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1. psRNATarget
(http://plantgrn.noble.org/psRNATarget/?dowhat=Citation)

2. blastx
(http://blast.ncbi.nlm.nih.gov/Blast.cgi)
3. KEGG (Kyoto Encyclopedia of Genes and Genomes )

Chttp://www.genome.jp/kegg/tool/color pathway.html)




psRNATarget

To cite psRNATarget, please check out from here.

The Zhao Bioinformatics Laboratory

NOB LE psRNATarget: A Plant Small RNA Target Analysis Server

FOUNDATION

About Citation

Location: Citation

To Reference psRNATarget, Please Cite:
Xinbin Dai and Patrick X. Zhao, psRNATarget: A Plant Small RNA Target Analysis Server, Nucleic Acids Research, 2011, doi 10.1093/nar/GKR319. (Link).

List of Papers Citing the psRNATarget Server(as of Feburary 2011 per Google Scholar):

| RuanM, Zhao Y, Meng Z. Wang X. Yang W. (2009) Conserved mRNA analysis in Gossypium hirsutum through small RNA sequencing. Genomics, 94:263-268.

1. Nagvi AR, Choudhury NR., Mukherjee K. Hag QM (2011) In silico analysis reveals that several tomato microRNA/'microRNA* sequences exhubit propensity to bind t
tomato leaf curl virus {ToLCV) assoctated zenomes and most of their encoded open reading frames (OREs). Plant Physiol Biochem, 43:13-17.

5. Zhang Z. Yul LiD. Zhang 7. LmF. ZhouX Wang T. Ling Y. SuZ.(2010) PMRD: plant microRNA database. Nucleic Acics Res. 38:808-813.
4. Trap-Gentil MV, Hebrard C, Lafon-Flacette C, Delaunay A, Hageze D), Joseph C, Brgnolas F, Lefebvre M, Bames 5, Maury 5. (2011) Time course and amplitude of DNA
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To cite psRNATarget, please check out from here
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N OBL The Zhao Bioinformatics Laboratory
FOUNDATION psRNATarget: A Plant Small RNA Target Analysis Serve
About Ctation Analysts

Location: Analysis

User-submitted small RNAs / preloaded transcripts Preloaded small RNAS / user-submitted transcripts User-submitted small RNAS | user-submtted transenipts

Upload small RNA sequence(s) tn FASTA format [Load demo datal 0
7.

Or paste sequences below;
UCGCUUGGUGCAGGUCHGGAC




- fle / mput sequence size lmut 20M,
- invalid small RNAs will be ignored during analysis. 0

Select a preloaded transcript/genomic ibrary for target search:

Solanum ycopersicum {tomato) DFCI Gene Index Release 13

Solanum melongena (Eqgplant) DFCI Gene ndex (SOMEGI| Release 1

Solanum tuberosum {potato) DFCI Gene Index (STGI) Release 13

Solanum tuberosum Group Phureja DM1-3 16R44 (CIP301092) Genome 3.4 transcripts, potatogenomics. plantbiology. msu.edu/data/PGSC DM
Sorghum_bicolor (Sorghum) DFCI Gene Index (SBGI) Release 9

Striga_hermonthica (Purple witchweed) DFCI (SHGI) Release 1

Thellungiella_halophila ESTContig on PlantGDB, Thellungiella halophila. mRNA.PUT fasta, Jan-16-2009
Theabroma_cacao (Cocoa) DFCI Gene Index (TCAGI) Release 3

Triphysana DFCI Gene Index (TRIPHGI) Release 1

Triphysana versicolor DFCI Gene Index (TVERGI) Release 2

- Request to add / update a transcript Gbrary.

Maximum expectation (* Prefer lower false positive prediction rate? Plagse set a



keywords: Expectation: 30  UPE: 250 Search ‘miRNA Acc. E

S0t by Expectatin)

eg ATIG2T360, mR136, transcription factor .. Range: 0.0-3.0 Range: 0.0- 230

List of Predicted miRNA/Target Pairs [¥Session ID: 1351006943733891]

Batch Download PrevPage NeatPage PageNo. 1/Total | Pages, 3 Records

20 RGGE‘CUGGACGUEGUUEGCU l

UCGCUUGGUGCAGGUCGGGAC EGECDD[?EDR-{NDDE?GHQLS

T3 UCECGAG{'UGEAEMGCM 132

19 GEGCURGAC-GUGRTUCECT 1
UCGCUUGGUGCAGGUCGGGAC PGSCO003DMT40004363) 2.3 . SR H R
318 CUCGACCUGACACCAAGCGA 337

20 AGGGCTGGRACGUGRTUCECT 1



*PG5C0003DMT400079716
CeATTTTCTCTCTCTACAA A TC A GT T T A CCT CACTCGT T T T eI CTCT CTA T CT T T TAGT AT T T T T T GCCCT T T T TTTTTTAT TTICT GIGTACGTTTTGGGT GCTGI GG




blastx
Choose a BLAS| program to run.

search pages.

Search a nucleotide database using a nucleotide query S you have made a

nucleotide blast S i
Algonthms: blastn, megablast, discantiguous megablast Gols i AST Eecechine

Search protein database using a protein query and afer adjusting the

Brotein blast Algonthms: blastp, psi-blast, phi-blast, defta-blast database, organism

limits and maybe a few
@ Search protein database using a translated nucleotide query Algorithm Parameters

you arrive at what you

thlastn | Search translated nucleotide database using a protein query ik Jsusih
P ink i a good searc

thlastx | Search translated nucleotide database using a translated nucleotide query strategy.

More tips...
Specialized BLAST

Choose a type of specialized search (or database name in parentheses.)

0 Make specific primers with Primer-BLAST
0 Search trace archives
0 Find conserved domains in your sequence (cds)




;j pLAsT® wics @

Home  RecentResuls  Saved Stiategies Help

M NCBI BLAST/ blastx Translated BLAST: blastx

blastn | Dblastp [hlntt ‘tbmstn | tblastx |

BLASTX search protein databases using a translated nucleotide query. more... Resetpage  Bookmrk

Enter Query Sequence

Enter accession number(s), gils}, or FASTA sequencels) & Clear  Query subrange &

CAAGGAGGGCETTGAAGTTGGAGRATCGICGICETTIGACCAAGATAGAGAGRCCAAGGTTRICACG From
CCCCGAAGCTACCCCCAGGGCGTARACATGAGACCTARGATCACGAGT GACCCCAAGCTAACCCTCA

GCTGECATATCATAGCATACTAGACAAT TOARATGAGARATACTGT GCAGAAGCT TARAACATGAT T
GTARACTAAAAT B ‘

¥

Or, upload file 0

Genetic code Standard (1)
Job Title

¥

Enter a descriptive fitle for your BLAST search &

| Align two or more sequences &)




Job Title

Enter a descriptive file for your BLAST search

| Align two or more sequences &

Choose Search Sef

Database

Organism
Optional

Exclude
Optional

Entrez Query
Optional

Non-redundant protein sequences (nr) v

ootalo [ Exclude *
Enter organism comman name, binomial, ortaxid. Only 20 top taxa will be shown. &

"] Models (XWXP) ] Uncutured/emironmental sample sequences

Enter an Entrez query to limit search &

Search database Non.redundant protein sequences (nr) using Blastx (search protein databases using a translated
nucleotide query)

@ Show results in a new window




Sequences producing significant alignments:

T | Max Totl Qe

(436441 RecName: Full=NADH dehydrogenase [ubiquinone] iron-sulfur protein -~ 254 254 1% 4.7

(= Alignments
Select Al Gt selected sequences

4F15p|ﬁ436ﬂ4.1]HﬁU51 SOLTU  RecName: Full4NADH )

1, mitochondrial; AltName: Full=76 kDa mitochondrial complex

I subunit; AltName: Full=Complex I-76kD; Short=CI-T6kD;

AltName: Full=NADH-ubiquinone oxidoreductase 76 kDa subunit;

Flags: Precursor

enb |CAAS9818.1] 76 kDa mitochondrial complex I subunit [Solanum tuberosum)
Length=138

Score = 25,4 bits (54), Expect = 4.7, Method: Compositional matrix adjust.
Identities = 13/33 (39%), Positives = 20/33 (61%), Gaps = 0/33 (0%
Frame = +3

Onery 315 TIDLTPSEATLTSHPRSTTESSONEIGNFATIVT 413



KEGG

K[Gc KEGG Mapper - Search&Color Pathway

KEGG Mapper Search Pathway Search Brite Search Module
Search&Color Pathway Search&Color Brite
Color Pathway Join Brite

Search against: Homo sapiens (human) v

Primary ID: KEGG identifiers + (NCBI and UniProt IDs may be used for organism-specific pathways)

Enter objects one per line followed by bgcolor, fgcolor:

PPP3R1 blue . Examples:

(Reference pathway (KQ))
K01803 red blue
C00118 pink

e
(Homo sapiens pathway)
7167 red blue
C00118 pink




Alternatively, enter the file name containing the data:

}511]..1..! ' |

If necessary, change default bgcolor; pink
V! Indude aliases
|| Use uncolored diagrams

V| Display objects not found in the search

Search&Color Pathway is an advanced version of the KEGG pathway mapping tool, where given
objects (genes, proteins, compounds, glycans, reactions, drugs, etc.) are searched against KEGG
pathway maps and found objects are marked in any background and foreground colors (bgcolor

and fgcolor), The objects in different types of pathway maps are specified by the following KEGG
dentifiers and aliases.

Prefix Type KEGG identifier Alias

; . K/R/EC numbers, C/G/D .
map Reference pathway - metabolic il KO alias
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