Supporting Information Text S1:
Analysis of conserved and gapped positions
in Pfam



W #PFAM domain

1800 1627 1676

1600 1461

1400

1200

1000 943
800
600
400
200

1190

768

o

0
(2]
9]
300400 [ &
ao0-s00 [ &
s00-600 I8
600-700 [ 3
700800 &
soo-900 [ &
L
B
w
IR
2
w
IR
o
B
=
o
[}

89 83 89 78 85 48 48 37 49 40 40

H B = B = 5 s S e o e e o= =
[Te] o n o o o o o o o o o o o o o o o o o o
N o) ~ o o o o o o o (=] o o o o o o o o o o
C‘> © OI — (3] o - N ™ < n © ~ @ [} o — N o < n
& 8 » & S 09 9 g 9 g g g g 9 g § g 9 g g
~ o o o o o o o o o o o o o o (=] o x

N o (=] o o o o o o o (=] o o o o (=]

(s3] o — N o™ < n © ~ e (] o - N 2]

s = 8§ 8¢ 3 5 8 5 3 g g & & Q

Figure 1: Distribution of Pfam families: number of sequences.
Distribution of Pfam families sizes, where the size of a family is the number of non identical sequences (x-axis). The number of
families is given in the y-axis. The analysis has been done on PFAM database v25.
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Figure 2: Distribution of Pfam families: high conservation and high number of gaps.
Distribution of Pfam families containing a percentage of positions which are neither gapped nor highly conserved (x-axis). A
highly conserved position in a sequence alignment is such that at least the 75% of sequences in the alignment contain the same

amino-acid. A gapped position is such that at least 60% of sequences contain a gap. The number of families is given in the
y-axis. The analysis has been done on PFAM database v25.
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Figure 3: Distribution of Pfam families: high conservation and high number of gaps.

Distribution of Pfam families containing a percentage of positions which are neither gapped nor highly conserved (x-axis). A

highly conserved position in a sequence alignment is such that at least the 75% of sequences in the alignment contain the same

amino-acid. A gapped position is such that at least 60% of sequences contain a gap. The number of families is given in the

y-axis. The analysis has been done on PFAM database v25.
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Figure 4: Number of highly gapped positions in Pfam families with more than 1000 sequences.
Distribution of Pfam families containing a percentage of positions which are highly gapped (x-axis), that is at least 60% of

sequences contain a gap at that position. The number of families is given in the y-axis. The analysis has been done on PFAM

database v25.



200
180
160
140
120
100
80
60
40
20
0

3

0-10

12
|
10-20

B #PFAM domain

162 174
83
24
5 10 11 10
= EE B [ |
20-30 3040 4050 50-60 60-70 70-80 80-90 90-100

Figure 5: Number of highly gapped positions in Pfam families with more than 5000 sequences.

Distribution of Pfam families containing a percentage of positions which are highly gapped (x-axis), that is at least 60% of

sequences contain a gap at that position. The number of families is given in the y-axis. The analysis has been done on PFAM

database v25.



