Bioinformatics Lab.

NCBIOI A Sequin Ct2EH0} Q1A E51D]

1. go to http://www.ncbi.nlm.nih.gov/Ftp/

2. Sequin &0 2=

3. sequin.win.exe 2&otH ZZ )& [I2.

£ = Plant Systematics Lab web sitetlA C+&.

(=UME 22 version? T2 2| AEZ2 fIHA Plant Systematics Lab web
site0fl A 2 Ch2g )

SEQUINS ol&8t Amborella®l PISTILLATA & X2l mRNA (cDNA)
ANg Z3 = sequence submission
1. Sequence file2 Z=Hl
FASTA form 22 single sequenceE txt file2 &HI
>AmPI-mRNA
ATGGGGAGGGGGAAGATTGAGATAAAGCGGATAGAGAACTCGGCGAACAGGCAGGTGACTTATTCGAAGA
GGAAGAGCGGAATACTGAAGAAGGCCAAGGAGATTTCGGTTCTATGCGAT . . .

2. Open SEQUIN
3. Start new submission
4. Tentative title for manuscript
2012 Bioinformatics practice” 0l SH WA “Release Date" Z&EIts
5. contact &&
6. Authors 2=
consortium: "Amborella Genome Project" S
7. affiliation 2=
8. click "next form"
9. check "single sequence", "FASTA", "original submission" and click "next form"
10. click "import Nucleotide FASTA" and input file name
Ol &EH0IM “Add/Modify Sequence'E 0I&06tN editE Jts
11. click "Specify Molecule" and select "mRNA[cDNA]"
12. click "Specify Topology" and select 'Linear"
13. click "Next Page"
14. click "Add Organisms, Locations, and Genetic Codes"
15. Organism: "Amborella trichopoda', Location: genomic, Genetic code:
standard.
16. click "Accept"
17. click "Next Page"
18. check "CDS", Protein Name: "Amborella trichopoda PISTILLATA", Gene
Symbol: "AmPI"
19. click "next form"
20. double click "Locus" area
21. Completeness: complete, Strand: single "Accept"
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22.

23.
24.
25.

25.
26.

double click "Accession" area

Ol20AM Oded JHKI CHE sequence 882 &8 Jis. IIA
double click "Source" area

click "Location", Origin of Sequence: Natural

click "Lineage", input the following taxonomic information then "Accept"

rr
O
ko

b,

Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta; Spermatophyta;
Magnoliophyta; basal Magnoliophyta; Amborellales; Amborellaceae; Amborella

DIHJ

click "Done" —--> OI20|E
AmPl.sgn Itol MAHE. e-mail2 0] II2S NCBIZ BUY &.

gb—sub@ncbi.nim.nih.gov

Multiple Sequence? submission
1. Start new submission

R

File ——> import submitter info ——> O|& 0l MZ&S IDLUHA =213

e s

Sequence formatOl Al check “phylogenetic study"

Import Nucleotide FASTA ——> ({2 sequencedt MEE FASTA file 2213

? 2t sLotLE sequencell 8 22t &

Assignment 3
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AtOIE S| SEQUIN DATAGIA XMZE 292 AIZAE multiple

m
sequence submission= # ol SEQUIN file2 2t= 0O
adanson2000@gmail.com & GenBankctl M2t5l1) sequencesS

submission & .
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