
BFD + UniProt

Serratus

Venoms in UniProt
Search venoms against DBs

Annotation: VASKRWTRPSVNLP


MPGAVASKRWTRPSV-NLPAGTNSD <- given venom

MPAAVASS----TEACLQPVGSDAS <- DB hit


Inferred: VASSTEACLQP

1. Search

2. Predict cleaving

VPRDDNPGGASGKFMNVLRRSGCPWEPWCG

NTGGASRKFLNVPRESECPWRPWCG

ECPWKPWCG

VPRDDYSRRANR

3. Length Cutoff (100 aa)


 ----- overlapping region

 B-YEF  -> 5/6 overlap

ABCDEF  -> 3/5 identity

------ overlapping region

ABCDEF  -> 6/6 overlap

AZCDEF  -> 5/6 identity

Goal: Remove very similiar sequences

Pick one sequence per cluster ("centroid")

5. Cluster

4. Remove redundant hits


cleaved hitsVenoms in UniProt
Remove redundant metagenomic

Alignment:

18184892 pairs

Numbers

2924870 pairs

739724 metagenomic

8202 venoms

865100 pairs

333787 metagenomic

6471 venoms

Requires > 90% overlap

1380546 pairs

381128 metagenomic

6913 venoms

70415 pairs

37672 metagenomic

5424 venoms

6. Improve venom coverage


Goal:
5 metagenomic sequences

per venom

85406 pairs

39583 metagenomic

5941 venoms

Re-add because we
found it's the only one

similar to a specific
venom





  

