Экспериментально установленные сайты связывания PurR

>codB
aaaaaatatatttccccacgaaaacgattgctttttatcttcagatgaatagaatgcggcggattttttgggtttcaaacagcaaaaagggggaatttcg
>purE
tgatttcacagccacgcaaccgttttccttgctctctttccgtgctattctctgtgccctctaaagccgagagttgtgcaccacaggagttttaagacgc
>pyrC
agggcgcattcgcgccctttatttttcgtgcaaaggaaaacgtttccgcttatcctttgtgtccggcaaaaacatcccttcagccggagcatagagatta
>purR
ggcgtaccgcaacacttttgttgtgcgtaaggtgtgtaaaggcaaacgtttaccttgcgattttgcaggagctgaagttagggtctggagtgaaatggaa
>cvpA
tttattgatgcgcgggaaggaaatccctacgcaaacgttttctttttctgttagaatgcgccccgaacaggatgacagggcgtaaaatcgtgggacacat
>purM
aaaggttgtgtaaagcagtctcgcaaacgtttgctttccctgttagaattgcgccgaattttatttttctaccgcaagtaacgcgtggggacccaagcag
>guaB
gatagcaagcattttttgcaaaaaggggtagatgcaatcggttacgcctctgtataatgccgcggcaatatttattaaccactctggtcgagatattgccc
>glnB
ttcccgacacgagctggatgcaaacgatttcaaaggaatgaattggcgttatgtgttacgtttagcagatcaaaagacaggcgaccttttcaaggaatagc
>purL
ttatttccacgcaaacggtttcgttcagcgcatcagattctttataatgacgcccgtttcccccccttgggtacaccgaaagcttagaagacgagagactt
>purA
aaaacagactgatcgaggtcatttttgagtgcaaaaagtgctgtaactctgaaaaagcgatggtagaatccatttttaagcaaacggtgattttgaaaaa
codB
aaaaaatatatttccccacgaaaacgattgctttttatcttcagatgaatagaatgcggcggattttttgggtttcaaacagcaa
purE
tgatttcacagccacgcaaccgttttccttgctctctttccgtgctattctctgtgccctctaaagccgagagttgtgcaccaca
pyrC
agggcgcattcgcgccctttatttttcgtgcaaaggaaaacgtttccgcttatcctttgtgtccggcaaaaacatcccttcagcc
purR

ggcgtaccgcaacacttttgttgtgcgtaaggtgtgtaaaggcaaacgtttaccttgcgattttgcaggagctgaagttagggtc

cvpA

tttattgatgcgcgggaaggaaatccctacgcaaacgttttctttttctgttagaatgcgccccgaacaggatgacagggcgtaa

purM

aaaggttgtgtaaagcagtctcgcaaacgtttgctttccctgttagaattgcgccgaattttatttttctaccgcaagtaacgcg

guaB

gatagcaagcattttttgcaaaaaggggtagatgcaatcggttacgctctgtataatgccgcggcaatatttattaaccactctg

glnB

ttcccgacacgagctggatgcaaacgatttcaaggaatgaattggcgttatgtgttacgtttagcagatcaaaagacaggcgacc

purL

ttatttccacgcaaacggtttcgtcagcgcatcagattctttataatgacgcccgtttcccccccttgggtacaccgaaagctta

purA

aggtcatttttgagtgcaaaaagtgctgtaactctgaaaaagcgatggtagaatccatttttaagcaaacggtgattttgaaaaa

Cайты, найденные с помощью программы MEME с параметром «Zero or one per sequence» - выделены курсивом.

Motif 1 sites sorted by position p-value

--------------------------------------------------------------------------------

Sequence name            Strand  Start   P-value                 Site    

-------------            ------  ----- ---------            ---------------

purM                         +     22  3.07e-09 AAAGCAGTCT CGCAAACGTTTGCTT TCCCTGTTAG

cvpA                         +     30  2.50e-08 GAAATCCCTA CGCAAACGTTTTCTT TTTCTGTTAG

purE                         +     15  2.50e-08 TTCACAGCCA CGCAACCGTTTTCCT TGCTCTCTTT

purL                         -      9  3.80e-08 GATGCGCTGA CGAAACCGTTTGCGT GGAAATAA

codB                         +     19  5.05e-08 TATTTCCCCA CGAAAACGATTGCTT TTTATCTTCA

purR                         -     40  9.96e-08 AAAATCGCAA GGTAAACGTTTGCCT TTACACACCT

pyrC                         -     34  9.96e-08 AAAGGATAAG CGGAAACGTTTTCCT TTGCACGAAA

guaB                         -     32  1.05e-07 TTATACAGAG CGTAACCGATTGCAT CTACCCCTTT

glnB                         -     18  7.67e-07 ATTCATTCCT TGAAATCGTTTGCAT CCAGCTCGTG

purA                         -     78  1.93e-06   TTTTTCAA AATCACCGTTTGCTT AAAAATGGAT

--------------------------------------------------------------------------------

Multilevel           CGAAAACGTTTGCTT

consensus              C  C  A  T C 

sequence               T          A 

Cайты, найденные с помощью программы MEME с параметром «One per sequence» - выделены жирным шрифтов.

Multilevel           CCACGCAAACGTTTGCTTT

consensus             AG  T  C  A  T C C

sequence               T  A          A  

--------------------------------------------------------------------------------

--------------------------------------------------------------------------------


Motif 1 sites sorted by position p-value

--------------------------------------------------------------------------------

Sequence name            Strand  Start   P-value                   Site      

-------------            ------  ----- ---------            -------------------

purE                         +     12  1.27e-10 GATTTCACAG CCACGCAACCGTTTTCCTT GCTCTCTTTC

codB                         +     16  9.64e-10 ATATATTTCC CCACGAAAACGATTGCTTT TTATCTTCAG

cvpA                         +     27  1.59e-09 AAGGAAATCC CTACGCAAACGTTTTCTTT TTCTGTTAGA

purR                         -     39  3.00e-09 TGCAAAATCG CAAGGTAAACGTTTGCCTT TACACACCTT

purM                         +     19  4.72e-09 TGTAAAGCAG TCTCGCAAACGTTTGCTTT CCCTGTTAGA

purL                         +      7  9.75e-09     TTATTT CCACGCAAACGGTTTCGTC AGCGCATCAG

pyrC                         -     33  5.66e-08 CACAAAGGAT AAGCGGAAACGTTTTCCTT TGCACGAAAA

guaB                         -     31  1.29e-07 GCATTATACA GAGCGTAACCGATTGCATC TACCCCTTTT

glnB                         -     17  1.87e-07 CCAATTCATT CCTTGAAATCGTTTGCATC CAGCTCGTGT

purA                         -     77  7.94e-07      TTTTT CAAAATCACCGTTTGCTTA AAAATGGATT

Multilevel           TTTTGATGTGCGAAAAGTA

consensus             A  TC C A AC  C GG

sequence                  G     CG  G   

                          T             

Human  CTCCTCGCTCGCCCTCCAGGTGGCAGCACAACCCTGCGCTTCCGAAGCCCGTTTTCTGAG  

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

Horse  AGCCTCGCTCTCCCTCCAGGTGGCACTACAGCTCCGCGCTTCGGAGCCGCGCGCC-----  

AP2    -----+++++++++++++++++++++++++------------------------------

GATA1  ------------------------------------------------------------

MEF2   ------------------------------------------------------------

MYOD   ----------++++++++++++++++++--------------------------------

SRF    ------------------------------------------------------------

TEF1   ------------------------------------------------------------

  CCAGACACTCTCCACGCTCTGGGTATTTCG--------GCTTCTCTCTCCCCACACGCCG  

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

  ------------------CTGGGTATTCAGAGTGTTCCGCTTCTCTCAGG--ACACGCCG  

  --------------------------------------------------++++++++++

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ACCCTAGGTCGCGCACTTTCTGCCTGGCAGAATTTGGCCGAGGATCCAAACCCGGAGCAG  

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

  ACTCTAGGTCGCGCCCTCCTGGCTGTGCAGGATTTAGCCGGGAATTCAAACCCCGAGCAG  

  +++++++++++++++-------------------++++++++++++++++++++++++++

  ---------------------------------------++++++++++-----------

  ------------------------------------------------------------

  ------------------------------------------------------------

  -----------------------------------------------------------+

  ------------------------------------------------------------

  CCTCCAGAGAGCGTGTCGTT------CACGCGGCCAGCATATGCTCAGAGACCTCAGAGG  

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

  CCTCCAGAGAGTGTGTCCAAGTTGTCCACGCGGCCAGCACATGAGTGACGA---------

  ++++++++++++++++++++----------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ++++++++++++++++++------------------------------------------

  ------------------------------------------------------------ 

  CTCAGAGACCTCAGGGCTGGTGGTGTGGTCGGTTGTGACCACTTGTCCCTCGGACCGGCT  

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

  CTCAGAGACCTCAGGGCTGGTGGCGTGGTTGA-TGTGACCAACTGTCCCTCGGGCCTCCA

  ++++++++++++++++++++++++++++++++++++++++++++++++++++++++++++

  ------------------------------------------------------------

  ------------------------------------------------------------

  ---------------------------------++++++++++++++++++---------

  ------------------------------------------------------------

  ------------------------------------------------------------  

  CCAGGAACCAACCTGGGGAATGTGTGTAGGGGAAGGGCGGGATAGACAGTGCCCGGAGCA  

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

  CCAGAA---AAAGTGGGGAACAGGTGTGGGGGAAGGGCCAAATGGACAGGGCCGGGAGCT

  +--------------------+++++++++++++++++++++++++++++++++++++++

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------  

  GGGAGGCGCTGAAAGACAGGACCAAGCAGCCCGGCCACCAGACCCGTTGTGGGAACGGAA  

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

  GGGATGCATGGAAAG--AGGACCACCAAGCCCAGACACCCGACCC--ACTAGGAACGGAA

  +++++++-----------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------  

  TTTCCTGGCCCCCAGGGCCACACTCGCGTGGGAAGCATGTCGCGGACCCTTTAAGGCGTC  

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

  TTTCCTGTCCCCCAAGGCCACCCCCGCGTAGAAAGCGTGTCGCGGACCCTTTAAGGCTCC

  ---+++++++++++++++++++++++++++++++++++++++++++++++++++++----

  --------------------------------------------------------++++

  ------------------------------------------------------------

  ------------------------------------------------------------

  ---------------------------------------+++++++++++++++++++++

  ------------------------------------------------------------  

  ATCTCCCTGTCTCTCCGCCCCCGCCTGGGACA----GGCGGGACGCCCGGGACCTGACAT  

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

  ATCTCCCTG----CCCTCCCCTGCCCGGGACAAGCCA---GGACACCCGGGACCTGACAT

  --------------------------------------++++++++++++++++++++++

  ++++++------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  +++---------------------------------------------------------

  ------------------------------------------------------------  

  TTGGAGGCTCCCAACGTGGGAGCTAAAAATAGCAGCCCCGGGTTACTTTGGGGCATTGCT  

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

  TTGACGTCTCCCGACGTGTGAGCTAAAAATAACCGCTCTGGGTTACTTCAGGCCATTGCT

  -----+++++++++++++++++------+++++++++++++++++++++++++++-----

  ------------------------------------------------------------

  ----------------------++++++++++++--------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------  

  CCTCTCCCAACCCGCGCGCCGGCTCGCGAGCC--GTCTCAGGCCGCTGGAGTTTCCCCGG  

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

  CCTCACCCACCCCGCGCGCCGCCGCGCGCGCCGGGTCTCAGGCCTC--------------

  ---+++++++++++++++++++++++++++++--++++++++++++--------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------  

  GGCAAGTACACCTGGCCCGTCCTCTCCTCTCAGACCCCACTGTCCAGACCCGCAGAGTTT  

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

  --CAAGTATACCTGGCCCATCCCCTCCTCTCAGACCTCGCCGTCCCGAGCCCAGGAGCAG

  ----+++++++++++++++++++++++++++++++++++++++++---------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------  

  AAGATG-------CTTCTGCAGCCCGGGATCCTAGCTGGTGGGCGGAGTCCTAACACGTG  

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

  CACTTTTAAGTCGCTTCTTCAGCCCAGAACTTTGGCTGGTGGGCGGAGTCTTCACACGAG

  ----------------------------++++++++++++++++++++++++++++++++

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------  

  GGTGGGCGGGGCCTTTTGT--TCCAGGGACTCTTTTCTCAAAACTTCCCAGTCGGAGGCT  

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

  GAGGGGCGGGGCCGTCTGAGCTCCCGGGACCCTTTTCCCAAACCTTCCCAGCCGGCTGCT

  ++++++++++++++------------------------------++++++++++++++++

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------  

  GGCGGGAACCCGAGAGGCGTGTCTCGCCAGCCACGCGGA-GGGGCGTGGCCTCATTGGCC  

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

  GGCGGGAACCTGAGGGGTGTGTCCCGCC-GGCACGCTGAGGGGGCGTGGCCTCACTGGCA

  +++++++++++++++++++++++++++++++++++++++-++++++++++++++++++++

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------  

  CGCCCCACCAACTCCAGCCAAACTCTAAACCCCAGGC----GGAGGGGGCGTGGCCTTCT  

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

  GACGCGAAGACTCT—-GCCAAACTCCAAACCCAGGGCTCGGGGAGGAGGCGTGGCCTTCT

  +--------------------------------------------+++++++++++++++

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  -----------------------------------------------+++++++++++++

  ------------------------------------------------------------  

  GGGGTGTGCCGGGCTCCTGGCCAATGGGTGCTGTGAAGGGCGTGGCCGCGGGGGCAGGAG  

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

  GGGGTGTGC-GGGCTCCTGGCCAATGAGTGTTGTGAAGGGCGTGGCCGGGGGGCT-----

  ++++++++++++++++++++++++++++++++++++++++++++++++++++++++----

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  +++++++++---------------------------------------------------

  ------------------------------------------------------------  

  CGAGGTGGCGGGGGCTTCTCGCGTCTTTTCCCCCAGCCCCGCTCCACAAGATCCGCGGGA  

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

  -------GCGGGGGCGCCTCGGGTCTTTTCCCCCGGCCCGGCTGGGCCAGATCTCCCGGA

  -------++++++++++++++++++++++++++++++++++++++---------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------  

  GCCCCACTGCTCTCCGGATCCTTGGCTTGTGGCTGTGGGTCCCATCGGGCCCGCCCTCGC  

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

  G-----CTGCTCTCCGGCTCCTTGGCTTGTGGCTGTGGATCCCGCCAGGCCCGCCCTCCA

  ------++++++++++++++++++++++++++++++++++++++++++++++++++----

  ---------------------------------------++++++++++-----------

  ------------------------------------------------------------

  ------------------------------------------------------------

  --------------+++++++++++++++++++---------------------------

  ------------------------------------------------------------  

  ACG-TCACTCCGGGACCCCCGCGGCCTCCGCAGGTTCTGCGCTCCAGGCCGGAGTCAGAG  

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

  CACATCACTCCAGGACCCCAGTCGTCCCCGCGTCCTCTGCCCGTCAGGCCGGAACCGCAG

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------  

  ACTCCAGGATCGGTTC--TTTCAT-CTTCGCCGCCCCTGCGCGTCCAGCTCTTCTAAGAC  

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

  ACCCCCTG-TCGCCTCGCTCTCATCTACTGCAGCTCCTGCGCCTCCAGCTC--CTAAGAC

  -------------------------------++++++++++++++++++++++++--+++

  -----------------------------------------------------------+

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------

  ------------------------------------------------------------  

  GAGATGCCGTCGGGCTTCCAACAGATAGGCTCCGAAGTAGGATTCATCATGA  

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

  GAGATGCCGTCAGGTTTTCAACAGATCGGCTCAGAAGTAGGGTTCAGCATG-

  ++++++++++++++++++++++++++--------------------------

  +++++++++-----------++++++++++----------------------

  ------------------++++++++++++----------------------

  ----------------------------------------------------

  ----------------------------------------------------

  ----------------------------------------------------
Для фактора Tef1 не было найдено совпадений.
Средняя длина выравнивания – 1254 нуклеотида.

На один сайт приходится в среднем по 41 нуклеотиду (1254/31=40,451)

Если бы рассматривались все 455 факторов, то тогда на один сайт приходилось бы 0,7 нуклеотида.

