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Fig S1B

Name Start p-value
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2.52e-16

Figure S1B. Superfamily |
Motif Alignment
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Figure S1C. Superfamily |
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Fig S1D

Figure S1D. Superfamily |
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Figure S2A. Superfamily I
ClustalX Alignment
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Fig S2B

MName Start

1.1.2
1.1.3
1.1.4
1.1.1
7.1.2
1.1.6
1.1.5
25.1.5
25.2.1
7.2.1
25.1.1
25.1.3
25.1.4
25.1.2
B.2.2

44
41
41
44
36
35
38
40
48
42
43
37
39
39
40

p-value
1.55e-19
2.09e-19
2.49e-18
6.78e-18
2.77e-17
1.57e-16
7.88e-16
2.05e-15
2.47e-15
1.24e-14
1.36e-14
1.62e-14
2.94e-14
7.17e-13
2.06e-11

Figure S2B. Superfamily Il
Motif Alignment
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SQWAAIGVLG SLVFGLLTYLTNLYFEKIKEDE REAARGE
SQWVAIGVLG SLLFGLLTYLTNLYFEKIREDE REAVRGE
EQWNAIGVLV GIITAVMTYLTNLYFEIREDN RRSRSRDEPN
SQWAAIGVLG SLVLGFLTYLTNLYFEKIREDE REAARGE
FITLADWAAIF GILFGLFTMLINWYYENKEIK LEETALKQEKI
LSLSEWALVT GIICSLLTVGCLNWYYR EKEYR FRTRNPS
DEWSAVGVIA GIVVALLTFGINWYYERKTTL AQIQAYERWP
MLSNEFVALV GLLIALAGFLVNW YRAAQDR RDQIEHEARL
LSPQDIAFLV CGAAVGCIGTFLVNWYYRREKSLQ ILEAIERNAT
LTLTDIGVIV GIMTAIATFCGLNFFFMWREDR REQRESDMRI
LAQINWVGLI GVLVAVIGLLANIYFQVRRDR RESAESAARI
LSANEFAALV CAAVAVVCLLVNLWEFEWQ LR IARTVAATRE
MSAADLAAYV GAAVAVIGCLLITWYYKREANR RQAKEYERWE
FLSNEFFGLV GALVAIGGLVLAWYYEREANR ROLVEHELRV
AQVIQVSHRL KAVFCFCRCCADFYFRSA CK ETGVVVEAVK
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Figure S2C. Superfamily I
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Fig S2D

Figure S2D. Superfamily I
Bootstrap Values
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Fig S3A

Figure S3A. Superfamily Il
ClustalX Alignment
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Fig S3B
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Figure S3B. Supertamily lli
Motif Alignment
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Fig S3C

Figure S3C. Superfamily Il
Consensus Motif
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Fig S3D

Figure S3D. Superfamily 11l
Bootstrap Values
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Fig S4A

Figure S4A. Superfamily IV
ClustalX Alignment
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Fig S4B

Mame Start

19.1.7
19.2.3
19.1.2
19.2.2
19.2.1
19.1.8
19.1.11
19.1.9
19.1.6
19.1.1
19.1.10
16.1.3
19.1.4
16.1.2
19.3.1
19.1.5
16.1.1
194.1
19.5.1
16.1.4
19.1.3

98
94
141
93
95
110
98
92
100
108
103
85
97
87
122
104
81
80
116
88
108

p-value
5.64e-28
2.71e-25
2.71e-25
7.55e-25
1.77e-24
1.77e-24
3.07e-24
4.62e-24
1.01e-22
1.85e-22
5.11e-21
§9.77e-21
1.21e-20
2.BBe-19
1.01e-18
1.22e-17
3.51e-17
1.17e-16
1.78e-16
2.70e-16
4.35e-14

Figure S4B. Superfamily IV
Motif Alignment
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KFLLTRVEK AEIRKRFEGQL
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DYIMLAATYG FIANESLSIVENAGCLMGCIVESDVIVNAIE VLEGESQEKIE

MAVGQILLVI INLYYALSIMENLAVMC-VFI
FIVIGVILAL FAYKEAGCSIVENLCGECGVEL
VPMGAFFVEY LCVNEAMSCLD LKFFCV I
RNFGIAWTMF FSEFNYLFSVIENWEMICLAF
GFLFYGVTFG LLY TWNSLTANA RAGW V

KFMTARVQ EELQKYTAQL
EIVSEKLE VLNKNNKNKE
EWLSTRLR DYRETFCPPA
EFLK YIN QIKKDNAKKL
KSVVNLVG SEIKAKTERA


http://ees.elsevier.com/bbamem/download.aspx?id=218104&guid=79cf9a03-d7a1-42cd-a05b-3df91309b84f&scheme=1

Fig SAC

Figure S4C. Superfamily IV
Consensus Motif
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Fig S4D

Figure S4D. Superfamily IV
Bootstrap Values
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Fig S5A

Figure S5A. Superfamily V
ClustalX Alignment

1.1 5
29.1.2 E
29.2.13 H
29.2.4 E
21.1.13 F

... Ii
21.1.2 E
29.2.2 H
29.2.1 H
29.1.13 H
29.1.4 H
21.2.1 5

07 0


http://ees.elsevier.com/bbamem/download.aspx?id=218107&guid=079ad505-26b0-416f-81ef-69685c4cf3f2&scheme=1

Fig S5B

Name Start p-value

29.2.3
29.1.2
29.1.1
29.2.2
29.1.3
29.2.4
21.1.3
29.2.1
29.1.4
21.2.1
21.1.1
21.1.2
21.2.2

30
28
28
23
28
31
24
26
26
30
27
31
22

3.17e-16
3.95e-13
3.95e-13
6.44e-13
1.07e-11
8.72e-11
9.58e-11
1.27e-10
1.39e-10
1.84e-10
4.50e-10
8.96e-10
2.23e-09

Figure S5B. Superfamily V
Motif Alignment
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VITALVNLVEK SMEVVA KYL
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PLILGFVQLF K FISDIRYY
IVSGFVQVFK NTLNLQDRYV
ATAIVALVAP VLTQVCEKKYI

LVSI VWGETLVGEFVA
VVLL ALGIGFSIWM
VVLL ILGIGFSIWM
LVAV IIGALVAVAL
MIAL GIGAVIGIAF
FISM GIGILAGLAA
LVAL GIGMVFGLVM
LVSI VWGIIVSLAY
LIAC ILGAILGAVI
TVSI LIGAILGALA
LLAV AMGLVINLVA
LLSL IVGATIAMTV
SEWV GSFAVAVAVL
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Fig S5C

Figure S5C. Superfamily V
Consensus Motif
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Fig S5D

Figure S5D. Superfamily V
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Fig S6A

Figure S6A. Superfamily VI
ClustalX Alignment
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Fig S6B
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Figure S6B. Superfamily VI
Motif Alignment

p-value Sitas
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10735 SIVILFIAQK IASYYDFAQKND DIATKMK IGLIAKWAVADQSRYADKAG AAKFEDAVDK
170631 AMFTGAWYKD NQAKVEKIRLT! EMG VLDIVCMLALKASNYQETQDDKNG DQXLDDATDS
4.57¢-28 LGLLIIVANI IKSFFDYLKVKD KMAEKFQIVDDIAEWAVSLOATKDISNA QKQVNATOAV
211625 VAGNATAYSL NKOKLEKLALT KLAKVLETAGVLALKATIYQRSLONKE: SKELYDATDE
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Figure S6C. Superfamily VI
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Fig S6D

Figure S6D. Superfamily VI
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Fig S7A

Figure S7A. Superfamily VII
ClustalX Alignment
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Fig S7B

Name Start

36.2.4
36.2.1
36.6.2
36.2.2
36.6.4
36.6.5
36.2.3
36.6.1
36.3.1

p-value
1.03e-17
1.03e-17
3.69e-17
3.58e-16
1.79e-15
2.64e-15
4.95e-14
8.33e-14
4.07e-13

Figure S7B. Superfamily VII
Motif Alignment
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Fig S7C

Figure S7C. Superfamily VII
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Fig S7D

Figure S7D. Superfamily VII
Bootstrap Values
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Fig S8

Figure S8: The Mapping of 267 TCDB Sequences to Pfam
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