFAGDM 586
Q:       676 SEFDSTITKNVQNIIKSVRKKGFSRHRQFDMICEMIDINYDRLNESMIITPTTGNVYRKG 735
             | ||||++  |  ++|+|||||+  ||  | || +||+ ||+|   ++ | +|| ||+||
S:       587 SSFDSTLSGKVIELVKAVRKKGYEHHRDHDRICNLIDVAYDQLEHQLLNTTSTGQVYKKG 646
Q:       736 TGLTTGHASTSSDNSLALVSLYMAAWVNLTGLSAHEFKNFNELSCYGDDNLFSIAEGAPK 795
             |||||||+|||+|||| +  ||+ ||  |||||| || +||||| ||||++ |     | 
S:       647 TGLTTGHSSTSADNSLGIAILYLFAWKELTGLSAREFVHFNELSDYGDDHVLSFLATKPA 706
Q:       796 VWTFDNIRNILKDWGVTMNNEVPNVDPHDLTKLPFLSKFCRLSTVVEQEYFKEKLNMNAP 855
              | | ||+ ++  |||   | +    | |   +|||||| |  |  ++  |  |  +  |
S:       707 AWNFKNIQKVMARWGV--ENRLEASGPLD--SIPFLSKFSRRLTAEDRAVFA-KYQVPLP 761
Q:       856 KYIVYHNPDALLGKMRAPVLNRDPRYKITRVMSYLELCAHNEKAY 900
             | +|||+ | |||||   + | ||||+  |++||| | ||+|  |
S:       762 KRVVYHDRDRLLGKMVTRIKNSDPRYRAKRLLSYLSLTAHHEDIY 806
· Organism #3 / Result 65  next | previous | overview 
[Q] contig00217 vs [S] D0TZ30_9VIRU
	Query view (% Id)
	37.57 

	Subj. % Id
	5.26 

	Align % Id
	41.07 

	E-val
	1.21e-24 

	Query Identifier
	contig00217 

	Identifier
	D0TZ30_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image65]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 168 aa,  Score= 290,  Eval= 1.20e-24, Identity= 41.07%, Similarity= 57.74%
Query len= 551 nt, pos= 1-165 aa (frame +3 of position 3-497 nt), Identity query= 37.57%, Alignment coverage query= 29.95%, Nb gaps query= 3
Subject len= 1311 aa, pos= 838-1004 aa , Identity subject= 5.26%, Alignment coverage subject= 12.74%, Nb gaps subject= 1

Q:         1 LPAALGGVGVTETTSGMLDADDSVVSTT--MQDAFAICIPSGEGKTTLARRYPDLFIDHD 58
             |||||||||||+     |    | + |    +  +||||||||||+||| +|| ||||||
S:       838 LPAALGGVGVTQDLDARLVTASSSLDTLGLPEQRWAICIPSGEGKSTLAAKYPTLFIDHD 897
Q:        59 DCSTP-LHELKRKQALYTGQYDELNAAWRNVTYDRTKILLTWHPSTVPTGVKVLAAAMLV 117
                 |  ||| |  |  +||+  ||+  +++  +  +||||| |+|+|+   +| | +| 
S:       898 SLLGPQFHELLRV-ATMSGQWRALNSYLKSIVPEDPRILLTWGPATIPSSRGILGAFLLA 956
Q:       118 TGNGLRANKANRSALRQAVVNNLLGKKALRLYPNSRVMFAELTQLAIE 165
               +|+||| ||| +++       | |  | +  |       + +|| +
S:       957 RPSGIRANTANRKSIQDLATQGGLSKDKLIIAQNHAQRDRAILKLATQ 1004
· Organism #3 / Result 66  next | previous | overview 
[Q] contig00300 vs [S] D0TZ29_9VIRU
	Query view (% Id)
	32.23 

	Subj. % Id
	1.90 

	Align % Id
	40.00 

	E-val
	4.14e-6 

	Query Identifier
	contig00300 

	Identifier
	D0TZ29_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image66]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 65 aa,  Score= 129,  Eval= 4.10e-6, Identity= 40%, Similarity= 63.08%
Query len= 242 nt, pos= 16-80 aa (frame +3 of position 48-242 nt), Identity query= 32.23%, Alignment coverage query= 26.86%, Nb gaps query= 0
Subject len= 1369 aa, pos= 1004-1068 aa , Identity subject= 1.9%, Alignment coverage subject= 4.75%, Nb gaps subject= 0

Q:        16 RRTYAGMSLVPVDFSPVSMADYKPASNLTFPSLTRPSAVDSSDIAKNPRVASSKRAPRAA 75
             +  ++||||+| +||   |  + |+ +|  |+ +|| | | || +|+ ||  |   ||| 
S:      1004 QNAFSGMSLMPANFSVQHMDAFLPSKDLKLPAFSRPVAADISDSSKSARVTRSTPQPRAR 1063
Q:        76 ASDIL 80
             |+++|
S:      1064 AANVL 1068
· Organism #3 / Result 67  next | previous | overview 
[Q] contig00768 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	39.2 

	Subj. % Id
	1.68 

	Align % Id
	39.39 

	E-val
	7.15e-6 

	Query Identifier
	contig00768 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image67]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 66 aa,  Score= 127,  Eval= 7.10e-6, Identity= 39.39%, Similarity= 62.12%
Query len= 199 nt, pos= 1-66 aa (frame -2 of position 198-1 nt), Identity query= 39.2%, Alignment coverage query= 33.17%, Nb gaps query= 0
Subject len= 1550 aa, pos= 563-623 aa , Identity subject= 1.68%, Alignment coverage subject= 3.94%, Nb gaps subject= 5

Q:         1 INGTNLSKIYAQHEVTGGIDGATHFAGDCSDFDSTVTGPILDVIKHIRKRGFKDHRSIKA 60
             +||  || +| +|          ||||| | ||||++| +++++| +||+|++ ||    
S:       563 LNGYWLSDLYFRHSRC-----QHHFAGDMSSFDSTLSGKVIELVKAVRKKGYEHHRDHDR 617
Q:        61 ISWLVD 66
             |  |+|
S:       618 ICNLID 623
· Organism #3 / Result 68  next | previous | overview 
[Q] contig00767 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	39.2 

	Subj. % Id
	1.68 

	Align % Id
	39.39 

	E-val
	7.15e-6 

	Query Identifier
	contig00767 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image68]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 66 aa,  Score= 127,  Eval= 7.10e-6, Identity= 39.39%, Similarity= 62.12%
Query len= 199 nt, pos= 1-66 aa (frame -2 of position 198-1 nt), Identity query= 39.2%, Alignment coverage query= 33.17%, Nb gaps query= 0
Subject len= 1550 aa, pos= 563-623 aa , Identity subject= 1.68%, Alignment coverage subject= 3.94%, Nb gaps subject= 5

Q:         1 INGTNLSKIYAQHEVTGGIDGATHFAGDCSDFDSTVTGPILDVIKHIRKRGFKDHRSIKA 60
             +||  || +| +|          ||||| | ||||++| +++++| +||+|++ ||    
S:       563 LNGYWLSDLYFRHSRC-----QHHFAGDMSSFDSTLSGKVIELVKAVRKKGYEHHRDHDR 617
Q:        61 ISWLVD 66
             |  |+|
S:       618 ICNLID 623
· Organism #3 / Result 69  next | previous | overview 
[Q] contig00404 vs [S] D0TZ29_9VIRU
	Query view (% Id)
	29.3 

	Subj. % Id
	16.29 

	Align % Id
	37.80 

	E-val
	4.73e-100 

	Query Identifier
	contig00404 

	Identifier
	D0TZ29_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image69]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query overhangs over the 3' region of this sequence.
Align len= 590 aa,  Score= 949,  Eval= 4.70e-100, Identity= 37.8%, Similarity= 55.08%
Query len= 2283 nt, pos= 1-537 aa (frame -3 of position 2281-671 nt), Identity query= 29.3%, Alignment coverage query= 23.52%, Nb gaps query= 53
Subject len= 1369 aa, pos= 784-1369 aa , Identity subject= 16.29%, Alignment coverage subject= 42.8%, Nb gaps subject= 4

Q:         1 NDYHSPTLTNAYLELWQVECLPSHQVLPWDDRETPSTVSWPSNTPFPIHDAYSFSSHLHV 60
             +|+ +| ||| | ||||   |||||+||+ | + |+|++|| | | || ||+||++|| |
S:       784 SDFQAPYLTNPYHELWQCNMLPSHQLLPYHDVDNPATITWPDNCPLPISDAHSFANHLDV 843
Q:        61 QVARDTPAEVGRTFMGDGGAIANAQHFAAIGSVNGFRFEDAANAPKISIARWRQRHAFQF 120
             ++|+| ||| || +|||||+ |||| ||| |  +||||+   ||  +++ ||| |   | 
S:       844 ELAKDFPAEAGRYWMGDGGSTANAQFFAATGLSSGFRFQGHHNAA-LALLRWRNRSLSQL 902
Q:       121 PVAPASQAPVWMAEPGSPFADFLSPGSMNSHNVEANVAYSYGLTTADDVTTLDRRYTAQL 180
             | |||+| | || +  +||+||| |||+ + |+  | |||+ +|     +  |+ + |+|
S:       903 PQAPAAQEPSWMGDLSTPFSDFLLPGSIATANISQNTAYSHAITAKAGTSQADQNHLARL 962
Q:       181 WFDAARQVPKRSLMVNYVSPFPDRREFSSLQDYSIIVWEK-ENAYAGMSLVPVDFSPVSI 239
             ||+ |||+|+ || ++||||+|+|||  +||+|||+|||  +||++||||+| +||   +
S:       963 WFNTARQLPRSSLAISYVSPYPERRELRTLQEYSIVVWENGQNAFSGMSLMPANFSVQHM 1022
Q:       240 ADYKPAANLTFPSLTRPSAVDTSDIAKNPRVASSKRAPRAAASDILSRLKEFNSPAPTPP 299
               + |+ +|  |+ +|| | | || +|+ ||  |   ||| |+++| ++  |    |   
S:      1023 DAFLPSKDLKLPAFSRPVAADISDSSKSARVTRSTPQPRARAANVLEKINAFRRADPVNR 1082
Q:       300 SPGLSQREPA-AQLSYEAKYPVEESQVPADFRFYQPVVEEDRVHVEPADAPDAYDRLSKQ 358
             ||     |   | ||+||||||| ||+| +   +   ||+ |+ || + + +|     + 
S:      1083 SPDPDGIEGVTASLSHEAKYPVEMSQLPPNMNNFSTKVEDGRISVETSPSHEASLAALRD 1142
Q:       359 QLKLAIENNMQLLAKIQNSPILGELDLDAERKRREDFQKVESARNERIQRR----SSFVP 414
             +|| +   |  || +|+ | ++ +  |+  | +|   + | |  |  + |         |
S:      1143 ELKRSAAANAALLERIERSQLVPDFSLEHMRTQRP-VEAVASYPNRGLTRSPPRPQRHTP 1201
Q:       415 FGPTRP---RPVLTPRAPAAKR----------------PQVHGKLP------PSEVKHAP 449
               | ||   |  | | +|+  +                |  |  +|      |  +   |
S:      1202 RSPPRPEGNRNHLRPASPSQPQAAHCLLFPVAQVPTPDPNAHFGVPLRAHLQPEFLAQKP 1261
Q:       450 VEINDAAAEQVQRQIPQLGRPVSPRTITDPFAALKA-----------DKANPGTYYQKSS 498
             |  ||+|| +|||++|+ | |  |    |||  |             + +   |  | |+
S:      1262 VLPNDSAAYEVQRRVPKYGVPSFPAH--DPFKELSEYDPSAEHPQGLEVSRGHTQGQAST 1319
Q:       499 EDLAFDALGKE--QLPQAN-------FGHTGADVSV--QDGIATDSLAKN 537
              +|           ||          +|+   | +   |||+|   ||||
S:      1320 SELRLTGSSSRTNDLPPGTGTRITTPYGNNTTDQNAVAQDGLALTELAKN 1369
· Organism #3 / Result 70  next | previous | overview 
[Q] contig00529 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	36.04 

	Subj. % Id
	7.55 

	Align % Id
	36.22 

	E-val
	2.78e-54 

	Query Identifier
	contig00529 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image70]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 323 aa,  Score= 550,  Eval= 2.80e-54, Identity= 36.22%, Similarity= 56.35%
Query len= 974 nt, pos= 1-319 aa (frame +1 of position 1-957 nt), Identity query= 36.04%, Alignment coverage query= 32.75%, Nb gaps query= 4
Subject len= 1550 aa, pos= 612-928 aa , Identity subject= 7.55%, Alignment coverage subject= 20.45%, Nb gaps subject= 6

Q:         1 HRSIKAISWLVDRNYDSIEKSLMVSSNTGEVYRKGSGLMTGHASTSADNSLAMVAVYALA 60
             ||    |  |+|  || +|  |+ +++||+||+||+|| |||+|||||||| +  +|  |
S:       612 HRDHDRICNLIDVAYDQLEHQLLNTTSTGQVYKKGTGLTTGHSSTSADNSLGIAILYLFA 671
Q:        61 WRKLTHMKADDFLKYNTLSVYGDDHILSISKTAPISWTFPNIQAYLASCNITLREEVPTG 120
             |++|| + | +|+ +| || |||||+||   | | +| | |||  +|   +  | |    
S:       672 WKELTGLSAREFVHFNELSDYGDDHVLSFLATKPAAWNFKNIQKVMARWGVENRLEA--- 728
Q:       121 GTGTRLESIPFLSKMARKPNGEEVNHFTRLGIEVPRWVISHDSEKLMGKMTAQLPNQNPL 180
                  |+||||||| +|+   |+   | +  + +|+ |+ || ++|+|||  ++ | +| 
S:       729 --SGPLDSIPFLSKFSRRLTAEDRAVFAKYQVPLPKRVVYHDRDRLLGKMVTRIKNSDPR 786
Q:       181 ARAKRLQSYMYLCAHNPEAYEALDSALANLFRKYPKVAKELSKYTPTYDRVLRVWYDPKS 240
              ||||| ||+ | ||+ + |  +   |        +  |++    ||| +||  || | +
S:       787 YRAKRLLSYLSLTAHHEDIYNGISRVLTRSSTMI-RAIKQMGVSIPTYQKVLSDWYHPTT 845
Q:       241 APKEE--DTELPETDDG--VSTYGGLTLLDQLLNASAALPDYFNPIMKNNGWAKSIQQYA 296
                 +  |    | +|     +|| +| +|  |   + +||+ || + | |+ + +|  |
S:       846 HSVTDVFDEVAGEANDAGLAFSYGQVTWVDSFLGTLSMVPDFVNPAIFNFGYDRLLQVQA 905
Q:       297 GASIFWPNELIQQANHLVTDAQV 319
                + || | +   | + + +++
S:       906 RRWLSWPIEFLSAQNGVSSSSEL 928
· Organism #3 / Result 71  next | previous | overview 
[Q] contig00472 vs [S] D0TZ30_9VIRU
	Query view (% Id)
	36.22 

	Subj. % Id
	13.20 

	Align % Id
	35.97 

	E-val
	4.54e-76 

	Query Identifier
	contig00472 

	Identifier
	D0TZ30_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image71]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 481 aa,  Score= 740,  Eval= 4.50e-76, Identity= 35.97%, Similarity= 56.96%
Query len= 1433 nt, pos= 1-475 aa (frame +1 of position 1-1425 nt), Identity query= 36.22%, Alignment coverage query= 33.15%, Nb gaps query= 6
Subject len= 1311 aa, pos= 787-1263 aa , Identity subject= 13.2%, Alignment coverage subject= 36.38%, Nb gaps subject= 4

Q:         1 ATLIQQFAKVKRRGVHLPDSLLDAMLAKSTSLTYTRQGKKCRVTIPRDLIALPAALGGVG 60
             ||+++|  |+ |||+ +|  ++  +++|+ +|||+   +| | |+| +|+ |||||||||
S:       787 ATILEQSKKLARRGIVVPKPIVSRLISKNCTLTYSEGNRKIRTTVPPELVELPAALGGVG 846
Q:        61 VTETTSGMLGSEDSTVRTV--MRDAFAICIPSGEGKTTLARRYPELFVDHDDYSTPELEM 118
             ||+     | +  |++ |+      +||||||||||+||| +|| ||+|||    |+   
S:       847 VTQDLDARLVTASSSLDTLGLPEQRWAICIPSGEGKSTLAAKYPTLFIDHDSLLGPQFHE 906
Q:       119 KRRLALYTGQYDDLNAAWRKISYDKTKILLTWHPSTVPTGAKVLAAAMLINGNGLRANKA 178
               |+|  +||+  ||+  + |  +  +||||| |+|+|+   +| | +|   +|+||| |
S:       907 LLRVATMSGQWRALNSYLKSIVPEDPRILLTWGPATIPSSRGILGAFLLARPSGIRANTA 966
Q:       179 NRTALRQAVAQNLLGKKALRLYPDSRTMLAEIIQLAIGQVDIARSRTFAMVNKQNFNEIG 238
             || +++    |  | |  | +  +       |++||   +          |+|    |+ 
S:       967 NRKSIQDLATQGGLSKDKLIIAQNHAQRDRAILKLATQLLKPGSKLRKRFVDKDT-GEVM 1025
Q:       239 SLPMLRIEPVGATSILRAAKTHVVDYESLRRFGVSGKTHIVDTALLKSALTAAYPASTIS 298
               |  +   + |+ ++| ||  ||||+||  +|   |   +| +|| | || | | | +|
S:      1026 RAPFFQFPRLPASEVMRRAKVQVVDYQSLHLYGAGSKIDQLDQSLLTSGLTGALPKSLLS 1085
Q:       299 NALAKLGEDLHDYLEKHTIKPIKIAPIDP-KVKSAFPLLRQAYLKTLENYTAVNPGYVAA 357
             |||||  ++|  || + |        +|    +++   + |     | +| |     |||
S:      1086 NALAKQAKELQHYLNQGTFSYYVPPTLDDFHPQASIKAIAQQVRDQLRDYFAGVTARVAA 1145
Q:       358 PRHSYNSIVGLMRPTGFSNGAALALAISAPAPSGAPGKLGKLFSFLHIALARGKVSDAAA 417
             | |+|||++ |++| |||+|| | |||++  |    ||||+|+|  |||+ + ++  |  
S:      1146 PGHNYNSMIALLQPLGFSDGAGLQLAITSQKPVKYAGKLGQLWSVFHIAM-KPRLVPAQQ 1204
Q:       418 SDSVGKYSQEVRRMYAL--AKNAPHAADNLYDYLSGNVSFFPPKGGY-PAEMLALARDLA 474
             +  +  |+  ++|   +  | |  ||   +| ||||+++ +||   +  +|+ ++ ||||
S:      1205 ALRIDAYAATLQRFCNVNPATNEVHAL--IYQYLSGDLNLYPPSASHLSSELASVTRDLA 1262
Q:       475 L 475
             |
S:      1263 L 1263
· Organism #3 / Result 72  next | previous | overview 
[Q] contig00135 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	36.08 

	Subj. % Id
	6.13 

	Align % Id
	35.85 

	E-val
	5.69e-38 

	Query Identifier
	contig00135 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image72]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 265 aa,  Score= 408,  Eval= 5.70e-38, Identity= 35.85%, Similarity= 53.96%
Query len= 790 nt, pos= 3-263 aa (frame +1 of position 7-789 nt), Identity query= 36.08%, Alignment coverage query= 33.04%, Nb gaps query= 4
Subject len= 1550 aa, pos= 362-607 aa , Identity subject= 6.13%, Alignment coverage subject= 15.87%, Nb gaps subject= 19

Q:         3 RPWWIGRSDWKTHLPMFKSFVQEELEDFRKLKELPVFKHSYTFGTIDSQLESISRYF--- 59
             | | +  +||+  +   |++  | |+| |       |+ +  + ++|++|+| ||||   
S:       362 REWLLCGTDWEQGIRNLKTYTDELLDDLR--LHAVEFRRTEEYASLDNELKSTSRYFRSP 419
Q:        60 -YDSPISMTLNKDDYDIVWDLVKNIYAGSKLAPISEIYRKWDKKMNVGVFSSSEEKFTKY 118
              || |    |  ||   || |||+ +  ||| | + | + |+||  +| |      | | 
S:       420 RYDFP---DLELDD---VWFLVKDTFQHSKLTPFNYIIQMWEKKYGLGAF------FRKP 467
Q:       119 GTAKKMPRWEYIRKMGGHKQVISQWYAFFKNYPRMENFAQFFTKAEFLPPRKWQKGKVRT 178
             |+  |+ | ++|+ +|| |     |   |+    +   +    | | |||+|| + ||||
S:       468 GSKAKLSRRDFIKSIGGLKPFKQLWRRTFEYATVIVPVSAVSVKGEALPPKKWMEDKVRT 527
Q:       179 PVASMLPQYISQMVWSGVQNHRFRPFDTPVKIGLPINGTNLSKIYAQHEVTGGIDGATHF 238
              + + |  ||   +|+   ||||    || |||+|+||  || +| +|          ||
S:       528 IIGTPLVHYIMTTIWNYEPNHRFAWVSTPTKIGMPLNGYWLSDLYFRHSRC-----QHHF 582
Q:       239 AGDCSDFDSTVTGPILDVIKHVRKR 263
             ||| | ||||++| +++++| |||+
S:       583 AGDMSSFDSTLSGKVIELVKAVRKK 607
· Organism #3 / Result 73  next | previous | overview 
[Q] contig00712 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	32.18 

	Subj. % Id
	2.19 

	Align % Id
	34.69 

	E-val
	3.67e-10 

	Query Identifier
	contig00712 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image73]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 98 aa,  Score= 164,  Eval= 3.70e-10, Identity= 34.69%, Similarity= 52.04%
Query len= 317 nt, pos= 8-105 aa (frame +1 of position 22-315 nt), Identity query= 32.18%, Alignment coverage query= 30.91%, Nb gaps query= 0
Subject len= 1550 aa, pos= 464-561 aa , Identity subject= 2.19%, Alignment coverage subject= 6.32%, Nb gaps subject= 0

Q:         8 FTKYGTAKKMPRWEYIRKMGGHKHVISQWYAFFKNYPRMENFAQFFTKAEFLPPRKWQKG 67
             | | |+  |+ | ++|+ +|| |     |   |+    +   +    | | |||+|| + 
S:       464 FRKPGSKAKLSRRDFIKSIGGLKPFKQLWRRTFEYATVIVPVSAVSVKGEALPPKKWMED 523
Q:        68 KVRTPVASMLPQYVSQMVWSGVQNHRFRPFDTPVKIGL 105
             |||| + + |  |+   +|+   ||||    || |||+
S:       524 KVRTIIGTPLVHYIMTTIWNYEPNHRFAWVSTPTKIGM 561
· Organism #3 / Result 74  next | previous | overview 
[Q] contig00451 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	27.78 

	Subj. % Id
	15.16 

	Align % Id
	34.46 

	E-val
	1.01e-106 

	Query Identifier
	contig00451 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image74]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 682 aa,  Score= 1007,  Eval= 1.00e-106, Identity= 34.46%, Similarity= 54.4%
Query len= 2538 nt, pos= 1-668 aa (frame -1 of position 2538-535 nt), Identity query= 27.78%, Alignment coverage query= 26.32%, Nb gaps query= 14
Subject len= 1550 aa, pos= 686-1356 aa , Identity subject= 15.16%, Alignment coverage subject= 43.29%, Nb gaps subject= 11

Q:         1 FNELSCFGDDHVLSFLATKPAIWTPTNIYKTMLRWGLTNNLEVM-KLEDIEFLSKKGRKA 59
             ||||| +|||||||||||||| |   || | | |||+ | ||    |+ | ||||  |+ 
S:       686 FNELSDYGDDHVLSFLATKPAAWNFKNIQKVMARWGVENRLEASGPLDSIPFLSKFSRRL 745
Q:        60 TVPEVSWLKSLGLNNVRFLVWHNKEKLLGKLTSKVKNIQPSYRVIRLMSYLSLTAHHQDV 119
             |  + +      +   + +|+|++++||||+ +++||  | ||  ||+|||||||||+|+
S:       746 TAEDRAVFAKYQVPLPKRVVYHDRDRLLGKMVTRIKNSDPRYRAKRLLSYLSLTAHHEDI 805
Q:       120 YDGIVHAITSSRAMMAMVKANGLVIPTYEKVVRDWYNPT--AAPDLKGDLIEEDENFLRG 177
             |+||   +| |  |+  +|  |+ ||||+||+ |||+||  +  |+  ++  |  +    
S:       806 YNGISRVLTRSSTMIRAIKQMGVSIPTYQKVLSDWYHPTTHSVTDVFDEVAGEAND---A 862
Q:       178 QHIVEYGSTNAMDSIVGALSMLPDLLSPVLFNYGYAKALQVFLLPRLSWVIDFMSSANKT 237
                  ||    +|| +| |||+|| ++| +||+|| + |||     ||| |+|+|+ |  
S:       863 GLAFSYGQVTWVDSFLGTLSMVPDFVNPAIFNFGYDRLLQVQARRWLSWPIEFLSAQNGV 922
Q:       238 SAVGALQYQLSKTPYRWVEVPLFVPGASFANKSSLLARHWMFMLYMSVRPTMKTGAFLNM 297
             |+   |+  + |+ |  + | +|       + || |||||+++ +     +    ++|+ 
S:       923 SSSSELRSMIGKSCYSSLIVDVFSQAFEPTSASSHLARHWVYLFWFWSSRSAARSSWLSG 982
Q:       298 IINRIGILQFVINGKLFNEQKDAVFSLDQVLVCALLSFIDIPDWFSALDVLLLPDLQLGV 357
             |  ++  +|| +|| +  |     + |  + | |  | |    + + +  ++|| + | +
S:       983 ITYKLNQVQFTLNGTINAEFAVIGWKLADLCVIAACSLIPPTPFLAPICDIMLPRVDLLI 1042
Q:       358 DLLTHFLLVTVWASVPPNFRELTQSLRSMSGTNGHLAVSAPTATGKSTAMVQHIHNTIGH 417
             + +    +   | +||||++|+|  +| +    | | | | | |||||+ ++|+   +| 
S:      1043 NTIVGVFIGLFWTNVPPNYKEVTHLVRQLPSMRGPLLVQAGTGTGKSTSFIKHLSLVVGA 1102
Q:       418 KYRKIIVIEPRSALVIGLTEYMSDNFGLSCSGSTSGLTLDKSKKVYYMTAQ-SLMAHSEL 476
             +| ||||||||||||  |  |+ |   +  +| |+|   | ++||+||| | +++ |   
S:      1103 RYNKIIVIEPRSALVRSLVPYVRDTLLVDATGCTAGYDFDPTRKVWYMTPQEAILRHRHT 1162
Q:       477 LEPTNFFVLDEAHIDEDFY-VLTRSLLTKLKLPRLFVSATLTESIKKQAWRVVDIPMASI 535
              +  |  |+|| |+ |  | |+   | ++  |  ++++|| +    +|    |++ +|++
S:      1163 FDRGNLIVVDECHLGEAAYRVIQPFLKSQSHLDSIYLTATPSAFNFEQCEASVELNIANV 1222
Q:       536 WSVSSLHESLDLSKVKPGTVGDILISQ---AVQTANALGANEKAIFFLPMKSHCDRAVEM 592
             |     | ++|    +   ||  |       +     |    | + | | |       + 
S:      1223 W-----HVAVDHPVSRAAEVGAYLKDYRALVLDCLRGLPRISKVLVFYPSKEGAISFADS 1277
Q:       593 CRKPSGAIHSGVGVPKVFDRSVYFVTDIVDVGITIPGLTYV------WTSSVAKMHMGFY 646
               +|   ++||         ||   | + | |+||| +  |      +|++   + + + 
S:      1278 IDRPVSFLNSG---SHDTTGSVILSTSVADAGLTIPAVDLVVSPCLDYTTTGFGLEVTYA 1334
Q:       647 KITDAQIGQRRGRTGRTNNGVF 668
              +   || ||+||||||||| |
S:      1335 LLNQMQIKQRQGRTGRTNNGRF 1356
· Organism #3 / Result 75  next | previous | overview 
[Q] contig00059 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	32.47 

	Subj. % Id
	2.97 

	Align % Id
	33.33 

	E-val
	1.51e-11 

	Query Identifier
	contig00059 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image75]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 138 aa,  Score= 176,  Eval= 1.50e-11, Identity= 33.33%, Similarity= 52.17%
Query len= 425 nt, pos= 5-138 aa (frame +3 of position 15-416 nt), Identity query= 32.47%, Alignment coverage query= 31.53%, Nb gaps query= 4
Subject len= 1550 aa, pos= 369-492 aa , Identity subject= 2.97%, Alignment coverage subject= 8%, Nb gaps subject= 14

Q:         5 SDWKTHLPMFKSFVQEELEDFRKLKELPVFKHSYTFGTIDSQLESISRYF----YDSPVA 60
             +||+  +   |++  | |+| |       |+ +  + ++|++|+| ||||    || |  
S:       369 TDWEQGIRNLKTYTDELLDDLRL--HAVEFRRTEEYASLDNELKSTSRYFRSPRYDFP-- 424
Q:        61 MTLNKDDYDIVWDLVKNIYSGSKLAPISEIYRKWDKKMNVGVFSSSEEKFTKYGTAKKMP 120
               |  ||   || |||+ +  ||| | + | + |+||  +| |      | | |+  |+ 
S:       425 -DLELDD---VWFLVKDTFQHSKLTPFNYIIQMWEKKYGLGAF------FRKPGSKAKLS 474
Q:       121 RWEYIRKMGGHKQVITQW 138
             | ++|+ +|| |     |
S:       475 RRDFIKSIGGLKPFKQLW 492
· Organism #3 / Result 76  next | previous | overview 
[Q] contig00336 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	32.24 

	Subj. % Id
	1.48 

	Align % Id
	33.33 

	E-val
	2.69e+0 

	Query Identifier
	contig00336 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image76]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 69 aa,  Score= 79,  Eval= 2.70e+0, Identity= 33.33%, Similarity= 47.83%
Query len= 214 nt, pos= 1-69 aa (frame +1 of position 1-207 nt), Identity query= 32.24%, Alignment coverage query= 32.24%, Nb gaps query= 0
Subject len= 1550 aa, pos= 1304-1357 aa , Identity subject= 1.48%, Alignment coverage subject= 3.48%, Nb gaps subject= 15

Q:         1 DVGITIDGLALVVTKDIQFKGSKKVTWECAESHCGMSATYTRHDYERLSPSLLTQRKGRT 60
             | |+||  + |||+  + +            +  |+  ||       |+   + ||+|||
S:      1304 DAGLTIPAVDLVVSPCLDY----------TTTGFGLEVTYAL-----LNQMQIKQRQGRT 1348
Q:        61 GRTTNGEFV 69
             ||| || ||
S:      1349 GRTNNGRFV 1357
· Organism #3 / Result 77  next | previous | overview 
[Q] contig00015 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	30.17 

	Subj. % Id
	2.32 

	Align % Id
	33.33 

	E-val
	5.93e-8 

	Query Identifier
	contig00015 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image77]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 108 aa,  Score= 145,  Eval= 5.90e-8, Identity= 33.33%, Similarity= 53.7%
Query len= 358 nt, pos= 15-118 aa (frame +2 of position 44-355 nt), Identity query= 30.17%, Alignment coverage query= 29.05%, Nb gaps query= 4
Subject len= 1550 aa, pos= 362-461 aa , Identity subject= 2.32%, Alignment coverage subject= 6.45%, Nb gaps subject= 8

Q:        15 RSWWIGRSDWKTHLPMFKSFVQEELEDFRKLKELPVFKHSYTFGTIDSQLESISRYF--- 71
             | | +  +||+  +   |++  | |+| |       |+ +  + ++|++|+| ||||   
S:       362 REWLLCGTDWEQGIRNLKTYTDELLDDLRL--HAVEFRRTEEYASLDNELKSTSRYFRSP 419
Q:        72 -YDSPISMTLNKDDYDIVWDLVKNIYAGSRLAPISEIYRKWDKKMNVG 118
              || |    |  ||   || |||+ +  |+| | + | + |+||  +|
S:       420 RYDFP---DLELDD---VWFLVKDTFQHSKLTPFNYIIQMWEKKYGLG 461
· Organism #3 / Result 78  next | previous | overview 
[Q] contig00526 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	30.17 

	Subj. % Id
	2.32 

	Align % Id
	33.33 

	E-val
	7.74e-8 

	Query Identifier
	contig00526 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image78]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 108 aa,  Score= 144,  Eval= 7.70e-8, Identity= 33.33%, Similarity= 53.7%
Query len= 358 nt, pos= 15-118 aa (frame -2 of position 315-4 nt), Identity query= 30.17%, Alignment coverage query= 29.05%, Nb gaps query= 4
Subject len= 1550 aa, pos= 362-461 aa , Identity subject= 2.32%, Alignment coverage subject= 6.45%, Nb gaps subject= 8

Q:        15 RPWWIGRSDWKTHLPMFKSFVQEELEDFRKLKELPVFKHSYTFGTIDSQLESISRYF--- 71
             | | +  +||+  +   |++  | |+| |       |+ +  + ++|++|+| ||||   
S:       362 REWLLCGTDWEQGIRNLKTYTDELLDDLRL--HAVEFRRTEEYASLDNELKSTSRYFRSP 419
Q:        72 -YDSPISMTLNKDDYDIVWDLVKNIYAGSRLAPISEIYRKWDKKMNVG 118
              || |    |  ||   || |||+ +  |+| | + | + |+||  +|
S:       420 RYDFP---DLELDD---VWFLVKDTFQHSKLTPFNYIIQMWEKKYGLG 461
· Organism #3 / Result 79  next | previous | overview 
[Q] contig00735 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	27.03 

	Subj. % Id
	6.45 

	Align % Id
	32.79 

	E-val
	2.30e-42 

	Query Identifier
	contig00735 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image79]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 305 aa,  Score= 448,  Eval= 2.30e-42, Identity= 32.79%, Similarity= 53.44%
Query len= 1110 nt, pos= 2-301 aa (frame -3 of position 1105-206 nt), Identity query= 27.03%, Alignment coverage query= 27.03%, Nb gaps query= 5
Subject len= 1550 aa, pos= 667-965 aa , Identity subject= 6.45%, Alignment coverage subject= 19.29%, Nb gaps subject= 6

Q:         2 VYALAWRKLTHMKADDFLKYNTLSVYGDDHILSISKTAPISWTFPNIQAYLSSCNITLRE 61
             +|  ||++|| + | +|+ +| || |||||+||   | | +| | |||  ++   +  | 
S:       667 LYLFAWKELTGLSAREFVHFNELSDYGDDHVLSFLATKPAAWNFKNIQKVMARWGVENRL 726
Q:        62 EVPTGGKGTKLESIPFLSKMARKPNSEEVNHFTRLGIEVPRWVISHDSEKLMGKMTAQLP 121
             |         |+||||||| +|+  +|+   | +  + +|+ |+ || ++|+|||  ++ 
S:       727 EA-----SGPLDSIPFLSKFSRRLTAEDRAVFAKYQVPLPKRVVYHDRDRLLGKMVTRIK 781
Q:       122 NQNPLARAKRLQSYMYLCAHNPEAYEALDSALANLFRKYPKVAKELSKYTPTYDRVLRVW 181
             | +|  ||||| ||+ | ||+ + |  +   |        +  |++    ||| +||  |
S:       782 NSDPRYRAKRLLSYLSLTAHHEDIYNGISRVLTRSSTMI-RAIKQMGVSIPTYQKVLSDW 840
Q:       182 YDPKSAPKEE--DTELPEADDG--VSTYGGLTLFDQLLNASAALPDYFNPIMKNNGWAKS 237
             | | +    +  |    ||+|     +|| +|  |  |   + +||+ || + | |+ + 
S:       841 YHPTTHSVTDVFDEVAGEANDAGLAFSYGQVTWVDSFLGTLSMVPDFVNPAIFNFGYDRL 900
Q:       238 IQQYAGASIFWPNELIQQANHLVTDAQVATSMRKSCYSFL-EHRGTVPFSGATRLTLLVR 296
             +|  |   + || | +   | + + +++ + + ||||| |     +  |   +  + | |
S:       901 LQVQARRWLSWPIEFLSAQNGVSSSSELRSMIGKSCYSSLIVDVFSQAFEPTSASSHLAR 960
Q:       297 HWIFV 301
             ||+++
S:       961 HWVYL 965
· Organism #3 / Result 80  next | previous | overview 
[Q] contig00247 vs [S] D0TZ30_9VIRU
	Query view (% Id)
	28 

	Subj. % Id
	1.60 

	Align % Id
	31.82 

	E-val
	7.47e-3 

	Query Identifier
	contig00247 

	Identifier
	D0TZ30_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image80]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 66 aa,  Score= 101,  Eval= 7.50e-3, Identity= 31.82%, Similarity= 53.03%
Query len= 225 nt, pos= 12-74 aa (frame -3 of position 190-2 nt), Identity query= 28%, Alignment coverage query= 28%, Nb gaps query= 3
Subject len= 1311 aa, pos= 196-261 aa , Identity subject= 1.6%, Alignment coverage subject= 5.03%, Nb gaps subject= 0

Q:        12 LLKDFPKAQVLVCVHYGHISYAIRSTILQNELNMYRSAYKNNTRQ---LTSSDKTALLDA 68
             |   ||+| +|  |+  |+ | +| ++|+ ||  |      ++|    +| +    |+ |
S:       196 LSSSFPRANILAVVYPDHVQYCVRRSMLETELGYYEMLTYGHSRGQPLVTKATAPKLIAA 255
Q:        69 YPKNAG 74
             ||+| |
S:       256 YPRNTG 261
· Organism #3 / Result 81  next | previous | overview 
[Q] contig00500 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	25.4 

	Subj. % Id
	5.48 

	Align % Id
	31.48 

	E-val
	1.33e-22 

	Query Identifier
	contig00500 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image81]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 270 aa,  Score= 277,  Eval= 1.30e-22, Identity= 31.48%, Similarity= 47.78%
Query len= 1004 nt, pos= 57-314 aa (frame -1 of position 836-63 nt), Identity query= 25.4%, Alignment coverage query= 25.7%, Nb gaps query= 12
Subject len= 1550 aa, pos= 144-401 aa , Identity subject= 5.48%, Alignment coverage subject= 16.65%, Nb gaps subject= 12

Q:        57 SLPPELQDAIGDGIAST---GSYLWSEMILSLEKVVEGPQ-SILISTGAFFFLLKWAPVS 112
             +|| + |  |||   ||    |+ || +|   + +  ||   +++   |    |      
S:       144 ALPAQWQAVIGDFPMSTDELASWSWSYLIDFADWMTCGPAVGVVMFDMAVLARLFALHRL 203
Q:       113 IWKSFRRVYLLQFFVFMLLWHLKIEHVQVLFFNFVKLFVFLSKHFNEQDIGLFFEWASWR 172
              ++  +||  |    | |+|    | +    |      + +|        |   ||  ||
S:       204 SFRLAKRVIFLSALAFSLIWAASPEFLLGCAFALDHFIMLVSS-------GTLGEWLRWR 256
Q:       173 LTSVATSIAAWATALNSEVAKYHSKSIS--GGSSK---LISHFKNFTMQGALFISDLGLP 227
             || +    | ||  +++   ||   +    ||  +       |+   ||  +|+||||||
S:       257 LTHLVVVCAVWALDVSTVSRKYTPVAFGQLGGRGRHRNFAGLFREKLMQATVFVSDLGLP 316
Q:       228 SFVRRRFNPEVTTRALEESLSIMKELGWPINVSIAE--PEKVDGFSLSLFKEWVLCGSDL 285
              ++|      +| + |+||| +++|||||+||   +   |  |      |+||+|||+| 
S:       317 HYIRG--TRPMTRQGLDESLDVLRELGWPVNVRTNDNVAEVTDRLG---FREWLLCGTDW 371
Q:       286 KTGIHNCKTYVDKDLLHIK-SALVYRRTEE 314
             + || | ||| |+ |  ++  |+ +|||||
S:       372 EQGIRNLKTYTDELLDDLRLHAVEFRRTEE 401
· Organism #3 / Result 82  next | previous | overview 
[Q] contig00245 vs [S] D0TZ30_9VIRU
	Query view (% Id)
	31.63 

	Subj. % Id
	2.36 

	Align % Id
	31.31 

	E-val
	3.53e-5 

	Query Identifier
	contig00245 

	Identifier
	D0TZ30_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image82]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 99 aa,  Score= 121,  Eval= 3.50e-5, Identity= 31.31%, Similarity= 56.57%
Query len= 294 nt, pos= 1-98 aa (frame -1 of position 294-1 nt), Identity query= 31.63%, Alignment coverage query= 33.33%, Nb gaps query= 1
Subject len= 1311 aa, pos= 1166-1263 aa , Identity subject= 2.36%, Alignment coverage subject= 7.48%, Nb gaps subject= 1

Q:         1 AALALAISAPAPSGAPGKLGKLFSFLHIALAQGKVSDAAASDSVGKYSQEVRRLYALAQN 60
             | | |||++  |    ||||+|+|  |||+ + ++  |  +  +  |+  ++|   +   
S:      1166 AGLQLAITSQKPVKYAGKLGQLWSVFHIAM-KPRLVPAQQALRIDAYAATLQRFCNVNPA 1224
Q:        61 SPSAADNLYDYLSGNVSFFPPKGGY-PAEMLALARDLAL 98
             +      +| ||||+++ +||   +  +|+ ++ |||||
S:      1225 TNEVHALIYQYLSGDLNLYPPSASHLSSELASVTRDLAL 1263
· Organism #3 / Result 83  next | previous | overview 
[Q] contig00611 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	22.47 

	Subj. % Id
	11.03 

	Align % Id
	30.70 

	E-val
	6.04e-63 

	Query Identifier
	contig00611 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image83]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 557 aa,  Score= 629,  Eval= 6.00e-63, Identity= 30.7%, Similarity= 49.91%
Query len= 2283 nt, pos= 15-562 aa (frame -2 of position 2240-597 nt), Identity query= 22.47%, Alignment coverage query= 24%, Nb gaps query= 9
Subject len= 1550 aa, pos= 823-1354 aa , Identity subject= 11.03%, Alignment coverage subject= 34.32%, Nb gaps subject= 25

Q:        15 LQYMRSRLYSYDQVMERFYSSST-SVRDPEDRDF-EDFDPNDVIEYGSMTMLDYIFNYLS 72
             ++ |   + +| +|+  +|  +| || |  |    |  |      || +| +|     ||
S:       823 IKQMGVSIPTYQKVLSDWYHPTTHSVTDVFDEVAGEANDAGLAFSYGQVTWVDSFLGTLS 882
Q:        73 VVPDVLNPSIKNVGFGRTAQRALGPMMTWPKELLIKSNNVYSEGHLTALMKSSCYD--FI 130
             +||| +||+| | |+ |  |      ++|| | |   | | |   | +++  |||    +
S:       883 MVPDFVNPAIFNFGYDRLLQVQARRWLSWPIEFLSAQNGVSSSSELRSMIGKSCYSSLIV 942
Q:       131 EDRSLTSSTLTTTSLLMRHWLFLFFKIDSEKYNPLAWLDWVLMKIASLQFIINGKVQTKY 190
             +  |      + +| | |||++||+   |      +||  +  |+  +|| +|| +  ++
S:       943 DVFSQAFEPTSASSHLARHWVYLFWFWSSRSAARSSWLSGITYKLNQVQFTLNGTINAEF 1002
Q:       191 RNYSFPVWNLLLIGLLNVIVVPDVKFVMTSENIDAALGQSILMFSIPDLSYWMGRIYNLL 250
                 + + +| +|   ++|  |   |+             |    +| +   +  |  + 
S:      1003 AVIGWKLADLCVIAACSLI--PPTPFLAP-----------ICDIMLPRVDLLINTIVGVF 1049
Q:       251 VNMIWDQVPPNFKNLQYL--EQPEHHGKVHLVVAGTGTGKSTTMILYLQNALGPLFKKII 308
             + + |  ||||+| + +|  + |   | + || |||||||||+ | +|   +|  + |||
S:      1050 IGLFWTNVPPNYKEVTHLVRQLPSMRGPL-LVQAGTGTGKSTSFIKHLSLVVGARYNKII 1108
Q:       309 VVEPRSKVVKGLVQYTK-TIGLESSGLTSGMKLDEREKVWYMTAQELILNPQW-LDKENL 366
             |+|||| +|+ || | + |+ ++++| |+|   |   |||||| || ||  +   |+ ||
S:      1109 VIEPRSALVRSLVPYVRDTLLVDATGCTAGYDFDPTRKVWYMTPQEAILRHRHTFDRGNL 1168
Q:       367 FVLDECHIDELPYQVVKSMLTTTPNLTVILATATPDQKEKDASFTVTEIELPKIYNTEVK 426
              |+||||+ |  |+|++  | +  +|  |  ||||     +      |+ +  +++  | 
S:      1169 IVVDECHLGEAAYRVIQPFLKSQSHLDSIYLTATPSAFNFEQCEASVELNIANVWHVAV- 1227
Q:       427 SYNMDRPIKVGAHDWRNRYLGIVSEIMSQYRTPEKFLIFINDKSDLEIFSKLIKGKGIFL 486
              + + |  +|||+     |  +| + +       | |+|   |     |+  |     ||
S:      1228 DHPVSRAAEVGAY--LKDYRALVLDCLRGLPRISKVLVFYPSKEGAISFADSIDRPVSFL 1285
Q:       487 SSETEEVDLSEDCDFIVTTAVCDVAITIPGVTVVITPNFVRNVNHDADG-STKPVFTRIP 545
             +| + +   |     |++|+| |  +||| | +|++|     +++   |   +  +  + 
S:      1286 NSGSHDTTGS----VILSTSVADAGLTIPAVDLVVSPC----LDYTTTGFGLEVTYALLN 1337
Q:       546 PSTLKQRMGRTGRTNNG 562
                +||| |||||||||
S:      1338 QMQIKQRQGRTGRTNNG 1354
· Organism #3 / Result 84  next | previous | overview 
[Q] contig00757 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	31.15 

	Subj. % Id
	9.81 

	Align % Id
	30.28 

	E-val
	1.46e-53 

	Query Identifier
	contig00757 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image84]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 502 aa,  Score= 546,  Eval= 1.50e-53, Identity= 30.28%, Similarity= 48.21%
Query len= 1464 nt, pos= 2-487 aa (frame -3 of position 1459-2 nt), Identity query= 31.15%, Alignment coverage query= 33.2%, Nb gaps query= 16
Subject len= 1550 aa, pos= 667-1153 aa , Identity subject= 9.81%, Alignment coverage subject= 31.42%, Nb gaps subject= 15

Q:         2 VYALAWRKLTHMKADDFLKYNTLSVYGDDHILSISKTAPISWTFPNIQAYLSSCNITLRE 61
             +|  ||++|| + | +|+ +| || |||||+||   | | +| | |||  ++   +  | 
S:       667 LYLFAWKELTGLSAREFVHFNELSDYGDDHVLSFLATKPAAWNFKNIQKVMARWGVENRL 726
Q:        62 EVPTGGKGTKLESIPFLSKMARKPNSEEVNQFTRLGIEVPRWVISHDSEKLMGKMTAQLP 121
             |         |+||||||| +|+  +|+   | +  + +|+ |+ || ++|+|||  ++ 
S:       727 EA-----SGPLDSIPFLSKFSRRLTAEDRAVFAKYQVPLPKRVVYHDRDRLLGKMVTRIK 781
Q:       122 NQNPLARAKRLQSYMYLCAHNPEAYEALESALANLFRKYPKVAKELSKYTPTYDRVLRVW 181
             | +|  ||||| ||+ | ||+ + |  +   |        +  |++    ||| +||  |
S:       782 NSDPRYRAKRLLSYLSLTAHHEDIYNGISRVLTRSSTMI-RAIKQMGVSIPTYQKVLSDW 840
Q:       182 YDPKSAPKEE--DTELPESDDG--VSTYGGLTLLDLLLNASAALPDYFNPIMKNNGWAKS 237
             | | +    +  |    |++|     +|| +| +|  |   + +||+ || + | |+ + 
S:       841 YHPTTHSVTDVFDEVAGEANDAGLAFSYGQVTWVDSFLGTLSMVPDFVNPAIFNFGYDRL 900
Q:       238 IQQYAGASIFWPNELIQQANHLVTDAQVATSMRKSCYSFL-EHRGTVPFSGATRLTLLVR 296
             +|  |   + || | +   | + + +++ + + ||||| |     +  |   +  + | |
S:       901 LQVQARRWLSWPIEFLSAQNGVSSSSELRSMIGKSCYSSLIVDVFSQAFEPTSASSHLAR 960
Q:       297 HWIFVLCM-PSKAKYFLSFLEDIDMVSSQIARWNFVLFAKDTYKLESASLSLKELLLVYV 355
             ||+++     |++    |+|  |    +|+    | |      +       | +| ++  
S:       961 HWVYLFWFWSSRSAARSSWLSGITYKLNQV---QFTLNGTINAEFAVIGWKLADLCVIAA 1017
Q:       356 LSWVV-IPFDVPVWFSRLSLPDITETFSKAIEAAWNQVWVRVPVAF-------RALGQMR 407
              | +   ||  |+    + || +    +  +       |  ||  +       | |  ||
S:      1018 CSLIPPTPFLAPI--CDIMLPRVDLLINTIVGVFIGLFWTNVPPNYKEVTHLVRQLPSMR 1075
Q:       408 EDHLNKWLITAKTGVGKSTTLVNYLHLENLAP--RMIIIVPRSNLVHSLTNYMNKKFGEK 465
                    |+ | || ||||+ + +| |   |   ++|+| ||| || ||  |+       
S:      1076 ----GPLLVQAGTGTGKSTSFIKHLSLVVGARYNKIIVIEPRSALVRSLVPYVRDTLLVD 1131
Q:       466 FTGLTVGLQMDMRRPICYMTCQ 487
              || | |   |  | + ||| |
S:      1132 ATGCTAGYDFDPTRKVWYMTPQ 1153
· Organism #3 / Result 85  next | previous | overview 
[Q] contig00196 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	29.02 

	Subj. % Id
	3.61 

	Align % Id
	29.32 

	E-val
	1.33e-19 

	Query Identifier
	contig00196 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image85]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 191 aa,  Score= 247,  Eval= 1.30e-19, Identity= 29.32%, Similarity= 51.31%
Query len= 579 nt, pos= 1-191 aa (frame +2 of position 2-574 nt), Identity query= 29.02%, Alignment coverage query= 32.99%, Nb gaps query= 0
Subject len= 1550 aa, pos= 886-1076 aa , Identity subject= 3.61%, Alignment coverage subject= 12.32%, Nb gaps subject= 0

Q:         1 DLLSPVLFNYGYAKALQVFLLPRLSWIIDFMSSANKTSAVGALQYQLSKTPYRWVEVPLF 60
             | ++| +||+|| + |||     ||| |+|+|+ |  |+   |+  + |+ |  + | +|
S:       886 DFVNPAIFNFGYDRLLQVQARRWLSWPIEFLSAQNGVSSSSELRSMIGKSCYSSLIVDVF 945
Q:        61 VPGSSFANKSSLLARHWVYMLYMSCRPTMKSGAFLNMVINRIGILQFIINGKLFNEQKDA 120
                    + || |||||||+ +     +    ++|+ +  ++  +|| +|| +  |    
S:       946 SQAFEPTSASSHLARHWVYLFWFWSSRSAARSSWLSGITYKLNQVQFTLNGTINAEFAVI 1005
Q:       121 VFSLDQVVVCALLSFIDIPDWFQSVDVVMLPDLQLAVDLITHFLLVTVWASVPPNFRELT 180
              + |  + | |  | |    +   +  +||| + | ++ |    +   | +||||++|+|
S:      1006 GWKLADLCVIAACSLIPPTPFLAPICDIMLPRVDLLINTIVGVFIGLFWTNVPPNYKEVT 1065
Q:       181 QSLRSISGTDG 191
               +| +    |
S:      1066 HLVRQLPSMRG 1076
· Organism #3 / Result 86  next | previous | overview 
[Q] contig00352 vs [S] D0TZ29_9VIRU
	Query view (% Id)
	31.32 

	Subj. % Id
	5.55 

	Align % Id
	29.23 

	E-val
	1.16e-15 

	Query Identifier
	contig00352 

	Identifier
	D0TZ29_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image86]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 260 aa,  Score= 215,  Eval= 1.20e-15, Identity= 29.23%, Similarity= 44.23%
Query len= 728 nt, pos= 2-229 aa (frame +1 of position 4-687 nt), Identity query= 31.32%, Alignment coverage query= 31.32%, Nb gaps query= 32
Subject len= 1369 aa, pos= 1041-1294 aa , Identity subject= 5.55%, Alignment coverage subject= 18.55%, Nb gaps subject= 6

Q:         2 AVDVSDVARNPRVASSKRAPRAAASDILNRFKEFNAPPPPEPTTRLELNEPPAAQLSYEA 61
             | |+|| +++ ||  |   ||| |+++| +   |    |   +   +  |   | ||+||
S:      1041 AADISDSSKSARVTRSTPQPRARAANVLEKINAFRRADPVNRSPDPDGIEGVTASLSHEA 1100
Q:        62 KYPVEEAQVPGDFKYYQPVVDNDRVHVEPADAPDAYDRLSKQQLKLAIENNMQLLAKIQN 121
             ||||| +|+| +   +   |++ |+ || + + +|     + +|| +   |  || +|+ 
S:      1101 KYPVEMSQLPPNMNNFSTKVEDGRISVETSPSHEASLAALRDELKRSAAANAALLERIER 1160
Q:       122 SPILGELDLDAERKRQDEFRQLEASRN----------ARIQRRSSYVPFGPSRPRPVLSP 171
             | ++ +  |+  | +    | +||  +           | || +   |  |   |  | |
S:      1161 SQLVPDFSLEHMRTQ----RPVEAVASYPNRGLTRSPPRPQRHTPRSPPRPEGNRNHLRP 1216
Q:       172 RS----------------VPNKPPLVHGKLPANE------VKHAPVEVNDAAAEQVQREV 209
              |                ||   |  |  +|         +   ||  ||+|| +||| |
S:      1217 ASPSQPQAAHCLLFPVAQVPTPDPNAHFGVPLRAHLQPEFLAQKPVLPNDSAAYEVQRRV 1276
Q:       210 RSLGRPVPSPSTLDPFATLA 229
                |  |||    |||  |+
S:      1277 PKYG--VPSFPAHDPFKELS 1294
· Organism #3 / Result 87  next | previous | overview 
[Q] contig00447 vs [S] Q5GHF6_9VIRU
	Query view (% Id)
	29.93 

	Subj. % Id
	5.48 

	Align % Id
	28.43 

	E-val
	2.03e-15 

	Query Identifier
	contig00447 

	Identifier
	Q5GHF6_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image87]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 299 aa,  Score= 214,  Eval= 2.00e-15, Identity= 28.43%, Similarity= 44.15%
Query len= 852 nt, pos= 1-283 aa (frame -2 of position 851-3 nt), Identity query= 29.93%, Alignment coverage query= 33.22%, Nb gaps query= 16
Subject len= 1550 aa, pos= 858-1145 aa , Identity subject= 5.48%, Alignment coverage subject= 18.58%, Nb gaps subject= 11

Q:         1 EADDG--VSTYGGLTLLDQLLNASAALPDYFNPIMKNNGWAKSVQQYAGSSIFWPNELIQ 58
             ||+|     +|| +| +|  |   + +||+ || + | |+ + +|  |   + || | + 
S:       858 EANDAGLAFSYGQVTWVDSFLGTLSMVPDFVNPAIFNFGYDRLLQVQARRWLSWPIEFLS 917
Q:        59 QANHLVTDAQVATSMRKSCYSFL-EHRGTVPFSGATRLTLLIRHWIFVLCM-PSKTKYFL 116
               | + + +++ + + ||||| |     +  |   +  + | |||+++     |++    
S:       918 AQNGVSSSSELRSMIGKSCYSSLIVDVFSQAFEPTSASSHLARHWVYLFWFWSSRSAARS 977
Q:       117 SFLEDIDMASSQIARWNFVLFAKDTYKLESATLSLKELFLVYVLSWVVIP---FDVPSWF 173
             |+|  |    +|+    | |    |   | | +  |   |  + +  +||   |  |   
S:       978 SWLSGITYKLNQV---QFTL--NGTINAEFAVIGWKLADLCVIAACSLIPPTPFLAP--I 1030
Q:       174 SRLSLPDVTETFSKAIEAAWNQVWVRVPVAF-------RALGQMREDNLDKWLITAKTGV 226
               + || |    +  +       |  ||  +       | |  ||       |+ | || 
S:      1031 CDIMLPRVDLLINTIVGVFIGLFWTNVPPNYKEVTHLVRQLPSMR----GPLLVQAGTGT 1086
Q:       227 GKSTTLVNYLHLENLAP--RMIIIVPRSNLVHSLTSYMNKKFGDKFTGLTAGLQMDMRR 283
             ||||+ + +| |   |   ++|+| ||| || ||  |+        || |||   |  |
S:      1087 GKSTSFIKHLSLVVGARYNKIIVIEPRSALVRSLVPYVRDTLLVDATGCTAGYDFDPTR 1145
· Organism #3 / Result 88  next | previous | overview 
[Q] Contig00198 vs [S] D0TZ29_9VIRU
	Query view (% Id)
	36 

	Subj. % Id
	43.54 

	Align % Id
	43.95 

	E-val
	3.83e-305 

	Identifier
	D0TZ29_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 

	Organism
	Fusarium graminearum 



[image: image88]
· See all subjects mapped to this query 

· See all queries mapped to this subject 

Your query overhangs over the 3' region of this sequence.

Align len= 1356 aa,  Score= 2721,  Eval= 3.80e-305, Identity= 43.95%, Similarity= 60.47%

Query len= 4967 nt, pos= 281-1568 aa (frame +1 of position 841-4704 nt), Identity query= 36%, Alignment coverage query= 25.93%, Nb gaps query= 68

Subject len= 1369 aa, pos= 26-1369 aa , Identity subject= 43.54%, Alignment coverage subject= 98.17%, Nb gaps subject= 12


Q:       281 AQINRGSNLDSSFTAGVNYSGNLSSVSKADLLVHAQHSKNEQFSFVFLSRWQRFCTAIIA 340

             + | +  |||+   + +| |   |  + +| |  +    +  |||| | |+  | +  ++
S:        26 SSIGKDGNLDNQ-ASHLNDSAVPSRPAFSDKLSASFSWCSFPFSFVVL-RFLFFLSFTVS 83

Q:       341 FFTSFVALFEREIYSVFLSPHLLILRSNIAQQTVSPALYNFPSRHTYHMLGYRWSCIPLL 400

              | ||     |  | +        | |  ++   + ||  |    + + | +  +|||||

S:        84 SFFSF-----RLRYFISFVTCASPLSSRNSRPRRASALA-FGRSDSINFLAHYTTCIPLL 137

Q:       401 LYSYGFLSFSQAEHFRNIQKFSDLPLSLRMSILRHRRSAILVRVSFQHVENVLAPSTTGS 460

             | ||| +| ||| |   + ||+||| |||  |||  || +||||  +||+++||    | 
S:       138 LTSYGLISPSQALHLSYVTKFTDLPKSLRDGILRDSRSHLLVRVYNRHVQSLLAQPLKGK 197

Q:       461 YELLSLRILLNSEAAYFATPYSTAESKPTMEFSTPSVPALGGARAVLTQLPTSARAAGLS 520

             |||  || || |   +  |||+ || | +  +|+|++||||| | ||||| | ++| |+|

S:       198 YELAPLRCLLTSAQEFLTTPYTEAELKVSSAYSSPAIPALGGIRGVLTQLVTGSKATGIS 257

Q:       521 KKWSPQMYPTQAVDQRVVFDVTARGIKSLRENNFVRSFPENLPQPRQPTHFSELLTSILA 580

              +| |  || +|+ ||+ +      | + | |+++||||+++  || | |||+ | |++|

S:       258 NRWHPGHYPAKAISQRLNYRQVGTEIYTERPNDYIRSFPDHISPPRLPEHFSDSLKSVIA 317

Q:       581 GRLSTSTAPAANTVATQFNRSWQRQPIVDRTLAPQHAGLASVLEGIDYSKQSLAAAEQAV 640

             ||     +|||  |   | |+|  +|+ || |+ +  ||+ +|+|||||| ||  |++|+
S:       318 GRTRDGNSPAAQAVPVDFTRNWAPRPLNDRVLSARAEGLSGILQGIDYSKSSLRNADEAL 377

Q:       641 SINRFLDTRGNRIIPRWEADQWNRWSGITSLYSLGQSDRSYLQIAYRLLARYYFALLAEE 700

             ||||+||||| +|+|||| ||||||||||||+++   ||+|| ||||||||+|+| |  +
S:       378 SINRYLDTRGAKIVPRWEGDQWNRWSGITSLFTVAARDRNYLSIAYRLLARHYYATLVAD 437

Q:       701 LPEMTPLVTTVGTNTTLTGLTTLLAPPAPPVPGQPIPLPVNPEAALFTQAAFSGLKTGTA 760

                 || |    |  ||| ||  + |   |+||||  +  |||| ||| |||+||+ || 
S:       438 NDWFTPTVMDESTPITLTPLTAEIPPLQLPIPGQPPQVVGNPEAPLFTAAAFNGLRNGTK 497

Q:       761 QLVDAEGLSEDELIELLSAIVPVESANIPL------------LSTAANPPETFFPGPTRY 808

             | +|||||| +|| |||+|||| + ||||             +   ++    +| |||||

S:       498 QFIDAEGLSLEELRELLAAIVPCDEANIPHVRYSRPADLVQEIKPGSSAYHRYFFGPTRY 557

Q:       809 TYDNKVNEVFIHFGNNAIP---DLAQLATEVHRIPHAAQILSVLRYLAMRHGAAQDIDDA 865

              | | |+|||||||||  |   ++| |+  ||  | |  |+|||||| |||||++|+| |

S:       558 KYLNGVDEVFIHFGNNPAPTPAEMADLSAHVHAPPSAPAIMSVLRYLIMRHGASEDVDTA 617

Q:       866 LEILMARVVLYTNSTQLRGLRNNAPVGEYINSDGHYEMHLPLAKTGSAYFDSFMVPHAMT 925

             +|+|+||+|+|  +  ||||||| |   |||+||||  ||| ||| |||||+  +|   |

S:       618 MELLIARIVMYHPNVGLRGLRNNVPQDRYINADGHYSFHLPRAKTASAYFDAQFLPADDT 677

Q:       926 GDLPAFASLPARSVINNGVLFAQARAAALNWAAAAWSMSGRSWVNSPGRENNSYVRNHID 985

               |  | |  +| ++|+||||||||| ||||| ||+|| || | |||| | |+||+ |+|

S:       678 TRLNEFLSFSSRELVNSGVLFAQARATALNWATAAYSMYGRQWTNSPGTETNTYVKMHVD 737

Q:       986 VFLRKYSSDILNLWTSNHNNALAFHVGWSLSATARSTEANVVVNWWNDYHSPTLTNAYLE 1045

              +||||+++ ||+| | ||||||| | |+||+ | +||||||||||+|+ +| ||| | |

S:       738 TWLRKYAAEPLNVWASAHNNALAFLVDWALSSKALATEANVVVNWWSDFQAPYLTNPYHE 797

Q:      1046 LWQVECLPSHQVLPWDDRETPSTVSWPSNTPFPIHDAYSFSSHLHVQVARDTPAEVGRTF 1105

             |||   |||||+||+ | + |+|++|| | | || ||+||++|| |++|+| ||| || +
S:       798 LWQCNMLPSHQLLPYHDVDNPATITWPDNCPLPISDAHSFANHLDVELAKDFPAEAGRYW 857

Q:      1106 MGDGGAIANAQHFAAIGSVNGFRFEDAANAPKISIARWRQRHAFQFPVAPASQAPVWMAE 1165

             |||||+ |||| ||| |  +||||+   ||  +++ ||| |   | | |||+| | || +
S:       858 MGDGGSTANAQFFAATGLSSGFRFQGHHNAA-LALLRWRNRSLSQLPQAPAAQEPSWMGD 916

...

· Organism #3 / Result 89  next | previous | overview 
[Q] Contig00341 vs [S] D0TZ29_9VIRU
	Query view (% Id)
	27.11 

	Subj. % Id
	43.54 

	Align % Id
	43.95 

	E-val
	5.14e-305 

	Identifier
	D0TZ29_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 

	Organism
	Fusarium graminearum 



[image: image89]
· See all subjects mapped to this query 

· See all queries mapped to this subject 

Your query overhangs over the 3' region of this sequence.

Align len= 1356 aa,  Score= 2721,  Eval= 5.10e-305, Identity= 43.95%, Similarity= 60.47%

Query len= 6595 nt, pos= 281-1568 aa (frame +1 of position 841-4704 nt), Identity query= 27.11%, Alignment coverage query= 19.53%, Nb gaps query= 68

Subject len= 1369 aa, pos= 26-1369 aa , Identity subject= 43.54%, Alignment coverage subject= 98.17%, Nb gaps subject= 12


Q:       281 AQINRGSNLDSSFTAGVNYSGNLSSVSKADLLVHAQHSKNEQFSFVFLSRWQRFCTAIIA 340

             + | +  |||+   + +| |   |  + +| |  +    +  |||| | |+  | +  ++
S:        26 SSIGKDGNLDNQ-ASHLNDSAVPSRPAFSDKLSASFSWCSFPFSFVVL-RFLFFLSFTVS 83

Q:       341 FFTSFVALFEREIYSVFLSPHLLILRSNIAQQTVSPALYNFPSRHTYHMLGYRWSCIPLL 400

              | ||     |  | +        | |  ++   + ||  |    + + | +  +|||||

S:        84 SFFSF-----RLRYFISFVTCASPLSSRNSRPRRASALA-FGRSDSINFLAHYTTCIPLL 137

Q:       401 LYSYGFLSFSQAEHFRNIQKFSDLPLSLRMSILRHRRSAILVRVSFQHVENVLAPSTTGS 460

             | ||| +| ||| |   + ||+||| |||  |||  || +||||  +||+++||    | 
S:       138 LTSYGLISPSQALHLSYVTKFTDLPKSLRDGILRDSRSHLLVRVYNRHVQSLLAQPLKGK 197

Q:       461 YELLSLRILLNSEAAYFATPYSTAESKPTMEFSTPSVPALGGARAVLTQLPTSARAAGLS 520

             |||  || || |   +  |||+ || | +  +|+|++||||| | ||||| | ++| |+|

S:       198 YELAPLRCLLTSAQEFLTTPYTEAELKVSSAYSSPAIPALGGIRGVLTQLVTGSKATGIS 257

Q:       521 KKWSPQMYPTQAVDQRVVFDVTARGIKSLRENNFVRSFPENLPQPRQPTHFSELLTSILA 580

              +| |  || +|+ ||+ +      | + | |+++||||+++  || | |||+ | |++|

S:       258 NRWHPGHYPAKAISQRLNYRQVGTEIYTERPNDYIRSFPDHISPPRLPEHFSDSLKSVIA 317

Q:       581 GRLSTSTAPAANTVATQFNRSWQRQPIVDRTLAPQHAGLASVLEGIDYSKQSLAAAEQAV 640

             ||     +|||  |   | |+|  +|+ || |+ +  ||+ +|+|||||| ||  |++|+
S:       318 GRTRDGNSPAAQAVPVDFTRNWAPRPLNDRVLSARAEGLSGILQGIDYSKSSLRNADEAL 377

Q:       641 SINRFLDTRGNRIIPRWEADQWNRWSGITSLYSLGQSDRSYLQIAYRLLARYYFALLAEE 700

             ||||+||||| +|+|||| ||||||||||||+++   ||+|| ||||||||+|+| |  +
S:       378 SINRYLDTRGAKIVPRWEGDQWNRWSGITSLFTVAARDRNYLSIAYRLLARHYYATLVAD 437

Q:       701 LPEMTPLVTTVGTNTTLTGLTTLLAPPAPPVPGQPIPLPVNPEAALFTQAAFSGLKTGTA 760

                 || |    |  ||| ||  + |   |+||||  +  |||| ||| |||+||+ || 
S:       438 NDWFTPTVMDESTPITLTPLTAEIPPLQLPIPGQPPQVVGNPEAPLFTAAAFNGLRNGTK 497

Q:       761 QLVDAEGLSEDELIELLSAIVPVESANIPL------------LSTAANPPETFFPGPTRY 808

             | +|||||| +|| |||+|||| + ||||             +   ++    +| |||||

S:       498 QFIDAEGLSLEELRELLAAIVPCDEANIPHVRYSRPADLVQEIKPGSSAYHRYFFGPTRY 557

Q:       809 TYDNKVNEVFIHFGNNAIP---DLAQLATEVHRIPHAAQILSVLRYLAMRHGAAQDIDDA 865

              | | |+|||||||||  |   ++| |+  ||  | |  |+|||||| |||||++|+| |

S:       558 KYLNGVDEVFIHFGNNPAPTPAEMADLSAHVHAPPSAPAIMSVLRYLIMRHGASEDVDTA 617

Q:       866 LEILMARVVLYTNSTQLRGLRNNAPVGEYINSDGHYEMHLPLAKTGSAYFDSFMVPHAMT 925

             +|+|+||+|+|  +  ||||||| |   |||+||||  ||| ||| |||||+  +|   |

S:       618 MELLIARIVMYHPNVGLRGLRNNVPQDRYINADGHYSFHLPRAKTASAYFDAQFLPADDT 677

Q:       926 GDLPAFASLPARSVINNGVLFAQARAAALNWAAAAWSMSGRSWVNSPGRENNSYVRNHID 985

               |  | |  +| ++|+||||||||| ||||| ||+|| || | |||| | |+||+ |+|

S:       678 TRLNEFLSFSSRELVNSGVLFAQARATALNWATAAYSMYGRQWTNSPGTETNTYVKMHVD 737

Q:       986 VFLRKYSSDILNLWTSNHNNALAFHVGWSLSATARSTEANVVVNWWNDYHSPTLTNAYLE 1045

              +||||+++ ||+| | ||||||| | |+||+ | +||||||||||+|+ +| ||| | |

S:       738 TWLRKYAAEPLNVWASAHNNALAFLVDWALSSKALATEANVVVNWWSDFQAPYLTNPYHE 797

Q:      1046 LWQVECLPSHQVLPWDDRETPSTVSWPSNTPFPIHDAYSFSSHLHVQVARDTPAEVGRTF 1105

             |||   |||||+||+ | + |+|++|| | | || ||+||++|| |++|+| ||| || +
S:       798 LWQCNMLPSHQLLPYHDVDNPATITWPDNCPLPISDAHSFANHLDVELAKDFPAEAGRYW 857

Q:      1106 MGDGGAIANAQHFAAIGSVNGFRFEDAANAPKISIARWRQRHAFQFPVAPASQAPVWMAE 1165

             |||||+ |||| ||| |  +||||+   ||  +++ ||| |   | | |||+| | || +
S:       858 MGDGGSTANAQFFAATGLSSGFRFQGHHNAA-LALLRWRNRSLSQLPQAPAAQEPSWMGD 916

...

 
Organism #4: Cryphonectria hypovirus
· Organism #4 / Result 90  next | previous | overview 
[Q] contig00286 vs [S] Q9QDE1_9VIRU
	Query view (% Id)
	81.73 

	Subj. % Id
	2.85 

	Align % Id
	82.83 

	E-val
	3.59e-42 

	Query Identifier
	contig00286 

	Identifier
	Q9QDE1_9VIRU 

	Description
	SubName: Full=Polyprotein; 

	Gene name
	empty 



[image: image90]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 99 aa,  Score= 440,  Eval= 3.60e-42, Identity= 82.83%, Similarity= 94.95%
Query len= 301 nt, pos= 1-99 aa (frame -3 of position 299-3 nt), Identity query= 81.73%, Alignment coverage query= 32.89%, Nb gaps query= 0
Subject len= 2874 aa, pos= 1865-1963 aa , Identity subject= 2.85%, Alignment coverage subject= 3.44%, Nb gaps subject= 0

Q:         1 LDPSSFSAVGISPSHGQMAALASKHLAYEHHTAMDVTAMDSTAAVDAIGVIKKLRKKGFK 60
             ||||||||||+| |||+|+||| |||||+||||||||||||||++||+|||||||||||+
S:      1865 LDPSSFSAVGVSASHGEMSALAEKHLAYKHHTAMDVTAMDSTASIDAVGVIKKLRKKGFQ 1924
Q:        61 DHPQREAIETAVDATYDNLVASWIIDIHTGRARLKRQGL 99
              | ||+|||+|+||||||||||||||||+|||| |||||
S:      1925 KHSQRDAIESAIDATYDNLVASWIIDIHSGRARFKRQGL 1963
· Organism #4 / Result 91  next | previous | overview 
[Q] contig00181 vs [S] Q9QDE2_9VIRU
	Query view (% Id)
	76.2 

	Subj. % Id
	3.31 

	Align % Id
	76.61 

	E-val
	9.46e-51 

	Query Identifier
	contig00181 

	Identifier
	Q9QDE2_9VIRU 

	Description
	SubName: Full=Polyprotein; 

	Gene name
	empty 



[image: image91]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 124 aa,  Score= 514,  Eval= 9.50e-51, Identity= 76.61%, Similarity= 89.52%
Query len= 374 nt, pos= 1-124 aa (frame -1 of position 374-3 nt), Identity query= 76.2%, Alignment coverage query= 33.16%, Nb gaps query= 0
Subject len= 2874 aa, pos= 2253-2376 aa , Identity subject= 3.31%, Alignment coverage subject= 4.31%, Nb gaps subject= 0

Q:         1 PESYEKMQILASKTPFSGFMDIAGFWARREVYDLSEEMANSLRVKVTLLLAVYTLVAWLE 60
             ||+||||+||| ||||| |||| ||||||| ||+|| |||+|||||+||| +||||||||
S:      2253 PETYEKMEILAQKTPFSTFMDIPGFWARREYYDISESMANALRVKVSLLLGIYTLVAWLE 2312
Q:        61 QALMSVPVVGPLYRLFGTAKYMSEKVYSRLNSLYYAVFGDSSAVISSLMPKDRYYSLKVV 120
             | ||+||++|| |||  ||||+||| |||||||||||||||||+||++||||||  |||+
S:      2313 QGLMTVPIIGPAYRLLATAKYVSEKAYSRLNSLYYAVFGDSSAIISAMMPKDRYLMLKVI 2372
Q:       121 AHRL 124
             |+|+
S:      2373 AYRV 2376
· Organism #4 / Result 92  next | previous | overview 
[Q] contig00761 vs [S] Q9QDE2_9VIRU
	Query view (% Id)
	34.94 

	Subj. % Id
	5.39 

	Align % Id
	74.52 

	E-val
	1.84e-92 

	Query Identifier
	contig00761 

	Identifier
	Q9QDE2_9VIRU 

	Description
	SubName: Full=Polyprotein; 

	Gene name
	empty 



[image: image92]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 208 aa,  Score= 881,  Eval= 1.80e-92, Identity= 74.52%, Similarity= 87.98%
Query len= 1331 nt, pos= 168-375 aa (frame -2 of position 829-206 nt), Identity query= 34.94%, Alignment coverage query= 15.63%, Nb gaps query= 0
Subject len= 2874 aa, pos= 583-790 aa , Identity subject= 5.39%, Alignment coverage subject= 7.24%, Nb gaps subject= 0

Q:       168 WEAVALPMDSKKFIALGQSILEKGIWAAQDMKAMHNTLYEHIKVAMPKCEMSDLIYLVSG 227
             || |+|||||| ||+|||+|||||++|| |||||| ||+|||| ||| || |||||||||
S:       583 WETVSLPMDSKAFISLGQAILEKGLYAALDMKAMHETLFEHIKAAMPICEQSDLIYLVSG 642
Q:       228 TTFYYFMASVFPDKQVFEVCPVPREDNGVCPEFYLAHYFEDLSLDPHVGFAIGRMYSKWL 287
             |||+||+|||||+|||||||||||||||||||||| |||+|+++||  || +||+|+|||
S:       643 TTFHYFLASVFPEKQVFEVCPVPREDNGVCPEFYLGHYFKDVTVDPGFGFGVGRLYNKWL 702
Q:       288 TAPKYLNGLEWEGTYQYREPPKYHSISPWAADRWKISSPNIGFKPYDDFVRKTDFLEKPI 347
             ||||||| ||||| ++| ||||+|||+|||||||+||||+||||||||||+|| | |   
S:       703 TAPKYLNELEWEGEFRYIEPPKFHSIAPWAADRWQISSPSIGFKPYDDFVKKTSFQENET 762
Q:       348 ILGYFSLGSCESITPETKTAIIG*KAYP 375
             | |||||||||||| ||++|+   ++ |
S:       763 IKGYFSLGSCESITKETRSALAWLRSLP 790
· Organism #4 / Result 93  next | previous | overview 
[Q] contig00556 vs [S] Q9QDE2_9VIRU
	Query view (% Id)
	72.93 

	Subj. % Id
	4.91 

	Align % Id
	73.06 

	E-val
	1.24e-81 

	Query Identifier
	contig00556 

	Identifier
	Q9QDE2_9VIRU 

	Description
	SubName: Full=Polyprotein; 

	Gene name
	empty 



[image: image93]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 193 aa,  Score= 782,  Eval= 1.20e-81, Identity= 73.06%, Similarity= 86.01%
Query len= 580 nt, pos= 1-193 aa (frame +1 of position 1-579 nt), Identity query= 72.93%, Alignment coverage query= 33.28%, Nb gaps query= 0
Subject len= 2874 aa, pos= 2006-2198 aa , Identity subject= 4.91%, Alignment coverage subject= 6.72%, Nb gaps subject= 0

Q:         1 FSDDNFWSTNLPPSVFSGEKVSEFWLKNKVQVRVEGCSDNLADISFLSKKFSLDEKHLEE 60
             |||||||||||  +||||  ||+|||   ||||||| ||+|+|+|||+|||| ++|||+|
S:      2006 FSDDNFWSTNLDENVFSGRLVSDFWLSRGVQVRVEGVSDSLSDLSFLAKKFSFEQKHLDE 2065
Q:        61 VRSITGAHAKVAIVHDMSRLLQKFSDFKKKNTLRYRWEKYAALQLNCAHYPEIHATVDRY 120
             | |+|||| |||||||++||| ||||+||||||||||||+ |||||||||||+|  |  |
S:      2066 VASLTGAHPKVAIVHDINRLLTKFSDYKKKNTLRYRWEKFTALQLNCAHYPEVHEKVGEY 2125
Q:       121 LDTMEKMLLKRKSGKRFLQQHPRTSYHDVMRLMYLPTDKTRRDLIVSTHEPGLFEKIEDW 180
             || |||+|||||||+ |++||||||| ||+|||||||||||+ |+|||||| | ||+ ||
S:      2126 LDVMEKLLLKRKSGRLFMKQHPRTSYDDVLRLMYLPTDKTRQSLLVSTHEPDLMEKVHDW 2185
Q:       181 WDTTRSHIMTFDS 193
             |+| +  ||||||
S:      2186 WNTLQVDIMTFDS 2198
· Organism #4 / Result 94  next | previous | overview 
[Q] contig00195 vs [S] Q9QDE1_9VIRU
	Query view (% Id)
	37.1 

	Subj. % Id
	4.80 

	Align % Id
	66.67 

	E-val
	1.44e-76 

	Query Identifier
	contig00195 

	Identifier
	Q9QDE1_9VIRU 

	Description
	SubName: Full=Polyprotein; 

	Gene name
	empty 



[image: image94]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 207 aa,  Score= 743,  Eval= 1.40e-76, Identity= 66.67%, Similarity= 78.26%
Query len= 1116 nt, pos= 165-371 aa (frame +3 of position 495-1115 nt), Identity query= 37.1%, Alignment coverage query= 18.55%, Nb gaps query= 0
Subject len= 2874 aa, pos= 2315-2521 aa , Identity subject= 4.8%, Alignment coverage subject= 7.2%, Nb gaps subject= 0

Q:       165 LNVVPVVGPLYRLFGTAKYMSEKVYSRLNSLYYAVFGDSSAVISSLMPKDRYYSLKVVAH 224
             |  ||++|| |||  ||||+||| |||||||||||||||||+||++||||||  |||+|+
S:      2315 LMTVPIIGPAYRLLATAKYVSEKAYSRLNSLYYAVFGDSSAIISAMMPKDRYLMLKVIAY 2374
Q:       225 RLWCTMTPLDFGGLKGWYPGAQAWADALIKFTQDIHQIVLDGDLSALLPAPGTGERTQSG 284
             |+|   ||+|     |    || | || +|| |||||| || |+|++|| |||||| + |
S:      2375 RVWMVTTPIDCFAFDGGIERAQEWVDACLKFGQDIHQIALDFDISSILPTPGTGEREKQG 2434
Q:       285 VSTNWVGLDHADSVDKVQTLLSEGKIPMITSPPGAGKSTDFILSLKQVYDTVIVACPRQI 344
              || | |+||||||  ||  | | | ||+|  |||||||||++|||| |+||||||||||
S:      2435 TSTGWTGIDHADSVCSVQEALLEEKTPMVTGVPGAGKSTDFVISLKQKYETVIVACPRQI 2494
Q:       345 LVQNNPVAQTRLYAGCEDTLTQGLINF 371
             ||+|||||||+||+|||| | +| |||
S:      2495 LVKNNPVAQTKLYSGCEDNLIRGYINF 2521
· Organism #4 / Result 95  next | previous | overview 
[Q] contig00519 vs [S] Q9QDE1_9VIRU
	Query view (% Id)
	65.9 

	Subj. % Id
	3.65 

	Align % Id
	66.46 

	E-val
	4.40e-56 

	Query Identifier
	contig00519 

	Identifier
	Q9QDE1_9VIRU 

	Description
	SubName: Full=Polyprotein; 

	Gene name
	empty 



[image: image95]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 158 aa,  Score= 560,  Eval= 4.40e-56, Identity= 66.46%, Similarity= 75.95%
Query len= 478 nt, pos= 1-158 aa (frame +3 of position 3-476 nt), Identity query= 65.9%, Alignment coverage query= 33.05%, Nb gaps query= 0
Subject len= 2874 aa, pos= 2586-2743 aa , Identity subject= 3.65%, Alignment coverage subject= 5.5%, Nb gaps subject= 0

Q:         1 GRNSRWTITDDIRKGSNTLDVGWETLMTFSKTSDRVLFIMPTVANVETCMRHAEQLVTNK 60
             |||| ||| || |     |+ ||  ||  +||+|||| |+|++ +|||| ||| ||||||
S:      2586 GRNSAWTIQDDFRDTPGKLEDGWNCLMESAKTNDRVLMIVPSIQDVETCKRHAAQLVTNK 2645
Q:        61 GVQKIYRGHSTVVEADWYFATAIVDAGITIPNVNVVIDLGVSMGYHKGKFKPRPSSRNIS 120
              |  +||| +|| ||||||||+|||||+||| +  +|||| | ||  |||  ||||||||
S:      2646 RVCGLYRGQNTVTEADWYFATSIVDAGLTIPGLTKIIDLGWSSGYKHGKFIKRPSSRNIS 2705
Q:       121 LQRRGRTGRTCNGTYIRLSEKYDDTNWDFSTPFLCNSW 158
              |||||||||| | |||| + |||+|||||| | ||||
S:      2706 AQRRGRTGRTCAGQYIRLIKDYDDSNWDFSTQFQCNSW 2743
· Organism #4 / Result 96  next | previous | overview 
[Q] contig00486 vs [S] Q9QDE1_9VIRU
	Query view (% Id)
	32.96 

	Subj. % Id
	4.42 

	Align % Id
	64.47 

	E-val
	2.94e-72 

	Query Identifier
	contig00486 

	Identifier
	Q9QDE1_9VIRU 

	Description
	SubName: Full=Polyprotein; 

	Gene name
	empty 



[image: image96]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 197 aa,  Score= 706,  Eval= 2.90e-72, Identity= 64.47%, Similarity= 82.74%
Query len= 1156 nt, pos= 5-201 aa (frame +1 of position 13-603 nt), Identity query= 32.96%, Alignment coverage query= 17.04%, Nb gaps query= 0
Subject len= 2874 aa, pos= 1512-1707 aa , Identity subject= 4.42%, Alignment coverage subject= 6.82%, Nb gaps subject= 1

Q:         5 ECPQERDHLLQFMSFATSKFGVTGATVARAIMTRRVRKIPTSGRQWKFLHHLAVLFRQAK 64
             +|||||||+| || || +|||++|| |+|||+|||||++|||||+|||+||| |||+|  
S:      1512 DCPQERDHMLDFMQFAITKFGLSGAIVSRAILTRRVRRMPTSGRKWKFMHHLLVLFKQVG 1571
Q:        65 DTRLGSDIAGLMTATVNLRGSMRNGKKVSWTPLVNVSVPRHWFRSGDRLVEVNHLPENLK 124
              |||| |  |++||| ||||++| |||| |||++++||||||||||+||| |+|||||| 
S:      1572 QTRLGEDAMGVLTATSNLRGALRGGKKVGWTPILSISVPRHWFRSGNRLVTVDHLPENLN 1631
Q:       125 MQKKTITRLDLPQIAKKYAQFFPDAEFPKMGFKFVKPGEYEIGVKVNIRKDLPKMDVLTH 184
             |+ |   +||||||||+| ++|     | +|||+++|||||||||| +| +||||| || 
S:      1632 MRTKKRVQLDLPQIAKRYQRYF-GVNPPPLGFKWIRPGEYEIGVKVPVRTNLPKMDSLTQ 1690
Q:       185 SLVKELQEINPFEIGVF 201
              |  ||||++|||+|||
S:      1691 ELCHELQELHPFELGVF 1707
· Organism #4 / Result 97  next | previous | overview 
[Q] contig00158 vs [S] Q9QDE1_9VIRU
	Query view (% Id)
	63.99 

	Subj. % Id
	2.12 

	Align % Id
	64.21 

	E-val
	6.24e-34 

	Query Identifier
	contig00158 

	Identifier
	Q9QDE1_9VIRU 

	Description
	SubName: Full=Polyprotein; 

	Gene name
	empty 



[image: image97]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 95 aa,  Score= 369,  Eval= 6.20e-34, Identity= 64.21%, Similarity= 83.16%
Query len= 286 nt, pos= 1-95 aa (frame -2 of position 285-1 nt), Identity query= 63.99%, Alignment coverage query= 33.22%, Nb gaps query= 0
Subject len= 2874 aa, pos= 624-718 aa , Identity subject= 2.12%, Alignment coverage subject= 3.31%, Nb gaps subject= 0

Q:         1 VKASMDVCQQSDLIYLVSGTCFYYFMASIFPEKQVYEICPVPREDNGVCPEFYLHHYFDN 60
             +||+| +|+||||||||||| |+||+||+||||||+|+|||||||||||||||| ||| +
S:       624 IKAAMPICEQSDLIYLVSGTTFHYFLASVFPEKQVFEVCPVPREDNGVCPEFYLGHYFKD 683
Q:        61 PFATPSIGFSLSRIYAQYLTAPKFLQGIEWEGTYK 95
                 |  || + |+| ++|||||+|  +|||| ++
S:       684 VTVDPGFGFGVGRLYNKWLTAPKYLNELEWEGEFR 718
· Organism #4 / Result 98  next | previous | overview 
[Q] contig00517 vs [S] Q9QDE2_9VIRU
	Query view (% Id)
	59.47 

	Subj. % Id
	6.26 

	Align % Id
	59.80 

	E-val
	2.37e-97 

	Query Identifier
	contig00517 

	Identifier
	Q9QDE2_9VIRU 

	Description
	SubName: Full=Polyprotein; 

	Gene name
	empty 



[image: image98]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 301 aa,  Score= 921,  Eval= 2.40e-97, Identity= 59.8%, Similarity= 73.42%
Query len= 908 nt, pos= 2-302 aa (frame -2 of position 904-2 nt), Identity query= 59.47%, Alignment coverage query= 33.15%, Nb gaps query= 0
Subject len= 2874 aa, pos= 1179-1479 aa , Identity subject= 6.26%, Alignment coverage subject= 10.47%, Nb gaps subject= 0

Q:         2 LKHKIEEQERKHLDVTLSGMGTEVVFALGGVLSVGAPKELAHRLFNRHVLTSSGRSFLFR 61
             | | | || | |+|| +| + |+|| |||||||||+   |  || | +  +|||| |+ +
S:      1179 LNHLISEQARLHVDVGMSNIATDVVKALGGVLSVGSFGALYSRLANANCFSSSGRDFMKK 1238
Q:        62 RWWVLVDALRHFDEFIRELGMKAMYDVVRDFFPPIPEVEFKSVLPYSFALHHPLRTRAAG 121
             |||||||||||||+  | +|+||| ++||  || +|+    ||+| ||||  ||||| ||
S:      1239 RWWVLVDALRHFDDLTRSVGIKAMPELVRGIFPELPQASVTSVIPASFALSRPLRTRVAG 1298
Q:       122 KLWMQTLPNMDARLRVHLFSLRAHGLGNAFGLFHAVIEHEGNYWELQQIAGERCHINVSK 181
             ||||  +    | +|||||++|   ||  ||+||| +| +| +||||||+ |+| || ||
S:      1299 KLWMDQMRAQPASVRVHLFNIRLPVLGKDFGVFHAFVEFDGWFWELQQISQEKCRINRSK 1358
Q:       182 FPPEPTADRPLVKTIIVSSQIVGSLDRRAICREFDNLQYKVLGDNCLVFANMLVFLLTGK 241
             |||| ++|||| |||+| | |||||| | | |||| + ||+|||||||||||||+|||| 
S:      1359 FPPEASSDRPLAKTILVKSPIVGSLDLRRISREFDGIGYKILGDNCLVFANMLVYLLTGT 1418
Q:       242 VIPWKHFGAFGTDISLDAFKLLGKWASSWVFLSEGEERLQIRDNRSACLTYDGPIVHSLK 301
             ||||+||| || |+||+  | | +||||  || | |+||| ||| +| ||+ |  | |+|
S:      1419 VIPWRHFGIFGKDLSLNIQKELMQWASSHFFLHEDEQRLQTRDNNAAGLTHTGQTVSSIK 1478
Q:       302 S 302
             |
S:      1479 S 1479
· Organism #4 / Result 99  next | previous | overview 
[Q] contig00381 vs [S] Q9QDE1_9VIRU
	Query view (% Id)
	57.97 

	Subj. % Id
	1.39 

	Align % Id
	59.70 

	E-val
	8.36e-15 

	Query Identifier
	contig00381 

	Identifier
	Q9QDE1_9VIRU 

	Description
	SubName: Full=Polyprotein; 

	Gene name
	empty 



[image: image99]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 67 aa,  Score= 204,  Eval= 8.40e-15, Identity= 59.7%, Similarity= 73.13%
Query len= 207 nt, pos= 1-67 aa (frame +2 of position 2-202 nt), Identity query= 57.97%, Alignment coverage query= 32.37%, Nb gaps query= 0
Subject len= 2874 aa, pos= 1426-1492 aa , Identity subject= 1.39%, Alignment coverage subject= 2.33%, Nb gaps subject= 0

Q:         1 GAFGTDISLDAFKLLGKWASSWVFLSEGEERLQIRDNRSACLTYDGPIVHSLKSWTGPKR 60
             | || |+||+  | | +||||  || | |+||| ||| +| ||+ |  | |+||||||||
S:      1426 GIFGKDLSLNIQKELMQWASSHFFLHEDEQRLQTRDNNAAGLTHTGQTVSSIKSWTGPKR 1485
Q:        61 FTKDYGI 67
             | +|||+
S:      1486 FIRDYGL 1492
· Organism #4 / Result 100  next | previous | overview 
[Q] contig00139 vs [S] Q9QDE1_9VIRU
	Query view (% Id)
	22.36 

	Subj. % Id
	2.26 

	Align % Id
	57.52 

	E-val
	2.92e-33 

	Query Identifier
	contig00139 

	Identifier
	Q9QDE1_9VIRU 

	Description
	SubName: Full=Polyprotein; 

	Gene name
	empty 



[image: image100]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query overhangs over the 3' region of this sequence.
Align len= 113 aa,  Score= 368,  Eval= 2.90e-33, Identity= 57.52%, Similarity= 74.34%
Query len= 872 nt, pos= 3-115 aa (frame +1 of position 7-345 nt), Identity query= 22.36%, Alignment coverage query= 12.96%, Nb gaps query= 0
Subject len= 2874 aa, pos= 2762-2874 aa , Identity subject= 2.26%, Alignment coverage subject= 3.93%, Nb gaps subject= 0

Q:         3 GCLDGLPGGYEGFLANADWSPLIYAIFMYENRLDVNKARASYQALRKFPERKEFRHLTAQ 62
             | ++ ||||||     +||| ++||+|||+ |||||+|||||||+||+|||||| ||| +
S:      2762 GMIEALPGGYESVFGESDWSMVLYAVFMYDARLDVNRARASYQAMRKYPERKEFSHLTGR 2821
Q:        63 REGYAFDDLFVVEDKLRRHKLGDGLANFWTWNLSETKFIDFDTPIPSHLLDAE 115
              | + |||||+|||||+| ||     |||+|+|     +||+   |||||| +
S:      2822 IENFHFDDLFMVEDKLKRFKLPGQNGNFWSWDLHSCVQVDFEQKCPSHLLDVD 2874
· Organism #4 / Result 101  next | previous | overview 
[Q] contig00290 vs [S] Q9QDE2_9VIRU
	Query view (% Id)
	56.4 

	Subj. % Id
	3.17 

	Align % Id
	56.52 

	E-val
	4.19e-46 

	Query Identifier
	contig00290 

	Identifier
	Q9QDE2_9VIRU 

	Description
	SubName: Full=Polyprotein; 

	Gene name
	empty 



[image: image101]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 161 aa,  Score= 474,  Eval= 4.20e-46, Identity= 56.52%, Similarity= 70.81%
Query len= 484 nt, pos= 1-161 aa (frame +2 of position 2-484 nt), Identity query= 56.4%, Alignment coverage query= 33.26%, Nb gaps query= 0
Subject len= 2874 aa, pos= 1158-1318 aa , Identity subject= 3.17%, Alignment coverage subject= 5.6%, Nb gaps subject= 0

Q:         1 AFWEYTLTKPPHYHYKSNSGFLKHKIEEQERKHLDVTLSGMGTEVMFALGGVLSVGSTKD 60
             |||||| +||||| ||++   | | | || | |+|| +| + |+|+ ||||||||||   
S:      1158 AFWEYTNSKPPHYTYKTSRHMLNHLISEQARLHVDVGMSNIATDVVKALGGVLSVGSFGA 1217
Q:        61 LAHRLFNRHVLTSSGRSFLFRRWWVLVDALRHFDEFVRELGMKAMYDVVRDFFPPIPEVE 120
             |  || | +  +|||| |+ +|||||||||||||+  | +|+||| ++||  || +|+  
S:      1218 LYSRLANANCFSSSGRDFMKKRWWVLVDALRHFDDLTRSVGIKAMPELVRGIFPELPQAS 1277
Q:       121 FKSVLPYSFALHHPLRTRAAGKLWMQTLPNTDARLRVHLFS 161
               ||+| ||||  ||||| ||||||  +    | +|||||+
S:      1278 VTSVIPASFALSRPLRTRVAGKLWMDQMRAQPASVRVHLFN 1318
· Organism #4 / Result 102  next | previous | overview 
[Q] contig00711 vs [S] Q9QDE1_9VIRU
	Query view (% Id)
	51.4 

	Subj. % Id
	1.70 

	Align % Id
	51.58 

	E-val
	8.75e-20 

	Query Identifier
	contig00711 

	Identifier
	Q9QDE1_9VIRU 

	Description
	SubName: Full=Polyprotein; 

	Gene name
	empty 



[image: image102]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 95 aa,  Score= 247,  Eval= 8.70e-20, Identity= 51.58%, Similarity= 65.26%
Query len= 286 nt, pos= 1-95 aa (frame +1 of position 1-285 nt), Identity query= 51.4%, Alignment coverage query= 33.22%, Nb gaps query= 0
Subject len= 2874 aa, pos= 950-1043 aa , Identity subject= 1.7%, Alignment coverage subject= 3.27%, Nb gaps subject= 1

Q:         1 LYNSTWETNEVNIELKFVRKVCTTQCKSTVVGWTGFTLTQTYPDHAHGWITSPELINDSR 60
             |+|| ||  |  + ||||||||     | +|||+||+||||||+|||||+||  |  +  
S:       950 LFNSAWERGEFELTLKFVRKVCKPT-GSPLVGWSGFSLTQTYPEHAHGWLTSKRLEFEPF 1008
Q:        61 HVKALNAKYISANSEETLKAYSEQALTSRSKFNKY 95
               || +|+||+ | |   +    +||||||  | |
S:      1009 AKKAFSARYITVNEETKYRELGSRALTSRSVHNPY 1043
· Organism #4 / Result 103  next | previous | overview 
[Q] contig00644 vs [S] Q9QDE2_9VIRU
	Query view (% Id)
	51.21 

	Subj. % Id
	3.69 

	Align % Id
	51.21 

	E-val
	8.07e-56 

	Query Identifier
	contig00644 

	Identifier
	Q9QDE2_9VIRU 

	Description
	SubName: Full=Polyprotein; 

	Gene name
	empty 



[image: image103]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 207 aa,  Score= 560,  Eval= 8.10e-56, Identity= 51.21%, Similarity= 64.25%
Query len= 621 nt, pos= 1-207 aa (frame -1 of position 621-1 nt), Identity query= 51.21%, Alignment coverage query= 33.33%, Nb gaps query= 0
Subject len= 2874 aa, pos= 950-1155 aa , Identity subject= 3.69%, Alignment coverage subject= 7.17%, Nb gaps subject= 1

Q:         1 LYNSTWETNEVNIELKFVRKICTTQCKSTVVGWTGFTLTQTYPDHAHGWITSPELINDSR 60
             |+|| ||  |  + ||||||+|     | +|||+||+||||||+|||||+||  |  +  
S:       950 LFNSAWERGEFELTLKFVRKVCKPT-GSPLVGWSGFSLTQTYPEHAHGWLTSERLEFEPF 1008
Q:        61 HVKALNAKYISANSEETLKAYSEQALTSRSKFNKYMFVKPNNAPCACGGYGYDMGGKCER 120
               || +|+||+ | |   +    +||||||  | |+ + | |  | ||| ||| ||||||
S:      1009 AKKAFSARYIAVNEETKYRELGSRALTSRSVHNPYVHMNPRNIDCPCGGRGYDFGGKCER 1068
Q:       121 CVLATLEGGVYDIRSLDGFVKTLYGGLPRRKKPANKNITFRKMPGTFAVQSRKRYYQLDS 180
             | |  |+ |  |   |+    |+| |  |+ ||  |++||||   +| |+||||||||||
S:      1069 CFLQGLDNGKLDAIDLEAITTTVYRGFERKNKPCRKDVTFRKSTASFWVRSRKRYYQLDS 1128
Q:       181 RCIPTAKSPAVARALLDQISSLEDVVN 207
             | +    || +||||||||  + || |
S:      1129 RVVKNTASPTLARALLDQIQDMSDVAN 1155
· Organism #4 / Result 104  next | previous | overview 
[Q] contig00558 vs [S] Q9QDE1_9VIRU
	Query view (% Id)
	32.95 

	Subj. % Id
	2.02 

	Align % Id
	50.88 

	E-val
	3.74e-30 

	Query Identifier
	contig00558 

	Identifier
	Q9QDE1_9VIRU 

	Description
	SubName: Full=Polyprotein; 

	Gene name
	empty 



[image: image104]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 114 aa,  Score= 337,  Eval= 3.70e-30, Identity= 50.88%, Similarity= 66.67%
Query len= 528 nt, pos= 62-175 aa (frame +1 of position 184-525 nt), Identity query= 32.95%, Alignment coverage query= 21.59%, Nb gaps query= 0
Subject len= 2874 aa, pos= 836-948 aa , Identity subject= 2.02%, Alignment coverage subject= 3.93%, Nb gaps subject= 1

Q:        62 NTCLAVGVPQTILPQIGDQFIWRRELVNHMVPLHIDISVLRALLFLQRSPAEPVEEWCGQ 121
             ||| || ||||||||+||||+|   |  | +|||+    ||||||  ||      +|   
S:       836 NTCCAVRVPQTILPQVGDQFVWEDALKEHTIPLHVPEDELRALLFHDRSKPITKPDWAKV 895
Q:       122 IINGPSFWLPALQANNATPVKPFHLSFNCCHDWSAYGWGAPPVHIIGENEEWWF 175
             + +|| +|+ ||  |+|+||+|| +  +||||| ||||  |   ++|+| +|||
S:       896 VKDGPQWWVDALVDNDASPVQPFRILNHCCHDWDAYGW-KPTDLVVGQNHDWWF 948
Organism #5: Fusarium poae
· Organism #5 / Result 105  next | previous | overview 
[Q] contig00474 vs [S] Q9YX75_9VIRU
	Query view (% Id)
	69.29 

	Subj. % Id
	76.67 

	Align % Id
	77.48 

	E-val
	2.08e-310 

	Query Identifier
	contig00474 

	Identifier
	Q9YX75_9VIRU 

	Description
	SubName: Full=Putative RNA dependent RNA polymerase; 

	Gene name
	empty 



[image: image105]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query overhangs over the 5' region of this sequence.
Align len= 666 aa,  Score= 2763,  Eval= 2.10e-310, Identity= 77.48%, Similarity= 85.29%
Query len= 2234 nt, pos= 29-691 aa (frame -1 of position 2150-162 nt), Identity query= 69.29%, Alignment coverage query= 29.68%, Nb gaps query= 3
Subject len= 673 aa, pos= 1-663 aa , Identity subject= 76.67%, Alignment coverage subject= 98.51%, Nb gaps subject= 3

Q:        29 MLPKIRDYFHEKLKRLLFDHKIFSSQHEDPEQTAARHASSDIERIYKSIH---NYAPHPD 85
             ||  ||||||||| |||+||||| |  +||+ |   | ||||||||||||   | +| | 
S:         1 MLANIRDYFHEKLTRLLYDHKIFQSNSKDPDLTLEAHHSSDIERIYKSIHYDFNRSPAPI 60
Q:        86 VIHDYEAQYQHIHDTLVTKQSLSGFNAEFYRLRTDPVPDNRIPPSGITLLPFEYKSMNTV 145
                ||||||| |   |  |||  ||  |+|||   |+||+||||||| |||||||||| |
S:        61 ---DYEAQYQSIKHILEDKQSQQGFPHEYYRLHESPIPDDRIPPSGIKLLPFEYKSMNVV 117
Q:       146 TATLEVPESGFHIHPKIERLVRSRYPQYLTFVRKYTRPLGTTDATVADFFKPQTPSAPVE 205
             ||| ||||||| |||+||||+||+||||| +|||||||||||+|||+||||||||| |||
S:       118 TATPEVPESGFKIHPRIERLLRSKYPQYLQYVRKYTRPLGTTNATVSDFFKPQTPSQPVE 177
Q:       206 PERISHIMTHVMKKMAITPYRPLHFVDTQYDKRPLHTGTGYFNRRSIVQNVHAMFSYPKE 265
             | ||+|+|+||||||||||| ||||||||||||||  |||| ||||   |+||+||+|||
S:       178 PTRINHVMSHVMKKMAITPYLPLHFVDTQYDKRPLANGTGYHNRRSHEMNIHALFSHPKE 237
Q:       266 YESKPSSKGYYINAFLESARSLVHWIKSTGTPFRHAPSNLADSLRTFFLQRPTMLFTRNH 325
             |||| +|||||+||||||||||+||||  | |||| ||+|| ||| ||||||||||||||
S:       238 YESKRTSKGYYVNAFLESARSLIHWIKLYGNPFRHCPSDLAQSLREFFLQRPTMLFTRNH 297
Q:       326 ISDRDGNLKQRPVYAVDDLFLTIESMLTFPAHVIARKLECCIMYGFETIRGSNAALDTIA 385
             |||||| |||||||||||||||||||||||||||||| ||||||| |||||||  || ||
S:       298 ISDRDGILKQRPVYAVDDLFLTIESMLTFPAHVIARKPECCIMYGLETIRGSNQILDKIA 357
Q:       386 QSYKSFFTIDWSGFDQRLPWVIAVLFFTEFIPRLLVINHGYAPTYEYPSYPDLTTTDMVS 445
               ||||||||||||||||||||  |||||+||||||+|||||||||||||||||| ||||
S:       358 SDYKSFFTIDWSGFDQRLPWVIVKLFFTEYIPRLLVVNHGYAPTYEYPSYPDLTTNDMVS 417
Q:       446 RLNNLLTFLSTWYFNMVYVTADGYSYTRHLAGVPSGMLNTQFLGSFGNLVLITDGLIEYG 505
             || ||+|||+|||||||+|||||+|| |  ||||||||||||| ||||| |+ |||||+|
S:       418 RLTNLITFLATWYFNMVFVTADGFSYVREHAGVPSGMLNTQFLDSFGNLFLLIDGLIEFG 477
Q:       506 FTDHEIDNLLLFIMGDDNSGFTHWSIARLESFIQWFETYTLHRYGMVLSKTKSVITVLRQ 565
              || |||++|||||||||| || |||  || |+ +|||| | |||||||||||+|| || 
S:       478 STDAEIDDILLFIMGDDNSAFTTWSITHLEQFVSFFETYALSRYGMVLSKTKSIITTLRH 537
Q:       566 RIETLGYQCNFGHPRRPIGKLVAQLCYPERGPRPKYMSARAVGMAWASCAQDKTFHDFCR 625
             +|||| ||||||||||||||||||||+|||||||||||||||||||||| ||||||||||
S:       538 KIETLSYQCNFGHPRRPIGKLVAQLCFPERGPRPKYMSARAVGMAWASCGQDKTFHDFCR 597
Q:       626 DVYYEFLDEREEIDETTYGMLQSYLPGYLRIDESVRQTINFNEFPSLEHVFSTVRKWKGP 685
             |||+|| |+| ++||+ |  +||+|||||+||||||| ++|  ||| + |+ || +||||
S:       598 DVYHEFNDDRADLDESAYLHIQSHLPGYLKIDESVRQIVDFQVFPSQQTVYHTVSRWKGP 657
Q:       686 LSYQPK 691
             |||||+
S:       658 LSYQPE 663
· Organism #5 / Result 106  next | previous | overview 
[Q] contig00042 vs [S] Q9YYT5_9VIRU
	Query view (% Id)
	66.55 

	Subj. % Id
	10.20 

	Align % Id
	67.01 

	E-val
	8.37e-31 

	Query Identifier
	contig00042 

	Identifier
	Q9YYT5_9VIRU 

	Description
	SubName: Full=Putative capsid protein; 

	Gene name
	empty 



[image: image106]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 97 aa,  Score= 342,  Eval= 8.40e-31, Identity= 67.01%, Similarity= 83.51%
Query len= 293 nt, pos= 1-97 aa (frame -2 of position 292-2 nt), Identity query= 66.55%, Alignment coverage query= 33.11%, Nb gaps query= 0
Subject len= 637 aa, pos= 257-353 aa , Identity subject= 10.2%, Alignment coverage subject= 15.23%, Nb gaps subject= 0

Q:         1 FVNQDFISFVNPIVGRTLSTRPTFARMPLMPEILADDNTGNIYTALLFASDQNISLMNTV 60
             |||||++|| ||+||| |+ ||||||+|  || |||+  |||||  | |||+|||| ||+
S:       257 FVNQDYMSFFNPLVGRFLTQRPTFARLPFSPEDLADNGIGNIYTTFLLASDENISLANTL 316
Q:        61 ISAISTFIHTDQPSAPQLGSTAASLSGTLLLSHSIEP 97
              +|+|||+ +|+|+||||||  +||||+|||||||||
S:       317 YTAMSTFVLSDEPNAPQLGSVLSSLSGSLLLSHSIEP 353
· Organism #5 / Result 107  next | previous | overview 
[Q] contig00043 vs [S] Q9YYT5_9VIRU
	Query view (% Id)
	51.97 

	Subj. % Id
	15.86 

	Align % Id
	63.52 

	E-val
	1.99e-55 

	Query Identifier
	contig00043 

	Identifier
	Q9YYT5_9VIRU 

	Description
	SubName: Full=Putative capsid protein; 

	Gene name
	empty 



[image: image107]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 159 aa,  Score= 556,  Eval= 2.00e-55, Identity= 63.52%, Similarity= 79.87%
Query len= 583 nt, pos= 36-194 aa (frame +1 of position 106-582 nt), Identity query= 51.97%, Alignment coverage query= 27.27%, Nb gaps query= 0
Subject len= 637 aa, pos= 6-164 aa , Identity subject= 15.86%, Alignment coverage subject= 24.96%, Nb gaps subject= 0

Q:        36 SSRITSPSQVSGIEIRTPSALAALAKKFSPVILQHDDTPVPPSNSDYFARMQMPTNIELD 95
             ++|+++ |+ | +|+|||+|+||+||+|+||+ | |||||||||+|||||| ||+|||||
S:         6 NARVSTASRTSSVELRTPAAIAAIAKRFAPVVFQTDDTPVPPSNADYFARMNMPSNIELD 65
Q:        96 SGNYATIHAQFDTRFVHNYILNHITALYPDMNIKGHPYVTPASLAGYCLTIFYAHMLVCD 155
             ||+||||  ||||||+ |||| | |   |+|| ||||| || | ||||||+ |  ||  |
S:        66 SGDYATIDVQFDTRFIMNYILYHATNRAPEMNFKGHPYATPLSYAGYCLTLLYTFMLAVD 125
Q:       156 ATFAPEKSYPAARFLSDADRKDLYETLLRAYVPTFLSDL 194
              |  ||||+ ||||+|||+|||||+ || + |||+  ||
S:       126 VTTRPEKSWHAARFMSDAERKDLYDVLLSSRVPTWFVDL 164
· Organism #5 / Result 108  next | previous | overview 
[Q] contig00664 vs [S] Q9YYT5_9VIRU
	Query view (% Id)
	57.98 

	Subj. % Id
	19.78 

	Align % Id
	58.60 

	E-val
	2.71e-60 

	Query Identifier
	contig00664 

	Identifier
	Q9YYT5_9VIRU 

	Description
	SubName: Full=Putative capsid protein; 

	Gene name
	empty 



[image: image108]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 215 aa,  Score= 599,  Eval= 2.70e-60, Identity= 58.6%, Similarity= 67.44%
Query len= 652 nt, pos= 3-216 aa (frame +3 of position 9-650 nt), Identity query= 57.98%, Alignment coverage query= 32.82%, Nb gaps query= 1
Subject len= 637 aa, pos= 406-620 aa , Identity subject= 19.78%, Alignment coverage subject= 33.75%, Nb gaps subject= 0

Q:         3 SLYHEINQK-FDPTTAPYQYLKYNGKQHIIPSVLYFQPYDVSPSSLALTIVSGLKIELAE 61
             |||+ + +|  |    |  +| + ||  + | |||||||||||||| ||| +||||||||
S:       406 SLYYLVTKKKHDANDNPTSHLSFKGKDSVTPYVLYFQPYDVSPSSLGLTIAAGLKIELAE 465
Q:        62 IDGFMVPTEHPESSLDDNNSQYLQSAIRANKIAPVFSAVSAPNAQLRILPRRDLDRTSQG 121
             | || || ||||||| |||||||||||||| ||||    +|       | |  || | ||
S:       466 ISGFTVPVEHPESSLLDNNSQYLQSAIRANLIAPVNDRSTAAENSSLNLARSGLDSTLQG 525
Q:       122 ITASIISMAKNVYPFFATSGLPFKIDTTLADSGLTPEKNHFQSKSAFNVKTGLNGQLSTT 181
             |||| ||  |+| |||   |      | |+  ||||| +|    + |||| | |||| +|
S:       526 ITASFISTCKSVLPFFDNEGNNLGDSTDLSKFGLTPELHHVSPFAGFNVKAGTNGQLLST 585
Q:       182 DNAVYLWSSYRVVHQRKNPGPADISMLASFRPIYG 216
             + +++||||||||| +|||   ||| +||||||||
S:       586 EKSIHLWSSYRVVHTKKNPAARDISFIASFRPIYG 620
Organism #6: Penicillium chrysogenum
· Organism #6 / Result 109  next | previous | overview 
[Q] contig00378 vs [S] Q8JVC2_PCV
	Query view (% Id)
	67.53 

	Subj. % Id
	4.66 

	Align % Id
	68.42 

	E-val
	1.69e-23 

	Query Identifier
	contig00378 

	Identifier
	Q8JVC2_PCV 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image109]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 76 aa,  Score= 279,  Eval= 1.70e-23, Identity= 68.42%, Similarity= 85.53%
Query len= 231 nt, pos= 2-77 aa (frame -1 of position 228-1 nt), Identity query= 67.53%, Alignment coverage query= 32.9%, Nb gaps query= 0
Subject len= 1117 aa, pos= 436-511 aa , Identity subject= 4.66%, Alignment coverage subject= 6.8%, Nb gaps subject= 0

Q:         2 MNTEITEQDRQSLMYMDLLVGRGEYQIDEMAEVSLRQSDTYSSKHLSYNPDLKAFTNEQY 61
             ||| |||+|||+||||||||||||| +|||||| ||  |||++|||||+|+ + |||+||
S:       436 MNTRITEKDRQALMYMDLLVGRGEYTVDEMAEVELRTDDTYNTKHLSYDPNRQVFTNQQY 495
Q:        62 IKDFSRSVQIAHMRIK 77
              |||  ||+ |++|+|
S:       496 KKDFITSVEEAYVRLK 511
· Organism #6 / Result 110  next | previous | overview 
[Q] contig00522 vs [S] Q8JVC2_PCV
	Query view (% Id)
	63.81 

	Subj. % Id
	6.00 

	Align % Id
	67.00 

	E-val
	6.24e-34 

	Query Identifier
	contig00522 

	Identifier
	Q8JVC2_PCV 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image110]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 100 aa,  Score= 369,  Eval= 6.20e-34, Identity= 67%, Similarity= 84%
Query len= 315 nt, pos= 2-101 aa (frame -2 of position 311-12 nt), Identity query= 63.81%, Alignment coverage query= 31.75%, Nb gaps query= 0
Subject len= 1117 aa, pos= 418-517 aa , Identity subject= 6%, Alignment coverage subject= 8.95%, Nb gaps subject= 0

Q:         2 WSDVMKSLHSYIRCSRFLMNTEITEQDRQSLMYMDLLVGRGEYQIDEMAEVTLRQSDTYS 61
             ||| ||+||| +|||+| ||| |||+|||+||||||||||||| +|||||| ||  |||+
S:       418 WSDKMKTLHSLVRCSKFFMNTRITEKDRQALMYMDLLVGRGEYTVDEMAEVELRTDDTYN 477
Q:        62 SKHLSYNPDLKAFTNEQYIKDFSRSVQIAHMRIRHNPKPV 101
             +|||||+|+ + |||+|| |||  ||+ |++|++  ||||
S:       478 TKHLSYDPNRQVFTNQQYKKDFITSVEEAYVRLKIEPKPV 517
· Organism #6 / Result 111  next | previous | overview 
[Q] contig00322 vs [S] Q8JVC2_PCV
	Query view (% Id)
	63.24 

	Subj. % Id
	3.49 

	Align % Id
	65.00 

	E-val
	4.54e-16 

	Query Identifier
	contig00322 

	Identifier
	Q8JVC2_PCV 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image111]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 60 aa,  Score= 215,  Eval= 4.50e-16, Identity= 65%, Similarity= 78.33%
Query len= 185 nt, pos= 1-60 aa (frame +1 of position 1-180 nt), Identity query= 63.24%, Alignment coverage query= 32.43%, Nb gaps query= 0
Subject len= 1117 aa, pos= 820-879 aa , Identity subject= 3.49%, Alignment coverage subject= 5.37%, Nb gaps subject= 0

Q:         1 PTRGLAGFVAGDWEGTGRATVRERVVGGLDQVGKLIRRGLDPDVARGCTISALSHWCRIR 60
             ||| || |||||||| |||||+||||  |||+ || |||   ++ +| ||+ +||||||+
S:       820 PTRALASFVAGDWEGAGRATVKERVVSLLDQIAKLRRRGCSEELCQGLTIATISHWCRIK 879
· Organism #6 / Result 112  next | previous | overview 
[Q] contig00446 vs [S] Q8JVC2_PCV
	Query view (% Id)
	56.61 

	Subj. % Id
	47.90 

	Align % Id
	61.71 

	E-val
	0 

	Query Identifier
	contig00446 

	Identifier
	Q8JVC2_PCV 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image112]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 867 aa,  Score= 2890,  Eval= 0.00e+0, Identity= 61.71%, Similarity= 76.01%
Query len= 2835 nt, pos= 78-944 aa (frame +3 of position 234-2834 nt), Identity query= 56.61%, Alignment coverage query= 30.58%, Nb gaps query= 0
Subject len= 1117 aa, pos= 161-1027 aa , Identity subject= 47.9%, Alignment coverage subject= 77.62%, Nb gaps subject= 0

Q:        78 VHTEEIALELGARPIGCLKLRRDIFETNIRDRDDLGKTFSRLNYTTLHTSKQVPNQFSNL 137
             ||||| |||+||||+ || |     | ||  |    + ||| +  +   | +||||+   
S:       161 VHTEETALEIGARPVACLTLETTAHEMNISGRGPKFREFSRESLRSCKPSNRVPNQYRFK 220
Q:       138 TNRDLEGMILKILNLSNMPIACPHKFDESVWNDSYDRTVPKWVLRGERAGDRDVNIHDLV 197
             +|++||   |+++|+| +|+  | |+  |+|| || | || |+||||||| + |+|++| 
S:       221 SNKELEAFFLEVMNVSGLPVGAPFKYSTSIWNSSYSRDVPGWILRGERAGTQQVSINELR 280
Q:       198 RMFENGMVPKECVDYYVRHSYVPTQFDFGVSMFEWSVAMAEIPPKLNKPEKFDVSADMIE 257
              +|| | +|||||||||| |||||||||||+||||| |+ ++|   |    ||   |++ 
S:       281 LLFEQGKIPKECVDYYVRASYVPTQFDFGVTMFEWSQALGQLPGCYNSRRDFDTLTDLMG 340
Q:       258 VFAPRGSKELHRSNVTMRQLIQTFDIFSHDDAYEIASMHVGEPQVFVTSVLSAWKGILQN 317
             || |   ||+ |||||+| |  |||| |  || |||| ||||    ||++|+ |||| | 
S:       341 VFPPHSPKEVTRSNVTLRTLCHTFDILSMPDAKEIASYHVGEGHTLVTNLLANWKGITQF 400
Q:       318 TSVNFIVKKWMGVNFHHWSDVMKSLHSYIRCSRFLMNTEITEQDRQSLMYMDLLVGRGEY 377
             |+|+ +|  |  |    ||| ||+||| +|||+| ||| |||+|||+|||||||||||||
S:       401 TTVSHLVFPWFKVCERDWSDKMKTLHSLVRCSKFFMNTRITEKDRQALMYMDLLVGRGEY 460
Q:       378 QIDEMAEVSLRQSDTYSSKHLSYNPDLKAFTNEQYIKDFSRSVQIAHMRIKHNPKPLQFT 437
              +|||||| ||  |||++|||||+|+ + |||+|| |||  ||+ |++|+|  |||+   
S:       461 TVDEMAEVELRTDDTYNTKHLSYDPNRQVFTNQQYKKDFITSVEEAYVRLKIEPKPVNVD 520
Q:       438 TFTDFYRARHTWITKGGLVSNTLPKGMKQFSAQIFDAVAATVEEIEGRHNKKSLFEMNEL 497
              | |||  | +|+|||||| | ||  ||+|  |+|||+  |  ||+||||||||||+ ||
S:       521 GFIDFYHRRASWLTKGGLVYNKLPPEMKKFGGQVFDAIYNTCREIQGRHNKKSLFEVYEL 580
Q:       498 YDILVGVNRHNFNVTKTMIKYEVGKKDRTLLPGSLAHFIVFCYILMLAEKQEQIGSVRLN 557
              ++| | | +|||+||| |||||||||||||||+| ||+|| |+| ||||| ||||||||
S:       581 AEVLQGANENNFNLTKTQIKYEVGKKDRTLLPGTLVHFVVFTYVLYLAEKQGQIGSVRLN 640
Q:       558 AMGDGDIRYFDKKMSTGTFHVLYDWADFNEQHSAWEMAQVIKELETVMPDTPDYHLFCSA 617
                + ||||||||| || |||||||||||||||||||  |+  |+ ++    || +|  |
S:       641 TDSEVDIRYFDKKMCTGVFHVLYDWADFNEQHSAWEMGVVVDYLKHLIVAPRDYAVFVEA 700
Q:       618 IVEGMYEMGLQDKEGHLHKLWRGLYSGWRGTTWINTVLNFCYVSIALLNMERLTGVSVVL 677
             || ||| ||| |++|++||+||||||||||||||||||||||| ||| |+||| || |||
S:       701 IVAGMYNMGLHDRDGNVHKIWRGLYSGWRGTTWINTVLNFCYVHIALQNVERLFGVRVVL 760
Q:       678 MVDHGGDDLDLVLSEPSVMPTFLEIMDNMLFKANKWKQMFGKRSEFFRNTISGARVYASP 737
              |||||||+|| ||||+||| |||+|| ||||||||||||| |||||||||   ||||||
S:       761 YVDHGGDDIDLGLSEPAVMPWFLEVMDAMLFKANKWKQMFGTRSEFFRNTICDGRVYASP 820
Q:       738 TRALASFIAGDWEGAGRATVKERVVSLLDQIGKLRRRGVSNEMCQGFTMSCISHWCKIKD 797
             |||||||+||||||||||||||||||||||| |||||| | |+||| |++ |||||+|||
S:       821 TRALASFVAGDWEGAGRATVKERVVSLLDQIAKLRRRGCSEELCQGLTIATISHWCRIKD 880
Q:       798 GEEWMNLPEAVLHGVEEQGGLGVPDAANQVWILDKNVPEVNEEWYKVVVPDYKASKDYVK 857
             ||+|++||  ++||  + |||||||  |  | |++ |||+|||||||||||||||+||| 
S:       881 GEDWLSLPAEIIHGHPDDGGLGVPDRDNNFWRLEEKVPEINEEWYKVVVPDYKASRDYVN 940
Q:       858 VLSDEMARFSIVIQRQEELAQKLAVDSYDLDKSVDRIAWRKLLQFDGKAIAYRNIIEPMV 917
             ||+ ++ +||+||+ +|+||+||+ ||||++||||   |+ || |  + ||    +||| 
S:       941 VLARDVEKFSLVIEEREKLARKLSEDSYDIEKSVDHERWKHLLNFRTRVIAKELAVEPME 1000
Q:       918 NDDIMSSFVDFQIDEEMTRKFDKASRY 944
             +  +   |++++++|   +||| ||||
S:      1001 DSVVFEGFLEYEVEEGTEKKFDLASRY 1027
· Organism #6 / Result 113  next | previous | overview 
[Q] contig00337 vs [S] Q8JVB9_PCV
	Query view (% Id)
	60.7 

	Subj. % Id
	6.14 

	Align % Id
	60.47 

	E-val
	5.86e-24 

	Query Identifier
	contig00337 

	Identifier
	Q8JVB9_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image113]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 86 aa,  Score= 283,  Eval= 5.90e-24, Identity= 60.47%, Similarity= 75.58%
Query len= 257 nt, pos= 1-83 aa (frame +3 of position 3-251 nt), Identity query= 60.7%, Alignment coverage query= 32.3%, Nb gaps query= 3
Subject len= 847 aa, pos= 240-325 aa , Identity subject= 6.14%, Alignment coverage subject= 10.15%, Nb gaps subject= 0

Q:         1 YPSTWYT-VNNMYTNCNMEADDLVMISSGKFTVDTSMVWGSPDRLYQMMWTIAAKLNSVE 59
             ||| ||    |+| +||| |||||++|||+ | |++  |||||+|| |||||| ||| | 
S:       240 YPSVWYAGEGNIYNSCNMVADDLVVVSSGRLTTDSAFTWGSPDKLYNMMWTIAQKLNGVS 299
Q:        60 ALISAFENMRGKCKLMADIVKR--CR 83
              |+ | |+||||||+|+||| +  ||
S:       300 CLMYALESMRGKCKMMSDIVAKTDCR 325
· Organism #6 / Result 114  next | previous | overview 
[Q] contig00283 vs [S] Q8JVC2_PCV
	Query view (% Id)
	58.44 

	Subj. % Id
	4.03 

	Align % Id
	60.00 

	E-val
	5.11e-20 

	Query Identifier
	contig00283 

	Identifier
	Q8JVC2_PCV 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image114]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 75 aa,  Score= 249,  Eval= 5.10e-20, Identity= 60%, Similarity= 76%
Query len= 231 nt, pos= 1-75 aa (frame +3 of position 3-227 nt), Identity query= 58.44%, Alignment coverage query= 32.47%, Nb gaps query= 0
Subject len= 1117 aa, pos= 268-342 aa , Identity subject= 4.03%, Alignment coverage subject= 6.71%, Nb gaps subject= 0

Q:         1 RAGDRDVNIHDLVRMFEQGMVPKECVDYYVRHSYVPTQFDFGVSMFEWSAAMAEIPPKLN 60
             ||| + |+|++|  +|||| +|||||||||| |||||||||||+||||| |+ ++|   |
S:       268 RAGTQQVSINELRLLFEQGKIPKECVDYYVRASYVPTQFDFGVTMFEWSQALGQLPGCYN 327
Q:        61 KPRQFDVTADMVDVF 75
               | ||   |++ ||
S:       328 SRRDFDTLTDLMGVF 342
· Organism #6 / Result 115  next | previous | overview 
[Q] contig00236 vs [S] Q8JVC2_PCV
	Query view (% Id)
	45.15 

	Subj. % Id
	6.80 

	Align % Id
	57.58 

	E-val
	8.42e-39 

	Query Identifier
	contig00236 

	Identifier
	Q8JVC2_PCV 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image115]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 132 aa,  Score= 411,  Eval= 8.40e-39, Identity= 57.58%, Similarity= 71.21%
Query len= 505 nt, pos= 1-132 aa (frame -1 of position 505-110 nt), Identity query= 45.15%, Alignment coverage query= 26.14%, Nb gaps query= 0
Subject len= 1117 aa, pos= 785-916 aa , Identity subject= 6.8%, Alignment coverage subject= 11.82%, Nb gaps subject= 0

Q:         1 VMEAMKFEAKAIKQMLDKKSEFFRVTITKDRAYASPTRGLAGFVSGDWEGTGRATVRERV 60
             ||+|| |+|   |||   +||||| ||   | |||||| || ||+||||| |||||+|||
S:       785 VMDAMLFKANKWKQMFGTRSEFFRNTICDGRVYASPTRALASFVAGDWEGAGRATVKERV 844
Q:        61 VGIMDQVGKLIRRGLDPEVARGCMISALSHWCRIKIDEEWLDLPDEVIHGMAEQGGLAIP 120
             | ++||+ || |||   |+ +|  |+ +|||||||  |+|| || |+|||  + ||| +|
S:       845 VSLLDQIAKLRRRGCSEELCQGLTIATISHWCRIKDGEDWLSLPAEIIHGHPDDGGLGVP 904
Q:       121 DARGCIWRLDKK 132
             |     |||++|
S:       905 DRDNNFWRLEEK 916
· Organism #6 / Result 116  next | previous | overview 
[Q] contig00244 vs [S] Q8JVB9_PCV
	Query view (% Id)
	38.05 

	Subj. % Id
	5.08 

	Align % Id
	56.58 

	E-val
	1.19e-16 

	Query Identifier
	contig00244 

	Identifier
	Q8JVB9_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image116]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 76 aa,  Score= 220,  Eval= 1.20e-16, Identity= 56.58%, Similarity= 73.68%
Query len= 339 nt, pos= 1-76 aa (frame -2 of position 338-111 nt), Identity query= 38.05%, Alignment coverage query= 22.42%, Nb gaps query= 0
Subject len= 847 aa, pos= 412-487 aa , Identity subject= 5.08%, Alignment coverage subject= 8.97%, Nb gaps subject= 0

Q:         1 QHTSAEDNILLRNWDIMAGRPMTWDFGPILKDYVLSLAEMIINGADIVMPQILHAIPSLT 60
             |||+| || +|||++++  ||  || |  +|+| |+||| ++ | || || ||  ||+||
S:       412 QHTNAWDNFMLRNFEMVTRRPTQWDIGQHMKEYALALAEHVMLGYDIEMPSILLTIPALT 471
Q:        61 AVNTAYGLSRGGKGLG 76
             ||||||||+||  | |
S:       472 AVNTAYGLTRGWYGGG 487
· Organism #6 / Result 117  next | previous | overview 
[Q] contig00149 vs [S] Q8JVC2_PCV
	Query view (% Id)
	30.52 

	Subj. % Id
	3.67 

	Align % Id
	52.56 

	E-val
	5.38e-17 

	Query Identifier
	contig00149 

	Identifier
	Q8JVC2_PCV 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image117]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 78 aa,  Score= 223,  Eval= 5.40e-17, Identity= 52.56%, Similarity= 67.95%
Query len= 403 nt, pos= 4-81 aa (frame -3 of position 392-159 nt), Identity query= 30.52%, Alignment coverage query= 19.35%, Nb gaps query= 0
Subject len= 1117 aa, pos= 274-351 aa , Identity subject= 3.67%, Alignment coverage subject= 6.98%, Nb gaps subject= 0

Q:         4 VNIHDLVRMFENGMVPKECADYYVRHSYVPTQFDFGVSMFEWSVAMAEIPPKLNKPEKFD 63
             |+|++|  +|| | +|||| ||||| |||||||||||+||||| |+ ++|   |    ||
S:       274 VSINELRLLFEQGKIPKECVDYYVRASYVPTQFDFGVTMFEWSQALGQLPGCYNSRRDFD 333
Q:        64 VSADMIEVFAPRRVEGTT 81
                |++ || |   +  |
S:       334 TLTDLMGVFPPHSPKEVT 351
· Organism #6 / Result 118  next | previous | overview 
[Q] contig00549 vs [S] Q8JVB9_PCV
	Query view (% Id)
	51.72 

	Subj. % Id
	7.67 

	Align % Id
	52.00 

	E-val
	1.28e-31 

	Query Identifier
	contig00549 

	Identifier
	Q8JVB9_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image118]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 125 aa,  Score= 349,  Eval= 1.30e-31, Identity= 52%, Similarity= 71.2%
Query len= 377 nt, pos= 1-125 aa (frame +1 of position 1-375 nt), Identity query= 51.72%, Alignment coverage query= 33.16%, Nb gaps query= 0
Subject len= 847 aa, pos= 266-390 aa , Identity subject= 7.67%, Alignment coverage subject= 14.76%, Nb gaps subject= 0

Q:         1 SDGDIDIDTSMLWGSPDRLYQMIWSIAAKLDCVPSLISAFENMRGKCKMMADIVKRVKPN 60
             | | +  |++  |||||+|| |+|+|| ||+ |  |+ | |+||||||||+||| +    
S:       266 SSGRLTTDSAFTWGSPDKLYNMMWTIAQKLNGVSCLMYALESMRGKCKMMSDIVAKTDCR 325
Q:        61 RINSMVP*VTTMNTAFGSESSNTSVTRMPGYLSTSMSLVSDLLYGMTFEAAATCVGESLG 120
              +|+|+|    |+||||       | +|||| |||+ ++|||+|||||+| |+|| |+||
S:       326 EVNAMIPRSYCMSTAFGQIREKQIVVKMPGYFSTSIGMLSDLMYGMTFKAVASCVAETLG 385
Q:       121 AHGTL 125
             | ||+
S:       386 AMGTI 390
· Organism #6 / Result 119  next | previous | overview 
[Q] contig00589 vs [S] Q8JVC1_PCV
	Query view (% Id)
	51.33 

	Subj. % Id
	7.84 

	Align % Id
	51.68 

	E-val
	2.37e-33 

	Query Identifier
	contig00589 

	Identifier
	Q8JVC1_PCV 

	Description
	SubName: Full=Major capsid protein; 

	Gene name
	empty 



[image: image119]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 149 aa,  Score= 364,  Eval= 2.40e-33, Identity= 51.68%, Similarity= 63.76%
Query len= 450 nt, pos= 2-150 aa (frame -1 of position 447-1 nt), Identity query= 51.33%, Alignment coverage query= 33.11%, Nb gaps query= 0
Subject len= 982 aa, pos= 138-285 aa , Identity subject= 7.84%, Alignment coverage subject= 15.07%, Nb gaps subject= 1

Q:         2 LYPGPLDEVQGREKLVAAAREGIPNRDDVSKVTSWSRDAVRGLVDEDLSMFKVLLENVVV 61
             || ||| ++  | ||| |||||||||+||+| | |++| |+   |  +     ||| +  
S:       138 LYAGPLQKLMSRAKLVGAAREGIPNRNDVAKSTGWNQDQVQKFPDNRMDSLISLLEQMQT 197
Q:        62 GQSKLTRLVKGFLMLLECMSRGSIDVTLDVQNSVVYNPTDVVNSFRHGDRSYVFNSRPSS 121
             |||||||||||||+|||   |  +|  +     | |    | +|+    | |||||+|+|
S:       198 GQSKLTRLVKGFLILLEMAERKEVDFHVGNHIHVTYAIAPVCDSYDLPGRCYVFNSKPTS 257
Q:       122 NPHTAVLWRMCGEYPPPELQGSHVSIPAD 150
               | |||  || |||||+   ||||+|||
S:       258 EAHAAVLLAMCREYPPPQF-ASHVSVPAD 285
· Organism #6 / Result 120  next | previous | overview 
[Q] contig00561 vs [S] Q8JVC1_PCV
	Query view (% Id)
	46.67 

	Subj. % Id
	5.70 

	Align % Id
	51.38 

	E-val
	7.94e-21 

	Query Identifier
	contig00561 

	Identifier
	Q8JVC1_PCV 

	Description
	SubName: Full=Major capsid protein; 

	Gene name
	empty 



[image: image120]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 109 aa,  Score= 256,  Eval= 7.90e-21, Identity= 51.38%, Similarity= 64.22%
Query len= 360 nt, pos= 13-120 aa (frame -1 of position 324-1 nt), Identity query= 46.67%, Alignment coverage query= 30%, Nb gaps query= 1
Subject len= 982 aa, pos= 231-338 aa , Identity subject= 5.7%, Alignment coverage subject= 11%, Nb gaps subject= 1

Q:        13 VLYTPADVVNSFRVGNRAYVNNSMPESGPHTAVLWKMCGAYPPPELAGSHVRIPSDAEHV 72
             | |  | | +|+ +  | || || | |  | |||  ||  ||||+ | ||| +|+||| |
S:       231 VTYAIAPVCDSYDLPGRCYVFNSKPTSEAHAAVLLAMCREYPPPQFA-SHVSVPADAEDV 289
Q:        73 FMV-HGGLLDRGRQINLTPGVIHSSLMAYAMDTSCTASLQPALIIACSL 120
              +|  |  +  |  + | ||+++||++ ||||||||  || | ||||||
S:       290 CIVSQGRQIQPGSAVTLNPGLVYSSILTYAMDTSCTDLLQEAQIIACSL 338
· Organism #6 / Result 121  next | previous | overview 
[Q] contig00215 vs [S] Q8JVC2_PCV
	Query view (% Id)
	50.33 

	Subj. % Id
	4.57 

	Align % Id
	50.50 

	E-val
	7.74e-24 

	Query Identifier
	contig00215 

	Identifier
	Q8JVC2_PCV 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image121]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 101 aa,  Score= 282,  Eval= 7.70e-24, Identity= 50.5%, Similarity= 74.26%
Query len= 304 nt, pos= 1-101 aa (frame -1 of position 304-2 nt), Identity query= 50.33%, Alignment coverage query= 33.22%, Nb gaps query= 0
Subject len= 1117 aa, pos= 922-1022 aa , Identity subject= 4.57%, Alignment coverage subject= 9.04%, Nb gaps subject= 0

Q:         1 EEWYKVVVPDYKASKDYVKVLSDEMARFSIVIQRQEELAQKLAVDSYDLDKSVDRMAWRK 60
             ||||||||||||||+||| ||+ ++ +||+||+ +|+||+||+ ||||++||||   |+ 
S:       922 EEWYKVVVPDYKASRDYVNVLARDVEKFSLVIEEREKLARKLSEDSYDIEKSVDHERWKH 981
Q:        61 LLRFDGKAIAYRNIIEPMVNDDVMSSFVDFQIDEEMTRKFD 101
             || |  + ||    +||| +  |   |++++++|   +|||
S:       982 LLNFRTRVIAKELAVEPMEDSVVFEGFLEYEVEEGTEKKFD 1022
· Organism #6 / Result 122  next | previous | overview 
[Q] contig00205 vs [S] Q8JVC1_PCV
	Query view (% Id)
	47.37 

	Subj. % Id
	3.36 

	Align % Id
	49.25 

	E-val
	5.59e-11 

	Query Identifier
	contig00205 

	Identifier
	Q8JVC1_PCV 

	Description
	SubName: Full=Major capsid protein; 

	Gene name
	empty 



[image: image122]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 67 aa,  Score= 171,  Eval= 5.60e-11, Identity= 49.25%, Similarity= 68.66%
Query len= 209 nt, pos= 1-67 aa (frame -1 of position 209-9 nt), Identity query= 47.37%, Alignment coverage query= 32.06%, Nb gaps query= 0
Subject len= 982 aa, pos= 152-218 aa , Identity subject= 3.36%, Alignment coverage subject= 6.82%, Nb gaps subject= 0

Q:         1 MVAAAREGVPNLDALRKVTGWTRNDMNAFPPADMSMFKTMLNEVSTGQHKLTRLVKGYLI 60
             +| |||||+|| + + | ||| ++ +  ||   |    ++| ++ ||| ||||||||+||
S:       152 LVGAAREGIPNRNDVAKSTGWNQDQVQKFPDNRMDSLISLLEQMQTGQSKLTRLVKGFLI 211
Q:        61 LLEAMDR 67
             |||  +|
S:       212 LLEMAER 218
· Organism #6 / Result 123  next | previous | overview 
[Q] contig00545 vs [S] Q8JVC1_PCV
	Query view (% Id)
	21.37 

	Subj. % Id
	4.99 

	Align % Id
	44.95 

	E-val
	2.07e-16 

	Query Identifier
	contig00545 

	Identifier
	Q8JVC1_PCV 

	Description
	SubName: Full=Major capsid protein; 

	Gene name
	empty 



[image: image123]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 109 aa,  Score= 221,  Eval= 2.10e-16, Identity= 44.95%, Similarity= 57.8%
Query len= 688 nt, pos= 120-228 aa (frame +3 of position 360-686 nt), Identity query= 21.37%, Alignment coverage query= 15.84%, Nb gaps query= 0
Subject len= 982 aa, pos= 163-271 aa , Identity subject= 4.99%, Alignment coverage subject= 11.1%, Nb gaps subject= 0

Q:       120 RDDVSKVTSWSRDAVRALQDEDLAMFKVLLENVVVGQSKLTRLVKGFLMLLECMDRGSFD 179
             |+||+| | |++| |+   |  +     ||| +  |||||||||||||+|||  +|   |
S:       163 RNDVAKSTGWNQDQVQKFPDNRMDSLISLLEQMQTGQSKLTRLVKGFLILLEMAERKEVD 222
Q:       180 VELDVQNAIVYNPRDVVNSFRHGDRSYVFNSRPTSNPHTAVLWRMCGAY 228
               +     + |    | +|+    | |||||+|||  | |||  ||  |
S:       223 FHVGNHIHVTYAIAPVCDSYDLPGRCYVFNSKPTSEAHAAVLLAMCREY 271
· Organism #6 / Result 124  next | previous | overview 
[Q] contig00278 vs [S] Q8JVB9_PCV
	Query view (% Id)
	39.77 

	Subj. % Id
	4.13 

	Align % Id
	44.87 

	E-val
	9.91e-16 

	Query Identifier
	contig00278 

	Identifier
	Q8JVB9_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image124]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 78 aa,  Score= 212,  Eval= 9.90e-16, Identity= 44.87%, Similarity= 74.36%
Query len= 264 nt, pos= 11-88 aa (frame -1 of position 234-1 nt), Identity query= 39.77%, Alignment coverage query= 29.55%, Nb gaps query= 0
Subject len= 847 aa, pos= 88-165 aa , Identity subject= 4.13%, Alignment coverage subject= 9.21%, Nb gaps subject= 0

Q:        11 RHVRREKTANLDFLGSRDWFLEPARSNAMYSAKESTVHLLDKVQKQKILSKCPSISGELA 70
             |  +|  |  |||+|+  | | |+ + |+||+|||||||+|+ |++ |+||||+++|  +
S:        88 RQTKRTGTTELDFMGAGPWTLYPSSARALYSSKESTVHLVDEAQRRMIMSKCPTMAGPTS 147
Q:        71 SDIFITSVHERISVPSDM 88
             +  ++ ++|||+| |||+
S:       148 TGTYMAAIHERLSTPSDL 165
· Organism #6 / Result 125  next | previous | overview 
[Q] contig00209 vs [S] Q8JVB9_PCV
	Query view (% Id)
	33.24 

	Subj. % Id
	4.60 

	Align % Id
	41.94 

	E-val
	2.60e-16 

	Query Identifier
	contig00209 

	Identifier
	Q8JVB9_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image125]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 93 aa,  Score= 217,  Eval= 2.60e-16, Identity= 41.94%, Similarity= 68.82%
Query len= 352 nt, pos= 1-93 aa (frame -3 of position 350-72 nt), Identity query= 33.24%, Alignment coverage query= 26.42%, Nb gaps query= 0
Subject len= 847 aa, pos= 120-211 aa , Identity subject= 4.6%, Alignment coverage subject= 10.86%, Nb gaps subject= 1

Q:         1 KESTVHLIDKVQKQRILAKCPNISGELASDIFITSVHERISVPSDMRHIMMKMYLILQDY 60
             |||||||+|+ |++ |++||| ++|  ++  ++ ++|||+| |||+||+  || | | ||
S:       120 KESTVHLVDEAQRRMIMSKCPTMAGPTSTGTYMAAIHERLSTPSDLRHLFTKMVLYLYDY 179
Q:        61 NLGVTSKSEDVSHASDLTYNLTRNISPIDRMTA 93
              | | ||   +  | |++++|  ++ | | + |
S:       180 TLAVVSKDNTMHTADDISFDLRPHL-PSDALLA 211
· Organism #6 / Result 126  next | previous | overview 
[Q] contig00197 vs [S] Q8JVB9_PCV
	Query view (% Id)
	40.63 

	Subj. % Id
	13.81 

	Align % Id
	40.77 

	E-val
	1.64e-52 

	Query Identifier
	contig00197 

	Identifier
	Q8JVB9_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image126]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 287 aa,  Score= 534,  Eval= 1.60e-52, Identity= 40.77%, Similarity= 58.89%
Query len= 864 nt, pos= 5-286 aa (frame -2 of position 851-6 nt), Identity query= 40.63%, Alignment coverage query= 32.64%, Nb gaps query= 5
Subject len= 847 aa, pos= 523-802 aa , Identity subject= 13.81%, Alignment coverage subject= 33.06%, Nb gaps subject= 7

Q:         5 NRVGKKPIPLGPREFQLQCEAEGDFGIGDVSFWLHDSLGGRVDENEETGSNLFRTEYAGT 64
             || ||| + +   | +|+ ||  |  | || ||| |+ |||||||||+  ||++||++||
S:       523 NRAGKKQVMVNAAERKLRAEAGDDCRIRDVEFWLEDTPGGRVDENEESAPNLYKTEFSGT 582
Q:        65 MCSVVFHSSEERWVLKSRREPPG--RQTMRGEKPPPEQKEALVEEIPSPLPSGVPWMGAK 122
              |++||+     |+   + +     |+|  |+     +||       | +|  + | |  
S:       583 KCAMVFNYEMGMWIEARQMDYDRLKRETFSGDLT---KKERYTMSKVSAMP--IHW-GPP 636
Q:       123 PKRPDDI---FKNLNTLSRQNKIVPSHKPRHTRVTSDGRAATQPYTINGNEESDVLPSRR 179
             |     +    +++ ++|| | |||+ +|+| |+ |   |    |  +| ||   +   |
S:       637 PNHKAKLEASLEHMKSISRGNAIVPTREPKHVRINSQSMAVVPKYVKDGVEEEKYVHYER 696
Q:       180 VEIQENDEIALNIISVPGDGTCGVHAMVEDLKAHGMIAPGDVARAHTYFAGEMKSKTFHD 239
               |+| | |  + | |||||+||+||||+||  || ++| + |+|   |+ +  || |||
S:       697 PAIEEGDTIRFSEIDVPGDGSCGIHAMVKDLTVHGRLSPHEAAKATELFSTDTASKKFHD 756
Q:       240 AQELAALSQQLGMNMDLIDRDNSRVTRYGTFGSEAHTITVVKKGAHF 286
             | ||||  |  || |||||+ ++||||||   || ++||+++ | ||
S:       757 AAELAAQCQLWGMGMDLIDKGSNRVTRYGPEDSE-YSITIIRDGGHF 802
· Organism #6 / Result 127  next | previous | overview 
[Q] contig00224 vs [S] Q8JVB9_PCV
	Query view (% Id)
	40.29 

	Subj. % Id
	5.55 

	Align % Id
	40.52 

	E-val
	1.20e-21 

	Query Identifier
	contig00224 

	Identifier
	Q8JVB9_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image127]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 116 aa,  Score= 263,  Eval= 1.20e-21, Identity= 40.52%, Similarity= 65.52%
Query len= 350 nt, pos= 1-116 aa (frame -1 of position 350-3 nt), Identity query= 40.29%, Alignment coverage query= 33.14%, Nb gaps query= 0
Subject len= 847 aa, pos= 120-235 aa , Identity subject= 5.55%, Alignment coverage subject= 13.7%, Nb gaps subject= 0

Q:         1 KESTVHLIDKVQKQRILAKCPNISGELASDIFITSVHERISVPSDMRHIMMKMYLILQDY 60
             |||||||+|+ |++ |++||| ++|  ++  ++ ++|||+| |||+||+  || | | ||
S:       120 KESTVHLVDEAQRRMIMSKCPTMAGPTSTGTYMAAIHERLSTPSDLRHLFTKMVLYLYDY 179
Q:        61 NLGVTSKSEDVSHASDLTYNLTRNISPIDRMTAITNRRMVIDGDGFTSSELGLISL 116
              | | ||   +  | |++++|  ++     +  + |  |||||| ||  ++ |+ |
S:       180 TLAVVSKDNTMHTADDISFDLRPHLPSDALLATVINHDMVIDGDLFTPEQISLLCL 235
· Organism #6 / Result 128  next | previous | overview 
[Q] contig00225 vs [S] Q8JVC1_PCV
	Query view (% Id)
	31.35 

	Subj. % Id
	10.39 

	Align % Id
	38.93 

	E-val
	1.10e-50 

	Query Identifier
	contig00225 

	Identifier
	Q8JVC1_PCV 

	Description
	SubName: Full=Major capsid protein; 

	Gene name
	empty 



[image: image128]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 262 aa,  Score= 519,  Eval= 1.10e-50, Identity= 38.93%, Similarity= 63.36%
Query len= 976 nt, pos= 1-262 aa (frame -1 of position 976-191 nt), Identity query= 31.35%, Alignment coverage query= 26.84%, Nb gaps query= 0
Subject len= 982 aa, pos= 310-570 aa , Identity subject= 10.39%, Alignment coverage subject= 26.58%, Nb gaps subject= 1

Q:         1 LIYASLMTYALDVGCTEHLQQALIIACSLQQNRYFSRVKLPAVVSSFDLMVPGFLKINTR 60
             |+|+|++|||+|  ||+ ||+| |||||||+||||||+ || ||| +||||| |+  |+ 
S:       310 LVYSSILTYAMDTSCTDLLQEAQIIACSLQENRYFSRIGLPTVVSLYDLMVPAFIAQNSA 369
Q:        61 LDKPIVTLEMATSIGRLHQMLLFMNIKDILTSAELSTAAGFDPSVSMRAYLSSQATLIKQ 120
             |+   ++ +++ ++||+||||  +  |||+++  + +  |||||  +| ||+| + |+ |
S:       370 LEGARLSGDLSKAVGRVHQMLGMVAAKDIISATHMQSRTGFDPSHGIRQYLNSNSRLVTQ 429
Q:       121 MAGDISSLNLLEATLKMKVHELLREDDFSDLLNLSAFEGLWLCDENTRSVDNGVLAALSN 180
             ||  ++ + | +|| +|++   +   |++|+|+|+ ||||||  + +   ||| ++ | |
S:       430 MASKLTGIGLFDATPQMRIFSEMDTADYADMLHLTIFEGLWLVQDASVCTDNGPISFLVN 489
Q:       181 GVYDMSDNVTSFDVVKREMDLGKIVYKERDIPHGSFTVRWVCVTKTDCNREPPVRKRVSK 240
             |   +| +   +||+  |+ |  |  +   +| |+|| |||   +    |  | | | + 
S:       490 GEKLLSADRAGYDVLVEELTLANIRIEHHKMPTGAFTTRWVAAKRDSALRLTP-RSRTAH 548
Q:       241 PMTLVHPCNKVPGSSLRSTTKK 262
              + +|  |+  |  +|++   |
S:       549 RVDMVRECDFNPTMNLKAAGPK 570
· Organism #6 / Result 129  next | previous | overview 
[Q] contig00223 vs [S] Q8JVB9_PCV
	Query view (% Id)
	37.95 

	Subj. % Id
	2.48 

	Align % Id
	38.89 

	E-val
	3.66e-2 

	Query Identifier
	contig00223 

	Identifier
	Q8JVB9_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image129]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 54 aa,  Score= 95,  Eval= 3.70e-2, Identity= 38.89%, Similarity= 53.7%
Query len= 166 nt, pos= 2-55 aa (frame -2 of position 162-1 nt), Identity query= 37.95%, Alignment coverage query= 32.53%, Nb gaps query= 0
Subject len= 847 aa, pos= 66-119 aa , Identity subject= 2.48%, Alignment coverage subject= 6.38%, Nb gaps subject= 0

Q:         2 KFTRHNFAIDVNLGVSVSADQKRYVRREKTASLDFLGSRDWFLEPAKSNAMYSS 55
             ||| + |   | +   ||    |  +|  |  |||+|+  | | |+ + |+|||
S:        66 KFTINGFRKSVKICHMVSLGATRQTKRTGTTELDFMGAGPWTLYPSSARALYSS 119
· Organism #6 / Result 130  next | previous | overview 
[Q] contig00585 vs [S] Q8JVB9_PCV
	Query view (% Id)
	37.95 

	Subj. % Id
	2.48 

	Align % Id
	38.89 

	E-val
	3.66e-2 

	Query Identifier
	contig00585 

	Identifier
	Q8JVB9_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image130]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 54 aa,  Score= 95,  Eval= 3.70e-2, Identity= 38.89%, Similarity= 53.7%
Query len= 166 nt, pos= 2-55 aa (frame -2 of position 162-1 nt), Identity query= 37.95%, Alignment coverage query= 32.53%, Nb gaps query= 0
Subject len= 847 aa, pos= 66-119 aa , Identity subject= 2.48%, Alignment coverage subject= 6.38%, Nb gaps subject= 0

Q:         2 KFTRHNFAIDVNLGVSVSADQKRYVRREKTASLDFLGSRDWFLEPAKSNAMYSS 55
             ||| + |   | +   ||    |  +|  |  |||+|+  | | |+ + |+|||
S:        66 KFTINGFRKSVKICHMVSLGATRQTKRTGTTELDFMGAGPWTLYPSSARALYSS 119
· Organism #6 / Result 131  next | previous | overview 
[Q] contig00178 vs [S] Q8JVB9_PCV
	Query view (% Id)
	37.11 

	Subj. % Id
	6.97 

	Align % Id
	38.82 

	E-val
	7.34e-19 

	Query Identifier
	contig00178 

	Identifier
	Q8JVB9_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image131]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 152 aa,  Score= 239,  Eval= 7.30e-19, Identity= 38.82%, Similarity= 51.32%
Query len= 477 nt, pos= 2-128 aa (frame -3 of position 472-92 nt), Identity query= 37.11%, Alignment coverage query= 26.62%, Nb gaps query= 25
Subject len= 847 aa, pos= 504-651 aa , Identity subject= 6.97%, Alignment coverage subject= 17.47%, Nb gaps subject= 4

Q:         2 LAAFAWMMGERAVRPPVFFNRVGKKELAHSRDEWRLQAEADGDFGIGQVNFWITDGLGGR 61
             | |  || | |  || || || |||++  +  | +|+|||  |  |  | ||+ |  |||
S:       504 LCAVGWMCGLRQCRPQVFRNRAGKKQVMVNAAERKLRAEAGDDCRIRDVEFWLEDTPGGR 563
Q:        62 VDENEEVASALYRTEYAGTTCSMVFNASDERWV------VNALKEPPGRQSVRGEK---- 111
             |||||| |  ||+||++|| |+||||     |+       + ||    |++  |+     
S:       564 VDENEESAPNLYKTEFSGTKCAMVFNYEMGMWIEARQMDYDRLK----RETFSGDLTKKE 619
Q:       112 ---------------PPPNQEEQLKVEVPHDK 128
                            |||| + +|+  + | |
S:       620 RYTMSKVSAMPIHWGPPPNHKAKLEASLEHMK 651
· Organism #6 / Result 132  next | previous | overview 
[Q] contig00461 vs [S] Q8JVC0_PCV
	Query view (% Id)
	26.71 

	Subj. % Id
	4.28 

	Align % Id
	37.86 

	E-val
	4.17e-14 

	Query Identifier
	contig00461 

	Identifier
	Q8JVC0_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image132]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 103 aa,  Score= 198,  Eval= 4.20e-14, Identity= 37.86%, Similarity= 58.25%
Query len= 438 nt, pos= 1-103 aa (frame -3 of position 436-128 nt), Identity query= 26.71%, Alignment coverage query= 23.52%, Nb gaps query= 0
Subject len= 912 aa, pos= 372-474 aa , Identity subject= 4.28%, Alignment coverage subject= 11.29%, Nb gaps subject= 0

Q:         1 HKGEHERFVLALILHWKTLGLPSPLAKKIFPLYAIRRVHWGGVFDKIREGVIASNSFVGM 60
             | || | | | |+||||  || |    ++  || +||  |  |  |+|+||+ | +|+| 
S:       372 HGGEDEAFTLGLLLHWKMYGLKSDTTGRLRLLYYVRRNRWDLVMRKVRQGVLGSGTFMGE 431
Q:        61 QLTMDEREMILSMRLLSAGSIDQLRTVMGSQGGSYPRQIPDQK 103
              +|+ ||+++||+ +||+ |+  |      +   ||   | ++
S:       432 PITLAERDILLSLHMLSSTSVSALVAKWRDEKMGYPSSRPSKR 474
· Organism #6 / Result 133  next | previous | overview 
[Q] contig00168 vs [S] Q8JVC0_PCV
	Query view (% Id)
	34.18 

	Subj. % Id
	7.35 

	Align % Id
	37.64 

	E-val
	5.62e-29 

	Query Identifier
	contig00168 

	Identifier
	Q8JVC0_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image133]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 178 aa,  Score= 328,  Eval= 5.60e-29, Identity= 37.64%, Similarity= 55.06%
Query len= 588 nt, pos= 1-178 aa (frame -1 of position 588-55 nt), Identity query= 34.18%, Alignment coverage query= 30.27%, Nb gaps query= 0
Subject len= 912 aa, pos= 301-478 aa , Identity subject= 7.35%, Alignment coverage subject= 19.52%, Nb gaps subject= 0

Q:         1 NYQVFANGLKSYRGFGFTWNDWARTMSYAAHTRGLSSFDDKDWIGWPVTLKKISEGIPLE 60
             +||+ | |||+|||+||| |||| | ++       +         ||+||+ | +   + 
S:       301 DYQINAQGLKAYRGYGFTMNDWAATAAHLVDNTCAADGAIPSLDNWPLTLEGIGKTFDMS 360
Q:        61 EHEDIQMLVEAHKGEHERFVLALILHWKTLGLPSALAKKIFPLYSIRRVHWGGVFDKIRE 120
             |  | | |+ || || | | | |+||||  || |    ++  || +||  |  |  |+|+
S:       361 EDIDGQALLAAHGGEDEAFTLGLLLHWKMYGLKSDTTGRLRLLYYVRRNRWDLVMRKVRQ 420
Q:       121 GIMASNNFAGSQLTMEEREMILSMRLLSAGSIDQLRTIMSTQGGSYPRQIPDQRQEDH 178
             |++ |  | |  +|+ ||+++||+ +||+ |+  |      +   ||   | +|   |
S:       421 GVLGSGTFMGEPITLAERDILLSLHMLSSTSVSALVAKWRDEKMGYPSSRPSKRLMCH 478
· Organism #6 / Result 134  next | previous | overview 
[Q] contig00206 vs [S] Q8JVB9_PCV
	Query view (% Id)
	24.61 

	Subj. % Id
	2.48 

	Align % Id
	37.50 

	E-val
	8.80e-4 

	Query Identifier
	contig00206 

	Identifier
	Q8JVB9_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image134]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 56 aa,  Score= 109,  Eval= 8.80e-4, Identity= 37.5%, Similarity= 62.5%
Query len= 256 nt, pos= 1-56 aa (frame -2 of position 255-88 nt), Identity query= 24.61%, Alignment coverage query= 21.88%, Nb gaps query= 0
Subject len= 847 aa, pos= 791-840 aa , Identity subject= 2.48%, Alignment coverage subject= 5.9%, Nb gaps subject= 6

Q:         1 HTITVVKKGAHFDAGVVLDGANKSGAGVRLVVGHLDEQQVPASEFIESIKEAGSLF 56
             ++||+++ | || ||++ +|||+      + | ||++|     ||+  +|  ||||
S:       791 YSITIIRDGGHFRAGLIGEGANE------MTVEHLEQQTRAPEEFVRDVKSLGSLF 840
· Organism #6 / Result 135  next | previous | overview 
[Q] contig00273 vs [S] Q8JVB9_PCV
	Query view (% Id)
	36.76 

	Subj. % Id
	2.95 

	Align % Id
	36.76 

	E-val
	2.14e-2 

	Query Identifier
	contig00273 

	Identifier
	Q8JVB9_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image135]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 68 aa,  Score= 97,  Eval= 2.10e-2, Identity= 36.76%, Similarity= 51.47%
Query len= 204 nt, pos= 1-68 aa (frame -1 of position 204-1 nt), Identity query= 36.76%, Alignment coverage query= 33.33%, Nb gaps query= 0
Subject len= 847 aa, pos= 16-83 aa , Identity subject= 2.95%, Alignment coverage subject= 8.03%, Nb gaps subject= 0

Q:         1 QGAEHAQTYATEFADRVKRGDVRIIDGVEEEKKMLSKGEREILGRLNCPVKFTRKHFAID 60
             |  +| +||  +| ++     |  |||   || ++| ||+||+  ||   |||   |   
S:        16 QSYQHRETYFEQFLEQNSERLVEEIDGPVVEKGLISDGEKEIIRHLNVQDKFTINGFRKS 75
Q:        61 VNLGVSVS 68
             | +   ||
S:        76 VKICHMVS 83
· Organism #6 / Result 136  next | previous | overview 
[Q] contig00305 vs [S] Q8JVC0_PCV
	Query view (% Id)
	15.41 

	Subj. % Id
	4.50 

	Align % Id
	36.61 

	E-val
	1.54e-6 

	Query Identifier
	contig00305 

	Identifier
	Q8JVC0_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image136]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 112 aa,  Score= 137,  Eval= 1.50e-6, Identity= 36.61%, Similarity= 46.43%
Query len= 798 nt, pos= 154-243 aa (frame -2 of position 338-69 nt), Identity query= 15.41%, Alignment coverage query= 11.28%, Nb gaps query= 22
Subject len= 912 aa, pos= 24-135 aa , Identity subject= 4.5%, Alignment coverage subject= 12.28%, Nb gaps subject= 0

Q:       154 KKKPRGMTDRHGSSMRE-EHTM-----AVPDGRRKSK--SXXXLRFSKLPSRLEAPTPYA 205
             +++ |    ||   + | |||      +  || || +  |    |  ||  |   |    
S:        24 REQGRAEPARHRRKLHEYEHTQGSRSHSSKDGSRKDRMSSEDKTRHKKLKHRSRQPGDKP 83
Q:       206 SLQN--------------FKGVVVPMGHGKTTLAREEGWVDIDSLLQPRVCR 243
             +|                  |||+||||||||||+||||+| |||+ |   |
S:        84 TLPQPETDMVFGGLDKCPLYGVVMPMGHGKTTLAQEEGWIDCDSLITPSTKR 135
· Organism #6 / Result 137  next | previous | overview 
[Q] contig00287 vs [S] Q8JVC1_PCV
	Query view (% Id)
	29.18 

	Subj. % Id
	2.55 

	Align % Id
	36.23 

	E-val
	1.60e-5 

	Query Identifier
	contig00287 

	Identifier
	Q8JVC1_PCV 

	Description
	SubName: Full=Major capsid protein; 

	Gene name
	empty 



[image: image137]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 69 aa,  Score= 124,  Eval= 1.60e-5, Identity= 36.23%, Similarity= 55.07%
Query len= 257 nt, pos= 1-69 aa (frame +3 of position 3-209 nt), Identity query= 29.18%, Alignment coverage query= 26.85%, Nb gaps query= 0
Subject len= 982 aa, pos= 466-534 aa , Identity subject= 2.55%, Alignment coverage subject= 7.03%, Nb gaps subject= 0

Q:         1 FEGLWLCDENTRSVDNGVLAALSNGVYDMSDNVTSFDVVKREMDLGKIVYKERDIPHGSF 60
             ||||||  + +   ||| ++ | ||   +| +   +||+  |+ |  |  +   +| |+|
S:       466 FEGLWLVQDASVCTDNGPISFLVNGEKLLSADRAGYDVLVEELTLANIRIEHHKMPTGAF 525
Q:        61 TVRWVCVTK 69
             | |||   +
S:       526 TTRWVAAKR 534
· Organism #6 / Result 138  next | previous | overview 
[Q] contig00155 vs [S] Q8JVB9_PCV
	Query view (% Id)
	36.42 

	Subj. % Id
	6.49 

	Align % Id
	35.95 

	E-val
	1.07e-17 

	Query Identifier
	contig00155 

	Identifier
	Q8JVB9_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image138]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 153 aa,  Score= 229,  Eval= 1.10e-17, Identity= 35.95%, Similarity= 54.9%
Query len= 453 nt, pos= 3-149 aa (frame +3 of position 9-449 nt), Identity query= 36.42%, Alignment coverage query= 32.45%, Nb gaps query= 6
Subject len= 847 aa, pos= 517-662 aa , Identity subject= 6.49%, Alignment coverage subject= 17.24%, Nb gaps subject= 7

Q:         3 RPPVFYNRVGKKPIQLGPREFQLQSEAEGSYGLGDVSFWLHDTLGGRVDENEETSTNLYR 62
             || || || ||| + +   | +|++||     + || ||| || |||||||||++ |||+
S:       517 RPQVFRNRAGKKQVMVNAAERKLRAEAGDDCRIRDVEFWLEDTPGGRVDENEESAPNLYK 576
Q:        63 TEYAGTMCSVVFHSSEERWVLTSRREPPG--RQTMKGEKPPPEQDEQLVEEIPGSQPSGV 120
             ||++|| |++||+     |+   + +     |+|  |+    |+          |+ | +
S:       577 TEFSGTKCAMVFNYEMGMWIEARQMDYDRLKRETFSGDLTKKERYTM-------SKVSAM 629
Q:       121 PWMGAKPK----KPDDIFKNLNALSRQNKIVPS 149
             |     |     | +   +++ ++|| | |||+
S:       630 PIHWGPPPNHKAKLEASLEHMKSISRGNAIVPT 662
· Organism #6 / Result 139  next | previous | overview 
[Q] contig00213 vs [S] Q8JVC0_PCV
	Query view (% Id)
	33.14 

	Subj. % Id
	2.08 

	Align % Id
	35.19 

	E-val
	5.63e-3 

	Query Identifier
	contig00213 

	Identifier
	Q8JVC0_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image139]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 54 aa,  Score= 102,  Eval= 5.60e-3, Identity= 35.19%, Similarity= 53.7%
Query len= 172 nt, pos= 2-55 aa (frame -3 of position 167-6 nt), Identity query= 33.14%, Alignment coverage query= 31.4%, Nb gaps query= 0
Subject len= 912 aa, pos= 525-578 aa , Identity subject= 2.08%, Alignment coverage subject= 5.92%, Nb gaps subject= 0

Q:         2 KLLLREQIIKAIGMELLSRWDNEFDVERRVGRLLKSIAVRWYKASIIRDEWSDL 55
             ||  +  |   +|+ ||+ |++|    |     +| +|  |++   ||||| ||
S:       525 KLKRKHVISYLLGVRLLNEWEDEQGAHRVAREAMKQVATNWFRVGKIRDEWFDL 578
· Organism #6 / Result 140  next | previous | overview 
[Q] contig00252 vs [S] Q8JVC1_PCV
	Query view (% Id)
	30.72 

	Subj. % Id
	9.06 

	Align % Id
	34.77 

	E-val
	8.45e-33 

	Query Identifier
	contig00252 

	Identifier
	Q8JVC1_PCV 

	Description
	SubName: Full=Major capsid protein; 

	Gene name
	empty 



[image: image140]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 256 aa,  Score= 364,  Eval= 8.50e-33, Identity= 34.77%, Similarity= 54.3%
Query len= 869 nt, pos= 26-281 aa (frame -3 of position 792-25 nt), Identity query= 30.72%, Alignment coverage query= 29.46%, Nb gaps query= 0
Subject len= 982 aa, pos= 162-410 aa , Identity subject= 9.06%, Alignment coverage subject= 25.36%, Nb gaps subject= 7

Q:        26 NRSDLSKGTGWEREVCNRITPVVIDSLQNCLRVATSGQHKLTRLVKGFLIYLDLLEHGGC 85
             ||+|++| ||| ++   +     +||| + |    +|| ||||||||||| |++ |    
S:       162 NRNDVAKSTGWNQDQVQKFPDNRMDSLISLLEQMQTGQSKLTRLVKGFLILLEMAERKEV 221
Q:        86 DIRKMVSRENQVQLGPNEVAGEFNAGGSAFVYTSAPSNMPHNTMCLLMAGEFPFPEARTR 145
             |    |     |      |   ++  |  +|+ | |++  |  + | |  |+| |+  + 
S:       222 DFH--VGNHIHVTYAIAPVCDSYDLPGRCYVFNSKPTSEAHAAVLLAMCREYPPPQFAS- 278
Q:       146 HVAVPADSHLIKIVSTHGREDNWDVSSHLTADLALASICKYAGDFNLQGDIQQAYTIACA 205
             ||+||||+  + |||  ||+     +  |   |  +||  || | +    +|+|  |||+
S:       279 HVSVPADAEDVCIVS-QGRQIQPGSAVTLNPGLVYSSILTYAMDTSCTDLLQEAQIIACS 337
Q:       206 MMQNKYLTRVGLPAVVSTIDLVPTAILPREKSANAPHATRDFANVVGKLYQMSCLVTAKD 265
             + +|+| +|+||| |||  ||+  | + +  +      + | +  ||+++||  +| |||
S:       338 LQENRYFSRIGLPTVVSLYDLMVPAFIAQNSALEGARLSGDLSKAVGRVHQMLGMVAAKD 397
Q:       266 LTCAVAATTKQGLSGF 281
             +   ++||  |  +||
S:       398 I---ISATHMQSRTGF 410
· Organism #6 / Result 141  next | previous | overview 
[Q] contig00173 vs [S] Q8JVC0_PCV
	Query view (% Id)
	19.57 

	Subj. % Id
	5.70 

	Align % Id
	34.21 

	E-val
	9.93e-14 

	Query Identifier
	contig00173 

	Identifier
	Q8JVC0_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image141]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 152 aa,  Score= 199,  Eval= 9.90e-14, Identity= 34.21%, Similarity= 50%
Query len= 797 nt, pos= 125-265 aa (frame -3 of position 423-1 nt), Identity query= 19.57%, Alignment coverage query= 17.69%, Nb gaps query= 11
Subject len= 912 aa, pos= 51-202 aa , Identity subject= 5.7%, Alignment coverage subject= 16.67%, Nb gaps subject= 0

Q:       125 SPKEVGRKSRASKSDKGRSIRF---SKMPASSAA-SVPYTSLM-------NFKGVVVPVG 173
             | |+  || | |  || |  +    |+ |        | | ++          |||+|+|
S:        51 SSKDGSRKDRMSSEDKTRHKKLKHRSRQPGDKPTLPQPETDMVFGGLDKCPLYGVVMPMG 110
Q:       174 HGKTTLAKEEGWIDVDALLQPRVLADLKEEFYDLITSGTSVEEASVVMAKEIAPGLKLLN 233
             |||||||+|||||| |+|+ |     |  +    +  |   | |   |+  +|  |++| 
S:       111 HGKTTLAQEEGWIDCDSLITPSTKRRLAADALRKLADGDEYENAMAEMSSMMAKALQVLT 170
Q:       234 PSETVILMSPTFELLDVLGIECVGAIVVKPEV 265
             ||+  ||+| +  || +  | |+  + ++  |
S:       171 PSKPAILLSHSVNLLKICQIPCLAILSLEDGV 202
· Organism #6 / Result 142  next | previous | overview 
[Q] contig00375 vs [S] Q8JVC1_PCV
	Query view (% Id)
	27.64 

	Subj. % Id
	3.46 

	Align % Id
	33.66 

	E-val
	6.47e-7 

	Query Identifier
	contig00375 

	Identifier
	Q8JVC1_PCV 

	Description
	SubName: Full=Major capsid protein; 

	Gene name
	empty 



[image: image142]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 101 aa,  Score= 136,  Eval= 6.50e-7, Identity= 33.66%, Similarity= 53.47%
Query len= 369 nt, pos= 3-103 aa (frame +2 of position 8-310 nt), Identity query= 27.64%, Alignment coverage query= 27.37%, Nb gaps query= 0
Subject len= 982 aa, pos= 867-964 aa , Identity subject= 3.46%, Alignment coverage subject= 9.98%, Nb gaps subject= 3

Q:         3 LADLLSRSSKELMTRDVNKVYRWIRDATPSYFPLLITSEELDNAGPPDTLSFRNNPASFG 62
             ||++||  + +|   |  |+ | +   +   ||  ++|||        ||++|| |+| |
S:       867 LAEVLSHGNLKLS--DATKLGRLVEGTSLDLFPPQLSSEEFSTCSEA-TLAWRNAPSSLG 923
Q:        63 QREVSEEDSRWIILACRVNRSIFSKDLLIKLTKEFSLTPQM 103
              |  ++|||||+++|       |    |  | ||||+  ++
S:       924 VRPFAQEDSRWLVMAATCGGGSFGIGKLKSLCKEFSVPKEL 964
· Organism #6 / Result 143  next | previous | overview 
[Q] contig00200 vs [S] Q8JVC0_PCV
	Query view (% Id)
	25.98 

	Subj. % Id
	3.40 

	Align % Id
	33.33 

	E-val
	1.56e-8 

	Query Identifier
	contig00200 

	Identifier
	Q8JVC0_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image143]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 93 aa,  Score= 150,  Eval= 1.60e-8, Identity= 33.33%, Similarity= 53.76%
Query len= 358 nt, pos= 27-119 aa (frame -2 of position 279-1 nt), Identity query= 25.98%, Alignment coverage query= 25.98%, Nb gaps query= 0
Subject len= 912 aa, pos= 282-374 aa , Identity subject= 3.4%, Alignment coverage subject= 10.2%, Nb gaps subject= 0

Q:        27 DIHEVVAAYDQGLVSRELVNYQGFRQRIESYRGFGFTWNDWAKTMSYAAHTRGTSSFDDS 86
             |+ |+|  |+ | + | +++||   | +++|||+||| |||| | ++       +     
S:       282 DLTELVGMYESGRLPRAVLDYQINAQGLKAYRGYGFTMNDWAATAAHLVDNTCAADGAIP 341
Q:        87 DWAAWPVTLNKISEGIPLEEHEDIQLLVESHKG 119
                 ||+||  | +   + |  | | |+ +| |
S:       342 SLDNWPLTLEGIGKTFDMSEDIDGQALLAAHGG 374
· Organism #6 / Result 144  next | previous | overview 
[Q] contig00455 vs [S] Q8JVC1_PCV
	Query view (% Id)
	21.97 

	Subj. % Id
	3.87 

	Align % Id
	33.04 

	E-val
	1.02e-8 

	Query Identifier
	contig00455 

	Identifier
	Q8JVC1_PCV 

	Description
	SubName: Full=Major capsid protein; 

	Gene name
	empty 



[image: image144]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 115 aa,  Score= 152,  Eval= 1.00e-8, Identity= 33.04%, Similarity= 53.91%
Query len= 519 nt, pos= 42-156 aa (frame +1 of position 124-468 nt), Identity query= 21.97%, Alignment coverage query= 22.16%, Nb gaps query= 0
Subject len= 982 aa, pos= 828-938 aa , Identity subject= 3.87%, Alignment coverage subject= 11.3%, Nb gaps subject= 4

Q:        42 APKDGLRYICNSPTWLRYLEAHDVDREERDVESDRPMSQILAEILSRSNKDLLTRDVNRI 101
             || + | ++ ||| | |+|| +++  + + |   + |   |||+||  |  |   |  ++
S:       828 APVNALHFVGNSPGWKRWLENNNIPSDIQ-VAGKKRMCSYLAEVLSHGNLKL--SDATKL 884
Q:       102 YLWIRNANPGHFPLEITSEELEGVGPPDTLNYKQNPASFGQRKVNEEDSRWVIMA 156
                +   +   || +++|||        || ++  |+| | |   +|||||++||
S:       885 GRLVEGTSLDLFPPQLSSEEFSTCSEA-TLAWRNAPSSLGVRPFAQEDSRWLVMA 938
· Organism #6 / Result 145  next | previous | overview 
[Q] contig00011 vs [S] Q8JVC1_PCV
	Query view (% Id)
	13.58 

	Subj. % Id
	2.24 

	Align % Id
	32.35 

	E-val
	6.77e-4 

	Query Identifier
	contig00011 

	Identifier
	Q8JVC1_PCV 

	Description
	SubName: Full=Major capsid protein; 

	Gene name
	empty 



[image: image145]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 68 aa,  Score= 110,  Eval= 6.80e-4, Identity= 32.35%, Similarity= 60.29%
Query len= 486 nt, pos= 81-148 aa (frame +2 of position 242-445 nt), Identity query= 13.58%, Alignment coverage query= 13.99%, Nb gaps query= 0
Subject len= 982 aa, pos= 785-851 aa , Identity subject= 2.24%, Alignment coverage subject= 6.82%, Nb gaps subject= 1

Q:        81 MTGQSSIARNINEMIDKGSSRNTFGSIRRAMLKDKVKWEGNVEDAPKDALRYIVNSPTWL 140
             ++| |   | ||++| + |+ + | +    | + +  |+|+   || +|| ++ ||| | 
S:       785 LSGNSKHVRRINQLI-RESNPSAFETEASRMRRLRADWDGDAGSAPVNALHFVGNSPGWK 843
Q:       141 RYLEGHDV 148
             |+|| +++
S:       844 RWLENNNI 851
· Organism #6 / Result 146  next | previous | overview 
[Q] contig00523 vs [S] Q8JVC1_PCV
	Query view (% Id)
	28.33 

	Subj. % Id
	3.46 

	Align % Id
	32.08 

	E-val
	3.48e-8 

	Query Identifier
	contig00523 

	Identifier
	Q8JVC1_PCV 

	Description
	SubName: Full=Major capsid protein; 

	Gene name
	empty 



[image: image146]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 106 aa,  Score= 147,  Eval= 3.50e-8, Identity= 32.08%, Similarity= 50.94%
Query len= 360 nt, pos= 3-108 aa (frame -3 of position 352-35 nt), Identity query= 28.33%, Alignment coverage query= 29.44%, Nb gaps query= 0
Subject len= 982 aa, pos= 466-570 aa , Identity subject= 3.46%, Alignment coverage subject= 10.69%, Nb gaps subject= 1

Q:         3 FEGLWLCDENTRSVDNGVLAALSNGVYDMSDNVTSFDVVKREMDLGKIVYKERDIPHGSF 62
             ||||||  + +   ||| ++ | ||   +| +   +||+  |+ |  |  +   +| |+|
S:       466 FEGLWLVQDASVCTDNGPISFLVNGEKLLSADRAGYDVLVEELTLANIRIEHHKMPTGAF 525
Q:        63 TVRWVCVTKTDCNREPPIRKRVSKPMTLVHPCNKVPGSSLRSTTKK 108
             | |||   +    |  | | | +  + +|  |+  |  +|++   |
S:       526 TTRWVAAKRDSALRLTP-RSRTAHRVDMVRECDFNPTMNLKAAGPK 570
· Organism #6 / Result 147  next | previous | overview 
[Q] contig00161 vs [S] Q8JVB9_PCV
	Query view (% Id)
	25.56 

	Subj. % Id
	13.81 

	Align % Id
	30.95 

	E-val
	3.41e-49 

	Query Identifier
	contig00161 

	Identifier
	Q8JVB9_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image147]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 378 aa,  Score= 508,  Eval= 3.40e-49, Identity= 30.95%, Similarity= 53.44%
Query len= 1373 nt, pos= 2-377 aa (frame +3 of position 6-1133 nt), Identity query= 25.56%, Alignment coverage query= 27.39%, Nb gaps query= 2
Subject len= 847 aa, pos= 250-620 aa , Identity subject= 13.81%, Alignment coverage subject= 43.8%, Nb gaps subject= 7

Q:         2 NVYTQCHMQSDTVAIISEGKVNMDTSLSWGSPSRLYDLICSVACKMGCLDDMVEAFTSMR 61
             |+|  |+| +| + ++| |++  |++ +|||| +||+++ ++| |+  +  ++ |  |||
S:       250 NIYNSCNMVADDLVVVSSGRLTTDSAFTWGSPDKLYNMMWTIAQKLNGVSCLMYALESMR 309
Q:        62 GMCFLMQDVFRDADDNSVVSDMPLSKSYKCATGVRSRDAVTMSQRGGLFATTKSLVSEML 121
             | | +| |+    |   | + +| |     | | + |+   + +  | |+|+  ++|+++
S:       310 GKCKMMSDIVAKTDCREVNAMIPRSYCMSTAFG-QIREKQIVVKMPGYFSTSIGMLSDLM 368
Q:       122 LGKLGEVVASNFLEEIGAYGDLFGSATPSTSARLNGFMRDYGLNHANVKVNSLLYQWQVM 181
              |   + |||   | +|| | +  |+|| |+  +|| |||||| | |   | +|  ++++
S:       369 YGMTFKAVASCVAETLGAMGTIVSSSTPRTNPTINGLMRDYGLQHTNAWDNFMLRNFEMV 428
Q:       182 LGKPIQWGLGLAVKNYAISLAGSLHNGTDISVPQLQYLLHMNEYKNTCWGMIRNWKGAGQ 241
               +| || +|  +| ||++||  +  | || +| +   +      || +|+ | | | | 
S:       429 TRRPTQWDIGQHMKEYALALAEHVMLGYDIEMPSILLTIPALTAVNTAYGLTRGWYGGGS 488
Q:       242 SFD-PKAARVKAIEESAAFTWVMGIRNRRPVLFGNKKNDREVFLGAQERAFLCGHGGLDF 300
             + |  |  | ++ +   |  |+ |+|  || +| |+   ++| + | ||  |    | | 
S:       489 TLDMDKKQRKESTDALCAVGWMCGLRQCRPQVFRNRAGKKQVMVNAAERK-LRAEAGDDC 547
Q:       301 DINSIGICVAESVSARIDEVEITATALVKSNYIKAGSMIMYDQSSGWGFPEAKDRNDDDD 360
              |  +   + ++   |+|| | +|  | |+ +      ++++   |    ||+  + |  
S:       548 RIRDVEFWLEDTPGGRVDENEESAPNLYKTEFSGTKCAMVFNYEMGMWI-EARQMDYD-- 604
Q:       361 DARLLR-SFGGALTDRPR 377
               || | +| | || + |
S:       605 --RLKRETFSGDLTKKER 620
· Organism #6 / Result 148  next | previous | overview 
[Q] contig00191 vs [S] Q8JVC1_PCV
	Query view (% Id)
	22.16 

	Subj. % Id
	3.77 

	Align % Id
	30.83 

	E-val
	2.49e-6 

	Query Identifier
	contig00191 

	Identifier
	Q8JVC1_PCV 

	Description
	SubName: Full=Major capsid protein; 

	Gene name
	empty 



[image: image148]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 120 aa,  Score= 131,  Eval= 2.50e-6, Identity= 30.83%, Similarity= 46.67%
Query len= 501 nt, pos= 27-136 aa (frame -1 of position 423-94 nt), Identity query= 22.16%, Alignment coverage query= 21.96%, Nb gaps query= 10
Subject len= 982 aa, pos= 480-598 aa , Identity subject= 3.77%, Alignment coverage subject= 12.12%, Nb gaps subject= 1

Q:        27 DNGVLAALSNGVYDMSGNVTSFDVVKREMDLGNIVYKERDIPHGSFTVRWVCVTKTENSR 86
             ||| ++ | ||   +| +   +||+  |+ | ||  +   +| |+|| |||   +    |
S:       480 DNGPISFLVNGEKLLSADRAGYDVLVEELTLANIRIEHHKMPTGAFTTRWVAAKRDSALR 539
Q:        87 VPLPRKRVSKPMALVHPCDKVPGSSLR----------STKKKRFGPSYKPNLHLWYKQPR 136
             +  || | +  + +|  ||  |  +|+          |  | |   |  |  |++   ||
S:       540 LT-PRSRTAHRVDMVRECDFNPTMNLKAAGPKARLRGSGVKSRRRVSEVPLAHVFRSPPR 598
· Organism #6 / Result 149  next | previous | overview 
[Q] contig00265 vs [S] Q8JVC0_PCV
	Query view (% Id)
	26.6 

	Subj. % Id
	2.74 

	Align % Id
	28.74 

	E-val
	2.74e-5 

	Query Identifier
	contig00265 

	Identifier
	Q8JVC0_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image149]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 87 aa,  Score= 122,  Eval= 2.70e-5, Identity= 28.74%, Similarity= 49.43%
Query len= 282 nt, pos= 9-94 aa (frame -1 of position 258-1 nt), Identity query= 26.6%, Alignment coverage query= 30.5%, Nb gaps query= 1
Subject len= 912 aa, pos= 536-622 aa , Identity subject= 2.74%, Alignment coverage subject= 9.54%, Nb gaps subject= 0

Q:         9 IGMELLSRWEGERDVEQRVGRLLRSIAVRWYKAAIIRDEWSDLACRLLETD-QLDMSLAN 67
             +|+ ||+ || |+   +     ++ +|  |++   ||||| ||   +|+ + + |  +| 
S:       536 LGVRLLNEWEDEQGAHRVAREAMKQVATNWFRVGKIRDEWFDLIGAVLDGECRADDPIAQ 595
Q:        68 AISSMLSCDIETGTSGADWSIRIFEAL 94
                 |         ||  | +|+ ||+
S:       596 MAVMMTKTSSCQNLSGMPWGVRVAEAV 622
· Organism #6 / Result 150  next | previous | overview 
[Q] contig00460 vs [S] Q8JVC1_PCV
	Query view (% Id)
	25.17 

	Subj. % Id
	3.67 

	Align % Id
	26.09 

	E-val
	2.09e-5 

	Query Identifier
	contig00460 

	Identifier
	Q8JVC1_PCV 

	Description
	SubName: Full=Major capsid protein; 

	Gene name
	empty 



[image: image150]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 138 aa,  Score= 123,  Eval= 2.10e-5, Identity= 26.09%, Similarity= 45.65%
Query len= 429 nt, pos= 5-141 aa (frame -1 of position 417-7 nt), Identity query= 25.17%, Alignment coverage query= 31.93%, Nb gaps query= 1
Subject len= 982 aa, pos= 708-842 aa , Identity subject= 3.67%, Alignment coverage subject= 13.75%, Nb gaps subject= 3

Q:         5 RIEKIARSTTEQVTTEDSVRRLREVDGLKLSGKEIGSLVEIIDYTGYHDTAARAKSMKEL 64
             ||| +  +   | |  + + ++    || +  +|    +|++| |         +|+  +
S:       708 RIEAMLSARDPQFTGREQITKMLSDGGLGVRERE--EWLELVDKTVGVKGLKEVRSIDGI 765
Q:        65 IQKMDDDGAWVNYEREEGML-GQSNLAKHINLMIDRGSTRDTFGSELRRMRERKNDWTGD 123
              + +++ |    +     +| | |   + || +| | |    | +|  |||  + || ||
S:       766 RRHLEEYGEREGFAVVRTLLSGNSKHVRRINQLI-RESNPSAFETEASRMRRLRADWDGD 824
Q:       124 VEDAPIEGLQYVANTASW 141
                ||+  | +| |+  |
S:       825 AGSAPVNALHFVGNSPGW 842
· Organism #6 / Result 151  next | previous | overview 
[Q] contig00216 vs [S] Q8JVC0_PCV
	Query view (% Id)
	15.92 

	Subj. % Id
	2.74 

	Align % Id
	25.00 

	E-val
	3.34e-3 

	Query Identifier
	contig00216 

	Identifier
	Q8JVC0_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image151]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 100 aa,  Score= 104,  Eval= 3.30e-3, Identity= 25%, Similarity= 49%
Query len= 471 nt, pos= 5-102 aa (frame +3 of position 15-308 nt), Identity query= 15.92%, Alignment coverage query= 20.81%, Nb gaps query= 2
Subject len= 912 aa, pos= 687-786 aa , Identity subject= 2.74%, Alignment coverage subject= 10.96%, Nb gaps subject= 0

Q:         5 LMEIGVWSGSKTVMLMEMINAKSWMPKATDRMLLTCLVRWE-HHFTNAEERYIFGKLANC 63
             + |+  || |   +++|++|| ||+ + + +  +  |  |     |   +  +||++ + 
S:       687 MAELADWSRSGVGLVLELVNAGSWLGQMSPKDRIALLANWATRRETTGVDSVLFGEILDR 746
Q:        64 YTDKIFGRRYAS-VKDRLSRLSLITSADGGLECTEAPVRG 102
             ++ +   |++     + |  |  |+  ||||   |   ||
S:       747 FSRQWLKRKFTPRAAEHLRNLGRISRRDGGLGIAERVYRG 786
· Organism #6 / Result 152  next | previous | overview 
[Q] contig00551 vs [S] Q8JVC0_PCV
	Query view (% Id)
	20.83 

	Subj. % Id
	3.29 

	Align % Id
	20.83 

	E-val
	1.35e-4 

	Query Identifier
	contig00551 

	Identifier
	Q8JVC0_PCV 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image152]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 144 aa,  Score= 116,  Eval= 1.30e-4, Identity= 20.83%, Similarity= 45.83%
Query len= 432 nt, pos= 1-142 aa (frame -1 of position 432-7 nt), Identity query= 20.83%, Alignment coverage query= 32.87%, Nb gaps query= 2
Subject len= 912 aa, pos= 643-786 aa , Identity subject= 3.29%, Alignment coverage subject= 15.79%, Nb gaps subject= 0

Q:         1 QSDNGNRPCILGISEAEIWKRIAKRNVPRSAMGYFANGVGNVQRLMEIGVWANSKTIMLM 60
             |++||  | +||  | +    + |   |+       +    +  + |+  |+ |   +++
S:       643 QTENGVLPIVLGNREEDYIIELMKLGAPKYMTSVTGSEESVLATMAELADWSRSGVGLVL 702
Q:        61 EMINARSWMPKASDRMLLSCVVRWG-EYFVKPEEAYMFSKLANCYTEKIFNRQYKS-VKD 118
             |++|| ||+ + | +  ++ +  |         ++ +| ++ + ++ +   |++     +
S:       703 ELVNAGSWLGQMSPKDRIALLANWATRRETTGVDSVLFGEILDRFSRQWLKRKFTPRAAE 762
Q:       119 RLSSLSLITASDGGLECTRAPVRG 142
              | +|  |+  ||||       ||
S:       763 HLRNLGRISRRDGGLGIAERVYRG 786
Organism #7: Ophiostoma mitovirus
· Organism #7 / Result 153  next | previous | overview 
[Q] contig00502 vs [S] Q9WJ22_9VIRU
	Query view (% Id)
	51.92 

	Subj. % Id
	3.45 

	Align % Id
	67.50 

	E-val
	2.25e-7 

	Query Identifier
	contig00502 

	Identifier
	Q9WJ22_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase, putative; 

	Gene name
	pol4 



[image: image153]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 40 aa,  Score= 140,  Eval= 2.20e-7, Identity= 67.5%, Similarity= 75%
Query len= 156 nt, pos= 1-40 aa (frame -3 of position 154-35 nt), Identity query= 51.92%, Alignment coverage query= 25.64%, Nb gaps query= 0
Subject len= 783 aa, pos= 240-279 aa , Identity subject= 3.45%, Alignment coverage subject= 5.11%, Nb gaps subject= 0

Q:         1 RVIAMVDYHSQFTLKPIHEMLLNKLRTLKCDRTLTQPPKH 40
             |||||||| +|| |+||| +||| |  | |||| || | |
S:       240 RVIAMVDYTTQFALRPIHNILLNNLSKLPCDRTFTQDPFH 279
· Organism #7 / Result 154  next | previous | overview 
[Q] contig00291 vs [S] Q9WJ23_9VIRU
	Query view (% Id)
	55.03 

	Subj. % Id
	4.25 

	Align % Id
	56.36 

	E-val
	1.17e-8 

	Query Identifier
	contig00291 

	Identifier
	Q9WJ23_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase, putative; 

	Gene name
	pol5 



[image: image154]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 55 aa,  Score= 151,  Eval= 1.20e-8, Identity= 56.36%, Similarity= 70.91%
Query len= 169 nt, pos= 1-55 aa (frame -1 of position 169-5 nt), Identity query= 55.03%, Alignment coverage query= 32.54%, Nb gaps query= 0
Subject len= 729 aa, pos= 423-477 aa , Identity subject= 4.25%, Alignment coverage subject= 7.54%, Nb gaps subject= 0

Q:         1 SINKTHVSKDTYEFAKR*IKGGIEISGIPLKGILNQ*KNPGVVYTTLCSYFDKNP 55
             |+|||||||+|||||||  |   ||+|+||+||||   | |+|+  |  +  | |
S:       423 SMNKTHVSKNTYEFAKRWFKNKKEITGLPLRGILNNLNNYGIVFQELFKFHYKYP 477
· Organism #7 / Result 155  next | previous | overview 
[Q] contig00234 vs [S] Q9WJ22_9VIRU
	Query view (% Id)
	44.64 

	Subj. % Id
	5.49 

	Align % Id
	50.00 

	E-val
	6.49e-15 

	Query Identifier
	contig00234 

	Identifier
	Q9WJ22_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase, putative; 

	Gene name
	pol4 



[image: image155]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 86 aa,  Score= 205,  Eval= 6.50e-15, Identity= 50%, Similarity= 65.12%
Query len= 289 nt, pos= 4-89 aa (frame +3 of position 12-269 nt), Identity query= 44.64%, Alignment coverage query= 29.76%, Nb gaps query= 0
Subject len= 783 aa, pos= 123-208 aa , Identity subject= 5.49%, Alignment coverage subject= 10.98%, Nb gaps subject= 0

Q:         4 STIDLPYKGKSYTIPAWFIKN*ISKNNLKADLPTYDVKDHYVSMKSSPNGPATYSSL*SI 63
             |||  ||||| |||| ||| + ||| || +  | |   |||+|+| |||| |+ ||| ||
S:       123 STITDPYKGKVYTIPKWFILDFISKYNLSSTKPIYTDNDHYLSIKGSPNGKASMSSLYSI 182
Q:        64 LSLSYPQLQNISTMLGTYRDEFFKFY 89
             +| +   ++ +  ++| |+    |||
S:       183 ISFNSSNIRYLFNIVGDYQLVLNKFY 208
· Organism #7 / Result 156  next | previous | overview 
[Q] contig00164 vs [S] Q9WJ22_9VIRU
	Query view (% Id)
	25.76 

	Subj. % Id
	5.75 

	Align % Id
	50.00 

	E-val
	3.02e-16 

	Query Identifier
	contig00164 

	Identifier
	Q9WJ22_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase, putative; 

	Gene name
	pol4 



[image: image156]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query overhangs over the 5' region of this sequence.
Align len= 90 aa,  Score= 217,  Eval= 3.00e-16, Identity= 50%, Similarity= 67.78%
Query len= 524 nt, pos= 84-173 aa (frame +2 of position 251-520 nt), Identity query= 25.76%, Alignment coverage query= 17.18%, Nb gaps query= 0
Subject len= 783 aa, pos= 1-89 aa , Identity subject= 5.75%, Alignment coverage subject= 11.37%, Nb gaps subject= 1

Q:        84 LMNNKIRNIIIIRLLRLCFNFNNNT*EVTRFLETFDEMRQKSGLKYTIKYYKAVKLHITR 143
             +  | ++ ||| ||+   |  | +  |+ +||   + +|+ +|| ||||| || ||||||
S:         1 MKRNNLQIIIIKRLILHIFKINLSV-EIDKFLGFINHLRKSNGLLYTIKYMKAAKLHITR 59
Q:       144 YICGQPLLSNKEGVALDHSG*PKKFLYLKK 173
             |+||+|| || | |||| +| | +| |||+
S:        60 YMCGKPLYSNNENVALDKTGFPLRFWYLKR 89
· Organism #7 / Result 157  next | previous | overview 
[Q] contig00501 vs [S] Q9WJ22_9VIRU
	Query view (% Id)
	50.21 

	Subj. % Id
	15.20 

	Align % Id
	49.58 

	E-val
	1.46e-52 

	Query Identifier
	contig00501 

	Identifier
	Q9WJ22_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase, putative; 

	Gene name
	pol4 



[image: image157]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 240 aa,  Score= 533,  Eval= 1.50e-52, Identity= 49.58%, Similarity= 63.33%
Query len= 711 nt, pos= 3-234 aa (frame -3 of position 703-8 nt), Identity query= 50.21%, Alignment coverage query= 32.63%, Nb gaps query= 8
Subject len= 783 aa, pos= 92-319 aa , Identity subject= 15.2%, Alignment coverage subject= 29.12%, Nb gaps subject= 12

Q:         3 NKELRILLTLLSFTRTVVPDKKEELKIKPDYSTIDAPYKGKVYTIPAWFIKN*ISKNNLK 62
             |   | |||||++|| +||+| |        |||  |||||||||| ||| + ||| || 
S:        92 NDNPRALLTLLTYTRRIVPNKSESKARIVKLSTITDPYKGKVYTIPKWFILDFISKYNLS 151
Q:        63 ADLPTYDVKDHYVSMKSSPNGPATYSSL*SILSLSYPQLQNISTMLGTYRDEFFKFYSTA 122
             +  | |   |||+|+| |||| |+ ||| ||+| +   ++ +  ++| |+    |||   
S:       152 STKPIYTDNDHYLSIKGSPNGKASMSSLYSIISFNSSNIRYLFNIVGDYQLVLNKFYQD- 210
Q:       123 WNNEFNKSGDIINPKWTNYT-------GKLSIVKDPELKRRVIAMVDYHSQFTLKPIHEM 175
                        ++  +| |        |||||| ||||| |||||||| +|| |+||| +
S:       211 -----------LSQFYTKYINRDKLGLGKLSIVHDPELKERVIAMVDYTTQFALRPIHNI 259
Q:       176 LLKKLSTLKCDRTFTQDPKHT*YQNH-HKFYSLDLSAATDRFPLQLQKKLLSYIYENKQF 234
             ||  || | ||||||||| |    +|  +++||||||||||||+ ||+||+| |+ + +|
S:       260 LLNNLSKLPCDRTFTQDPFHKWNDDHKERYHSLDLSAATDRFPIFLQQKLISLIFNDYEF 319
· Organism #7 / Result 158  next | previous | overview 
[Q] contig00241 vs [S] O92614_9VIRU
	Query view (% Id)
	51.17 

	Subj. % Id
	13.23 

	Align % Id
	48.72 

	E-val
	9.64e-38 

	Query Identifier
	contig00241 

	Identifier
	O92614_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image158]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 195 aa,  Score= 403,  Eval= 9.60e-38, Identity= 48.72%, Similarity= 61.54%
Query len= 557 nt, pos= 1-181 aa (frame -2 of position 556-14 nt), Identity query= 51.17%, Alignment coverage query= 32.5%, Nb gaps query= 14
Subject len= 718 aa, pos= 51-245 aa , Identity subject= 13.23%, Alignment coverage subject= 27.16%, Nb gaps subject= 0

Q:         1 FATRIESL*VHNGLIFTVKYLKECLRICQHFVSGNPVLVTTEMPISIVRGIPTIIPGNLR 60
             | +||  |   ||+ |||+||||| || ||||||+|| ||  ||| +  |+|||||| ||
S:        51 FGSRIAILWKANGVSFTVQYLKECTRIVQHFVSGHPVFVTDVMPIGLAGGLPTIIPGTLR 110
Q:        61 LQMHSRDLSVIRGVLSLLSVFRIMKIPSTLKLESITGPFTGLDSTLPKYELIK-IKSVLP 119
               + |+| | |||||| |+|+||||+|  ||||||| || |+  |||| |+|  + |+  
S:       111 TLLRSKDSSTIRGVLSTLAVYRIMKMPCVLKLESITDPFKGISDTLPKSEIINGLASLGF 170
Q:       120 VFPQIKPIKLKLLR-------SAGPNCKVSMLGI*LDIKAWSQHSNFKILIEFI------ 166
               |+ +   |  |        |||||  +||+||  || ||     |  |+ ||      
S:       171 EIPKGRSKHLLTLSNPIIYLLSAGPNHSISMMGIWKDIYAWYVSPLFPTLLSFIGRMNRG 230
Q:       167 QLFPDILNLEICYYK 181
              +  |+|  |+ |++
S:       231 NVLIDLLRAEVSYWE 245
Organism #8: Diaporthe ambigua
· Organism #8 / Result 159  next | previous | overview 
[Q] contig00628 vs [S] Q9Q9R1_9VIRU
	Query view (% Id)
	57.21 

	Subj. % Id
	17.48 

	Align % Id
	63.24 

	E-val
	2.36e-41 

	Query Identifier
	contig00628 

	Identifier
	Q9Q9R1_9VIRU 

	Description
	SubName: Full=RNA dependent RNA polymerase; 

	Gene name
	empty 



[image: image159]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 136 aa,  Score= 433,  Eval= 2.40e-41, Identity= 63.24%, Similarity= 72.06%
Query len= 451 nt, pos= 1-136 aa (frame +2 of position 2-409 nt), Identity query= 57.21%, Alignment coverage query= 30.16%, Nb gaps query= 0
Subject len= 492 aa, pos= 137-272 aa , Identity subject= 17.48%, Alignment coverage subject= 27.64%, Nb gaps subject= 0

Q:         1 LASRLKPFEHWLWGTLTAKCMRIGGQGRLVAKGLNPRRRANLIVRKYNNFKNCVVFEADG 60
             |||||||||||||  |||+ +   |+|| ||||||  +|| |||+|   |  | | | ||
S:       137 LASRLKPFEHWLWSHLTAERLGTSGRGRYVAKGLNLSQRARLIVKKMAGFSRCAVLEVDG 196
Q:        61 AAFEAHVGVSQLLGEQGVYKAAFPGDRELVALLNEQLVLKGRLECGAKFERVGARASGDF 120
              ||||||| | +  |  |||||+|||  | +||  | |||||| ||||| | | ||||||
S:       197 KAFEAHVGPSSIEQEHRVYKAAYPGDSTLSSLLRAQRVLKGRLPCGAKFSRNGGRASGDF 256
Q:       121 NTGMGNTIVMLAVVVA 136
             ||||||+++| + | |
S:       257 NTGMGNSLIMFSCVYA 272
· Organism #8 / Result 160  next | previous | overview 
[Q] contig00498 vs [S] Q9Q9R1_9VIRU
	Query view (% Id)
	43.8 

	Subj. % Id
	12.20 

	Align % Id
	60.61 

	E-val
	9.65e-27 

	Query Identifier
	contig00498 

	Identifier
	Q9Q9R1_9VIRU 

	Description
	SubName: Full=RNA dependent RNA polymerase; 

	Gene name
	empty 



[image: image160]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 99 aa,  Score= 307,  Eval= 9.60e-27, Identity= 60.61%, Similarity= 71.72%
Query len= 411 nt, pos= 37-135 aa (frame +3 of position 111-407 nt), Identity query= 43.8%, Alignment coverage query= 24.09%, Nb gaps query= 0
Subject len= 492 aa, pos= 174-272 aa , Identity subject= 12.2%, Alignment coverage subject= 20.12%, Nb gaps subject= 0

Q:        37 RRANLIVRKYNNFKNCVVFEADGAAFEAHVGVSQLQGEQGVYRAAFPGDRELVALLNEQL 96
             +|| |||+|   |  | | | || ||||||| | ++ |  ||+||+|||  | +||  | 
S:       174 QRARLIVKKMAGFSRCAVLEVDGKAFEAHVGPSSIEQEHRVYKAAYPGDSTLSSLLRAQR 233
Q:        97 VLKGRLECGAKFERVGARASGDFNTGMGNTIVMLAVVVA 135
             |||||| ||||| | | ||||||||||||+++| + | |
S:       234 VLKGRLPCGAKFSRNGGRASGDFNTGMGNSLIMFSCVYA 272
· Organism #8 / Result 161  next | previous | overview 
[Q] contig00228 vs [S] Q9Q9R1_9VIRU
	Query view (% Id)
	52.29 

	Subj. % Id
	7.72 

	Align % Id
	59.38 

	E-val
	1.16e-11 

	Query Identifier
	contig00228 

	Identifier
	Q9Q9R1_9VIRU 

	Description
	SubName: Full=RNA dependent RNA polymerase; 

	Gene name
	empty 



[image: image161]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 64 aa,  Score= 177,  Eval= 1.20e-11, Identity= 59.38%, Similarity= 65.62%
Query len= 218 nt, pos= 5-68 aa (frame -2 of position 205-14 nt), Identity query= 52.29%, Alignment coverage query= 29.36%, Nb gaps query= 0
Subject len= 492 aa, pos= 164-227 aa , Identity subject= 7.72%, Alignment coverage subject= 13.01%, Nb gaps subject= 0

Q:         5 RCVGKGLNGPQRAALISRKMQDVGDCVVFEVDGKAFEAHVTREQLLVEHSVYKAAYPGQS 64
             | | ||||  ||| || +||     | | |||||||||||    +  || |||||||| |
S:       164 RYVAKGLNLSQRARLIVKKMAGFSRCAVLEVDGKAFEAHVGPSSIEQEHRVYKAAYPGDS 223
Q:        65 ELTT 68
              |++
S:       224 TLSS 227
· Organism #8 / Result 162  next | previous | overview 
[Q] contig00750 vs [S] Q9Q9R2_9VIRU
	Query view (% Id)
	25.4 

	Subj. % Id
	13.52 

	Align % Id
	47.55 

	E-val
	7.35e-25 

	Query Identifier
	contig00750 

	Identifier
	Q9Q9R2_9VIRU 

	Description
	SubName: Full=ORF1; 

	Gene name
	empty 



[image: image162]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 143 aa,  Score= 295,  Eval= 7.30e-25, Identity= 47.55%, Similarity= 63.64%
Query len= 803 nt, pos= 125-266 aa (frame +1 of position 373-798 nt), Identity query= 25.4%, Alignment coverage query= 17.68%, Nb gaps query= 1
Subject len= 503 aa, pos= 316-455 aa , Identity subject= 13.52%, Alignment coverage subject= 27.83%, Nb gaps subject= 3

Q:       125 QTLAQQENLAHLSASGALSRVPRLRARGRATRMIQDILQGPVGSVGQYFRGRWTPDLPAS 184
             ++ |  | +| ++| ||   ||||||||+    +| +| |  | || +| ||| ||||||
S:       316 KSFADAEGVALVAAVGARGGVPRLRARGKLACRLQALLGGRKGCVGAFFSGRWVPDLPAS 375
Q:       185 ARSPELNALLACSSRGMKLLGIGAVHNTSQQNPVIHPYVVVESPEG-QELVIPGLDAKLS 243
              ||| |||+||     +|+||+|     |    |   ||+|||  | + +++| | ++| 
S:       376 DRSPALNAILAVQREQVKVLGVGTFPTKS---GVGGDYVLVESRSGDRRVILPSLLSRLC 432
Q:       244 QYSFLRERTPELLRGLRTRAVDW 266
              || ||||  +|| |||+|||+|
S:       433 LYSSLRERDEKLLVGLRSRAVEW 455
· Organism #8 / Result 163  next | previous | overview 
[Q] contig00180 vs [S] Q9Q9R1_9VIRU
	Query view (% Id)
	11.35 

	Subj. % Id
	21.75 

	Align % Id
	45.53 

	E-val
	2.50e-37 

	Query Identifier
	contig00180 

	Identifier
	Q9Q9R1_9VIRU 

	Description
	SubName: Full=RNA dependent RNA polymerase; 

	Gene name
	empty 



[image: image163]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 235 aa,  Score= 409,  Eval= 2.50e-37, Identity= 45.53%, Similarity= 54.04%
Query len= 2829 nt, pos= 13-240 aa (frame -2 of position 2792-2109 nt), Identity query= 11.35%, Alignment coverage query= 8.06%, Nb gaps query= 7
Subject len= 492 aa, pos= 11-242 aa , Identity subject= 21.75%, Alignment coverage subject= 47.15%, Nb gaps subject= 3

Q:        13 GVWAAAVHSNCVHNEEASLKMRTMGPTPDDPPELYFETACRRVSRL--LVKAQLEP-WSH 69
             | |   ||  | |||  +|  | + | |    |       | +     | +   +| || 
S:        11 GTWLPQVHRVCPHNEVGALCRRVLAPLPAQVQERVSPGFSRAMGLAVGLARFYTQPRWSL 70
Q:        70 SRVVESYSGRLKRRYQEALESLVIDP-ELGKYDKRLSAFLKAERFNPIAKTSKPRMINCR 128
              |   || | |+|||  |++||+  | ++|| | ||  |||||+ | + |  |||+|  |
S:        71 ERTALSYDGALRRRYLGAMDSLLDWPLDVGK-DSRLDCFLKAEKLNTLIKRPKPRLIFPR 129
Q:       129 SARFNLKLASYLMPLEHALYRRW---RVGYGGVALTRCVGKGLNGRQRASLIKKKMDDVG 185
             | |+|| ||| | | || |+      |+|  |    | | ||||  ||| || |||    
S:       130 SPRYNLVLASRLKPFEHWLWSHLTAERLGTSGRG--RYVAKGLNLSQRARLIVKKMAGFS 187
Q:       186 DCVVFEVDGKAFEAHVTRRQLLGEHGVYKAVYPGNRELHELLECQLVLKGKTAGG 240
              | | |||||||||||    +  || |||| |||+  |  ||  | ||||+   |
S:       188 RCAVLEVDGKAFEAHVGPSSIEQEHRVYKAAYPGDSTLSSLLRAQRVLKGRLPCG 242
· Organism #8 / Result 164  next | previous | overview 
[Q] contig00147 vs [S] Q9Q9R1_9VIRU
	Query view (% Id)
	23.27 

	Subj. % Id
	37.20 

	Align % Id
	40.85 

	E-val
	1.83e-70 

	Query Identifier
	contig00147 

	Identifier
	Q9Q9R1_9VIRU 

	Description
	SubName: Full=RNA dependent RNA polymerase; 

	Gene name
	empty 



[image: image164]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 448 aa,  Score= 694,  Eval= 1.80e-70, Identity= 40.85%, Similarity= 51.79%
Query len= 2359 nt, pos= 3-445 aa (frame +2 of position 8-1336 nt), Identity query= 23.27%, Alignment coverage query= 18.78%, Nb gaps query= 5
Subject len= 492 aa, pos= 21-456 aa , Identity subject= 37.2%, Alignment coverage subject= 88.62%, Nb gaps subject= 12

Q:         3 CVHNEEAALKMRTLGPTP---DEPVNPDFELTFKRLGRLLVKLQVERMTLEEVVASYTGR 59
             | |||  ||  | | | |    | |+| |         |       | +||    || | 
S:        21 CPHNEVGALCRRVLAPLPAQVQERVSPGFSRAMGLAVGLARFYTQPRWSLERTALSYDGA 80
Q:        60 LRRRYQEAFESLVEEP-ELGKYDRRLSAFLKAEKFNPLHKRSKPRMIMCRSPRFNLKLAS 118
             |||||  | +||++ | ++|| | ||  |||||| | | || |||+|  ||||+|| |||
S:        81 LRRRYLGAMDSLLDWPLDVGK-DSRLDCFLKAEKLNTLIKRPKPRLIFPRSPRYNLVLAS 139
Q:       119 YLKPVEHALWRRWKFGMGGVTPT-RVVGKGLNGPRRAAILKEKMDSVGDCVVFEIDGKAF 177
              ||| || ||        | +   | | ||||  +|| ++ +||     | | |+|||||
S:       140 RLKPFEHWLWSHLTAERLGTSGRGRYVAKGLNLSQRARLIVKKMAGFSRCAVLEVDGKAF 199
Q:       178 EAHVSLLQIDLEHSVYKAVFRKDKELNDLLNTQRKLIGKTVGGIRYEREGCRASGDFNTG 237
             ||||    |+ || |||| +  |  |+ ||  || | |+   | ++ | | |||||||||
S:       200 EAHVGPSSIEQEHRVYKAAYPGDSTLSSLLRAQRVLKGRLPCGAKFSRNGGRASGDFNTG 259
Q:       238 LGNTLIMGSAVEAGLRLAVTELGTFKATYLADGDNALLFVDRTVAERLRTNFARYIASVC 297
             +||+||| | | | |     |||     +| |||||||||+ +  + |           |
S:       260 MGNSLIMFSCVYASL----VELGYSSWDFLCDGDNALLFVESSDVDDLVERLPGVAVGTC 315
Q:       298 GHEMTVEKPVDVLEHITFGQCKPCFNGKEYVMVRHPLKTLSYAFSGYRHYDQPKFTGPLL 357
             | |++++     |  + ||| || |    + +|| | | ||     +    +|||    |
S:       316 GQELSLDAVTGSLSGVVFGQSKPVFFPSGWRLVRDPFKALSGFGCSHAWLREPKFRDEYL 375
Q:       358 KAVCQAELSLSRGIPLLEAYFAKALAKLASYRDLRDPTSFLEERLKYGHHSIPFKAGEHY 417
               | + ||+|| | |||+|+  + ||        ||  +| +         +  +     
S:       376 VGVARCELALSLGQPLLQAFCLRVLALFPGVVP-RDHVAFRDYEFLGVSPRVLRRPEPVT 434
Q:       418 WYKGCTEAARSSFAESWGICVEEQLLLE 445
             |        | |||+++ |  | || +|
S:       435 W------ETRVSFADAFSISPERQLEIE 456
· Organism #8 / Result 165  next | previous | overview 
[Q] contig00709 vs [S] Q9Q9R1_9VIRU
	Query view (% Id)
	23.04 

	Subj. % Id
	11.18 

	Align % Id
	40.15 

	E-val
	4.53e-17 

	Query Identifier
	contig00709 

	Identifier
	Q9Q9R1_9VIRU 

	Description
	SubName: Full=RNA dependent RNA polymerase; 

	Gene name
	empty 



[image: image165]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 137 aa,  Score= 227,  Eval= 4.50e-17, Identity= 40.15%, Similarity= 51.82%
Query len= 716 nt, pos= 1-137 aa (frame +2 of position 2-412 nt), Identity query= 23.04%, Alignment coverage query= 19.13%, Nb gaps query= 0
Subject len= 492 aa, pos= 353-489 aa , Identity subject= 11.18%, Alignment coverage subject= 27.85%, Nb gaps subject= 0

Q:         1 KVLSGATSSHKWLREPNFARTYLQGVSRCELSLALGVPVLQAWALHMMEVTDTRKKLKEH 60
             | |||   || ||||| |   || ||+||||+|+|| |+|||+ | ++ +          
S:       353 KALSGFGCSHAWLREPKFRDEYLVGVARCELALSLGQPLLQAFCLRVLALFPGVVPRDHV 412
Q:        61 AFVDNFMLGAWLAERRESRDVLLETRCSFERAFGLTAEEQKELEESFSYNADQTYKDCLG 120
             || |   ||      |    |  ||| ||  || ++ | | |+| ||       +     
S:       413 AFRDYEFLGVSPRVLRRPEPVTWETRVSFADAFSISPERQLEIESSFDLVRPSGFLASDA 472
Q:       121 VTDWRLAEPGLHDAWFE 137
             |  +  |+||+ + |||
S:       473 VDSFFGADPGMAEKWFE 489
· Organism #8 / Result 166  next | previous | overview 
[Q] contig00654 vs [S] Q9Q9R1_9VIRU
	Query view (% Id)
	19.41 

	Subj. % Id
	11.18 

	Align % Id
	40.15 

	E-val
	2.84e-17 

	Query Identifier
	contig00654 

	Identifier
	Q9Q9R1_9VIRU 

	Description
	SubName: Full=RNA dependent RNA polymerase; 

	Gene name
	empty 



[image: image166]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 137 aa,  Score= 230,  Eval= 2.80e-17, Identity= 40.15%, Similarity= 51.82%
Query len= 850 nt, pos= 1-137 aa (frame +1 of position 1-411 nt), Identity query= 19.41%, Alignment coverage query= 16.12%, Nb gaps query= 0
Subject len= 492 aa, pos= 353-489 aa , Identity subject= 11.18%, Alignment coverage subject= 27.85%, Nb gaps subject= 0

Q:         1 KVLSGATSSHKWLREPNFARTYLQGVSRCELSLALGVPVLQAWALHMMEVTNTNKKLKEH 60
             | |||   || ||||| |   || ||+||||+|+|| |+|||+ | ++ +          
S:       353 KALSGFGCSHAWLREPKFRDEYLVGVARCELALSLGQPLLQAFCLRVLALFPGVVPRDHV 412
Q:        61 AFVDNFMLGAWLAERRESRTVLMETRCSFERAFGLTAEEQKELEESFSYNADQTYKECLG 120
             || |   ||      |    |  ||| ||  || ++ | | |+| ||       +     
S:       413 AFRDYEFLGVSPRVLRRPEPVTWETRVSFADAFSISPERQLEIESSFDLVRPSGFLASDA 472
Q:       121 VTDWRQAEPGLHDAWFE 137
             |  +  |+||+ + |||
S:       473 VDSFFGADPGMAEKWFE 489
· Organism #8 / Result 167  next | previous | overview 
[Q] contig00511 vs [S] Q9Q9R1_9VIRU
	Query view (% Id)
	16.82 

	Subj. % Id
	7.52 

	Align % Id
	38.95 

	E-val
	5.47e-8 

	Query Identifier
	contig00511 

	Identifier
	Q9Q9R1_9VIRU 

	Description
	SubName: Full=RNA dependent RNA polymerase; 

	Gene name
	empty 



[image: image167]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 95 aa,  Score= 148,  Eval= 5.50e-8, Identity= 38.95%, Similarity= 51.58%
Query len= 660 nt, pos= 125-219 aa (frame +2 of position 374-658 nt), Identity query= 16.82%, Alignment coverage query= 14.39%, Nb gaps query= 0
Subject len= 492 aa, pos= 41-135 aa , Identity subject= 7.52%, Alignment coverage subject= 19.31%, Nb gaps subject= 0

Q:       125 IPQAVSPEVDAVFRALARHARRFREGKWTLEETAMSYSGAMQRRYLEACRSLRDGRSVES 184
             + + |||            || + + +|+|| ||+|| ||++|||| |  || |      
S:        41 VQERVSPGFSRAMGLAVGLARFYTQPRWSLERTALSYDGALRRRYLGAMDSLLDWPLDVG 100
Q:       185 SRCEDKGFSQGGEVQCGAKWMKPRLICPRSPRYNL 219
                    | +  ++    |  ||||| ||||||||
S:       101 KDSRLDCFLKAEKLNTLIKRPKPRLIFPRSPRYNL 135
· Organism #8 / Result 168  next | previous | overview 
[Q] contig00084 vs [S] Q9Q9R1_9VIRU
	Query view (% Id)
	25.98 

	Subj. % Id
	6.71 

	Align % Id
	32.35 

	E-val
	5.01e-7 

	Query Identifier
	contig00084 

	Identifier
	Q9Q9R1_9VIRU 

	Description
	SubName: Full=RNA dependent RNA polymerase; 

	Gene name
	empty 



[image: image168]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 102 aa,  Score= 137,  Eval= 5.00e-7, Identity= 32.35%, Similarity= 50%
Query len= 381 nt, pos= 21-122 aa (frame -1 of position 321-16 nt), Identity query= 25.98%, Alignment coverage query= 26.77%, Nb gaps query= 0
Subject len= 492 aa, pos= 285-386 aa , Identity subject= 6.71%, Alignment coverage subject= 20.73%, Nb gaps subject= 0

Q:        21 LIDGDNALIFVERRVAGGLRAGFAGYVRAVSSHEMTVEKPTDILERVIFGQCQPVYNGEH 80
             | ||||||+|||      |     |        |++++  |  |  |+||| +||+    
S:       285 LCDGDNALLFVESSDVDDLVERLPGVAVGTCGQELSLDAVTGSLSGVVFGQSKPVFFPSG 344
Q:        81 YTMVREPYKTLSYSFSGYKHFNQPLFVGPMLKLISQAELTLA 122
             + +||+|+| ||     +    +| |    |  +++ || |+
S:       345 WRLVRDPFKALSGFGCSHAWLREPKFRDEYLVGVARCELALS 386
Organism #9: Mycovirus FusoV
· Organism #9 / Result 169  next | previous | overview 
[Q] contig00030 vs [S] Q83328_9VIRU
	Query view (% Id)
	56.44 

	Subj. % Id
	35.45 

	Align % Id
	63.01 

	E-val
	2.75e-110 

	Query Identifier
	contig00030 

	Identifier
	Q83328_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image169]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 292 aa,  Score= 1033,  Eval= 2.70e-110, Identity= 63.01%, Similarity= 77.4%
Query len= 978 nt, pos= 34-325 aa (frame +2 of position 101-976 nt), Identity query= 56.44%, Alignment coverage query= 29.86%, Nb gaps query= 0
Subject len= 519 aa, pos= 3-294 aa , Identity subject= 35.45%, Alignment coverage subject= 56.26%, Nb gaps subject= 0

Q:        34 ETFLLWDASSSSRSRVTANTDFIEQPGLKEIARYGGYSTYSAPGNTDPWVRLALKIHDRE 93
             | |++ | ++  |   +    |+  |||+||||||||+|| |  |||||+| +||+ | +
S:         3 ELFVMVDPTTKRRRIQSTLGPFLSVPGLQEIARYGGYATYRAVRNTDPWIRQSLKLFDPD 62
Q:        94 RYDRIYGFTRRPAGLEGMYKALFRFGEQVNEFKSLSFDQRNCMRSAIKSARSAFRLPVKH 153
              |  |||||||||| |||||+| +||| +  |  +|  ||+ |++|| +||  |+ ||| 
S:        63 LYGNIYGFTRRPAGPEGMYKSLMKFGESMPRFTDMSTVQRSAMKTAITAARKRFKTPVKF 122
Q:       154 EPLEWEEVGQYMRHDTSAGVTFPGKKKGEVAAQIYTEARWLGHRMKQGGKERFDPRKVRF 213
             ||||| ||||+|| ||||||+|||||||+|  +|| | |||||||||||| |||||||| 
S:       123 EPLEWSEVGQHMRRDTSAGVSFPGKKKGDVMERIYAEGRWLGHRMKQGGKGRFDPRKVRM 182
Q:       214 PPCLAAQRGHLSPRDDPKTRLTWIYPAEMLVIEGLWAPVMYHQFMSLPNGPMLCGKSSQR 273
             ||||| ||||||||||||||| ||||+|||++|||+|| ||  | ++|+ |+| || | |
S:       183 PPCLATQRGHLSPRDDPKTRLAWIYPSEMLMVEGLYAPTMYKAFEAMPDSPLLLGKGSHR 242
Q:       274 LYTEWIVNYREGEKLHGLDFSAFDSSVPQWLIRTAFDILHQNVDWLNWRGKP 325
             |++||+     | +|+|||||+||+ || ||| ||||||| |+|||+|||||
S:       243 LFSEWVSAATPGMRLYGLDFSSFDTKVPAWLIHTAFDILHDNIDWLHWRGKP 294
Organism #10: Ophiostoma minus
· Organism #10 / Result 170  next | previous | overview 
[Q] contig00145 vs [S] A2VA06_9VIRU
	Query view (% Id)
	49.43 

	Subj. % Id
	52.74 

	Align % Id
	62.94 

	E-val
	1.94e-132 

	Query Identifier
	contig00145 

	Identifier
	A2VA06_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; Flags: Fragment; 

	Gene name
	RdRp 



[image: image170]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 367 aa,  Score= 1226,  Eval= 1.90e-132, Identity= 62.94%, Similarity= 76.84%
Query len= 1402 nt, pos= 2-368 aa (frame -3 of position 1397-297 nt), Identity query= 49.43%, Alignment coverage query= 26.18%, Nb gaps query= 0
Subject len= 438 aa, pos= 71-437 aa , Identity subject= 52.74%, Alignment coverage subject= 83.79%, Nb gaps subject= 0

Q:         2 IVGSTEAGRWLSLIPIPTPRDIMVSFILYSFALRPHFPSNNAEVAAALILNPKDAKGLSN 61
             + |  |||| |+ |   ||||+  + ||||||| ||       |+ | | + | ||||||
S:        71 VSGPHEAGRVLAFIAAGTPRDVACAHILYSFALAPHLKRLAPAVSWAAISDVKAAKGLSN 130
Q:        62 AIKALGLNATTRGACLTEAASLQGRMSGKVDWAAEIESRCHPTKSKEGLVNITADELRPH 121
             |+||||||||  ||||||| +||||++| |||  | + |      ++  | |+|++|+||
S:       131 ALKALGLNATPFGACLTEAQALQGRLTGAVDWEVEFKKRVDAETVRDFAVTISAEDLQPH 190
Q:       122 VRAILEMELPKGFTLPTLEDFWSSRWAWCVNGSHTNLSSRLLGIQPDSFPGFERTYRRMA 181
             | |||++|||+||||| |+|||+|||+|||||+||+ +|++| |  |+|||| |||||||
S:       191 VEAILDIELPRGFTLPGLDDFWTSRWSWCVNGAHTSTASKVLDIPHDAFPGFARTYRRMA 250
Q:       182 AEYLTEEPITAWDGTTTVSPSEKLEHGKTRAIFACDTRSYLAWSWPLNAVAKAWKNKRVL 241
             |||| +|||| ||||| || |+||||||||||||||||||||||||+||| +||||+|||
S:       251 AEYLADEPITGWDGTTYVSASDKLEHGKTRAIFACDTRSYLAWSWPMNAVQRAWKNRRVL 310
Q:       242 LDPGRGGMSGIGHKIGAGSRTPGVNLMLDFDNFNSQHSTEIMKMITEETLDLCDCPPHLR 301
             ||||||||| || +||  +|||||+|||||++||| |+||||+|+|  ||   + |  | 
S:       311 LDPGRGGMSAIGSRIGKAARTPGVHLMLDFEDFNSHHTTEIMQMVTRSTLARSNSPGWLV 370
Q:       302 KSLLASFDRTYVAHDGKMSRILETLMSGHKGTTFFNSVCNGAYFRLMCGGDLFNKITSLH 361
               |+ | |+ |+  ||| | +  ||||||+ ||||||+ | ||||   | ||||+|||||
S:       371 DLLVGSLDKEYLKVDGKWSHVKGTLMSGHRCTTFFNSILNAAYFRAAAGPDLFNRITSLH 430
Q:       362 TGDDIFA 368
             ||||+||
S:       431 TGDDVFA 437
Organism #11: Aspergillus ochraceous
· Organism #11 / Result 171  next | previous | overview 
[Q] contig00402 vs [S] A8CT47_9VIRU
	Query view (% Id)
	59.8 

	Subj. % Id
	10.95 

	Align % Id
	60.82 

	E-val
	7.30e-27 

	Query Identifier
	contig00402 

	Identifier
	A8CT47_9VIRU 

	Description
	SubName: Full=Putative RNA dependent RNA polymerase; 

	Gene name
	empty 



[image: image171]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 97 aa,  Score= 308,  Eval= 7.30e-27, Identity= 60.82%, Similarity= 77.32%
Query len= 296 nt, pos= 2-98 aa (frame -2 of position 292-2 nt), Identity query= 59.8%, Alignment coverage query= 32.77%, Nb gaps query= 0
Subject len= 539 aa, pos= 383-479 aa , Identity subject= 10.95%, Alignment coverage subject= 18%, Nb gaps subject= 0

Q:         2 KNLKVLGDDSAFRSGKALDLEQSQKDADVLGMNLNVKKCDVTEDPTEFKLLGTTYRNQRA 61
             |+|+||||||||||   ||| |+++||  + | |+ +||||  |||+ |||||||||  |
S:       383 KDLRVLGDDSAFRSCADLDLGQAERDAKDVNMVLHPEKCDVKTDPTKMKLLGTTYRNGHA 442
Q:        62 YREDDDWFKLLLYPENPPPDIGTSLSRLVGLWIGGAM 98
             +|+ |+||||+||||+    +  | |||+||||||||
S:       443 HRDTDEWFKLVLYPESSVRSLEVSFSRLIGLWIGGAM 479
Organism #12: Cryphonectria parasitica
· Organism #12 / Result 172  next | previous | overview 
[Q] contig00157 vs [S] Q33339_CPMV1
	Query view (% Id)
	20.42 

	Subj. % Id
	4.82 

	Align % Id
	60.00 

	E-val
	9.10e-13 

	Query Identifier
	contig00157 

	Identifier
	Q33339_CPMV1 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image172]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 65 aa,  Score= 188,  Eval= 9.10e-13, Identity= 60%, Similarity= 76.92%
Query len= 573 nt, pos= 6-69 aa (frame +1 of position 16-207 nt), Identity query= 20.42%, Alignment coverage query= 11.17%, Nb gaps query= 1
Subject len= 809 aa, pos= 444-508 aa , Identity subject= 4.82%, Alignment coverage subject= 8.03%, Nb gaps subject= 0

Q:         6 YSVGQPMGAYSS*AMLAITHHTIVKISALQVGISD-FRDYGVLGDDVVIYNDKVADQYLI 64
             |+|||||||||| ||||+||| ||+++||  | +  | || +||||+|| +| || +|| 
S:       444 YAVGQPMGAYSSFAMLALTHHVIVQVAALNSGFTTRFTDYCILGDDIVIAHDTVASEYLK 503
Q:        65 NMKLL 69
              |+ |
S:       504 LMETL 508
Organism #13: Curvularia thermal
· Organism #13 / Result 173  next | previous | overview 
[Q] contig00469 vs [S] A3EYA8_9VIRU
	Query view (% Id)
	43.35 

	Subj. % Id
	17.73 

	Align % Id
	56.82 

	E-val
	2.20e-23 

	Query Identifier
	contig00469 

	Identifier
	A3EYA8_9VIRU 

	Description
	SubName: Full=Putative replicase; 

	Gene name
	empty 



[image: image173]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query overhangs over the 3' region of this sequence.
Align len= 88 aa,  Score= 278,  Eval= 2.20e-23, Identity= 56.82%, Similarity= 75%
Query len= 346 nt, pos= 14-100 aa (frame -2 of position 306-46 nt), Identity query= 43.35%, Alignment coverage query= 25.14%, Nb gaps query= 1
Subject len= 282 aa, pos= 195-282 aa , Identity subject= 17.73%, Alignment coverage subject= 31.21%, Nb gaps subject= 0

Q:        14 ARNQAMESWMQGLMDYVEPRVDEAPVEWPPNFKRMVSRDYSNVGVEVPKPRRMEFQQWRD 73
             | |   | |+|| ||++||+|   |  || ||+|||||||| +|+|+|+| || ++||||
S:       195 AGNPVTEKWLQGFMDWLEPQVVAPPQVWPSNFQRMVSRDYSGIGIEMPRPERMCYEQWRD 254
Q:        74 LVVLPRAEYRRVWGAKEVAED-LKEAEY 100
             |||||| +||++| | +  +| | ||||
S:       255 LVVLPRDDYRQLWKASDPNDDALYEAEY 282
· Organism #13 / Result 174  next | previous | overview 
[Q] contig00588 vs [S] A3EYA7_9VIRU
	Query view (% Id)
	51.79 

	Subj. % Id
	22.10 

	Align % Id
	52.23 

	E-val
	4.58e-37 

	Query Identifier
	contig00588 

	Identifier
	A3EYA7_9VIRU 

	Description
	SubName: Full=Putative replicase; 

	Gene name
	empty 



[image: image174]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 157 aa,  Score= 396,  Eval= 4.60e-37, Identity= 52.23%, Similarity= 66.88%
Query len= 475 nt, pos= 2-158 aa (frame -1 of position 472-2 nt), Identity query= 51.79%, Alignment coverage query= 33.05%, Nb gaps query= 0
Subject len= 371 aa, pos= 94-250 aa , Identity subject= 22.1%, Alignment coverage subject= 42.32%, Nb gaps subject= 0

Q:         2 QLNKDLVIAPPDPEVANYTLEHPPPIPGFKAEEWTFVKACTPVEMAHLRHFDRPDHTPEE 61
             ||  +|+ | ||| |  |+  +||       + |||||| | ||| ||++||||      
S:        94 QLRNELLTAEPDPLVIEYSKLNPPMDEDLSPDNWTFVKANTLVEMNHLKNFDRPPRDMPV 153
Q:        62 CFTPSIEKAALVVSDLLSLDKYLLFPELEDLAKVKYYPKKFAGIEYAVMGLKTRAEADPI 121
               + +| +|| +|+||| | + | ||  | ||+| |   ||||+ || |||||| ||| +
S:       154 EHSETIMRAANLVADLLELPELLRFPTKEALAEVPYKADKFAGLVYAEMGLKTRGEADAV 213
Q:       122 AQLDAENAWEKLMAGERVAPHDVRLGGRGKITRMDTT 158
             ||+||| ||++|++| || |||||||||||+|+   |
S:       214 AQMDAEWAWDQLLSGHRVQPHDVRLGGRGKVTQHTKT 250
· Organism #13 / Result 175  next | previous | overview 
[Q] contig00079 vs [S] A3EYA9_9VIRU
	Query view (% Id)
	34.81 

	Subj. % Id
	19.03 

	Align % Id
	43.75 

	E-val
	1.92e-27 

	Query Identifier
	contig00079 

	Identifier
	A3EYA9_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image175]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 144 aa,  Score= 314,  Eval= 1.90e-27, Identity= 43.75%, Similarity= 58.33%
Query len= 543 nt, pos= 32-175 aa (frame +1 of position 94-525 nt), Identity query= 34.81%, Alignment coverage query= 26.52%, Nb gaps query= 0
Subject len= 331 aa, pos= 6-149 aa , Identity subject= 19.03%, Alignment coverage subject= 43.5%, Nb gaps subject= 0

Q:        32 AAPDFATLFGGAAAPVNYNEAPQREADYLPVPDPTDDLQTIAKKITALSRVVERGASVAV 91
             |   |   +||| | |+++| |   |+ ||+|+||| |||++ |+ ||+ ||||||||| 
S:         6 APVSFLEKYGGATANVDFSEGPSLPAEVLPMPEPTDSLQTLSNKMRALAEVVERGASVAR 65
Q:        92 HTGFRKAAHDSLDAEETAKLAMTPPELMQYEAWKKGAVMPAIDWAAHQADVPSGAGSEVR 151
              ||       | ||||  || ||  |   ++ |  | |+| |||       ||      |
S:        66 FTGMLGTPQGSRDAEEVGKLRMTDLEREMFDHWAAGGVLPPIDWDKDMKKAPSSGEGMRR 125
Q:       152 FARRAEAMNLIWKVDSASPRNAAW 175
               |||+|+|+++| | | |++  |
S:       126 AQRRAQALNMLYKTDKAQPQHVMW 149
Organism #14: Thielaviopsis basicola
· Organism #14 / Result 176  next | previous | overview 
[Q] contig00520 vs [S] Q6Q2W5_9VIRU
	Query view (% Id)
	46.29 

	Subj. % Id
	3.83 

	Align % Id
	55.10 

	E-val
	1.43e-6 

	Query Identifier
	contig00520 

	Identifier
	Q6Q2W5_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image176]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 49 aa,  Score= 133,  Eval= 1.40e-6, Identity= 55.1%, Similarity= 73.47%
Query len= 175 nt, pos= 6-53 aa (frame -3 of position 158-15 nt), Identity query= 46.29%, Alignment coverage query= 27.43%, Nb gaps query= 1
Subject len= 705 aa, pos= 59-107 aa , Identity subject= 3.83%, Alignment coverage subject= 6.95%, Nb gaps subject= 0

Q:         6 LRILLTLLSFTRTVVPTKVEELKIKPDYSTIDLPYKG-KSYTIPAWFIK 53
             |||+||||   | + |||+|+ ||||++|+| ||+ | +   || ||||
S:        59 LRIILTLLLLPRGLKPTKIEDAKIKPNFSSITLPFSGTRMNPIPTWFIK 107
Organism #15: Cryphonectria nitschkei
· Organism #15 / Result 177  next | previous | overview 
[Q] contig00143 vs [S] C7EUC7_9VIRU
	Query view (% Id)
	32.87 

	Subj. % Id
	4.89 

	Align % Id
	54.02 

	E-val
	9.35e-22 

	Query Identifier
	contig00143 

	Identifier
	C7EUC7_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image177]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 87 aa,  Score= 264,  Eval= 9.30e-22, Identity= 54.02%, Similarity= 71.26%
Query len= 429 nt, pos= 1-87 aa (frame +1 of position 1-261 nt), Identity query= 32.87%, Alignment coverage query= 20.28%, Nb gaps query= 0
Subject len= 962 aa, pos= 693-779 aa , Identity subject= 4.89%, Alignment coverage subject= 9.04%, Nb gaps subject= 0

Q:         1 EGMYDMWLLDAEGKQHKLSNGLFSGWRGTTWVNSVLNFCYIWVAMQCFGHLYGANSLAYI 60
             | ||+| | | +| +||+  ||+||||||||+||||||||| ||+  |  +|| + + ||
S:       693 ESMYNMSLHDRDGNRHKIWRGLYSGWRGTTWINSVLNFCYIDVALTSFERIYGYDPVVYI 752
Q:        61 DHGGDDVDLAMLDQNDALRFLRVMEAM 87
             |||||||| |+       +|+ +|+ |
S:       753 DHGGDDVDAAVDSATSMPKFMAIMDDM 779
· Organism #15 / Result 178  next | previous | overview 
[Q] contig00690 vs [S] C7EUC7_9VIRU
	Query view (% Id)
	50 

	Subj. % Id
	3.95 

	Align % Id
	50.67 

	E-val
	6.49e-15 

	Query Identifier
	contig00690 

	Identifier
	C7EUC7_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image178]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
Your query is contained in this sequence.
Align len= 75 aa,  Score= 205,  Eval= 6.50e-15, Identity= 50.67%, Similarity= 66.67%
Query len= 228 nt, pos= 1-75 aa (frame +3 of position 3-227 nt), Identity query= 50%, Alignment coverage query= 32.89%, Nb gaps query= 0
Subject len= 962 aa, pos= 722-796 aa , Identity subject= 3.95%, Alignment coverage subject= 7.8%, Nb gaps subject= 0

Q:         1 TWVNSVLNFCYIWVAMQCFGHLYGANSLAYIDHGGDDVDLAMLDQNDALRFLRVMEAMKF 60
             ||+||||||||| ||+  |  +|| + + |||||||||| |+       +|+ +|+ | |
S:       722 TWINSVLNFCYIDVALTSFERIYGYDPVVYIDHGGDDVDAAVDSATSMPKFMAIMDDMMF 781
Q:        61 EAKAIKQMLDKKSEF 75
              | | ||+   +|||
S:       782 NANAWKQLFSTRSEF 796
· Organism #15 / Result 179  next | previous | overview 
[Q] contig00089 vs [S] C7EUD0_9VIRU
	Query view (% Id)
	38.37 

	Subj. % Id
	3.43 

	Align % Id
	46.48 

	E-val
	1.83e-9 

	Query Identifier
	contig00089 

	Identifier
	C7EUD0_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image179]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 71 aa,  Score= 158,  Eval= 1.80e-9, Identity= 46.48%, Similarity= 67.61%
Query len= 258 nt, pos= 1-69 aa (frame +3 of position 3-209 nt), Identity query= 38.37%, Alignment coverage query= 26.74%, Nb gaps query= 2
Subject len= 962 aa, pos= 251-321 aa , Identity subject= 3.43%, Alignment coverage subject= 7.38%, Nb gaps subject= 0

Q:         1 VLKGKLK--QGVAIHEIVKLYEQGMVPKECVDYYVKQMETTTAYGFGVTLNDWAKMIAKM 58
             ||+|+    + | | |+| |+| |++|+| |||||||  | |+  ||+   |||  +||+
S:       251 VLRGESPPDRDVDISELVSLFESGVIPREAVDYYVKQGYTKTSLDFGLGHGDWAPTLAKV 310
Q:        59 SAAIRAPQKFN 69
             ++||  || |+
S:       311 ASAIGEPQDFD 321
· Organism #15 / Result 180  next | previous | overview 
[Q] contig00297 vs [S] C7EUC8_9VIRU
	Query view (% Id)
	42.51 

	Subj. % Id
	3.64 

	Align % Id
	44.87 

	E-val
	2.42e-9 

	Query Identifier
	contig00297 

	Identifier
	C7EUC8_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image180]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 78 aa,  Score= 157,  Eval= 2.40e-9, Identity= 44.87%, Similarity= 61.54%
Query len= 247 nt, pos= 3-80 aa (frame +1 of position 7-240 nt), Identity query= 42.51%, Alignment coverage query= 31.58%, Nb gaps query= 0
Subject len= 962 aa, pos= 262-337 aa , Identity subject= 3.64%, Alignment coverage subject= 7.9%, Nb gaps subject= 2

Q:         3 VAIHEIVKLYEQGMVPKECVDYYVKQMETTTAYGFGVTLNDWAKMIAKMSAAIRAPQKFN 62
             | | |+| |+| |++|+| |||||||  | |+  ||+   |||  +||+++||  || |+
S:       262 VDISELVSLFEGGVIPREAVDYYVKQGYTKTSLDFGLGHGDWAPTLAKVASAIGEPQDFD 321
Q:        63 TQEGSNSEEKFPFGSKRE 80
                  +  | ||    ||
S:       322 PD--GDLMEVFPPRETRE 337
· Organism #15 / Result 181  next | previous | overview 
[Q] contig00249 vs [S] C7EUD0_9VIRU
	Query view (% Id)
	43.54 

	Subj. % Id
	6.65 

	Align % Id
	44.76 

	E-val
	4.56e-29 

	Query Identifier
	contig00249 

	Identifier
	C7EUD0_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image181]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 143 aa,  Score= 327,  Eval= 4.60e-29, Identity= 44.76%, Similarity= 65.73%
Query len= 441 nt, pos= 1-142 aa (frame -3 of position 439-14 nt), Identity query= 43.54%, Alignment coverage query= 32.2%, Nb gaps query= 1
Subject len= 962 aa, pos= 390-532 aa , Identity subject= 6.65%, Alignment coverage subject= 14.86%, Nb gaps subject= 0

Q:         1 PISGFVKNLFKVTYTKWTSVMKEFHNLIRTSNFIFQTPINEDERQRLMYLDLLIGRTDYD 60
             | +| |   | |+| || +++|| | |+||| |+  | | | ||| |||+|||+||| | 
S:       390 PCAGLVARWFCVSYDKWPNILKELHTLVRTSRFLMNTEITEKERQALMYMDLLVGRTSYV 449
Q:        61 LTLEMALEGRVGQDEEPVHVAYDHVKMEWTREKYKEYFMESLEQAHSRMK-EKPRKVNVD 119
             +     ++ | |   |  |++||     +|||+||+ |  ++ +|++||+  |  ++||+
S:       450 INEMNEVDKRGGDTYESEHLSYDPNLQLFTREQYKKDFPRAVRKAYARMRYTKQPRLNVN 509
Q:       120 SFLDFYKYRRSWLTKGSLVVNNI 142
             ||  ||+ |+ |||||||| |++
S:       510 SFRQFYRRRKEWLTKGSLVYNHL 532
· Organism #15 / Result 182  next | previous | overview 
[Q] contig00445 vs [S] C7EUC8_9VIRU
	Query view (% Id)
	11.83 

	Subj. % Id
	3.53 

	Align % Id
	38.64 

	E-val
	1.11e-8 

	Query Identifier
	contig00445 

	Identifier
	C7EUC8_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image182]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 88 aa,  Score= 156,  Eval= 1.10e-8, Identity= 38.64%, Similarity= 59.09%
Query len= 862 nt, pos= 191-278 aa (frame -1 of position 292-29 nt), Identity query= 11.83%, Alignment coverage query= 10.21%, Nb gaps query= 0
Subject len= 962 aa, pos= 38-121 aa , Identity subject= 3.53%, Alignment coverage subject= 8.73%, Nb gaps subject= 4

Q:       191 IEQNQGYFASNKAGPEYHKKIKDSFTRYQGYHKPKLNAIVMGSGHGKSTLSRRYGVIDID 250
             | +    | |+|+| ||  +|  | +||    +  | |||| +||||+  ++++| ||+|
S:        38 IREASNAFGSSKSGAEYEARISASMSRYDSRRRSNLFAIVMPAGHGKTHYAKKFGFIDVD 97
Q:       251 DLVTIEEHYALVAERKRI*NKMVSGYST 278
             +| |  +|  ||+ |+      ||| +|
S:        98 ELATPAQHNELVSMRQA----AVSGITT 121
· Organism #15 / Result 183  next | previous | overview 
[Q] contig00154 vs [S] Q0GGS5_9VIRU
	Query view (% Id)
	21.93 

	Subj. % Id
	2.65 

	Align % Id
	28.57 

	E-val
	1.86e-1 

	Query Identifier
	contig00154 

	Identifier
	Q0GGS5_9VIRU 

	Description
	SubName: Full=OTU proteinase; Flags: Fragment; 

	Gene name
	empty 



[image: image183]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 77 aa,  Score= 89,  Eval= 1.90e-1, Identity= 28.57%, Similarity= 49.35%
Query len= 301 nt, pos= 20-96 aa (frame -1 of position 244-14 nt), Identity query= 21.93%, Alignment coverage query= 25.58%, Nb gaps query= 0
Subject len= 829 aa, pos= 5-78 aa , Identity subject= 2.65%, Alignment coverage subject= 8.93%, Nb gaps subject= 3

Q:        20 KSIQNYMHEASEMANHERLYTRQQVASELGKPKLIDFPQIEATMLGQQERAIYANLEMDD 79
             | + +||  | + ||| +|+ + |+     +   +|  ++|  |||  || + |      
S:         5 KRVMDYMSGAPDSANHIKLWEKAQMDRMRDQ---VDALELEKRMLGPAERDLMAAFHCQP 61
Q:        80 MFCKSGMVNKLMLNINM 96
              | + ||   | + +|+
S:        62 KFTRKGMNEGLTIGVNV 78
· Organism #15 / Result 184  next | previous | overview 
[Q] contig00148 vs [S] Q0GGS5_9VIRU
	Query view (% Id)
	24.13 

	Subj. % Id
	3.62 

	Align % Id
	28.30 

	E-val
	4.03e-1 

	Query Identifier
	contig00148 

	Identifier
	Q0GGS5_9VIRU 

	Description
	SubName: Full=OTU proteinase; Flags: Fragment; 

	Gene name
	empty 



[image: image184]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 106 aa,  Score= 86,  Eval= 4.00e-1, Identity= 28.3%, Similarity= 48.11%
Query len= 373 nt, pos= 6-111 aa (frame +1 of position 16-333 nt), Identity query= 24.13%, Alignment coverage query= 28.42%, Nb gaps query= 0
Subject len= 829 aa, pos= 703-804 aa , Identity subject= 3.62%, Alignment coverage subject= 12.3%, Nb gaps subject= 4

Q:         6 GKGALPAMMKDLAIRGMCAQADYMRVCQDVEKSADKAILVDNAEIAKAAHAMKLDVQIME 65
             ||  | |+++||   |+  | |  || + ++|| +        ||| |   + | + ++ 
S:       703 GKCGLHAVVQDLQSHGLLMQRDGGRVLRLLDKSTNAPTFHSPEEIAGAVLKLGLGLDVVA 762
Q:        66 PDDDGNVQVFRTNNGHRHTVALWREEDDFNAMLLRPGSRVKVTSVK 111
                || |  +  |+|||  + | ++      +    |  + +|||+
S:       763 ---DGIVHSYGNNDGHRILLQL-KDHHYMPIVEHEGGETLNITSVQ 804
· Organism #15 / Result 185  next | previous | overview 
[Q] contig00221 vs [S] C7EUD0_9VIRU
	Query view (% Id)
	18.24 

	Subj. % Id
	5.09 

	Align % Id
	25.65 

	E-val
	2.31e-10 

	Query Identifier
	contig00221 

	Identifier
	C7EUD0_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image185]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 191 aa,  Score= 170,  Eval= 2.30e-10, Identity= 25.65%, Similarity= 44.5%
Query len= 806 nt, pos= 19-202 aa (frame +1 of position 55-606 nt), Identity query= 18.24%, Alignment coverage query= 22.83%, Nb gaps query= 7
Subject len= 962 aa, pos= 122-312 aa , Identity subject= 5.09%, Alignment coverage subject= 19.85%, Nb gaps subject= 0

Q:        19 WNSGMSTLVAEAQKNLSVLKFSGPIVILVHDWVTAERLGAKVMGSFFLDDTAFGPALEGR 78
             |++     |    | | +  +| | +| ||    |  +|| |+    |  |||   +  |
S:       122 WSAHNMAWVGILNKTLDLFDYSKPNIIFVHHEEAALEIGAVVLAGLRLTKTAFEMNIRTR 181
Q:        79 TQFQKTLAQLNRDL--VVARDPDAMGCNSLTEVEELCVQMCWINKIPVGAPHIFRELPRP 136
                 |  +  + |    +   |+     +  ||| | +++  +| +|+ |||++     |
S:       182 ASDDKLFSHASYDSWGKMRFTPNMKDGLTNREVERLIIKILCVNNLPIAAPHMYEVNRSP 241
Q:       137 VGYNTEREDVLTGA-----EVDLDELIEMYQAFEIPKERIDFEVNRRGLDTYRGFGVTPG 191
                 +    || |      +||+ ||+ ++++  ||+| +|+ | +    |   ||+  |
S:       242 YYAQSCPPWVLRGESPPDRDVDISELVSLFESGVIPREAVDYYVKQGYTKTSLDFGLGHG 301
Q:       192 RWCEVVSGAKS 202
              |   ++   |
S:       302 DWAPTLAKVAS 312
· Organism #15 / Result 186  next | previous | overview 
[Q] contig00208 vs [S] C7EUC4_9VIRU
	Query view (% Id)
	21.77 

	Subj. % Id
	7.07 

	Align % Id
	25.10 

	E-val
	1.65e-7 

	Query Identifier
	contig00208 

	Identifier
	C7EUC4_9VIRU 

	Description
	SubName: Full=Capsid protein; 

	Gene name
	empty 



[image: image186]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 255 aa,  Score= 146,  Eval= 1.60e-7, Identity= 25.1%, Similarity= 40.39%
Query len= 882 nt, pos= 6-231 aa (frame +2 of position 17-694 nt), Identity query= 21.77%, Alignment coverage query= 25.62%, Nb gaps query= 29
Subject len= 905 aa, pos= 416-662 aa , Identity subject= 7.07%, Alignment coverage subject= 27.29%, Nb gaps subject= 8

Q:         6 GAYATALPMLELCPDMQWLDRLDEGDVEYIQNEVGAFEALWMCRTAGFGVERGLLQTMLQ 65
             |   | +|+||   ++ ++  | +  +  |       ||||+|  +    | |+   + +
S:       416 GMQLTGVPILEGTEELDYISGLTKDHLSAILG-TSILEALWLCGRSASVCENGVFSALKR 474
Q:        66 GKGDLTSDNEHAQTFIQELSLSGVQVQAFEVPKSSFVVEGTCIHINRRRTSKHQKWTKYY 125
             || |||          +|+  +|  |  | +|+  |  ||  +++ |    |  | |+  
S:       475 GKHDLTVGGGGIAVLHEEIREAGAVVTGFNLPQGQFFTEG--VNLGRATPFKPPKRTRVK 532
Q:       126 GEKTTSTGNLPTPDLVRAKRRTLNRSSTGYTSNRSSVVSPLR--GMRQARETVDEMVDNI 183
                | +         |   |  + |   | || |||++|| |    | +  +|  +   |
S:       533 MPITHAH-----ECEVNKGRTVVTRREGGITSKRSSLLSPPRVTRSRSSNGSVGSIAGRI 587
Q:       184 EE------------TGTVDPPTNRI------------KPIEQVLAEEATGRDTRPVSVKP 219
                           | + | |+ ++            |   | + ||||| + +|  + |
S:       588 VSFNPKLNSPPSYRTDSPDDPSEQLASQTGCSMTGADKQSWQSVVEEATGVEIKPTRLIP 647
Q:       220 ---NLRRRPDTEVAL 231
                +|     ||||+
S:       648 RDASLMSDDPTEVAI 662
Organism #16: Helminthosporium victoriae
· Organism #16 / Result 187  next | previous | overview 
[Q] contig00156 vs [S] O57043_9VIRU
	Query view (% Id)
	39.9 

	Subj. % Id
	28.24 

	Align % Id
	50.11 

	E-val
	4.40e-110 

	Query Identifier
	contig00156 

	Identifier
	O57043_9VIRU 

	Description
	SubName: Full=Coat protein; 

	Gene name
	empty 



[image: image187]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 435 aa,  Score= 1034,  Eval= 4.40e-110, Identity= 50.11%, Similarity= 63.68%
Query len= 1639 nt, pos= 114-541 aa (frame +1 of position 340-1623 nt), Identity query= 39.9%, Alignment coverage query= 26.11%, Nb gaps query= 7
Subject len= 772 aa, pos= 8-442 aa , Identity subject= 28.24%, Alignment coverage subject= 56.35%, Nb gaps subject= 0

Q:       114 SLLVNTLTTPRGGLLAAGE-YRRYSAPIRTHTDIGMRNDARVTNVLYEVGRVHNSVGSAL 172
             + |   +  |+|| + + | +|||   +||   ||   |+| |++ +|+||  |+ | ||
S:         8 NFLAGVIARPQGGNITSDETFRRYRTIVRTSATIGGNEDSRTTSIFHEIGRAVNTKGKAL 67
Q:       173 AQPVDSVPRIDASYPTNSADAELYVGLAKKYSNFSGSFARSSFAGIVERLARALATQSVF 232
             |      | ++||||||+   | ++||||||+||| +|  || ||+|||||| ||  |||
S:        68 AVAGMEAPLVEASYPTNAVLVEDFIGLAKKYTNFSATFEYSSLAGVVERLARGLAACSVF 127
Q:       233 GTVDSTAIRGGAGLNVTALGAHDTPVTSMTNCVFIPRVTDTVVTQDVWAVLINAAAGEGA 292
               | || +||   | | ||  +| || |+|+ |||||+ +  +| ||+||| |  |||| 
S:       128 EDVTSTDLRGNNPLAVHALATYDGPVNSLTSAVFIPRLVNNALTGDVFAVLCNCVAGEGG 187
Q:       293 AVVTDVLFLDNNTNQAITPTVPQNSVGQAIVSALQLLGSNMVSSGQGPLFSLAVTRGIHK 352
              |||| + || || | | | |    |  ||| ||+||||||++| |||||+||+|||||+
S:       188 TVVTDTIELDANTRQPIVPEVGPLGVPGAIVDALRLLGSNMIASDQGPLFALALTRGIHR 247
Q:       353 VLSVVGHTDEGGTTRDLLRCASFAVPFGGVNPNPVAYLGLPTLASSRIEDIAGYCDSIAL 412
             ||||||||||||  ||||||  | +||||++     | ||| |  +     | | | |||
S:       248 VLSVVGHTDEGGIVRDLLRCGGFGLPFGGIHYGLEEYSGLPALQFNSAAATAAYVDGIAL 307
Q:       413 VTAACVAHSDPGQLYNGTYFPQFFSAPRPATS--RPGENEPGLPGMATSIRNQIVASVSQ 470
             |||| |||+|||+ ||| +|| ||     | +  | |++  |   ||   | |++|    
S:       308 VTAAVVAHADPGERYNGEWFPTFFDGTTHADTMRRSGDSTEGTAAMADRNRAQLLARQQL 367
Q:       471 FSQLYTRALATVFGAPGDFLLPAAFFSAAAHSLAQEPRHLQYPTVTPWFWIEPTSLLPNH 530
             | + |  ||   |   ||  +   |  ||+|||  +||||+ |+| |+|||||| |+|+ 
S:       368 FWRPYITALGACFSTAGDISVAERFQCAASHSLGADPRHLRLPSVAPYFWIEPTGLIPHD 427
Q:       531 VIGSEAE----ASWC 541
              +|| ||    ||+|
S:       428 FLGSVAEEEGFASYC 442
· Organism #16 / Result 188  next | previous | overview 
[Q] contig00255 vs [S] Q8JVB5_9VIRU
	Query view (% Id)
	21.28 

	Subj. % Id
	2.50 

	Align % Id
	35.59 

	E-val
	6.23e-2 

	Query Identifier
	contig00255 

	Identifier
	Q8JVB5_9VIRU 

	Description
	SubName: Full=Hv145SV-protein 3; 

	Gene name
	empty 



[image: image188]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 59 aa,  Score= 93,  Eval= 6.20e-2, Identity= 35.59%, Similarity= 55.93%
Query len= 296 nt, pos= 27-85 aa (frame +3 of position 81-257 nt), Identity query= 21.28%, Alignment coverage query= 19.93%, Nb gaps query= 0
Subject len= 839 aa, pos= 139-197 aa , Identity subject= 2.5%, Alignment coverage subject= 7.03%, Nb gaps 
subject= 0

Q:        27 INSSFRHLTGSEGCGLFTVGAIAKMNLRQDMRHMFSKMYLLLSDYNLAMSSRMEETAVA 85
             | ||  +|+  |   +    |+ ++  + ||+||  ||||+| |  || +|+ |   +|
S:       139 ITSSCANLSSVEMRSITITHALERITQKPDMKHMMMKMYLMLMDLTLAATSKSEYRRIA 197
Organism #17: Amasya cherry
· Organism #17 / Result 189  next | previous | overview 
[Q] contig00444 vs [S] Q1HA38_9VIRU
	Query view (% Id)
	46.47 

	Subj. % Id
	46.81 

	Align % Id
	48.41 

	E-val
	0 

	Query Identifier
	contig00444 

	Identifier
	Q1HA38_9VIRU 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase 1; 

	Gene name
	RdRp 



[image: image189]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 1318 aa,  Score= 3280,  Eval= 0.00e+0, Identity= 48.41%, Similarity= 66.31%
Query len= 4119 nt, pos= 8-1321 aa (frame -2 of position 4097-156 nt), Identity query= 46.47%, Alignment coverage query= 31.9%, Nb gaps query= 4
Subject len= 1363 aa, pos= 26-1339 aa , Identity subject= 46.81%, Alignment coverage subject= 96.4%, Nb gaps subject= 4

Q:         8 LPDSVKKGRHPRAQHNDQIRDNPGKWMHYEDERLAEVFRSLSTESEDIILSEGVSGRPPH 67
             |||       | |  + ++| ||| || | |++++|+   |+      + +   |   ||
S:        26 LPDHKMAREAPPAVVDSRLRGNPGAWMMYPDDQISELISYLANTQAQDMPTTSASAVSPH 85
Q:        68 VTKLYETAGVLPIQGNRNLSPNYVLSDGALHKLDRKQCLINLKLWLAKVETQTQNQLEHT 127
             + +   | ||   +      ||| + |  + ++|| +  +|++ |+     | +     |
S:        86 IIRALRTMGVQGNEQGAFSDPNYCVHDNQVRRIDRVKAAMNMRRWVGSAIVQRKKTSMGT 145
Q:       128 SPWLSPVPEFDPAILDFSPYPRQLKTINANRSVVTKDEVTYACLLLKAHKDNAGDMEDRK 187
              | |||+|  || ++ |||+| ||+     +  +  |+   || ++          +++ 
S:       146 YPVLSPIPNDDPMMMKFSPFPLQLELYFGGKRAMNADQAAQACQIVINQMTEGMSSKEQA 205
Q:       188 IPYAVIKQMSSVSNAIRKMHLHSKRQKAPETIKVGGSITEYRETTSPEYAKAYTVFSNNN 247
             + + |+ |      +| +| + |+  |    |    ||++      |||  ||  | + |
S:       206 LMHTVLLQGYQSRGSIARMEIKSRMGKTNPPIDSNMSISDKYSMHEPEYEAAYVRFCDAN 265
Q:       248 KKEIKTLMQLATLTGIHYHGLDGRRSPEVTATAKLAKLRGEVTETNRAIAPGKLDKVDKE 307
             +  |+  |      |+  || +| ++ |  | ||||+ +       ||+||| |  ||  
S:       266 ENTIRDYMARCIKVGVAAHGFEGTKTEEAAAMAKLARRKAGTYGEKRAVAPGDLGLVDSL 325
Q:       308 MQLQQLNWWHSEVTMWQAAYRWSISVVSAKQTLGLTDIEITTLTEWVFSRSSYRKLVASD 367
             +   |++|||  |||| |||+ |+++ ++   +  +| |   + ++ ||||+||||||||
S:       326 VVKSQIDWWHCNVTMWVAAYKLSVTLAASCGDMSFSDEEANEIIQYTFSRSTYRKLVASD 385
Q:       368 ATLDSTRDTAASEVTQAASIAIKWGRDLHPLVLIMDDMEYAVGAKTASQTVISAYNKTLK 427
             | +||||| ||||||||||  ++| | ++|+||++|| |||+    |+  +   |+|   
S:       386 AVMDSTRDIAASEVTQAASTPVRWARQVNPIVLVLDDAEYAITRNEANGVLTKIYDKVHA 445
Q:       428 YLASLTLNKYGAEST----LEISKPIGEMMLPSITDERGLSTNIIYGITNVSDTSIWVEP 483
              +       ||  ++    |  ||  |   | +   +||+  | ++|   +++ +| |||
S:       446 AIMKQAGKGYGDYNSTGLELVYSKETG---LSADETQRGV-LNPVFGYAKLANGAITVEP 501
Q:       484 SDVALSDAVLLSYTNRTCENALKTVVSKGERTMIIEQPMTGWTATYISPPTMNGVGRDKT 543
                | |+|||++ +    +  |  |    |   |++|   | | ||+ | |++|+| |++
S:       502 CKCADSNAVLMTMSEGEQKPGLSEVSIGSESVKIVKQNRGGRTLTYLMPETISGMGADRS 561
Q:       544 FTFLNGMHFREDAFQFPLPLVEFMSLFTTQYAPKTLEWRRERLRALVDPVTTQVHHRHAS 603
             + +| |||||||  ++ || +||+| |||+| |     |  +|| | || +|+||||| |
S:       562 YVYLAGMHFREDELKYSLPTLEFLSQFTTEYKPLQPSERLSKLRVLTDPTSTRVHHRHMS 621
Q:       604 LILLMAVCGTSWAPCLDTVLEWEHVTNTFVSALILAMASLPPALHCLMANWDGWAKATSE 663
             ++ +|| |  +||||+||||+|  +||||+|||+| ||++|| |+ ||  |+|||   | 
S:       622 MLTVMATCCHAWAPCMDTVLDWPDITNTFMSALMLTMAAVPPELYVLMCEWNGWASCKSM 681
Q:       664 DEYIKLAKVLSTKLKALDNQVALGDFEIDLAPLFEWEVLRHRATLTGDIDDEILERRDTS 723
              ||+  || |+||+||||||||+||||+||+|||||||| |||   |  | |+ ||||  
S:       682 AEYVVTAKELTTKMKALDNQVAIGDFELDLSPLFEWEVLNHRAVTKGIYDKELTERRDAM 741
Q:       724 ANVRLGVEDVKSTCDGFFRDIKTKLEHNTNEGEKSPIYNDWESFYKGRVQATPAGSAFTL 783
              +++|  | ++   |  ||||   |+  |  ||||||+ +|+ +|  ||||||||||||+
S:       742 QSIKLTPEQLRPHIDSVFRDICAILDKRTKHGEKSPIFANWDDWYADRVQATPAGSAFTV 801
Q:       784 NAEMREARRRLKAAGIKDLTKTQVMAEMRNDLTLDQVLSQKPQVIAQVSFKLEWGKKRAL 843
                + +||+ ||  |+++||||||||+|++ | || +|||+| +|||+|+|||| | |||
S:       802 EESLLQARQVLKDNGVQNLTKTQVMAQMQDGLKLDTLLSQEPAIIAQMSWKLEWSKLRAL 861
Q:       844 FAATTEHWLPAAFALGNIEEYMPDYCPIGKAADAHRVCDKVMKMSTKGVVACLDAKNFNI 903
             |||+ |||+|+||||| ||||+|  ||||||||||||| +||+|||+|||||+||+||||
S:       862 FAASMEHWMPSAFALGQIEEYLPADCPIGKAADAHRVCRRVMEMSTQGVVACIDARNFNI 921
...
· Organism #17 / Result 190  next | previous | overview 
[Q] contig00412 vs [S] Q1HA36_9VIRU
	Query view (% Id)
	28.21 

	Subj. % Id
	24.02 

	Align % Id
	27.02 

	E-val
	4.10e-140 

	Query Identifier
	contig00412 

	Identifier
	Q1HA36_9VIRU 

	Description
	SubName: Full=Putative uncharacterized protein; 

	Gene name
	empty 



[image: image190]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 1447 aa,  Score= 1297,  Eval= 4.10e-140, Identity= 27.02%, Similarity= 44.16%
Query len= 4158 nt, pos= 3-1384 aa (frame -2 of position 4151-6 nt), Identity query= 28.21%, Alignment coverage query= 33.24%, Nb gaps query= 65
Subject len= 1628 aa, pos= 147-1576 aa , Identity subject= 24.02%, Alignment coverage subject= 87.84%, Nb gaps subject= 17

Q:         3 TVNTIHICERENRDYGLTNSKVFSNSSESTMRNVITLLCATSMLGEFKKSGRRGNTCSVT 62
             +|||  +  | |      + +   +  ++  +|++|+|   |+  |++ +   |      
S:       147 SVNTFVVAPR-NGKVNFRDVRSADSEHKNMAKNILTMLTFASLDAEYENAEIEGFV-KAR 204
Q:        63 LSKPLLSTSHLVETGVVANPTQRNYDVAQAVMTKKIEVADTNMDRRVILQGKTKYMSAAL 122
              + ||+||||+ | |   + |+| |||+ |     | +       ++ | | +  +  |+
S:       205 QTFPLISTSHIAEFGH-GSTTKREYDVSTASSNTLINLKTKIDGDQLDLDGCSTTLKCAI 263
Q:       123 RLAYSSNNKLWKSIMGDLMPPISMGEPSDYKSLMRNAVCEVDMTKAELCVLVAEAAAACA 182
              +||  +  ||      |+||   |+    + +|| |+ |+|+   || +|+|| ||   
S:       264 LIAYQVHPALWNDFFEGLVPPSFGGQLPSMQGIMRRAIAELDIQNDELRLLIAETAATTG 323
Q:       183 KVAGMSDEAAIENLQPMFAVCDNMSRVLTCAMKPSISARDVTSWIARGTLSFEAGFTRLF 242
             +| |||||+ +| |   +|        |      |+ | ||+||  +| |+ |  |||||
S:       324 RVYGMSDESMVEQLTISYARAVPFGDTLFPRNGDSLPAADVSSWQVKGVLTLELAFTRLF 383
Q:       243 SIFTRQTDCYKWQRRQHVQELYDSDVVGLAMNEE-DYSISVGAVLSTNVYGKVSANQVEP 301
             |+|  |||  |++| +|  +|  +     | +||  + + + +++||||+ |   +    
S:       384 SLFAPQTDRNKYERSKHYDQLSSAGFALFAKDEEGQFVLPIASIISTNVFRKSVTSTGTV 443
Q:       302 SSDNEVTATGHRVTDKYGDERPLMKKGLLQTRTALIEDSAVGAATRRTYKNNTSKSTVYS 361
              |  +    || + +    + |||+||+   |  |+ |+ +||  |  |  +      |+
S:       444 KSQFKARPVGHVLRELVTSDLPLMRKGVASARDVLMADNLLGAKARGRYATDVKSEGSYA 503
Q:       362 HSVSTDVNEYIEGTATTDGVQLTNVLTARATAGIINATVAWNDTNCMIDGTDRCAVNLTN 421
              ||+|+ |||+ |   |||  ||||+ |||||| +|+ | | |+ |++|| ||  ||+  
S:       504 CSVATEPNEYVSGPRDTDGSMLTNVMAARATAGALNSLVGWLDSACVLDGNDRSEVNIMA 563
Q:       422 GFICGPESRLTTIATELKRYGFELRLDDSNALGVGNTRREYAFTTNEQQVIAVPMMITGK 481
             | + | |+|+||+||||||||||||+ |  |||||| |++|||||| |+ +|  +  | +
S:       564 GCVVGSEARVTTVATELKRYGFELRVSDKLALGVGNPRKDYAFTTNAQETVAARIERTSR 623
Q:       482 RLSKEMEQSAFADTLRMLLTRDRASSAIINVYRQMVSVQLAPGIISNPMTWYASRPTATT 541
             ++ |    | |   | +  |       |+ +|| +  ++|  |+++||  |+ +|     
S:       624 QIGKRAATSTFMSKLTVACTSTETQPYILCLYRALNCIKLKKGVVTNPRFWHQARIDNNQ 683
Q:       542 AVYGLATFKTVLDVPWRQQATIVKSSSLDRPPTQPGGFNKKLLVYKGRAQTYKNEFEEYT 601
              + | |||             +| ||||+||  + |||||| + |  +|   ++   ++ 
S:       684 VIVGSATFGLSFSGGSTIDQVVVTSSSLNRPINEFGGFNKKTMRYGVKACELQDPSGKFF 743
Q:       602 FSADFLDIGISMYPKLTSLKSTGVTIPQKHLSQLLNEISMRVDEDMNAQYWGV-DGLERA 660
               ||   +|  +     +    |  + |+ |++ ++  +   |+      |   +|   |
S:       744 IQADIARLGTRVSSATYAAMQCGQFVDQESLAEAMDAAATLADDQELEYAWASQEGYNAA 803
Q:       661 IELYRRPLGETERASISRTCWHVITGYILTMIKL-QVYDTVAKLSSERTPYQRLVAIEAN 719
               ||++||  |++ ++ |  ||  ||+|| + |   ||+     +|| ||  ||  +   
S:       804 RALYQKPLSSTDKRTLKRAVWHACTGFILFVTKACLVYEGGENSTSEVTPAARLDQVHRV 863
Q:       720 YSTLAMNSRYLIAMMVGLDASWANAPSIVHMYYYAKTIQLTNAEMSRVEGNMQYTLSHSY 779
             |+  +   ||+++++|| ||+| |   +||+|  | |       +|    ++   ||   
S:       864 YAAYSSRVRYVVSLLVGEDANWPNPIGLVHVYQLAVTPGHPKDMLS--SDDIHSVLSTPT 921
Q:       780 AKVQNAYCTTLSGRCMSYCHGMAGTLHKCTRCGKEYECQLCKQSHEVLTGREMT---KPT 836
             |+|+|  || +   |   |      ||+| ||     | || ++   |||       || 
S:       922 ARVKNGKCTRMDAPCQVSCFARLDDLHECRRCKCRVTCALCIKAL-CLTGYAHDGGRKPN 980
Q:       837 NENVTVTLAAAIADTDQLLYGLGDTIREESEANESIQRVKP---------TRQQIIAVEL 887
             +   |      |     +    |     |    |||   ||          | +++ +  
S:       981 DHETTPATGGDILHAKTM----GSEHVSELHDTESIVGAKPMDLAPANADVRSELVELAS 1036
...
Organism #18: Saccharomyces cerevisiae
· Organism #18 / Result 191  next | previous | overview 
[Q] contig00125 vs [S] Q87022_SCVLA
	Query view (% Id)
	44.65 

	Subj. % Id
	2.13 

	Align % Id
	46.38 

	E-val
	1.98e-11 

	Query Identifier
	contig00125 

	Identifier
	Q87022_SCVLA 

	Description
	SubName: Full=SsRNA-binding protein; 

	Gene name
	empty 



[image: image191]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 69 aa,  Score= 175,  Eval= 2.00e-11, Identity= 46.38%, Similarity= 66.67%
Query len= 215 nt, pos= 1-69 aa (frame +1 of position 1-207 nt), Identity query= 44.65%, Alignment coverage query= 32.09%, Nb gaps query= 0
Subject len= 1505 aa, pos= 1141-1209 aa , Identity subject= 2.13%, Alignment coverage subject= 4.58%, Nb gaps subject= 0

Q:         1 LHAYMTVFSNDLDEQQVVAIKWLIASLTDVEVKEKDREAWYTANGTLLSGWRLTTFINTV 60
             | |+   || ++ ++|  |+ |+  |+  + | + | + ||   ||||||||||||+|||
S:      1141 LCAFRDTFSRNMSDEQAEAMNWVCESVRHMWVLDPDTKEWYRLQGTLLSGWRLTTFMNTV 1200
Q:        61 LNYLYTKIA 69
             ||+ | |+|
S:      1201 LNWAYMKLA 1209
· Organism #18 / Result 192  next | previous | overview 
[Q] contig00220 vs [S] Q87024_SCVLA
	Query view (% Id)
	24.71 

	Subj. % Id
	3.09 

	Align % Id
	30.00 

	E-val
	1.28e-2 

	Query Identifier
	contig00220 

	Identifier
	Q87024_SCVLA 

	Description
	SubName: Full=Capsid protein; 

	Gene name
	empty 



[image: image192]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 70 aa,  Score= 99,  Eval= 1.30e-2, Identity= 30%, Similarity= 48.57%
Query len= 255 nt, pos= 10-79 aa (frame +2 of position 29-238 nt), Identity query= 24.71%, Alignment coverage query= 27.45%, Nb gaps query= 0
Subject len= 680 aa, pos= 279-348 aa , Identity subject= 3.09%, Alignment coverage subject= 10.29%, Nb gaps subject= 0

Q:        10 YVRLNRVEQAFAAAFELLGAVASQPMPSYHESHLWHKANLSINLAPFSPVRARVPSNLRG 69
             ||  ||+   |  | +||  +  +|+|+  | + |   +  +|+  |  +| | |  | |
S:       279 YVNRNRLYNQFYTAAQLLAQIMMKPVPNCAEGYAWLMHDALVNIPKFGSIRGRYPFLLSG 338
Q:        70 EPNLHDTNAI 79
             +  |    |+
S:       339 DAALIQATAL 348
· Organism #18 / Result 193  next | previous | overview 
[Q] contig00550 vs [S] Q87024_SCVLA
	Query view (% Id)
	18.42 

	Subj. % Id
	3.09 

	Align % Id
	30.00 

	E-val
	1.26e-2 

	Query Identifier
	contig00550 

	Identifier
	Q87024_SCVLA 

	Description
	SubName: Full=Capsid protein; 

	Gene name
	empty 



[image: image193]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 70 aa,  Score= 99,  Eval= 1.30e-2, Identity= 30%, Similarity= 48.57%
Query len= 342 nt, pos= 38-107 aa (frame -1 of position 231-22 nt), Identity query= 18.42%, Alignment coverage query= 20.47%, Nb gaps query= 0
Subject len= 680 aa, pos= 279-348 aa , Identity subject= 3.09%, Alignment coverage subject= 10.29%, Nb gaps subject= 0

Q:        38 YVRLNRVEQAFAAAFELLGAVANQPMPSYQESHLWHKANLSINLSPFSPVRARVPSNLRG 97
             ||  ||+   |  | +||  +  +|+|+  | + |   +  +|+  |  +| | |  | |
S:       279 YVNRNRLYNQFYTAAQLLAQIMMKPVPNCAEGYAWLMHDALVNIPKFGSIRGRYPFLLSG 338
Q:        98 EPNLHDTNAI 107
             +  |    |+
S:       339 DAALIQATAL 348
Organism #19: Botrytis cinerea
· Organism #19 / Result 194  next | previous | overview 
[Q] contig00382 vs [S] A5YRF7_9VIRU
	Query view (% Id)
	33.53 

	Subj. % Id
	5.15 

	Align % Id
	40.86 

	E-val
	3.44e-8 

	Query Identifier
	contig00382 

	Identifier
	A5YRF7_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	RDRP 



[image: image194]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 93 aa,  Score= 147,  Eval= 3.40e-8, Identity= 40.86%, Similarity= 56.99%
Query len= 340 nt, pos= 2-94 aa (frame -1 of position 337-59 nt), Identity query= 33.53%, Alignment coverage query= 27.35%, Nb gaps query= 0
Subject len= 738 aa, pos= 80-166 aa , Identity subject= 5.15%, Alignment coverage subject= 11.79%, Nb gaps subject= 6

Q:         2 LAGQPDKCMKIHVKVDVNGLPKILPYNLRKILLLKGGNLQSYRRKLIGILTLLSIFRVFP 61
             |+| || |    ++| | ||| |+|  || ++  +  |+   |     +||||| |||  
S:        80 LSGNPDVCSG-SIRVSVRGLPLIIPGRLRNVIYSRN-NINITR----ALLTLLSTFRVMS 133
Q:        62 TSPKVKMNTITDEFKGSIRTFEKSIVISALKDM 94
              +||+|++|||| | |   |     |  |||++
S:       134 ATPKLKLSTITDPFNGVNETLPSLEVSRALKNI 166
Organism #20: Black raspberry
· Organism #20 / Result 195  next | previous | overview 
[Q] contig00204 vs [S] A7XMH8_9VIRU
	Query view (% Id)
	25.47 

	Subj. % Id
	6.14 

	Align % Id
	38.76 

	E-val
	1.05e-11 

	Query Identifier
	contig00204 

	Identifier
	A7XMH8_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image195]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 129 aa,  Score= 179,  Eval= 1.00e-11, Identity= 38.76%, Similarity= 51.94%
Query len= 589 nt, pos= 8-131 aa (frame +3 of position 24-395 nt), Identity query= 25.47%, Alignment coverage query= 21.05%, Nb gaps query= 5
Subject len= 814 aa, pos= 547-675 aa , Identity subject= 6.14%, Alignment coverage subject= 15.85%, Nb gaps subject= 0

Q:         8 ELGIRIQPSKCAFAAIAEFLRVDHT----RGSKGQYLSRACATLIHSRIESKPSTDARDL 63
             ++| | | +||   +| |||||||     +|   |||||| |||+||||||+      + 
S:       547 KIGARAQAAKCNVFSIGEFLRVDHKISREKGVGAQYLSRAAATLVHSRIESQAPLRLIEA 606
Q:        64 VESMENRFADCLARGMDIQMISNLRL-RYYSRQSVICKTEIETFYIIKNTHRVAGGISEC 122
             |++   | ++   |      || |   +   | | |   + |   |  | | | ||| + 
S:       607 VKAAYTRASEVAMRSDQSSEISALFFHKAAKRLSSIFGVDYEKVRIAANQHVVTGGIRQD 666
Q:       123 HDAGVEYVV 131
               | |||++
S:       667 FMASVEYLI 675
· Organism #20 / Result 196  next | previous | overview 
[Q] contig00150 vs [S] A7XMH8_9VIRU
	Query view (% Id)
	29.14 

	Subj. % Id
	14.62 

	Align % Id
	36.62 

	E-val
	1.36e-54 

	Query Identifier
	contig00150 

	Identifier
	A7XMH8_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image196]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 325 aa,  Score= 554,  Eval= 1.40e-54, Identity= 36.62%, Similarity= 56.62%
Query len= 1225 nt, pos= 89-407 aa (frame -1 of position 961-5 nt), Identity query= 29.14%, Alignment coverage query= 26.04%, Nb gaps query= 6
Subject len= 814 aa, pos= 132-455 aa , Identity subject= 14.62%, Alignment coverage subject= 39.8%, Nb gaps subject= 1

Q:        89 KITSGHHIHYTYTEVMK-SVEPHLRKR-----IETLSRLPANASATMATTVLLWGVTASE 142
             |||  || |||  || + +|+ +  +|     ++ |  +     | ++| +        +
S:       132 KITGEHHTHYTPDEVWEIAVQTNTMRRALLLVVDKLREISGVTEAIVSTFMAYIMFAKPQ 191
Q:       143 QAYNGVCKAGLFKTNTTKEFTLVAKSISVEAKSLQNIVDMDLREVFELDVLLNRVDGEVD 202
              ||     | +++           | ||   ||+     +|+ ++||| ||+||  |+||
S:       192 VAYLLATSANIWRAKDVNTLAEKLKEISTPLKSMHRHDVLDMTQLFELQVLVNRGIGKVD 251
Q:       203 WQQEKENRENPKLAKLDADYVRRQARIIFSQAVQCGKKPVKMNWKDYWASRWQWSASGSV 262
             |  |+++|+ |   |+    |  +|| +|   || | |   |++  |  |||+|  +|||
S:       252 WVNERKHRQKPDTVKVGFTDVYCEARRLFELGVQRGFKYPTMDFDKYLKSRWEWVPTGSV 311
Q:       263 HSQYIEDDKFVVKTDRNLKNKFIMISNMPKLPHSYFTSRNPEVHAWSSTKYEWGKLRAIY 322
             ||||  | +++ |  |+ ++||+ ++ +         +| ||+ ||+| |||| | ||||
S:       312 HSQYEGDQEYIAKDYRH-RSKFVTLNRLSCDQIREMFNRKPEIQAWASVKYEWAKQRAIY 370
Q:       323 GTDTTSYILSNFAMYNCENVLPNRFPVGKAANDRNVVSRVRAVLKDRLPYCLDFEDFNSQ 382
             | | || +++|+||+ ||+|| + ||+|  |+ + |  |+  +|||   +| ||+|||+|
S:       371 GVDLTSSVITNYAMFRCEDVLRHHFPIGSEADAQRVHKRLTYMLKDTESFCYDFDDFNAQ 430
Q:       383 HSPEAMREVVLAYGDVFRQSLTDEQ 407
             || |+|  |+||| | |+  +|  |
S:       431 HSIESMEAVLLAYYDQFKDQMTAAQ 455
· Organism #20 / Result 197  next | previous | overview 
[Q] contig00409 vs [S] A7XMH8_9VIRU
	Query view (% Id)
	14.99 

	Subj. % Id
	27.76 

	Align % Id
	33.73 

	E-val
	1.56e-92 

	Query Identifier
	contig00409 

	Identifier
	A7XMH8_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image197]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 670 aa,  Score= 887,  Eval= 1.60e-92, Identity= 33.73%, Similarity= 51.94%
Query len= 4524 nt, pos= 852-1489 aa (frame +1 of position 2554-4467 nt), Identity query= 14.99%, Alignment coverage query= 14.1%, Nb gaps query= 32
Subject len= 814 aa, pos= 125-783 aa , Identity subject= 27.76%, Alignment coverage subject= 80.96%, Nb gaps subject= 11

Q:       852 KGEIESLGYPKITSAHHIHYTYSEVM-FSVENNTRQR-----INTLARLPKDASATMATT 905
             ||| |     |||  || |||  ||   +|+ || +|     ++ |  +     | ++| 
S:       125 KGEFEK---SKITGEHHTHYTPDEVWEIAVQTNTMRRALLLVVDKLREISGVTEAIVSTF 181
Q:       906 VLLWGTTASEFAFNGVVSSGLFKVKTSKEFTKLAKELSVEAKSLQNILTQDLREVFELDV 965
             +        + |+    |+ +++ |      +  ||+|   ||+      |+ ++||| |
S:       182 MAYIMFAKPQVAYLLATSANIWRAKDVNTLAEKLKEISTPLKSMHRHDVLDMTQLFELQV 241
Q:       966 LLNRVDGQVDWNQERENRERPKLATLDGEYVRRQAQAIFHQAVQCGKSPVKMKWDDYWSS 1025
             |+||  |+|||  ||++|++|    +    |  +|+ +|   || |     | +| |  |
S:       242 LVNRGIGKVDWVNERKHRQKPDTVKVGFTDVYCEARRLFELGVQRGFKYPTMDFDKYLKS 301
Q:      1026 RWQWSASGSVHSQYIEDDKYVIKTDRNLKNKFIMISNMPHVPCSYFSNRYPEIHAWSSTK 1085
             ||+|  +|||||||  | +|+ |  |+ ++||+ ++ +         || ||| ||+| |
S:       302 RWEWVPTGSVHSQYEGDQEYIAKDYRH-RSKFVTLNRLSCDQIREMFNRKPEIQAWASVK 360
Q:      1086 YEWGKLRAIYGTDTTSYILANFAMYNCENVLPNRFPVGKAANDRNVVSRVRAVLKDRLPY 1145
             ||| | ||||| | || ++ |+||+ ||+|| + ||+|  |+ + |  |+  +|||   +
S:       361 YEWAKQRAIYGVDLTSSVITNYAMFRCEDVLRHHFPIGSEADAQRVHKRLTYMLKDTESF 420
Q:      1146 CLDFEDFNSQHSPEAMAAVVLAYGDVFANSLTQEQRIALQWTADSITNQTIHDNS-GTKT 1204
             | ||+|||+||| |+| ||+||| | | + +|  |  |++|   |+    +++|      
S:       421 CYDFDDFNAQHSIESMEAVLLAYYDQFKDQMTAAQASAMEWVCQSVKEMIVNNNEVQPPE 480
Q:      1205 VYRTNGTLLSGWRLTTFVNSVLNAIYSDAVLKGIKRPG--SSLHNGDDVIIGATSLEVAR 1262
              |+  ||||||||||||+|+||| ||   +   +| |    |+||||||++   +|+ | 
S:       481 KYKLKGTLLSGWRLTTFMNTVLNYIYF-RISGALKTPDVVDSVHNGDDVLLSINNLKAAV 539
Q:      1263 RSIYVGRQLGIRIQPNKCAFAAIAEFLRVDHA----RGSKGQYLSRACATLVHSRIESKP 1318
                    ++| | |  ||   +| |||||||     +|   |||||| ||||||||||+ 
S:       540 EVDSRMAKIGARAQAAKCNVFSIGEFLRVDHKISREKGVGAQYLSRAAATLVHSRIESQA 599
Q:      1319 STDARDLVESMENRFADCLARGMRLKFIANLRLRYYIRQ-AIICKTSVEELYLIKRTHRV 1377
                  + |++   | ++   |  +   |+ |      ++ + |     |++ +    | |
S:       600 PLRLIEAVKAAYTRASEVAMRSDQSSEISALFFHKAAKRLSSIFGVDYEKVRIAANQHVV 659
Q:      1378 AGGISEAHDADVDYLVKPGPAGRLEVEVPRL-----------------PGVSEYASEVAK 1420
              ||| +   | |+||+        |||  +|                  |+ +| | +  
S:       660 TGGIRQDFMASVEYLIHE------EVEREKLGTDSLHNLGQVDVSDLGEGIKDYGSVLMS 713
Q:      1421 ALDMTSKVGLLVERVTTATLAAVT-PKSRKMNICKNPDPTASRHLKAIYKAFKGKVDVAG 1479
                  +    + + + +||   ++  +| ++++      |   + +|+|   +  |++  
S:       714 QYGKYTTEERIYKSIVSATGRQLSITRSTRLSVVDVRHDTKYGYGRALYGYLRNLVNLPY 773
Q:      1480 YGKAALVGFA 1489
               ||  || +
S:       774 VEKARFVGIS 783
· Organism #20 / Result 198  next | previous | overview 
[Q] contig00153 vs [S] A7XMH8_9VIRU
	Query view (% Id)
	27.63 

	Subj. % Id
	6.88 

	Align % Id
	29.17 

	E-val
	7.05e-9 

	Query Identifier
	contig00153 

	Identifier
	A7XMH8_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image198]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 192 aa,  Score= 155,  Eval= 7.10e-9, Identity= 29.17%, Similarity= 45.31%
Query len= 608 nt, pos= 23-199 aa (frame -3 of position 540-10 nt), Identity query= 27.63%, Alignment coverage query= 29.11%, Nb gaps query= 15
Subject len= 814 aa, pos= 73-261 aa , Identity subject= 6.88%, Alignment coverage subject= 23.22%, Nb gaps subject= 3

Q:        23 ALTSMMSRHFSRLYDSVH-YDEPCSTGRLF--------RDEWPERSEMRKMTVDEMEALP 73
             +|  ++ |  | +|  |  ||     |  |        |+|      ++     | |   
S:        73 SLPPVVKRTMSAMYSGVEDYDFSDFRGHRFLRRKFGVVREEIIHAKNIKPPQKGEFEK-- 130
Q:        74 ASKISSRHHIHYMPKEAYDAIPATHKERAS---EAGRLPEGSTVSQA---AGMILWLGSL 127
              |||+  || || | | ++    |+  | +      +| | | |++|     |   + + 
S:       131 -SKITGEHHTHYTPDEVWEIAVQTNTMRRALLLVVDKLREISGVTEAIVSTFMAYIMFAK 189
Q:       128 EKELFSGVRAAGLLKAKDVSEFIKLAKRISVESKSLQNLVDTDLRQVFEIDVLVNRIEGV 187
              +  +    +| + +||||+   +  | ||   ||+      |+ |+||+ |||||  | 
S:       190 PQVAYLLATSANIWRAKDVNTLAEKLKEISTPLKSMHRHDVLDMTQLFELQVLVNRGIGK 249
Q:       188 VDWQKEKENRTK 199
             |||  |+++| |
S:       250 VDWVNERKHRQK 261
· Organism #20 / Result 199  next | previous | overview 
[Q] contig00175 vs [S] A7XMH8_9VIRU
	Query view (% Id)
	18.58 

	Subj. % Id
	6.02 

	Align % Id
	27.84 

	E-val
	7.51e-6 

	Query Identifier
	contig00175 

	Identifier
	A7XMH8_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image199]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 176 aa,  Score= 131,  Eval= 7.50e-6, Identity= 27.84%, Similarity= 42.61%
Query len= 791 nt, pos= 99-262 aa (frame -1 of position 497-6 nt), Identity query= 18.58%, Alignment coverage query= 20.73%, Nb gaps query= 12
Subject len= 814 aa, pos= 77-252 aa , Identity subject= 6.02%, Alignment coverage subject= 21.62%, Nb gaps subject= 0

Q:        99 IMTRHFSSLYESV-NWDEPLLSNALFRNRCIGEKENEIMSTSQIEL-----LGYPKITSA 152
             ++ |  |++|  | ++|        |  |  |    ||+    |+          |||  
S:        77 VVKRTMSAMYSGVEDYDFSDFRGHRFLRRKFGVVREEIIHAKNIKPPQKGEFEKSKITGE 136
Q:       153 HHIHYTYSEVLKSVPQGKRYRINTLARLPK-----NATATMATTMLLWGVTAEQKI-FEG 206
             || |||  || +   |    |   |  + |       |  + +| + + + |+ ++ +  
S:       137 HHTHYTPDEVWEIAVQTNTMRRALLLVVDKLREISGVTEAIVSTFMAYIMFAKPQVAYLL 196
Q:       207 VSSSGIFSAKSTKEFTRIAKSISVEAKSLQNILDEDLRDAFELDVLLNRVDGEVDW 262
              +|+ |+ ||         | ||   ||+      |+   ||| ||+||  |+|||
S:       197 ATSANIWRAKDVNTLAEKLKEISTPLKSMHRHDVLDMTQLFELQVLVNRGIGKVDW 252
Organism #21: Sphaeropsis sapinea
· Organism #21 / Result 200  next | previous | overview 
[Q] contig00448 vs [S] Q9YXE6_9VIRU
	Query view (% Id)
	33.77 

	Subj. % Id
	8.11 

	Align % Id
	34.00 

	E-val
	3.33e-19 

	Query Identifier
	contig00448 

	Identifier
	Q9YXE6_9VIRU 

	Description
	SubName: Full=RNA dependent RNA polymerase; 

	Gene name
	empty 



[image: image200]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 200 aa,  Score= 244,  Eval= 3.30e-19, Identity= 34%, Similarity= 51%
Query len= 604 nt, pos= 1-196 aa (frame +2 of position 2-589 nt), Identity query= 33.77%, Alignment coverage query= 32.45%, Nb gaps query= 4
Subject len= 838 aa, pos= 640-836 aa , Identity subject= 8.11%, Alignment coverage subject= 23.51%, Nb gaps subject= 3

Q:         1 IEMLAGGVASLDTTPVFNTPAPFSRYRLVLDDRESTPDLSHLPSNATRDYLSNHASQVEI 60
             | +|+| || ||  ||+||      +|+     ++ |     | |||  || +| |+|| 
S:       640 IRLLSGDVA-LDDGPVYNTDGRIVHFRVEGQIEDALPVSERWPHNATDAYLLSHVSEVER 698
Q:        61 FALGLAKVDPQPVMAASSYSKGSATTQVDPPPSKLRKLADYRPVNP-GFATGAQFEVR-- 117
              ||     |   +| |||+||| ++  +     ++ ++|        |||  +    |  
S:       699 AALAATGTDAAALMLASSFSKGHSS--LGSARRQVVRVAKRETTRAHGFADASDLLHRDR 756
Q:       118 -QTGVLNQYPLIHLIADSLRTSDLVQLLSLLGVSPGTDPRQTAFGAESRPSLITGVLPFS 176
              + |||  |||++|+ + ||   + +|| | | +|| || + |||       | | |  |
S:       757 DKVGVLKAYPLVNLVKNRLRKETISELLILAGHTPGADPYRQAFGEHPESKNIIGSLSHS 816
Q:       177 DAASIARNTGYDHIYVPYPI 196
             ||+++ + |   +||   |+
S:       817 DASALGKATRSGNIYTLTPV 836
Organism #22: Pepper cryptic
· Organism #22 / Result 201  next | previous | overview 
[Q] contig00172 vs [S] Q2HYZ8_9VIRU
	Query view (% Id)
	5.97 

	Subj. % Id
	8.68 

	Align % Id
	31.03 

	E-val
	3.66e-3 

	Query Identifier
	contig00172 

	Identifier
	Q2HYZ8_9VIRU 

	Description
	SubName: Full=RNA-dependent RNA polymerase-like protein; Flags: Fragment; 

	Gene name
	empty 



[image: image201]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 87 aa,  Score= 111,  Eval= 3.70e-3, Identity= 31.03%, Similarity= 51.72%
Query len= 1357 nt, pos= 301-387 aa (frame -1 of position 457-197 nt), Identity query= 5.97%, Alignment coverage query= 6.41%, Nb gaps query= 0
Subject len= 311 aa, pos= 189-269 aa , Identity subject= 8.68%, Alignment coverage subject= 26.05%, Nb gaps subject= 6

Q:       301 DITKWDANMCEFLLSRAFDLLEHAVDKTGLDEYNKAARASMIKVAKRHLLEKLVEHPSGY 360
             | +++|| +  | +  |||+++  ||      +         ++ ++  + | |  | ||
S:       189 DWSQFDATVSRFEIHAAFDIIKSYVD------FPNYETEQAFEITRQLFIHKKVAAPDGY 242
Q:       361 FVHMYGCMPSGSYYTSLLNTIGNNLLI 387
                 +  +|||||||||+ +| | | |
S:       243 IYESHKGIPSGSYYTSLVGSIINYLRI 269
Organism #23: Magnaporthe oryzae
· Organism #23 / Result 202  previous | overview 
[Q] contig00564 vs [S] Q60GI2_9VIRU
	Query view (% Id)
	21.55 

	Subj. % Id
	4.69 

	Align % Id
	27.86 

	E-val
	3.45e-5 

	Query Identifier
	contig00564 

	Identifier
	Q60GI2_9VIRU 

	Description
	SubName: Full=Putative RNA dependent RNA polymerase; 

	Gene name
	empty 



[image: image202]
· See all subjects mapped to this query 
· See all queries mapped to this subject 
A part of your query matches a part of this sequence.
Align len= 140 aa,  Score= 122,  Eval= 3.50e-5, Identity= 27.86%, Similarity= 40.71%
Query len= 543 nt, pos= 45-178 aa (frame +3 of position 135-536 nt), Identity query= 21.55%, Alignment coverage query= 24.68%, Nb gaps query= 6
Subject len= 832 aa, pos= 6-132 aa , Identity subject= 4.69%, Alignment coverage subject= 15.26%, Nb gaps subject= 13

Q:        45 RSPEFGSLGGAMFGCLKRNLQQLRFLLNLTFPQQLSQFELNLHSIRCADPLLPAAISLLC 104
             ||  || || +      +    |    ++ |   |+    |+  +|   |||| |+||||
S:         6 RSKSFGRLGMSCSSIYSKYRDHLPVFSSMDFLSGLTYVTTNVGVLRSHHPLLPTAVSLLC 65
Q:       105 FSYPLQVTTIDSLTDTLLLSTFPKSLHKHPSPVPLLPNEKRPRSYGS------FAWTLVN 158
               +|+|  |  |    |  | +             +  ++  |||            |++
S:        66 LDFPIQFDTSSSHCLLLAQSAY-------------MTVDELARSYPCKFGGRRILGRLIH 112
Q:       159 SKTLRSDFYPVKPHPGASSK 178
               | |   +||| || | +|
S:       113 DSTFREATFPVKSHPAAHTK 132
Organism #24: Botrytis virus F

· Organism #24 / Result 203 

[Q] Ctg\278  vs [S] Q9DRA1_9VIRU
	Query view (% Id)
	35.27 

	Subj. % Id
	4.17 

	Align % Id
	43.65 

	E-val
	1.11e-35 

	Query Identifier
	Ctg\278B\rc\rc 

	Identifier
	Q9DRA1_9VIRU 

	Description
	SubName: Full=Replicase; 

	Gene name
	empty 



[image: image203]
· See all subjects mapped to this query 

· See all queries mapped to this subject 

A part of your query matches a part of this sequence.

Align len= 181 aa,  Score= 387,  Eval= 1.10e-35, Identity= 43.65%, Similarity= 56.91%

Query len= 672 nt, pos= 5-185 aa (frame +3 of position 15-557 nt), Identity query= 35.27%, Alignment coverage query= 26.93%, Nb gaps query= 0

Subject len= 1896 aa, pos= 1645-1822 aa , Identity subject= 4.17%, Alignment coverage subject= 9.39%, Nb gaps subject= 3


Q:         5 IYVHSGLSPKDLSSFVLTHWDFNRESEEDDYTAYDQSQDKVFLVFETMLMNHFGIPQHLI 64

             +|+||  + +|   ||  |||  ||| + |||||| |||  |+ |||+||     |  +|

S:      1645 VYIHSRRTNEDFEKFVAAHWDHTRESTDGDYTAYDASQDATFVNFETLLMRRLDFPLDII 1704

Q:        65 DEYAEHKLCTHCQLSPTTLEVMRFSGEFGTFWFNTVCNIAYTHLKYDFPLQVPQMYAGDD 124

             + | | |        |  | +||||||  |+ |||+ |||+|+ ||+ |  | |+| |||

S:      1705 EAYVEMKASITSHFGP--LAIMRFSGEVWTYLFNTLGNIAFTYAKYEVP-SVAQVYGGDD 1761

Q:       125 LVVNSPRRENPAWKRIKHHFLLEGKPFRTYHPTFCSLAITPSGAFRNPRDLAYRMLHAEI 184

               +|||      | ++   | |  ||   | ||||   | | |  ++|+ | +|  +| |

S:      1762 KSINSPITVRTGWSQLVGKFNLVEKPVVGYEPTFCGWRIVPGGIVKDPQLLFWRTRYARI 1821

Q:       185 R 185

             |

S:      1822 R 1822

· Organism #24 / Result 204 

                  [Q] contig00036 vs [S] Q9DRA1_9VIRU
	Query view (% Id)
	88.94 

	Subj. % Id
	10.18 

	Align % Id
	89.35 

	E-val
	7.56e-111 

	Identifier
	Q9DRA1_9VIRU 

	Description
	SubName: Full=Replicase; 

	Gene name
	empty 

	Organism
	Botrytis virus 



[image: image204]
· See all subjects mapped to this query 

· See all queries mapped to this subject 

Your query is contained in this sequence.

Align len= 216 aa,  Score= 1035,  Eval= 7.60e-111, Identity= 89.35%, Similarity= 95.37%

Query len= 651 nt, pos= 1-216 aa (frame +2 of position 2-649 nt), Identity query= 88.94%, Alignment coverage query= 33.18%, Nb gaps query= 0

Subject len= 1896 aa, pos= 341-556 aa , Identity subject= 10.18%, Alignment coverage subject= 11.39%, Nb gaps subject= 0


Q:         1 FGSGLSQMQFPDRPVTPLDNFTTALWYRLLPSRLYRLPATIRNFQLKAFVDQLRTPQYLL 60

             ||||||||||||||||||||| ||||||||||||||||||||||||||||||||||||||

S:       341 FGSGLSQMQFPDRPVTPLDNFATALWYRLLPSRLYRLPATIRNFQLKAFVDQLRTPQYLL 400

Q:        61 HFKLDEYHLSSNDKYSDFYRNEAKQASSKDMLSAFEAICFGGAPELEKKILGNQNPAPFA 120

             ||||||||||||||||||||||++||||||||||||||||||||||||||||| ||||||

S:       401 HFKLDEYHLSSNDKYSDFYRNESRQASSKDMLSAFEAICFGGAPELEKKILGNNNPAPFA 460

Q:       121 TVPNPPSQTALGLATITAAIAFVLPNRAARLARLITRYALRAAKEVLSPSFLNLPRFGLL 180

             ||||||||||||||||||||||+|||||||| ||+ |||+|| ||+++|||| +||||||

S:       461 TVPNPPSQTALGLATITAAIAFILPNRAARLTRLVARYAIRAVKEIVNPSFLTIPRFGLL 520

Q:       181 SNSLASWLQNDGSTMTYGLAPKIASWFAPTWYNAAL 216

             |+|+||||| ||+ +||||||||||| || ||||||

S:       521 SHSIASWLQTDGAVITYGLAPKIASWSAPIWYNAAL 556

· Organism #24 / Result 205

 [Q] contig00026 vs [S] Q9DRA1_9VIRU
	Query view (% Id)
	88.84 

	Subj. % Id
	6.86 

	Align % Id
	98.48 

	E-val
	9.60e-75 

	Identifier
	Q9DRA1_9VIRU 

	Description
	SubName: Full=Replicase; 

	Gene name
	empty 

	Organism
	Botrytis virus 



[image: image205]
· See all subjects mapped to this query 

· See all queries mapped to this subject 

A part of your query matches a part of this sequence.

Align len= 132 aa,  Score= 721,  Eval= 9.60e-75, Identity= 98.48%, Similarity= 100%

Query len= 439 nt, pos= 15-146 aa (frame -1 of position 397-2 nt), Identity query= 88.84%, Alignment coverage query= 30.07%, Nb gaps query= 0

Subject len= 1896 aa, pos= 148-279 aa , Identity subject= 6.86%, Alignment coverage subject= 6.96%, Nb gaps subject= 0


Q:        15 FLHDALQYMTPLDVYTLFATSPEMHTLVATAVIPPESVDRLPAFWPELYQLAYYEDHLCY 74

             |+|||||||||||||||||||||||+||||||||||||||||||||||||||||||||||

S:       148 FMHDALQYMTPLDVYTLFATSPEMHSLVATAVIPPESVDRLPAFWPELYQLAYYEDHLCY 207

Q:        75 APDGNFADAYNQPLAAHQWMTMKSLHGPDFTLSVDVPASRYSHHIFVISKRPGLPDTHRD 134

             ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||||

S:       208 APDGNFADAYNQPLAAHQWMTMKSLHGPDFTLSVDVPASRYSHHIFVISKRPGLPDTHRD 267

Q:       135 FMCPDLVELPKD 146

             ||||||||||||

S:       268 FMCPDLVELPKD 279

· Organism #24 / Result 206

 [Q] contig00085 vs [S] Q9DRA1_9VIRU
	Query view (% Id)
	94.29 

	Subj. % Id
	4.06 

	Align % Id
	95.06 

	E-val
	9.35e-41 

	Identifier
	Q9DRA1_9VIRU 

	Description
	SubName: Full=Replicase; 

	Gene name
	empty 

	Organism
	Botrytis virus 



[image: image206]
· See all subjects mapped to this query 

· See all queries mapped to this subject 

Your query is contained in this sequence.

Align len= 81 aa,  Score= 428,  Eval= 9.30e-41, Identity= 95.06%, Similarity= 98.77%

Query len= 245 nt, pos= 1-81 aa (frame +1 of position 1-243 nt), Identity query= 94.29%, Alignment coverage query= 33.06%, Nb gaps query= 0

Subject len= 1896 aa, pos= 1625-1705 aa , Identity subject= 4.06%, Alignment coverage subject= 4.27%, Nb gaps subject= 0


Q:         1 AWGPYARYIDRRIRALLPPHIYIHSRRTNEDFEQFVATHWDHTRESTDGDYTAYDASQDA 60

             ||||||||||||||||||||+||||||||||||+||| ||||||||||||||||||||||

S:      1625 AWGPYARYIDRRIRALLPPHVYIHSRRTNEDFEKFVAAHWDHTRESTDGDYTAYDASQDA 1684

Q:        61 TFVNFETLLMRRLDFPLDIID 81

             ||||||||||||||||||||+
S:      1685 TFVNFETLLMRRLDFPLDIIE 1705

· Organism #24 / Result 207

 [Q] contig00073 vs [S] Q9DRA1_9VIRU
	Query view (% Id)
	68.14 

	Subj. % Id
	3.53 

	Align % Id
	83.75 

	E-val
	1.41e-33 

	Identifier
	Q9DRA1_9VIRU 

	Description
	SubName: Full=Replicase; 

	Gene name
	empty 

	Organism
	Botrytis virus 



[image: image207]
· See all subjects mapped to this query 

· See all queries mapped to this subject 

A part of your query matches a part of this sequence.

Align len= 80 aa,  Score= 366,  Eval= 1.40e-33, Identity= 83.75%, Similarity= 93.75%

Query len= 295 nt, pos= 18-97 aa (frame +3 of position 54-293 nt), Identity query= 68.14%, Alignment coverage query= 27.12%, Nb gaps query= 0

Subject len= 1896 aa, pos= 1349-1428 aa , Identity subject= 3.53%, Alignment coverage subject= 4.22%, Nb gaps subject= 0


Q:        18 PRRNAATNPDALPSQRVLPGGRAPTAEP*QSQTSALPTGGKVINVPALDRQDPQRFPQLK 77

             ||||||+|||||||||+||||++ |||| ||| |||||||+ |+||||||||||||||||

S:      1349 PRRNAASNPDALPSQRILPGGQSTTAEPXQSQASALPTGGEAIDVPALDRQDPQRFPQLK 1408

Q:        78 VLPHLCGHIGDYAEAFYPEP 97

             |||||||+||||+|| ||||

S:      1409 VLPHLCGYIGDYSEASYPEP 1428

Organism #25: Botrytis virus X

· Organism #25/ Result 208  previous | overview 

[Q] Ctg162  vs [S] Q6YNQ7_9VIRU
	Query view (% Id)
	16.59 

	Subj. % Id
	3.26 

	Align % Id
	27.22 

	E-val
	1.82e-5 

	Query Identifier
	Ctg162B 

	Identifier
	Q6YNQ7_9VIRU 

	Description
	RecName: Full=Replicase large subunit; EC=2.7.7.48; 

	Gene name
	empty 



[image: image208]
· See all subjects mapped to this query 

· See all queries mapped to this subject 

A part of your query matches a part of this sequence.

Align len= 169 aa,  Score= 128,  Eval= 1.80e-5, Identity= 27.22%, Similarity= 43.79%

Query len= 832 nt, pos= 43-207 aa (frame +3 of position 129-623 nt), Identity query= 16.59%, Alignment coverage query= 19.83%, Nb gaps query= 4

Subject len= 1413 aa, pos= 638-790 aa , Identity subject= 3.26%, Alignment coverage subject= 10.83%, Nb gaps subject= 16


Q:        43 ISAVLGVPGAGKSYSQLKRIANYHGNRMGWRVVVPTTDLAVKHRNKLREINPNLTEEDTK 102

             ++ + |  |+|||||  + + |         +| || +|      |+  + |+       
S:       638 VAVIHGAGGSGKSYSIQETLRNKRETLEHTTIVTPTVELRNDWSGKIPRMAPD------- 690

Q:       103 PLVVTWEKALTRVLPDNVLIDEAGLFPTGYLDLLLMLNPSVKRVHLTCDPAQEGYLPRSG 162

               + |+|||+ +     |++|+ |  | ||||   +|+|+|+   || |  |  |     
S:       691 -RIKTYEKAMLQPGTATVILDDYGKLPPGYLDSYAVLHPNVELFILTGDHRQTTY----- 744

Q:       163 PGGSPTPEYLAMHQKYAMKNISTNLASLYLDETYR----LANQTGPELS 207

                   ||    |    ++     | + |++ |+|    |||  |   |

S:       745 --HVSDPEANTFHLTSEIQEFRP-LCAYYINATHRQPRRLANVLGTHSS 790

Organism #26: Cryphonectria parasitica

· Organism #26/ Result 209  overview 

[Q] contig00157 vs [S] Q33339_CPMV1
	Query view (% Id)
	20.42 

	Subj. % Id
	4.82 

	Align % Id
	60.00 

	E-val
	9.10e-13 

	Query Identifier
	contig00157 

	Identifier
	Q33339_CPMV1 

	Description
	SubName: Full=Putative RNA-dependent RNA polymerase; 

	Gene name
	empty 



[image: image209]
· See all subjects mapped to this query 

· See all queries mapped to this subject 

A part of your query matches a part of this sequence.

Align len= 65 aa,  Score= 188,  Eval= 9.10e-13, Identity= 60%, Similarity= 76.92%

Query len= 573 nt, pos= 6-69 aa (frame +1 of position 16-207 nt), Identity query= 20.42%, Alignment coverage query= 11.17%, Nb gaps query= 1

Subject len= 809 aa, pos= 444-508 aa , Identity subject= 4.82%, Alignment coverage subject= 8.03%, Nb gaps subject= 0


Q:         6 YSVGQPMGAYSS*AMLAITHHTIVKISALQVGISD-FRDYGVLGDDVVIYNDKVADQYLI 64

             |+|||||||||| ||||+||| ||+++||  | +  | || +||||+|| +| || +|| 
S:       444 YAVGQPMGAYSSFAMLALTHHVIVQVAALNSGFTTRFTDYCILGDDIVIAHDTVASEYLK 503

Q:        65 NMKLL 69

              |+ |

S:       504 LMETL 508

