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 CPU TIME:0 sec.

 SCORE=800

 *

  BAD AVG GOOD
 *

 DMEL_FBtr034331   :  82
 HOMSAP_ENST0000   :  84

 cons              :  80

  
DMEL_FBtr034331   MDPTRGDSRYNLNYSMSSIGLSLADPADMYGNPALGAG-RPPSGGLLQ-NMGGVPP--MQRPN

 HOMSAP_ENST0000   MLPTQAGAAAALGRG-SALGGSLNRT--PTGRPGGGGGTRGANGGRVPGNGAGLGPGRLEREA

  
cons              * **:..:   *. . *::* **  .    *.*. *.* * ..** :  * .*: *  ::*  

  
 
DMEL_FBtr034331   PA-AGAPPAPQCQTLHSPQHASQQQQQQQQQQQQHQQQQQQQQQHPQQQRGLKRSGSDCYEDH

 HOMSAP_ENST0000   AAAAATTPAPTAGALYSGSEGDSE--------------SGEEEELGAERRGLKRSLSEME---

  
cons              .* *.:.*** . :*:* .....:              . ::::   ::****** *:     

  
 
DMEL_FBtr034331   HRSSGGLTLQGLDNVASGAVDDSVDNYNPLPNKKSPPANGKKTKGRVKIKMEYIDNKLRRYTT

 HOMSAP_ENST0000   ----IGMVVGGPEA-----SAAATGGYGPVSGAVSGAKPGKKTRGRVKIKMEFIDNKLRRYTT

  
cons                   *:.: * :         :...*.*:..  * .  ****:********:**********

  
 
DMEL_FBtr034331   FSKRKTGIMKKAYELSTLTGTQVMLLVASETGHVYTFATRKLQPMITSEAGKQLIQTCLNSPD

 HOMSAP_ENST0000   FSKRKTGIMKKAYELSTLTGTQVLLLVASETGHVYTFATRKLQPMITSETGKALIQTCLNSPD

  
cons              ***********************:*************************:** **********

  
 
DMEL_FBtr034331   PP--SVGGGDQRMSATGFEETELSYNIADEDSKDDRSPTSSGNESDDSSDVEMPAEAAEVATK

 HOMSAP_ENST0000   SPPRSDPTTDQRMSATGFEETDLTYQVSESDSSG---------------ETKDTLKPAFTVTN

  
cons              .*  *    ************:*:*::::.**..               :.: . :.* ..*:

  
 
DMEL_FBtr034331   LPASKTEVSAPPAASCSAATASSGHKTMPALNYQTDTNSGPSTSTAAGGGGS----------A

 HOMSAP_ENST0000   LPGTTSTIQTAPSTSTTMQ-VSSG-PSFPITNYLAPVSASVSPSAVSSANGTVLKSTGSGPVS

  
cons              **.:.: :.:.*::* :   .***  ::*  ** : ..:. *.*:.:...*:          :

  
 
DMEL_FBtr034331   DSKYVYSAASIANIPQKMLRQLIQSGHLQVHAE-------EDG--------------------

 HOMSAP_ENST0000   SGGLMQLPTSFTLMPGGAVAQQVPVQAIQVHQAPQQASPSRDSSTDLTQTSSSGTVTLPATIM

  
cons              ..  :  .:*:: :*   : * :    :***         .*.                    

  
 
DMEL_FBtr034331   ---------------------------------------------------------------

 HOMSAP_ENST0000   TSSVPTTVGGHMMYPSPHAVMYAPTSGLGDGSLTVLNAFSQAPSTMQVSHSQVQEPGGVPQVF

  
cons                                                                             

  
 
DMEL_FBtr034331   ----NQYVTIPLSSTAANLIKSNKLTASGS--GASGSGTPVKNDASADKPLTIKQEFD

 HOMSAP_ENST0000   LTASSGTVQIPVSAVQ-----LHQMAVIGQQAGSSSNLTEL-QVVNLDTAHSTKSE--

  
cons                  .  * **:*:.       ::::. *.  *:*.. * : : .. *.. : *.*  

  
 
 
 
 

2/7/2019 NCBI Multiple Sequence Alignment Viewer 1.9.1

https://www.ncbi.nlm.nih.gov/projects/msaviewer/?key=vRA31akSZt-iPFDAmS0exrauGzoFnIdrdY6Ar5myjqm3IZQMHes010TPnfOBpSesbcRGoG2HeuVIlmGLY4R2gXqqQI5Ru36IcIh1iXw,OpewUi… 1/1

Multiple Sequence Alignment Viewer 1.9.1

Alignment

Sequence ID

DMEL_bs_isoA

Start

1
DEML_bs_isoB
ANOGAM_bs_isoA
ANOGAM_bs_isoB
APIMEL_bs_isoA
APIMEL_bs_isoB
EURAFF_bs_isoA
EURAFF_bs1_isoA
DAPPUL_bs_isoA
DAPPUL_bs_isoB
STRMAR_bs_isoA
STRMAR_bs_isoC
STRMAR_bs_isoB
TETURT_bs_isoA
TETURT_bs_isoB
TETURT_bs_isoC
TETURT_bs_isoD
CRAGIG_bs_isoA
CRAGIG_bs_isoB
CRAGIG_bs_isoC
CRAGIG_bs_isoD
CRAGIG_bs_isoE
GALGAL_bs_isoA
GALGAL_bs_isoB
HOMSAP_ENST00…
HOMSAP_ENST00…
NEMVEC_bs_isoA
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1 - 449 (449r shown)   -    +  

PROTEIN: 1 - 449 (449r shown) - master DMEL_bs_isoA
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