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BLAST!

https://blast.ncbi.nlm.nih.gov/Blast.cgi

https://blast.ncbi.nlm.nih.gov/Blast.cgi


BLAST!

- Basic Local Alignment Search Tool

(not Identification tool)

- fast, accurate and web-accessible

(but full of errors in sequence names and metadata)

BLAST: algorithm-based results

You: interpretation of the results for identification



https://blast.ncbi.nlm.nih.gov/Blast.cgi

https://blast.ncbi.nlm.nih.gov/Blast.cgi




Photo: Enrique Rubio.

Example 1 

- fresh collection provisionally labelled Mycena sp. KH028



paste your sequence

name your search

limit your search

(e.g. Fungi NOT uncultured)



name of your search

results of your search



Results

E value (Expect value)

= number of hits one can expect to see by chance when searching a database of a 

particular size, 

= the smaller E, the match is more significant

Score

= an indication of how good the alignment is; the higher the score, the better the 

alignment is

Query cover

Percent identity

= (di)similarity of sequences



- three times one name retrieved with Per. identity >99%

- other names with identity <97% (query cover!)

- reliable records?



- sequence from a specimen in a 

published study!

- with a voucher!









limit your search

- sequence from a type material!











>OM422760.1 Pseudohydropus floccipes voucher BRNM 825631 

internal transcribed spacer 1, partial sequence; 5.8S 

ribosomal RNA gene and internal transcribed spacer 2, 

complete sequence; and large subunit ribosomal RNA gene, 

partial sequence

TTGCAGTTGGTTAACTGGATGGAAGTTTAGCTCGTTCGTAGACTGGTCTGAAGCTTGAGT

AAAACCTTGCTTTGTGTCCC…

>OM422760_Pseudohydropus_floccipes_BRNM825631

TTGCAGTTGGTTAACTGGATGGAAGTTTAGCTCGTTCGTAGACTGGTCTGAAGCTTGAGT

AAAACCTTGCTTTGTGTCCC…



>OM422760_Pseudohydropus_floccipes_BRNM825631

TTGCAGTTGGTTAACTGGATGGAAGTTTAGCTCGTTCGTAGACTGGTCTGAAGCTTGAGT

AAAACCTTGCTTTGTGTCCCTCTCAGTCGCAAGACTGGTCTGAAGCATCAGTAAAACGTT

GCTTTGTTGTTGGTATCTCAGTCGCAAGACTGGTYTGGAG...

>Pseudohydropus_floccipes_KH028

TTGCAGTTGGTTAACTGGATGGAAGTTTAGCTCGTTCGTAGACTGGTCTGAAGCTTGAGT

AAAACCTTGCTTTGTGTCCCTCTCAGTCGCAAGACTGGTCTGAAGCATCAGTAAAACGTT

GCTTTGTTGTTGGTATCTCAGTCGCAAGACTGGTYTGGAG...

>OM422759_Pseudohydropus_floccipes_BRNM751633

CATTACTGAAAGATAGATGGGATTGATGCTGGCTCTTGACTGAGTACGTGCTCGTCCTAT

CGTTTTTCTATCTACCCACTGTGCACCTTTTGTAGGCTCTATGATACTTCTCAGTCGATG

CAGTAATCACTGGCAGCGCACAATGGTCACTAGTTGTCCA...

>OM422758_Pseudohydropus_floccipes_BRNM816173

CATTACTGAAAGATAGATGGGATTGATGCTGGCTCTTGACTGAGTACGTGCTCGTCCTAT

CGTTTTTCTATCTACCCACTGTGCACCTTTTGTAGGCTCTATGATACTTCTCAGTCGATG

CAGTAATCACTGGCAGCGCACAATGGTCACTAGTTGTCCA...

...



http://phylogeny.lirmm.fr/phylo_cgi/index.cgi

http://phylogeny.lirmm.fr/phylo_cgi/index.cgi












Do not forget!

- results of BLAST are based on algorithm, check

metadata/literature for additional information

- the interpretation is yours

- do not forget the phenotype data



Examples for you

- download file Test_fasta_and_form.txt from the webpage of the course

- try to identify the three collections of Mycena with the ITS rDNA sequences

- submit the most probable name(s) and your explanation (optional), why you

decided for that based on the BLAST search(es)


