
Progress	
  Report	
  for	
  Fosmid	
  D.	
  ananassae	
  1050L17:	
  Report	
  for	
  fosmid	
  with	
  no	
  genes	
  

BLASTX	
  analysis:	
  
An	
  unrestricted	
  BLASTX	
  scan	
  was	
  performed.	
  	
  The	
  fosmid	
  was	
  isolated	
  into	
  4	
  overlapping	
  segments	
  in	
  
order	
  for	
  the	
  scan	
  to	
  be	
  completed	
  without	
  crashing.	
  The	
  following	
  are	
  the	
  results	
  of	
  the	
  4	
  scans:	
  

part	
  1:	
  

	
  

	
  



	
  

Many	
  of	
  these	
  genes	
  point	
  to	
  reverse	
  transcriptase	
  or	
  "RNA	
  directed	
  DNA	
  polymerases".	
  While	
  many	
  
others	
  are	
  hypothetical	
  genes.	
  

part	
  2:	
  

	
  

Only	
  2	
  short	
  sequences	
  aligned	
  to	
  part	
  2	
  of	
  this	
  fosmid.	
  However,	
  one	
  sequence	
  is	
  a	
  "third	
  party	
  
annotation"	
  and	
  the	
  other	
  sequence	
  is	
  a	
  model.	
  



part	
  3:	
  

	
  

All	
  of	
  the	
  alignments	
  returned	
  from	
  the	
  third	
  section	
  of	
  the	
  fosmid	
  are	
  either	
  models	
  or	
  third	
  party	
  
annotations	
  except	
  for	
  one	
  alignment.	
  The	
  returned	
  alignment	
  that	
  is	
  not	
  a	
  model	
  nor	
  a	
  TPA	
  was	
  a	
  gene	
  
labeled	
  CG2982.	
  There	
  are	
  several	
  reasons	
  why	
  this	
  not	
  the	
  gene	
  which	
  the	
  fosmid	
  contains.	
  First,	
  the	
  
aligned	
  segment	
  of	
  only	
  about	
  70	
  AA	
  shows	
  only	
  a	
  mediocre	
  match.	
  Second,	
  Flybase	
  indicates	
  the	
  gene	
  
is	
  on	
  the	
  X	
  chromosome	
  which	
  is	
  inconsistent	
  with	
  D.	
  Ananassae.	
  Third,	
  the	
  gene	
  was	
  not	
  predicted	
  by	
  
GENSCAN.	
  While	
  this	
  may	
  not	
  be	
  the	
  sole	
  reason	
  as	
  to	
  why	
  this	
  is	
  not	
  the	
  gene,	
  it	
  is	
  a	
  certainly	
  one	
  of	
  
the	
  many	
  reasons.	
  Fourth,	
  based	
  on	
  an	
  overall	
  BLASTX	
  of	
  the	
  fosmid,	
  the	
  gene	
  is	
  located	
  near	
  the	
  33	
  kb	
  
region	
  which	
  does	
  not	
  match	
  up	
  with	
  the	
  gene	
  expression	
  tracks	
  indicated	
  by	
  Top	
  Hat	
  in	
  UCSC	
  Genome	
  
Browser.	
  



Part	
  4:	
  

Based	
  on	
  all	
  four	
  parts	
  of	
  the	
  fosmid,	
  no	
  genes	
  were	
  matched	
  by	
  BLASTX	
  with	
  significant	
  considerations.	
  
	
  

Unrestricted	
  BLASTP	
  of	
  GENSCAN	
  predictions:	
  
	
  
	
  

Query	
  
Top	
  Hit	
  

E	
  
	
  
Coverage	
  

Max	
  	
  
identity	
  Accession	
   Gene	
  

GENSCAN_predicted	
  
peptide_1	
   XP_003844655.1	
  

predicted	
  
protein	
  
[Leptosphaeria	
  
maculans	
  JN3]	
   1	
   22%	
   36%	
  

GENSCAN_predicted	
  
peptide_2	
   YP_007311286.1	
  

proteasome	
  
Rpn11	
  subunit	
  
JAMM	
  motif	
  
protein	
   7.1	
   41%	
   29%	
  

GENSCAN_predicted	
  
peptide_3	
   NP_001011115.1	
  	
  

serum	
  response	
  
factor-­‐binding	
  
protein	
  1	
  
[Xenopus	
  
(Silurana)	
  
tropicalis]	
  

5.00E-­‐
25	
   75%	
   51%	
  



GENSCAN_predicted	
  
peptide_4	
   DAA02974.1	
  

TPA:	
  HDC10038	
  
[Drosophila	
  
melanogaster]	
  

8.00E-­‐
03	
   8%	
   88%	
  

GENSCAN_predicted	
  
peptide_5	
   XP_002390526.1	
  

hypothetical	
  
protein	
  
MPER_10178	
  
[Moniliophthora	
  
perniciosa	
  
FA553]	
   3.8	
   30%	
   33%	
  

	
  

Gene	
  Expression	
  Tracks	
  Examination:	
  
	
  
The	
  gene	
  expression	
  tracks	
  in	
  UCSC	
  Genome	
  Browser	
  shows	
  evidence	
  of	
  transcription	
  in	
  the	
  region	
  of	
  26	
  
kb.	
  

	
  
TopHat track shows evidence of only transcripts from the minus strand. There is a lot apparent alternative splicing, however none 
of which are  alignments to proteins. When we zoom in to this region, we can collect the transcribed region being generous about 
the ends: 
 
>mystery_gene 

TGGTATTTGATTGCTTAACACATATGTTCGTTAGAAGAATTGCAATTCTA 
ATGTCTCAGGGAGATCATTTCTAAAGGTGTACACCTGAAGGACCTGGAGG 
TTGAGAGAACAAAAAACGTGAATTCATAAATATATCACTGAAGAACCAGG 
GGATTTGCAAAGATCGTCGTAAGTCAAGGGGCTCGGCTGTAGCCAATACA 
ATTTTTGATTTGAAAAAGCTCCGATTATACTAGAAAGTTCCACTCTTTCA 
ATTAACACGCACATTATGCAACGGCCAATAATCTATTTAGTGTTCTCGGG 
TATATATAAGCGGAGCAATGCCGATTTATTTAGAGTATAGTTGGTCATAA 
TGCAAAATCTTCTGCCTCTGGGCCCGCTCCCAGTTCCTTCTAGCTGCGGA 



CTTAACGAAGTTTGGAATTCCTTAAGCTCCGCCTGCTTACCATTTCAATA 
TAACGAGCGTGATGCGTTTTATCCTTACATGCAGGATCCTTATGCAGGGT 
TCAGGTCCAAAGATGTATTAAGAGGCACTGGAGGCCCCGGTGGAAATGGA 
GGCCCTGGAGGCCCTGGAGGACCTGGAGGACCAGGTGGCCCAGGAGGACC 
TGGTGGGCCTGGAGGACCCGGAGGACCTGGAGGGGATGGAGGACATGGAG 
GGCATGGAGGTCACGGAGGGCATGGAGGACCTGGAGGAGTTGGAGGACCT 
GCCATTGTTGGAAATGGCGGTGGTGGAAATGTTGGCGGCGGAAAACCTGG 
TGGTGGAAATGCCGGCGGTGGAAAACCTGGTGGTGGAAATGCCGGCGGTG 
GAAAACCCAGTGGTGGAAATGTCGGCGATGGAAAACCTGGTAGTGGAAAT 
GACGGAGGTGGAAATGTCGGTGATGCAAAACCTGGTGGAGGAAATGCCGG 
CGGTGGAAATGCCGGTGGTGGAAATGCCGGCGGTGGAAAACCTGGTGGTG 
GAAATGTCGGTGGTGGAAATTCCGGTGGTGGAAAACCTGGTGGTGGAAAT 
GCCGGCGGTGGAAATGCCGGTGGTGGAAATGCAAGTGGTGGAAATGTCGG 
CACTGGAAAACCTGGTGGTGGAAATGGCGGTGGTGGAAATGCCGGCGGTG 
GAAAACCTGGTGGTGGAAATTCCGGCGGTGGAAAACCTGGTGGTGGAAAT 
GCCGGCGGTGGAAAACCTGGCGTTGGAAGTTTAGGTGGAAGCATCGGCGG 
TGGTCCATCTATAAAGCCTCCAATAGGACCAACAATAAGACCTCCTAAAG 
GAGGTAATATAAAACCCCCCGTGGTAGGTGAAATAGAGACGCCGGATATA 
CCTTACATTGAACCTCCTACCTGTCCCCCCATTGAGGTACCTATCTGGGA 
TCCAAATTTGAATATATGGACCCAAAACAAAAGCCCTCGCTGTGTTTCCA 
AAAATACAAAAAATTAAAAAAAAATTATATTCATTTGAAATGATTGTTTT 
TTTAGTGTTACAGTTATAGTTATGGTTAGTTTAGACTAGTGTACCAATAG 
AGAAAGTCCCAAAAACCCTTAAACCCCATAGATATGAATATCTCCTTCGA 
CCCAGCCATTCTTAATTATATAGTCAAAAAAAGGTCTGATCTGAAGGCAG 
ATCTGGAGTTGATGGCTTGTCAACTGAGGAACTATGTTGCGTAGAAACGG 
 

A BLASTX vs. nr is performed using this sequence: 

 

Only one significant match showing XP_001958522.1 which is a computational model from D. Ananasae. 


