
model    #pos  #bps
-------  ----  ----
eukarya  1881   448

sequence name               
----------------------------
alignment consensus sequence

alignment file: raphids_ssu/raphids_ssu.eukarya.stk; mask file: raphids_ssu/raphids_ssu.eukarya.mask; page 1

created by the SSU-ALIGN package (http://eddylab.org/software.html)
structure diagram derived from CRW database (http://www.rna.ccbb.utexas.edu/)
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LEGEND count
-------------------------------------- -----

C-G Watson-Crick basepair (bp)   332

G-U G-U or U-G bp    57

A-A non-canonical bp    51

A-- internal half-gap bp     7

--- internal double-gap bp     1
-------------------------------------- -----

Consensus nucleotides (nt) are displayed, defined
as the most frequent nt at each position.
Capitalized nts occur in >= 0.75 fraction of sequences
that do not have a gap at the position.
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model    #pos  #bps
-------  ----  ----
eukarya  1881   448

 #seqs
------
    94

description                     
--------------------------------
information content per position

alignment file: raphids_ssu/raphids_ssu.eukarya.stk; mask file: raphids_ssu/raphids_ssu.eukarya.mask; page 2

created by the SSU-ALIGN package (http://eddylab.org/software.html)
structure diagram derived from CRW database (http://www.rna.ccbb.utexas.edu/)
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LEGEND

      incl
       by 
 all  mask

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

100% gaps   29     0
included by mask
(all colors) 1560  1560

excluded by mask
(all colors)  321     0

information content (bits):

[0.000-0.400)   32     2

[0.400-0.800)   61    14

[0.800-1.200)  121    51

[1.200-1.600)  158    94

[1.600-1.990)  359   315

[1.990-2.000] 1121  1084



model    #pos  #bps
-------  ----  ----
eukarya  1881   448

 #seqs
------
    94

description                      
---------------------------------
mutual information per basepaired
position                         

alignment file: raphids_ssu/raphids_ssu.eukarya.stk; mask file: raphids_ssu/raphids_ssu.eukarya.mask; page 3

created by the SSU-ALIGN package (http://eddylab.org/software.html)
structure diagram derived from CRW database (http://www.rna.ccbb.utexas.edu/)
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LEGEND

      incl
       by 
 all  mask

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

single-stranded  985   730

0 complete basepairs   16     7
included by mask
(all colors) 1560  1560

excluded by mask
(all colors)  321     0

mutual information per position (bits):

[0.000-0.167)  808   778

[0.167-0.333)   48    32

[0.333-0.500)   16     7

[0.500-0.667)    8     6

[0.667-0.833)    0     0

[0.833-1.000]    0     0



model    #pos  #bps
-------  ----  ----
eukarya  1881   448

 #seqs
------
    94

description                       
----------------------------------
frequency of insertions after each
position                          

alignment file: raphids_ssu/raphids_ssu.eukarya.stk; mask file: raphids_ssu/raphids_ssu.eukarya.mask; page 4

created by the SSU-ALIGN package (http://eddylab.org/software.html)
structure diagram derived from CRW database (http://www.rna.ccbb.utexas.edu/)
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LEGEND

      incl
       by 
 all  mask

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

zero insertions 1827  1535

< 0.001 seqs have insert    0     0
included by mask
(all colors) 1560  1560

excluded by mask
(all colors)  321     0

fraction of seqs w/insertions:

(0.001-0.010)    0     0

[0.010-0.050)   37    21

[0.050-0.100)    4     1

[0.100-0.200)    7     0

[0.200-0.500)    1     0

[0.500-1.000]    5     3



model    #pos  #bps
-------  ----  ----
eukarya  1881   448

 #seqs
------
    94

description                        
-----------------------------------
average insertion length after each
position                           

alignment file: raphids_ssu/raphids_ssu.eukarya.stk; mask file: raphids_ssu/raphids_ssu.eukarya.mask; page 5

created by the SSU-ALIGN package (http://eddylab.org/software.html)
structure diagram derived from CRW database (http://www.rna.ccbb.utexas.edu/)
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LEGEND

      incl
       by 
 all  mask

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

zero insertions 1827  1535
included by mask
(all colors) 1560  1560

excluded by mask
(all colors)  321     0

average insertion length:

[1.000-1.010)   37    18

[1.010-1.500)    6     2

[1.500-3.000)    5     3

[3.000-4.000)    4     1

[4.000-10.000)    2     1

>= 10    0     0



model    #pos  #bps
-------  ----  ----
eukarya  1881   448

 #seqs
------
    94

description                   
------------------------------
frequency of deletions at each
position                      

alignment file: raphids_ssu/raphids_ssu.eukarya.stk; mask file: raphids_ssu/raphids_ssu.eukarya.mask; page 6

created by the SSU-ALIGN package (http://eddylab.org/software.html)
structure diagram derived from CRW database (http://www.rna.ccbb.utexas.edu/)
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LEGEND

      incl
       by 
 all  mask

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

zero deletions  208   202

< 0.001 seqs have delete    0     0
included by mask
(all colors) 1560  1560

excluded by mask
(all colors)  321     0

fraction of seqs with deletes:

(0.001-0.050)  482   443

[0.050-0.200)  764   696

[0.200-0.350)  139    91

[0.350-0.500)  104    78

[0.500-0.750)   57    19

[0.750-1.000]  127    31



model    #pos  #bps
-------  ----  ----
eukarya  1881   448

 #seqs
------
    94

description                       
----------------------------------
frequency of internal deletions in
each position                     

alignment file: raphids_ssu/raphids_ssu.eukarya.stk; mask file: raphids_ssu/raphids_ssu.eukarya.mask; page 7

created by the SSU-ALIGN package (http://eddylab.org/software.html)
structure diagram derived from CRW database (http://www.rna.ccbb.utexas.edu/)
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LEGEND

      incl
       by 
 all  mask

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

zero internal deletions 1556  1481

< 0.001 seqs have delete    0     0
included by mask
(all colors) 1560  1560

excluded by mask
(all colors)  321     0

fraction of seqs w/internal deletions:

(0.001-0.050)   98    52

[0.050-0.200)   87    23

[0.200-0.350)   24     1

[0.350-0.500)   15     1

[0.500-0.750)   23     2

[0.750-1.000]   78     0



model    #pos  #bps
-------  ----  ----
eukarya  1881   448

 #seqs
------
    94

description                      
---------------------------------
average posterior probability per
position                         

alignment file: raphids_ssu/raphids_ssu.eukarya.stk; mask file: raphids_ssu/raphids_ssu.eukarya.mask; page 8

created by the SSU-ALIGN package (http://eddylab.org/software.html)
structure diagram derived from CRW database (http://www.rna.ccbb.utexas.edu/)
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LEGEND

      incl
       by 
 all  mask

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

100% gaps   29     0
included by mask
(all colors) 1560  1560

excluded by mask
(all colors)  321     0

average posterior probability
(confidence):

[0.000-0.700)  138     0

[0.700-0.800)   41     0

[0.800-0.850)   17     0

[0.850-0.900)   24     0

[0.900-0.950)   44     0

[0.950-1.000] 1588  1560



model    #pos  #bps
-------  ----  ----
eukarya  1881   448

 #seqs
------
    94

description                         
------------------------------------
fraction of sequences that span each
position                            

alignment file: raphids_ssu/raphids_ssu.eukarya.stk; mask file: raphids_ssu/raphids_ssu.eukarya.mask; page 9

created by the SSU-ALIGN package (http://eddylab.org/software.html)
structure diagram derived from CRW database (http://www.rna.ccbb.utexas.edu/)
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LEGEND

      incl
       by 
 all  mask

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

no sequences span    6     0

100% of seqs span  231   208
included by mask
(all colors) 1560  1560

excluded by mask
(all colors)  321     0

fraction of seqs that span each
position:

(0.000-0.167)   30    23

[0.167-0.333)   20    20

[0.333-0.500)    4     4

[0.500-0.667)  113    79

[0.667-0.833)  305   244

[0.833-1.000) 1172   982


