Gene Annotation Lab Notebook

Module 1: Basic Information
DNA Coordinates
98601…98685 (+)
DNA Sequence
>2500590684 tRNA_Ser [Halorhabdus utahensis AX-2, DSM 12940 : HutaDRAFT_4083004_C6] (+)strand
GCCGAGGTAGCCTAGCCTGGCCAAGGCGCCTGCTTCGAGAGCAGGTCTCC

TCACGGACTCGGGAGTTCAAATCTCCTCCTCGGCG
Module 2: Sequence-based Similarity Data
BLAST
gene product name

tRNA-Ser-CGA
organism (top hit)

Haloarcula marismortui ATCC 43049
Length, Score, E-value, Identity, Positives, and Gaps

85bp, 121, 7.0e-30, 92.94%, 0 gaps

Module 9: RNA
Rfam goto http://www.sanger.ac.uk/Software/Rfam/search.shtml
enter RNA family
tRNA
enter bits score
41.49
enter alignment (anticodon in bold)

(((((((,,<<<<___..___._>>>>,<<<<<_______>>>>>,,...........,,

         1 ggggaugUAgcuuAau..GGU.AaagcaucggacUuaaAAuccgaag...........aU 46      

           G::GA:GUAGC:UA+   GG  AA:GC+:C:G:+U  A A:C:G:+             U

         1 GCCGAGGUAGCCUAGCcuGGCcAAGGCGCCUGCUUCGAGAGCAGGU-cuccucacggaCU 59

           ,<<<<<_______>>>>>))))))):

        47 uguggGUUCaAaUCccaccaucccca 72      

           +::G:GUUCAAAUC:C::C:UC::C 

        60 CGGGAGUUCAAAUCUCCUCCUCGGCG 85

BLAST alignment between Halorhabdus utahensis and Haloarcula marismortui (anticodon in bold):
Score =  129 bits (67),  Expect = 2e-27

 Identities = 79/85 (92%), Gaps = 0/85 (0%)

 Strand=Plus/Plus

Query  1   GCCGAGGTAGCCTAGCCTGGCCAAGGCGCCTGCTTCGAGAGCAGGTCTCCTCACGGACTC  60

           ||||||||||||||||||||||||||||  |||||||||||||  | |||||||||||||

Sbjct  1   GCCGAGGTAGCCTAGCCTGGCCAAGGCGGTTGCTTCGAGAGCAACTGTCCTCACGGACTC  60

Query  61  GGGAGTTCAAATCTCCTCCTCGGCG  85

            ||||||||||||||||||||||||

Sbjct  61  AGGAGTTCAAATCTCCTCCTCGGCG  85

