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Feature viewer Organism | Oryza sativa subsp. japonica (Rice)
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Sequences producing significant alignments Download ~ [ Selectcolumns ¥  Show e
select all 8 sequences selected GenBank Graphics Distance tree of resulis ~ [IMSA Viewer
Description Scientific Name 5\23:3 ST:frle S:z’r v:ue I:::‘I Acc. Len Accession
-

PREDICTED: Oryza sativa Japonica Group uncharacterized LOC4329262 (| OC4329262) transcript va .. Oryza sativa Ja... 4494 4494 100% 00  10000% 5543 XM_026023465 1
PREDICTED: Ory. Group unchara d LOCA4329262 (LOC4329262), transcript va... Oryza sativa Ja... 4494 4494 100% 00 100.00% 5550 XM_026023464 1
PREDICTED: Ory Group unchara d LOC4329262 (LOC4329262), transcript va .. Oryza sativa Ja 4494 4484 100% 0o 100.00% 5566 XM_015767598.2
PREDICTED: Oryza sativa Japonica Group unchara d LOC4329262 (LOC4329262), transcript va .. Oryza sativa Ja 4494 4494 100% 00 100.00% 5571 XM_0157675952
Qryza sativa Japonica Group DNA, chromo sar. Nipponbare,_complete sequence Oryza sativa Ja... 4494 4494 100% 00 100.00% 35937250 AP014953.1
Oryza sativa Japonica Group genomic DNA, chromosome 2, BAC clone:OSJNBa0055113 Oryza sativa Ja... 4494 4494 100% 0.0 100.00% 169486 AP005648.2
Oryza sativa Japonica Group cDNA clone:J033125004 full insert sequence Oryza sativa Ja 4453 4453 100% 00 99 67% 3733 AK122096 1
Qryza sativa Japonica Group cDNA clone:002-119-E08, full inse! Oryza sativa Ja 3672 3672 B81% 00 100.00% 2381 AK106956 1
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Query ID lcl|Query_2289
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select all 3 sequences selected

Description
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05029045000 [Oryza sativa Japonica Group]

(<M<

uncharacterizeMprotein LOCJSSSI}ZE [Cryza sativa Japonica Group]

Al — AN A

Distribution of the top 3 Blast Hits on 3 subject sequences
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Download ¥ [ Select columns ~ Show (7]

Multiple alignment [PMSA Viewer

GenPept Graphics Distance tree of results

Scientific Name Max  Total Query

b Score Score Cover
v L J -

Oryza sativa Japonica Group 113 1113 100%
Oryza sativa Japonica Group 936 936  81%
Oryza sativa Japonica Group 843 243  99%

FE7KAE o A — 25 41 5 L [RR

| Query | | |
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value ldent  Len Accession
w L -

0.0  100.00% 810 XP_015623081.1

0.0 100.00% 661 BASTE8502.1

0.0 68.84% 770 XP_015634630.1
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Sequences producing significant alignments Download ~ [ Select columns '  Show 2]
select all 9 sequences selected GenPept Graphics Distance free of results  Multiple alignment [EMSA Viewer
- L Max Total Query E Per. | Acc.
D i Scientific N :
esctp fon ciem 5 ame Score Score Cover valus Ident Len Accession
v v h 4 v v v
F5011.10 [Arabidopsis thaliana] Arabidopsis thaliana 713 713 96% 0.0 50.74% 856 AAFT79656.1
hypothetical protein AT1G12380 [Arabidopsis thaliana] Arabidopsis thaliana 713 T3 96% 0.0 50.74% 793 NP_172700.1
unnamed protein product [Arabidopsis thaliana] Arabidopsis thaliana 712 T2 96% 0.0 5068% 794 CAA0195212.1
unnamed protein product [Arabidopsis thaliana] Arabidopsis thaliana 636 686  96% 0.0 4932% 765 CAD5312511.1
hypothetical protein AT1G62870 [Arabidopsis thaliana] Arabidopsis thaliana 708 708 96% 0.0 5228% 762 NP_176475.2
unnamed protein product [Arabidopsis thaliana] Arabidopsis thaliana 708 708  96% 0.0 5215% 760 VYS49813.1
hypothetical protein AXX17_AT1G56170 [Arabidopsis thaliana] Arabidopsis thaliana 708 708  96% 0.0 5253% T60 OQAP14698.1
unnamed protein product [Arabidopsis thaliana] Arabidopsis thaliana 705 705 96% 0.0 5203% 760 CAAD3114221
unnamed protein product [Arabidopsis thaliana] Arabidopsis thaliana 689 689 94% 0.0 51.81% 720 CAD5316120.1
WILIIET ISRUILD LNSLAlLE U EE U TESUILS IVILIUEAIYS aiyiiniisiil Iv2A VIEWeEI wr [ [ |
Descriptions Graphic Summary Alignments Taxonomy
& hover to see the title W click to show alignments Show Conserved Domains Alignment Scores <40 |J40-50 []J50-80 ([@80-200 [g==200 9
9 sequences selected @ No putative conserved domains have been detected
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CAD5316120.1 unnamed protein product Arabidopsis thaliana
44

41 OAP14698.1 hypothetical protein AXX17 AT1G56170 Arabidopsis thaliana
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CAD5312511.1 unnamed protein product Arabidopsis thaliana

NP 1727001 hypothetical protein AT1G12380 Arabidopsis thaliana
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Predicted localization for the Eukarya domain: Nucleus (GO term ID: GO:0005634) Prediction confidence 52
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