Gene Annotation Lab Notebook

Module 1: Basic Information
DNA Coordinates
113977..114051 (-)
DNA Sequence
>2500590727 tRNA_Ser [Halorhabdus utahensis AX-2, DSM 12940 : HutaDRAFT_4083004_C6] (-)strand
GCTCCGGTGGTGTAGTCCGGCCAATCATCTTGCCCTCTCACGGCAAGGAC

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

tRNA-Glu-CTC, tRNAGlu2
organism (top hit)

Natronomonas pharaonis DSM 2160
Length, Score, E-value, Identity, Postives, and Gaps

75bp, 125, 4.0e-31, 96.00%, 0 gaps

Module 9: RNA
Rfam goto http://www.sanger.ac.uk/Software/Rfam/search.shtml
enter RNA family
tRNA
enter bits score
43.62
enter alignment (anticodon in bold)
*No anti-codon present
    (((((((,,<<<<___..___.._>>>>,<<<<<_______>>>>>,,,,,<<<<<____

         1 ggggaugUAgcuuAau..GGU..AaagcaucggacUuaaAAuccgaagaUuguggGUUCa 56      

           G:::::GU ::: A+U  GG   A ::: U:G::CU + A ::C:A GA +::GGGUUCA

         1 GCUCCGGUGGUGUAGUccGGCcaAUCAUCUUGCCCUCUCACGGCAAGGA-CCAGGGUUCA 59

           ___>>>>>))))))):

        57 AaUCccaccaucccca 72      

           AAUCCC::C:::::CA

        60 AAUCCCUGCCGGAGCA 75

BLAST alignment between Halorhabdus utahensis and Natronomonas pharaonis (anticodon in bold):

Score =  127 bits (66),  Expect = 5e-27

 Identities = 72/75 (96%), Gaps = 0/75 (0%)

 Strand=Plus/Plus

Query  1   GCTCCGGTGGTGTAGTCCGGCCAATCATCTTGCCCTCTCACGGCAAGGACCAGGGTTCAA  60

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

Sbjct  1   GCTCCGTTGGTGTAGTCCGGCCAATCATCTTGCCCTCTCACGGCAAGGACCAGGGTTCGA  60

Query  61  ATCCCTGCCGGAGCA  75

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

Sbjct  61  ATCCCTGACGGAGCA  75

