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VLXT NNP STATISTICS====

Predicted residues: 121 Number Disordered Regions: 4
Number residues disordered: 68 Longest Disordered Region: 25
Overall percent disordered: 56.20 Average Prediction Score: 0.4911

[46] Average Strength= 0.7186
[82] Average Strength= 0.7209
[110] Average Strength= 0.6510

Predicted disorder segment 2]1-
5]-
6]-
13]-[121] Average Strength= 0.7425

[2
Predicted disorder segment [6
Predicted disorder segment [9
Predicted disorder segment [1

VL3 NNP STATISTICS

Predicted residues: 121 Number Disordered Regions: 1
Number residues disordered: 88 Longest Disordered Region: 88
Overall percent disordered: 72.73 Average Prediction Score: 0.5986

Predicted disorder segment [34]-[121] Average Strength= 0.7124

VSL2 NNP STATISTICS

Predicted residues: 121 Number Disordered Regions: 2
Number residues disordered: 90 Longest Disordered Region: 83
Overall percent disordered: 74.38 Average Prediction Score: 0.6163

Predicted disorder segment [26]-[108] Average Strength= 0.7505
Predicted disorder segment [115]-[121]Average Strength= 0.6380
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Predicted residues: 135 Number Disordered Regions: 4
Number residues disordered: 72 Longest Disordered Region: 25
Overall percent disordered: 53.33 Average Prediction Score: 0.5047

Predicted disorder segment [22]-[46] Average Strength= 0.7186
Predicted disorder segment [65]-[82] Average Strength= 0.7209
Predicted disorder segment [102]-[106] Average Strength= 0.5423
Predicted disorder segment [113]-[135]Average Strength= 0.8469

Predicted residues: 135 Number Disordered Regions: 1
Number residues disordered: 102 Longest Disordered Region: 102
Overall percent disordered: 75.56 Average Prediction Score: 0.6956

Predicted disorder segment [34]-[135] Average Strength= 0.8251

Predicted residues: 135 Number Disordered Regions: 1
Number residues disordered: 110 Longest Disordered Region: 110
Overall percent disordered: 81.48 Average Prediction Score: 0.7164

Predicted disorder segment [26]-[135] Average Strength= 0.8317

Predicted Disordered Binding Regions

I S O
1 44 64 21

2 82 94 13

3 101 129 29
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Predicted residues: 103 Number Disordered Regions: 3
Number residues disordered: 58 Longest Disordered Region: 25
Overall percent disordered: 56.31 Average Prediction Score: 0.5054

Predicted disorder segment [22]-[46] Average Strength= 0.7186
Predicted disorder segment [65]-[87] Average Strength= 0.7512
Predicted disorder segment [95]-[103] Average Strength= 0.7425

VL3 NNP STATISTICS

Predicted residues: 103 Number Disordered Regions: 1
Number residues disordered: 70 Longest Disordered Region: 70
Overall percent disordered: 67.96 Average Prediction Score: 0.6139

Predicted disorder segment [34]-[103] Average Strength= 0.7641

Predicted residues: 103 Number Disordered Regions: 1
Number residues disordered: 78 Longest Disordered Region: 78
Overall percent disordered: 75.73 Average Prediction Score: 0.6519

Predicted disorder segment [26]-[103] Average Strength= 0.7938

Predicted Disordered Binding Regions

I I O
1 44 64 21

2 89 103 15
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Predicted residues: 989 Number Disordered Regions: 25
Number residues disordered: 425 Longest Disordered Region: 63
Overall percent disordered: 42.97 Average Prediction Score: 0.4333
Predicted disorder segment [1]-[8] Average Strength= 0.6936
Predicted disorder segment [21]-[30] Average Strength= 0.6799
Predicted disorder segment [40]-[51] Average Strength= 0.7656
Predicted disorder segment [61]-[62] Average Strength= 0.5173
Predicted disorder segment [79]-[100] Average Strength= 0.8839
Predicted disorder segment [141]-[143]Average Strength= 0.5462
Predicted disorder segment [148]-[153]Average Strength= 0.5508
Predicted disorder segment [201]-[235]Average Strength= 0.7895
Predicted disorder segment [257]-[268]Average Strength= 0.6718
Predicted disorder segment [314]-[318]Average Strength= 0.5804
Predicted disorder segment [328]-[328] Average Strength= 0.5022
Predicted disorder segment [334]-[362]Average Strength= 0.6395
Predicted disorder segment [411]-[473]Average Strength= 0.7803
Predicted disorder segment [508]-[519]Average Strength= 0.7495
Predicted disorder segment [526]-[547] Average Strength= 0.7932
Predicted disorder segment [610]-[625] Average Strength= 0.5842
Predicted disorder segment [643]-[643]Average Strength= 0.5047
Predicted disorder segment [681]-[724]Average Strength= 0.7780
Predicted disorder segment [732]-[750] Average Strength= 0.7081
Predicted disorder segment [777]1-[798] Average Strength= 0.6887
Predicted disorder segment [804]-[828] Average Strength= 0.7060
Predicted disorder segment [841]-[846]Average Strength= 0.5619
Predicted disorder segment [880]-[887]Average Strength= 0.6230
Predicted disorder segment [916]-[949] Average Strength= 0.7803
Predicted disorder segment [973]1-[980] Average Strength= 0.6185
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Predicted residues: 989 Number Disordered Regions: 9
Number residues disordered: 605 Longest Disordered Region: 146
Overall percent disordered: 61.17 Average Prediction Score: 0.5619
Predicted disorder segment [1]-[33] Average Strength= 0.5750

Predicted disorder segment [210]-[262]Average Strength= 0.6447

Predicted disorder segment [299]-[356] Average Strength= 0.7034

Predicted disorder segment [389]-[480]Average Strength= 0.8444

Predicted disorder segment [488]-[567]Average Strength= 0.7902

Predicted disorder segment [613]-[650]Average Strength= 0.6428

Predicted disorder segment [692]-[837]Average Strength= 0.6719

Predicted disorder segment [883]-[906] Average Strength= 0.5376

Predicted disorder segment [909]-[989]Average Strength= 0.6194
———————————————————————— VSL2 NNP STATISTICS

Predicted residues: 989 Number Disordered Regions: 14
Number residues disordered: 669 Longest Disordered Region: 160
Overall percent disordered: 67.64 Average Prediction Score: 0.5942
Predicted disorder segment [1]-[13] Average Strength= 0.6147

Predicted disorder segment [16]-[18] Average Strength= 0.5073

Predicted disorder segment [21]-[35] Average Strength= 0.6320

Predicted disorder segment [199]-[274]Average Strength= 0.6760

Predicted disorder segment [295]-[356]Average Strength= 0.7321

Predicted disorder segment [384]1-[476]Average Strength= 0.8129

Predicted disorder segment [492]-[566] Average Strength= 0.8155

Predicted disorder segment [568]-[568] Average Strength= 0.5036

Predicted disorder segment [573]-[574]Average Strength= 0.5065

Predicted disorder segment [584]1-[592]Average Strength= 0.5454

Predicted disorder segment [618]-[653]Average Strength= 0.6754

Predicted disorder segment [684]-[843]Average Strength= 0.7035

Predicted disorder segment [864]-[868] Average Strength= 0.5050

Predicted disorder segment [871]-[989] Average Strength= 0.6919
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Predicted Disordered Binding Regions

om | To | Length |
218 224 7

| From

1

2 278
3 310
4 361
5 397
6 434
7 535
8 561
9 576
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11 656
12 695
13 729
14 751
15 774
16 822
17 853
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19 947
20 978
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Predicted residues: 227 Number Disordered Regions: 9
Number residues disordered: 86 Longest Disordered Region: 22
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Overall percent disordered: 37.89 Average Prediction Score: 0.4058

Predicted disorder segment [1]-[8] Average Strength= 0.6936

Predicted disorder segment [21]-[30] Average Strength= 0.6799

Predicted disorder segment [40]-[51] Average Strength= 0.7656

Predicted disorder segment [61]-[62] Average Strength= 0.5173

Predicted disorder segment [79]-[100] Average Strength= 0.8839

Predicted disorder segment [141]-[143]Average Strength= 0.5462

Predicted disorder segment [148]-[153]Average Strength= 0.5508

Predicted disorder segment [201]-[218]Average Strength= 0.7110

Predicted disorder segment [223]-[227]Average Strength= 0.6947
========================V[,3 NNP STATISTICS================================
Predicted residues: 227 Number Disordered Regions: 2
Number residues disordered: 53 Longest Disordered Region: 33
Overall percent disordered: 23.35 Average Prediction Score: 0.3758
Predicted disorder segment [1]-[33] Average Strength= 0.5751

Predicted disorder segment [208]-[227]Average Strength= 0.6687

Predicted residues: 227 Number Disordered Regions: 4
Number residues disordered: 60 Longest Disordered Region: 29
Overall percent disordered: 26.43 Average Prediction Score: 0.3872

Predicted disorder segment
Predicted disorder segment
Predicted disorder segment
Predicted disorder segment

171-113] Average Strength= 0.6147
16]1-1018] Average Strength= 0.5073
211-[35] Average Strength= 0.6320

[
[
[
[199]-[227] Average Strength= 0.7170
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Predicted residues: 169 Number Disordered Regions: 6
Number residues disordered: 58 Longest Disordered Region: 22
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Overall percent disordered: 34.32 Average Prediction Score: 0.3942

Predicted disorder segment [1]-[8] Average Strength= 0.6936

Predicted disorder segment [21]-[30] Average Strength= 0.6799

Predicted disorder segment [40]-[51] Average Strength= 0.7656

Predicted disorder segment [61]-[62] Average Strength= 0.5173

Predicted disorder segment [79]-[100] Average Strength= 0.8839

Predicted disorder segment [141]-[144]Average Strength= 0.5461
========================VJ[,3 NNP STATISTICS================================
Predicted residues: 169 Number Disordered Regions: 1
Number residues disordered: 33 Longest Disordered Region: 33
Overall percent disordered: 19.53 Average Prediction Score: 0.3599
Predicted disorder segment [1]-[33] Average Strength= 0.5751
=======================V3L2 NNP STATISTICS================================
Predicted residues: 169 Number Disordered Regions: 4
Number residues disordered: 32 Longest Disordered Region: 15
Overall percent disordered: 18.93 Average Prediction Score: 0.3575

Predicted disorder segment [
Predicted disorder segment [
Predicted disorder segment [
Predicted disorder segment [

17-113] Average Strength= 0.6147
16]-[18] Average Strength= 0.5073
21]1-[35] Average Strength= 0.6320
169]-[169] Average Strength= 0.5707
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>sp|Q8IVI9|NOSTN HUMAN Nostrin OS=Homo sapiens GN=NOSTRIN PE=1 SV=2
MRDPLTDCPYNKVYKNLKEFSONGENFCKQVTSVLOORANLETISYAKGLQKLASKLSKAL
ONTRKSCVSSAWAWASEGMKSTADLHQKLGKAIELEATKPTYQVLNVQEKKRKSLDNEVE
KTANLVISNWNQQIKAKKKLMVSTKKHEALFQLVESSKQSMTEKEKRKLLNKLTKSTEKL
EKEDENYYQKNMAGYSTRLKWENTLENCYQSILELEKERIQLLCNNLNQYSQHISLEGQT
LTTCHTQIHCAISKIDIEKDIQAVMEETAILSTENKSEFLLTDYFEEDPNSAMDKERRKS
LLKPKLLRLORDIEKASKDKEGLERMLKTYSSTSSFSDAKSQKDTAALMDENNLKLDLLE
ANSYKLSSMLAELEQRPQPSHPCSNSIFRWREKEHTHSYVKISRPFLMKRLENIVSKASS
GGQSNPGSSTPAPGAAQLSSRLCKALYSFQARQDDELNLEKGDIVITHEKKEGGWWFGSL
NGKKGHFPAAYVEELPSNAGNTATKA
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sp|Q8IVI9INOSTN_HUMAN Nostrin OS=Homo sapiens
Generated at pondr.com, time: Mon Mar 28 23:22:41 2016
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& sp|Q8IVISINOSTN_HUM

Predicted residues: 506

Number residues disordered:
Overall percent disordered:

disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder

Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted

segment
segment
segment
segment
segment
segment
segment
segment
segment
segment

Predicted residues: 506

Number residues disordered:
Overall percent disordered:

Predicted disorder segment
Predicted disorder segment
Predicted disorder segment

77777777777777777777777 VSL2 NNP STATISTICS====
Number Disordered Regions:
Longest Disordered Region:

Predicted residues: 506

Number residues disordered:
Overall percent disordered:

Predicted disorder
Predicted disorder
Predicted disorder
Predicted disorder

segment
segment
segment
segment

143

28.26 Average
[11-[6] Average
[54]-[68] Average
[114]-[118] Average
[130]-[141] Average
[163]-[176] Average
[261]-[272] Average
[289]-[323] Average
[367]-[379] Average
[417]-[438] Average
[496]-[504] Average

278

54.94 Average
[46]-[061] Average
[106]-[191] Average
[266]-[441] Average

Number Disordered Regions:
Longest Disordered Region:

Prediction Score: 0.3538
Strength= 0.8140
Strength= 0.8015
Strength= 0.5809
Strength= 0.7541
Strength= 0.7369
Strength= 0.6603
Strength= 0.8849
Strength= 0.7344
Strength= 0.8901
Strength= 0.6027

Number Disordered Regions:
Longest Disordered Region:

Prediction Score: 0.5115
Strength= 0.5182
Strength= 0.6524

Strength= 0.6661

306

60.47 Average
[1]-1[6] Average
[181-[21] Average
[23]1-[24] Average
[47]1-[66] Average

28

Prediction Score: 0.5927
Strength= 0.6523
Strength= 0.5126
Strength= 0.5030

Strength= 0.6069

172



Predicted disorder segment [78]-[83] Average Strength= 0.5211
Predicted disorder segment [108]-[121]Average Strength= 0.6143
Predicted disorder segment [129]-[198]Average Strength= 0.7992
Predicted disorder segment [271]-[442]Average Strength= 0.7788
Predicted disorder segment [495]-[506] Average Strength= 0.6783

ENSP00000318921

Espritz-D
Espritz-X
Espritz-N
IUPred-L
|UPred-S
PV2
PIDOS
VSL2b
VLXT

Predicted Domains

————y-

! .
: :‘i ‘: TIET 2 E A }--MoRF Regions
: ] é \ .
g " g o ® PTM Sites
@ g @
0 50 100 150 200 250 300 350 400 450 500
Key: Disorder: Superfamilies:
Predicted SCOP Structure [ Espritz-D [][1]1 BAR/IMD domain-like
i Weaker Support [ Espritz-X (2] SH3-domain
(O pfam Conserved Domain [ | Espritz-N [][3] HR1 repeat
[ ]Predicted Disorder [ 1UPred-L Pfams:
w1 Predicted MoRFs B [UPred-S (4] PB008463 (Pfam-B)
© Curated PTM Site [pv2 (5] SH3 domain
.SFSDL(;SI) [6] PB013955 (Pfam-B)
=VLXT [7] Fes/CIP4, and EFC/F-BAR homology domain

(8] PB004971 (Pfam-B)
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>sp|Q8IVI9-2|NOSTN HUMAN Isoform 2 of Nostrin OS=Homo sapiens GN=NOSTRIN
MRDPLTDCPYNKVYKNLKEFSONGENFCKQVTSVLQQSCVSSAWAWASEGMKSTADLHQK
LGKATELEAIKPTYQVLNVQEKKRKSLDNEVEKTANLVISNWNQQIKAKKKLMVSTKKHE
ALFQLVESSKQSMTEKEKRKLLNKLTKSTEKLEKEDENYYQKNMAGYSTRLKWENTLENC
YOSILELEKERIQLLCNNLNQYSQHISLFGQTLTTCHTQIHCAISKIDIEKDIQAVMEET
ATLSTENKSEFLLTDYFEEDPNSAMDKERRKSLLKPKLLRLORDIEKASKDKEGLERMLK
TYSSTSSFSDAKSQKDTAALMDENNLKLDLLEANSYKLSSMLAELEQRPQPSHPCSNSIF
RWREKEHTHSYVKISRPFLMKRLENIVSKASSGGQSNPGSSTPAPGAAQLSSRLCKALYS
FOARQDDELNLEKGDIVITHEKKEGGWWEFGSLNGKKGHFPAAYVEELPSNAGNTATKA
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Predicted residues: 478 Number Disordered Regions: 9
Number residues disordered: 128 Longest Disordered Region: 35
Overall percent disordered: 26.78 Average Prediction Score: 0.3416
Predicted disorder segment [1]-[6] Average Strength= 0.8140

Predicted disorder segment [86]-[90] Average Strength= 0.5809

Predicted disorder segment [102]-[113]Average Strength= 0.7541

Predicted disorder segment [135]-[148]Average Strength= 0.7369

Predicted disorder segment [233]-[244]Average Strength= 0.6603

Predicted disorder segment [261]-[295] Average Strength= 0.8849

Predicted disorder segment [339]-[351]Average Strength= 0.7344

Predicted disorder segment [389]-[410]Average Strength= 0.8901

Predicted disorder segment [468]-[476] Average Strength= 0.6027
————————————————————————— VL3 NNP STATISTICS================================
Predicted residues: 478 Number Disordered Regions: 2
Number residues disordered: 262 Longest Disordered Region: 176
Overall percent disordered: 54.81 Average Prediction Score: 0.5032

Predicted disorder segment [78]-[163] Average Strength= 0.6524
Predicted disorder segment [238]-[413]Average Strength= 0.6661

VSL2 NNP STATISTICS

Predicted residues: 478 Number Disordered Regions: 8
Number residues disordered: 288 Longest Disordered Region: 172
Overall percent disordered: 60.25 Average Prediction Score: 0.5919
Predicted disorder segment [1]-[6] Average Strength= 0.6549

Predicted disorder segment [17]-[24] Average Strength= 0.5177

Predicted disorder segment [50]-[50] Average Strength= 0.5094

Predicted disorder segment [52]-[56] Average Strength= 0.5312

Predicted disorder segment [80]-[93] Average Strength= 0.6143

Predicted disorder segment [101]-[170] Average Strength= 0.7992

Predicted disorder segment [243]-[414]Average Strength= 0.7788

Predicted disorder segment [467]-[478]Average Strength= 0.6783

Predicted Disordered Binding Regions

I I I
1 326 343 18

2 372 385 14
3 411 421 11
4 447 452 6
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ENSP00000401316, ENSP00000380392
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TEn i e | } MoRF Regions
PTM Sites
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Key: Disorder: Superfamilies:
Predicted SCOP Structure [0 Espritz-D [C][1] BAR/IMD domain-like
i Weaker Support []Espritz-X [ ][2] SH3-domain
(Opfam Conserved Domain [Tl Espritz-N (3] HR1 repeat
[ Predicted Disorder [l 1UPred-L Pfams:
v Predicted MoRFs [ 1UPred-s (4] PB008463 (Pfam-B)
@ Curated PTM Site [ pv2 [5] SH3 domain
=5§3DLC;S|; [6] PB013955 (Pfam-B)
7] PB004971 (Pfam-B
B VLXT (71 (Pfam-B)
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>sp|Q8IVI9-3|NOSTN HUMAN Isoform 3 of Nostrin OS=Homo sapiens GN=NOSTRIN
MKSTADLHQKLGKAIELEATKPTYQVLNVQEKKRKSLDNEVEKTANLVISNWNQQIKAKK
KLMVSTKKHEALFQLVESSKQSMTEKEKRKLLNKLTKSTEKLEKEDENYYQKNMAGYSTR
LKWENTLENCYQSILELEKERIQLLCNNLNQYSQHISLFGQTLTTCHTQIHCAISKIDIE
KDIQAVMEETAILSTENKSEFLLTDYFEEDPNSAMDKERRKSLLKPKLLRLORDIEKASK
DKEGLERMLKTYSSTSSEFSDAKSQKDTAALMDENNLKLDLLEANSYKLSSMLAELEQRPQ
PSHPCSNSIFRWREKEHTHSYVKISRPFLMKRLENIVSKASSGGQSNPGSSTPAPGAAQL
SSRLCKALYSFQARQODDELNLEKGDIVIIHEKKEGGWWFGSLNGKKGHFPAAYVEELPSN

AGNTATKA
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VLXT NNP STATISTICS

Predicted residues: 428 Number Disordered Regions: 9
Number residues disordered: 132 Longest Disordered Region: 35
Overall percent disordered: 30.84 Average Prediction Score: 0.3814
Predicted disorder segment [1]-[10] Average Strength= 0.7998

Predicted disorder segment [36]-[40] Average Strength= 0.5809

Predicted disorder segment [52]-[63] Average Strength= 0.7541

Predicted disorder segment [85]-[98] Average Strength= 0.7369

Predicted disorder segment [183]-[194]Average Strength= 0.6603

Predicted disorder segment [211]-[245]Average Strength= 0.8849

Predicted disorder segment [289]-[301]Average Strength= 0.7344

Predicted disorder segment [339]-[360]Average Strength= 0.8901

Predicted disorder segment [418]-[426]Average Strength= 0.6027
————————————————————————— VL3 NNP STATISTICS================================
Predicted residues: 428 Number Disordered Regions: 3
Number residues disordered: 270 Longest Disordered Region: 176
Overall percent disordered: 63.08 Average Prediction Score: 0.5344
Predicted disorder segment [12]-[16] Average Strength= 0.5047

Predicted disorder segment [25]-[113] Average Strength= 0.6490

Predicted disorder segment [188]-[363]Average Strength= 0.6661
========================V3[,2 NNP STATISTICS================================
Predicted residues: 428 Number Disordered Regions: 5
Number residues disordered: 276 Longest Disordered Region: 172
Overall percent disordered: 64.49 Average Prediction Score: 0.6151
Predicted disorder segment [1]-[8] Average Strength= 0.6663

Predicted disorder segment [30]-[43] Average Strength= 0.6141

Predicted disorder segment [51]-[120] Average Strength= 0.7992

Predicted disorder segment [193]-[364]Average Strength= 0.7788

Predicted disorder segment [417]-[428]Average Strength= 0.6783

Predicted Disordered Binding Regions

I S O
1 276 293 18

322

361

397

335

371

402
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ENSP00000404413, ENSP00000380390
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Key: Disorder: Superfamilies:
Predicted SCOP Structure [0 Espritz-D (1] BAR/IMD domain-like
i Weaker Support [ |Espritz-X [][2] SH3-domain
(O)Pfam Conserved Domain [0 Espritz-N [][3] HR1 repeat
[]Predicted Disorder [ UPred-L Pfams:
v Predicted MoRFs [l UPred-S (4] PB008463 (Pfam-B)
© Curated PTM Site [pv2 (5] SH3 domain
.ffg‘;sb [6] PB013955 (Pfam-B)
o [7]1 PB004971 (Pfam-B)
B vLXT
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>sp|Q8IVI9-4 |NOSTN HUMAN Isoform 4 of Nostrin OS=Homo sapiens GN=NOSTRIN
MRDPLTDCPYNKVYKNLKEFSONGENFCKQVTSVLOQORANLETSYAKGLOQKLASKLSKAL
ONTRKSCVSSAWAWASEGMKSTADLHQKLGKAIELEATIKPTYQVLNVQEKKRKSLDNEVE
KTANLVISNWNQQIKAKKKLMVSTKKHEALFQLVESSKQSMTEKEKRKLLNKLTKSTEKL
EKEDENYYQKNMAGYSTRLKWENTLENCYQVTHSICLYAFWVKRAWGKCVSDLRYQDTFL
PGNLPPLWFGYDIVKRLIMRLCSVCLQSILELEKERIQLLCNNLNQYSQHISLFGQTLTT
CHTQIHCAISKIDIEKDIQAVMEETAILSTENKSEFLLTDYFEEDPNSAMDKERRKSLLK
PKLLRLORDIEKASKDKEGLERMLKTYSSTSSFSDAKSQKDTAALMDENNLKLDLLEANS
YKLSSMLAELEQRPQPSHPCSNSIFRWREKEHTHSYVKISRPFLMKRLENIVSKASSGGQ
SNPGSSTPAPGAAQLSSRLCKALYSFQARQDDELNLEKGDIVITHEKKEGGWWEGSLNGK
KGHFPAAYVEELPSNAGNTATKA
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Predicted residues: 563 Number Disordered Regions: 10
Number residues disordered: 143 Longest Disordered Region: 35
Overall percent disordered: 25.40 Average Prediction Score: 0.3195
Predicted disorder segment [1]-[6] Average Strength= 0.8140

Predicted disorder segment [54]-[68] Average Strength= 0.8015

Predicted disorder segment [114]-[118]Average Strength= 0.5809

Predicted disorder segment [130]-[141]Average Strength= 0.7541

Predicted disorder segment [163]-[176]Average Strength= 0.7369

Predicted disorder segment [318]-[329]Average Strength= 0.6603

Predicted disorder segment [346]-[380]Average Strength= 0.8849

Predicted disorder segment [424]-[436]Average Strength= 0.7344

Predicted disorder segment [474]-[495]Average Strength= 0.8901

Predicted disorder segment [553]-[561]Average Strength= 0.6027

Predicted residues: 563 Number Disordered Regions: 3
Number residues disordered: 271 Longest Disordered Region: 176
Overall percent disordered: 48.13 Average Prediction Score: 0.4613
Predicted disorder segment [46]-[61] Average Strength= 0.5182

Predicted disorder segment [106]-[184]Average Strength= 0.6599

Predicted disorder segment [323]-[498]Average Strength= 0.6661

————————————————————————— VSL2 NNP STATISTICS
Predicted residues: 563

Number Disordered Regions: 9

Number residues disordered: 299 Longest Disordered Region: 172
Overall percent disordered: 53.11 Average Prediction Score: 0.5325
Predicted disorder segment [1]-[6] Average Strength= 0.6523
Predicted disorder segment [18]-[21] Average Strength= 0.5126
Predicted disorder segment [23]-[24] Average Strength= 0.5030
Predicted disorder segment [47]-[66] Average Strength= 0.6069
Predicted disorder segment [78]-[83] Average Strength= 0.5211
Predicted disorder segment [108]-[121]Average Strength= 0.6143
Predicted disorder segment [129]-[191]Average Strength= 0.8089
Predicted disorder segment [328]-[499] Average Strength= 0.7788
Predicted disorder segment [552]-[563]Average Strength= 0.6783

Predicted Disordered Binding Regions

I S O
1 411 428 18

2 457 470 14
3 496 506 11
4 532 537 6
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ENSP00000402140, ENSP00000394051
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Key: Disorder: Superfamilies:
Predicted SCOP Structure [ Espritz-D [ 1] BAR/IMD domain-like
i Weaker Support [ |Espritz-X []12] SH3-domain
OPfam Conserved Domain [ Espritz-N [C][31 HR1 repeat
[]Predicted Disorder B 1UPred-L Pfams:
v Predicted MoRFs [l uPred-s (4] PB00B463 (Pfam-B)
© Curated PTM Site [ ]pv2 (5] PB004971 (Pfam-B)
=E]g_‘3§ [6] SH3 domain
VLXT [7]1 PB013955 (Pfam-B)
| [8] Fes/CIP4, and EFC/F-BAR homology domain
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Predicted residues: 144 Number Disordered Regions: 5
Number residues disordered: 43 Longest Disordered Region: 20
Overall percent disordered: 29.86 Average Prediction Score: 0.3173
Predicted disorder segment [2]-[3] Average Strength= 0.6094

Predicted disorder segment [16]-[28] Average Strength= 0.6449

Predicted disorder segment [66]-[85] Average Strength= 0.8521

Predicted disorder segment [132]-[138]Average Strength= 0.5511

Predicted disorder segment [141]-[141]Average Strength= 0.5052
=========================V[,3 NNP STATISTICS================================
Predicted residues: 144 Number Disordered Regions: 2
Number residues disordered: 35 Longest Disordered Region: 28
Overall percent disordered: 24.31 Average Prediction Score: 0.3833
Predicted disorder segment [1]-[7] Average Strength= 0.5479

Predicted disorder segment [57]-[84] Average Strength= 0.6310

Predicted residues: 144 Number Disordered Regions: 4
Number residues disordered: 74 Longest Disordered Region: 38
Overall percent disordered: 51.39 Average Prediction Score: 0.4811

1-110] Average Strength= 0.7188
51-122] Average Strength= 0.5587
51-192] Average Strength= 0.7231
7]1-[144] Average Strength= 0.6820

Predicted disorder segment [1

Predicted disorder segment [1

Predicted disorder segment [5
[1

Predicted disorder segment 2
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>sp|Q9Y5Q5|CORIN HUMAN Atrial natriuretic peptide-converting enzyme
OS=Homo sapiens GN=CORIN PE=1 SV=2
MKQSPALAPEERCRRAGSPKPVLRADDNNMGNGCSQKLATANLLRFLLLVLIPCICALVL
LLVILLSYVGTLOKVYFKSNGSEPLVTDGEIQGSDVILTNTIYNQSTVVSTAHPDQOHVPA
WTTDASLPGDQSHRNTSACMNITHSQCOMLPYHATLTPLLSVVRNMEMEKFLKFFTYLHR
LSCYQHIMLFGCTLAFPECIIDGDDSHGLLPCRSFCEAAKEGCESVLGMVNYSWPDFLRC
SQFRNQTESSNVSRICEFSPOQOENGKQLLCGRGENFLCASGICIPGKLQCNGYNDCDDWSD
EAHCNCSENLFHCHTGKCLNYSLVCDGYDDCGDLSDEQNCDCNPTTEHRCGDGRCIAMEW
VCDGDHDCVDKSDEVNCSCHSQGLVECRNGQCIPSTFQCDGDEDCKDGSDEENCSVIQTS
COEGDQRCLYNPCLDSCGGSSLCDPNNSLNNCSQCEPITLELCMNLPYNSTSYPNYFGHR
TOKEASTISWESSLFPALVQTNCYKYLMFESCTILVPKCDVNTGEHIPPCRALCEHSKERC
ESVLGIVGLOWPEDTDCSQFPEENSDNQTCLMPDEYVEECSPSHFKCRSGQCVLASRRCD
GOADCDDDSDEENCGCKERDLWECPSNKQCLKHTVICDGEFPDCPDYMDEKNCSFEFCQODDEL
ECANHACVSRDLWCDGEADCSDSSDEWDCVTLSINVNSSSFLMVHRAATEHHVCADGWQE
ILSQLACKQMGLGEPSVTKLIQEQEKEPRWLTLHSNWESLNGTTLHELLVNGQSCESRSK
ISLLCTKOQDCGRRPAARMNKRILGGRTSRPGRWPWQCSLOSEPSGHICGCVLIAKKWVLT
VAHCFEGRENAAVWKVVLGINNLDHPSVEMQTREVKTIILHPRYSRAVVDYDISIVELSE
DISETGYVRPVCLPNPEQWLEPDTYCYITGWGHMGNKMPFKLOEGEVRIISLEHCQSYFD
MKTITTRMICAGYESGTVDSCMGDSGGPLVCEKPGGRWTLEFGLTSWGSVCEFSKVLGPGVY
SNVSYFVEWIKRQIYIQTFLLN
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sp|Q9Y5Q5|CORIN_HUMAN Atrial natriuretic
Gienerated at pondr.com, time: Mon Mar 28 225745 2016

0.31

Absolute Mean Net Charge

T
0.2

# Disordered Proteins
B Ordered Proteins

& sp|Q9Y5Q5|CORIN_HUM

Predicted residues: 1042

Number residues disordered:
Overall percent disordered:

disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder

Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted

segment
segment
segment
segment
segment
segment
segment
segment
segment
segment

Predicted residues: 1042

Number residues disordered:
Overall percent disordered:

Predicted disorder
Predicted disorder
Predicted disorder
Predicted disorder

segment
segment
segment
segment

Predicted residues: 1042

Number residues disordered:
Overall percent disordered:

Predicted disorder segment
Predicted disorder segment
Predicted disorder segment

Number Disordered Regions: 10
163 Longest Disordered Region: 30
15.64 Average Prediction Score: 0.2049
[11-[27] Average Strength= 0.8110
[86]-[110] Average Strength= 0.5816
[216]-[219] Average Strength= 0.5134
[402]-[419] Average Strength= 0.6391
[528]-[538] Average Strength= 0.6265
[554]-[576] Average Strength= 0.7156
[738]1-[743] Average Strength= 0.5789
[784]1-[813] Average Strength= 0.8767
[902]-[912] Average Strength= 0.6699
[978]-[985] Average Strength= 0.5767

Number Disordered Regions: 4
371 Longest Disordered Region: 149
35.60 Average Prediction Score: 0.4311
[11-[31] Average Strength= 0.7898
[313]-[461] Average Strength= 0.7894
[537]-[683] Average Strength= 0.7668
[766]-[809] Average Strength= 0.6393

Number Disordered Regions: 18
433 Longest Disordered Region: 130
41.55 Average Prediction Score: 0.4379
[1]-[34] Average Strength= 0.7843
[80]1-[88] Average Strength= 0.5513
[111]-[119] Average Strength= 0.5295
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Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted

disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder

Predicted DisorderAgreement

segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment

123
244
258

323]1-
329]-

460
483

645
667

739]-

757
770
901

9791 -

-[254
-[268

[ ]
[ ]
[ ]
[ ]
[ ]
[ ]
[ ]
[551]-
[ ]
[ ]
[ ]
[ ]
[ ]
[ ]
[ ]

140] Average
Average
Average
Average
Average
Average
Average
Average
Average
Average
Average
Average
Average
Average
Average

[ ]
[ ]
[ ]
[325]
[458]
[462]
[487]
[642]
[663]
[686]
[750]
[764]
[810]
[902]
[984]

:II:II: II:III]I]I i -[DDEDEU i

Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=

.6123
.5990
.5912
.5188
.7642
.5380
.5698
.7603
.5546
.5702
.5525
.5463
.6353
.5036
.5369
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>sp|Q9Y5Q5-2 | CORIN HUMAN Isoform 2 of Atrial natriuretic peptide-
converting enzyme OS=Homo sapiens GN=CORIN
MGNGCSQKLATANLLRFLLLVLIPCICALVLLLVILLSYVGTLQKVYFKSNGSEPLVTDG
ETOGSDVILTNTIYNQSTVVSTAHPDOHVPAWTTDASLPGDQSHRNTSACMNITHSQCOM
LPYHATLTPLLSVVRNMEMEKFLKFEFTYLHRLSCYQHIMLFGCTLAFPECIIDGDDSHGL
LPCRSFCEAAKEGCESVLGMVNYSWPDEFLRCSQFRNQTESSNVSRICEFSPQOENGKQLLC
GRGENFLCASGICIPGKLOQCNGYNDCDDWSDEAHCNCSENLEFHCHTGKCLNYSLVCDGYD
DCGDLSDEQNCDCNPTTEHRCGDGRCIAMEWVCDGDHDCVDKSDEVNCSCHSQGLVECRN
GOCIPSTFQCDGDEDCKDGSDEENCSVIQTSCQEGDQRCLYNPCLDSCGGSSLCDPNNSL
NNCSQCEPITLELCMNLPYNSTSYPNYFGHRTQKEASTISWESSLFPALVQTNCYKYLMFEFF
SCTILVPKCDVNTGEHIPPCRALCEHSKERCESVLGIVGLOWPEDTDCSQFPEENSDNQT
CLMPDEYVEECSPSHFKCRSGQCVLASRRCDGQADCDDDSDEENCGCKERDLWECPSNKQ
CLKHTVICDGFPDCPDYMDEKNCSFCQDDELECANHACVSRDLWCDGEADCSDSSDEWDC
VTLSINVNSSSFLMVHRAATEHHVCADGWQEILSQLACKQOMGLGEPSVTKLIQEQEKEPR
WLTLHSNWESLNGTTLHELLVNGQSCESRSKISLLCTKQDCGRRPAARMNKRILGGRTSR
PGRWPWOCSLOSEPSGHICGCVLIAKKWVLTVAHCFEGRENAAVWKVVLGINNLDHPSVE
MQTREVKTIILHPRYSRAVVDYDISIVELSEDISETGYVRPVCLPNPEQWLEPDTYCYIT
GWGHMGNKMPFKLOEGEVRIISLEHCQSYEFDMKTITTRMICAGYESGTVDSCMGDSGGPL
VCEKPGGRWTLFGLTSWGSVCEFSKVLGPGVYSNVSYEFVEWIKRQIYIQTFLLN
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sp|Q9Y5Q5-2|CORIN_HUMAN Isoform 2 of Atrial
Gienerated at pondr.com, time: Mon Mar 28 23:09:02 2016

0.31

Absolute Mean Net Charge

T
0.2

# Disordered Proteins
B Ordered Proteins

& sp|Q9Y5Q5-2|CORIN_

H

Predicted residues: 1013

Number residues disordered:
Overall percent disordered:

Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted

disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder

segment
segment
segment
segment
segment
segment
segment
segment
segment
segment

Predicted residues: 1013

Number residues disordered:
Overall percent disordered:

Predicted disorder segment
Predicted disorder segment
Predicted disorder segment

Predicted residues: 1013

Number residues disordered:
Overall percent disordered:

Predicted disorder
Predicted disorder
Predicted disorder
Predicted disorder

segment
segment
segment
segment

Number Disordered Regions: 10
143 Longest Disordered Region: 30
14.12 Average Prediction Score: 0.1933
[11-17] Average Strength= 0.5680
[57]1-[81] Average Strength= 0.5816
[187]1-[190] Average Strength= 0.5134
[373]1-1[390] Average Strength= 0.6391
[499]-[509] Average Strength= 0.6265
[525]-[547] Average Strength= 0.7156
[709]-[714] Average Strength= 0.5789
[755]-[784] Average Strength= 0.8767
[873]1-[883] Average Strength= 0.6699
[949]-[956] Average Strength= 0.5767

Number Disordered Regions: 3
340 Longest Disordered Region: 149
33.56 Average Prediction Score: 0.4196
[284]-[432] Average Strength= 0.7894
[508]-[654] Average Strength= 0.7668
[737]1-1780] Average Strength= 0.6393

Number Disordered Regions: 18
406 Longest Disordered Region: 130
40.08 Average Prediction Score: 0.4288
[11-17] Average Strength= 0.8079
[51]1-[59] Average Strength= 0.5513
[82]1-[90] Average Strength= 0.5295
[94]-[111] Average Strength= 0.6123
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Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted

disorder
disorder
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disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder

segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment

215
229
294
300
431
454

638
710
728
741
872
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[950
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=
=
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225
239
296
429
433

[ ] Average
[ ] Average
[ ] Average
[ ] Average
[ ] Average
[458] Average
[613] Average
[634] Average
[657] Average
[721] Average
[735] Average
[781] Average
[873] Average
[955] Average

54

Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=

eNeoNoNoNoNoNoNoNoNolNolololNe]

.5990
.5912
.5188
.7642
.5380
.5698
.7603
.5546
.5702
.5525
.5463
.6353
.5036
.5369



>sp|P17948 |VGFR1 HUMAN Vascular endothelial growth factor receptor 1
OS=Homo sapiens GN=FLT1 PE=1 SV=2
MVSYWDTGVLLCALLSCLLLTGSSSGSKLKDPELSLKGTQHIMQAGQTLHLQCRGEAAHK
WSLPEMVSKESERLSITKSACGRNGKQFCSTLTLNTAQANHTGEFYSCKYLAVPTSKKKET
ESAIYIFISDTGRPFVEMYSEIPEIIHMTEGRELVIPCRVTSPNITVTLKKFPLDTLIPD
GKRIIWDSRKGFIISNATYKEIGLLTCEATVNGHLYKTNYLTHRQTNTIIDVQISTPRPV
KLLRGHTLVLNCTATTPLNTRVOMTWSYPDEKNKRASVRRRIDOSNSHANIFYSVLTIDK
MONKDKGLYTCRVRSGPSFKSVNTSVHIYDKAFITVKHRKQQVLETVAGKRSYRLSMKVK
AFPSPEVVWLKDGLPATEKSARYLTRGYSLIIKDVTEEDAGNYTILLSIKQSNVFKNLTA
TLIVNVKPQIYEKAVSSFPDPALYPLGSRQILTCTAYGIPQPTIKWFWHPCNHNHSEARC
DFCSNNEESFILDADSNMGNRIESITQRMAIIEGKNKMASTLVVADSRISGIYICIASNK
VGTVGRNISEFYITDVPNGFHVNLEKMPTEGEDLKLSCTVNKFLYRDVTWILLRTVNNRTM
HYSISKQKMAITKEHSITLNLTIMNVSLODSGTYACRARNVYTGEEILQKKEITIRDQEA
PYLLRNLSDHTVAISSSTTLDCHANGVPEPQITWEFKNNHKIQQEPGIILGPGSSTLFIER
VTEEDEGVYHCKATNQKGSVESSAYLTVQGTSDKSNLELITLTCTCVAATLFWLLLTLET
RKMKRSSSEIKTDYLSIIMDPDEVPLDEQCERLPYDASKWEFARERLKLGKSLGRGAFGK
VVQASAFGIKKSPTCRTVAVKMLKEGATASEYKALMTELKILTHIGHHLNVVNLLGACTK
QOGGPLMVIVEYCKYGNLSNYLKSKRDLFFLNKDAALHMEPKKEKME PGLEQGKKPRLDSV
TSSESFASSGFQEDKSLSDVEEEEDSDGFYKEPITMEDLISYSFQVARGMEFLSSRKCIH
RDLAARNILLSENNVVKICDFGLARDIYKNPDYVRKGDTRLPLKWMAPESIFDKIYSTKS
DVWSYGVLLWEIFSLGGSPYPGVOMDEDFCSRLREGMRMRAPEYSTPEIYQIMLDCWHRD
PKERPRFAELVEKLGDLLQANVQODGKDYIPINAILTGNSGFTYSTPAFSEDFFKESISA
PKENSGSSDDVRYVNAFKFMSLERIKTFEELLPNATSMFDDYQGDSSTLLASPMLKREFTW
TDSKPKASLKIDLRVTSKSKESGLSDVSRPSFCHSSCGHVSEGKRREFTYDHAELERKIAC
CSPPPDYNSVVLYSTPPI
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sp|P17948|VGFR1_HUMAN Vascular endothelial
Generated at pondr.com, time: Mon Mar 28 20:18:40 2016
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sp|P17948|VGFR1_HUMAN Vascular endothelial
Generated at pondr.com, time: Mon Mar 28 20:18:40 2016

0.31

Absolute Mean Net Charge

0.2
& sp|P17948)VGFR1_HUM

# Disordered Proteins
B Ordered Proteins

Predicted residues: 1338 Number Disordered Regions: 21
Number residues disordered: 265 Longest Disordered Region: 46
Overall percent disordered: 19.81 Average Prediction Score: 0.2548
Predicted disorder segment [63]-[67] Average Strength= 0.5253
Predicted disorder segment [70]-[78] Average Strength= 0.5990
Predicted disorder segment [137]-[157]Average Strength= 0.7081
Predicted disorder segment [266]-[284]Average Strength= 0.8337
Predicted disorder segment [306]-[309] Average Strength= 0.5323
Predicted disorder segment [343]-[352]Average Strength= 0.6979
Predicted disorder segment [451]-[453]Average Strength= 0.5333
Predicted disorder segment [493]1-[498]Average Strength= 0.5394
Predicted disorder segment [503]1-[510]Average Strength= 0.6131
Predicted disorder segment [563]-[567] Average Strength= 0.5417
Predicted disorder segment [644]-[660] Average Strength= 0.5876
Predicted disorder segment [711]-[723]Average Strength= 0.6820
Predicted disorder segment [745]1-[747]Average Strength= 0.5448
Predicted disorder segment [789]-[810]Average Strength= 0.6340
Predicted disorder segment [818]-[833]Average Strength= 0.6881
Predicted disorder segment [946]-[991] Average Strength= 0.7961
Predicted disorder segment [1051]-[1062] Average Strength= 0.6313
Predicted disorder segment [1121]-[1124] Average Strength= 0.5638
Predicted disorder segment [1143]-[1155] Average Strength= 0.6823
Predicted disorder segment [1261]-[1283] Average Strength= 0.7577
Predicted disorder segment [1307]-[1312] Average Strength= 0.5398

Predicted residues: 1338

Number residues disordered:
Overall percent disordered:
Predicted disorder segment [27]-

Number Disordered Regions: 3

Longest Disordered Region:
Average Prediction Score: 0.2848
Average Strength= 0.5398

166
12.41
[69]
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Predicted disorder segment
Predicted disorder segment

Predicted residues: 1338

Number residues disordered:
Overall percent disordered:

disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder

Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted

segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment

ENSP00D00282397

Predicted Disorder,

[932]-1999] Average
[1256]-[1310]

Strength= 0.8242
Average Strength= 0.7098

329

24.59 Average
[11-12] Average
[221-[79] Average
[114]-[121] Average
[269]-[285] Average
[317]-[322] Average
[379]1-[380] Average
[490]1-[492] Average
[495]-[495] Average
[497]-[503] Average
[564]-[572] Average
[604]-[612] Average
[734]1-[743] Average
[749]-[755] Average
[784]1-[791] Average
[805]-[810] Average
[830]-[830] Average
[865]-[870] Average
[934]-[994] Average
[1116]-[1126]
[11911-[1210]
[12401-[1311]
[1334]1-[1338]

Number Disordered Regions:
Longest Disordered Region:

Prediction Score: 0.3823
Strength= 0.5727
Strength= 0.6396
Strength= 0.6256
Strength= 0.5983
Strength= 0.5797
Strength= 0.5123
Strength= 0.5073
Strength= 0.5002
Strength= 0.5475
Strength= 0.5935
Strength= 0.5762
Strength= 0.5718
Strength= 0.5582
Strength= 0.6245
Strength= 0.5140
Strength= 0.5077
Strength= 0.5224
Strength= 0.8569
Average Strength= 0.5531
Average Strength= 0.5929
Average Strength= 0.7271
Average Strength= 0.6908
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>sp|P17948-2|VGFR1 HUMAN Isoform 2 of Vascular endothelial growth factor
receptor 1 OS=Homo sapiens GN=FLT1
MVSYWDTGVLLCALLSCLLLTGSSSGSKLKDPELSLKGTQHIMQAGQTLHLOQCRGEAAHK
WSLPEMVSKESERLSITKSACGRNGKQFCSTLTLNTAQANHTGFYSCKYLAVPTSKKKET
ESATYTFISDTGRPFVEMYSEIPEITHMTEGRELVIPCRVTSPNITVTLKKFPLDTLIPD
GKRIIWDSRKGFIISNATYKEIGLLTCEATVNGHLYKTNYLTHRQTNTIIDVQISTPRPV
KLLRGHTLVLNCTATTPLNTRVOMTWSYPDEKNKRASVRRRIDQSNSHANIFYSVLTIDK
MONKDKGLYTCRVRSGPSFKSVNTSVHIYDKAFITVKHRKQOQVLETVAGKRSYRLSMKVK
AFPSPEVVWLKDGLPATEKSARYLTRGYSLIIKDVTEEDAGNYTILLSTKQSNVEFKNLTA
TLIVNVKPQIYEKAVSSFPDPALYPLGSRQILTCTAYGIPQPTIKWEWHPCNHNHSEARC
DFCSNNEESFILDADSNMGNRIESTTOQRMAT IEGKNKMASTLVVADSRISGIYICIASNK
VGTVGRNISFYITDVPNGFHVNLEKMPTEGEDLKLSCTVNKFLYRDVTWILLRTVNNRTM
HYSTISKOQKMAITKEHSITLNLTIMNVSLODSGTYACRARNVYTGEEILQKKEITIRGEHC
NKKAVFSRISKFKSTRNDCTTQSNVKH
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sp|P17948-2|VGFR1_HUMAN Isoform 2 of Vascular
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sp|P17948-2|VGFR1_HUMAN Isoform 2 of Vascular
Generated at pondr.com, time: Mon Mar 28 20:36:12 2016

0.31

Absolute Mean Net Charge

T
0.2

# Disordered Proteins
B Ordered Proteins

& sp|P17948-2|VGFR1_|

H

Predicted residues: 687

Number residues disordered:
Overall percent disordered:

disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder

Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted

segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment
segment

Predicted residues: 687

Number residues disordered:
Overall percent disordered:

Predicted disorder segment
Predicted disorder segment

Predicted residues: 687

Number residues disordered:
Overall percent disordered:

Predicted disorder segment
Predicted disorder segment
Predicted disorder segment

98 Longest
14.26 Average
[63]1-[67] Average
[70]-178] Average
[137]1-[157] Average
[266]-[284] Average
[306]-[309] Average
[343]-[352] Average
[451]-[453] Average
[493]1-1498] Average
[503]-[510] Average
[563]-[567] Average
[644]-[650] Average
[662]-[662] Average

73 Longest
10.63 Average
[27]1-[69] Average
[658]-[687] Average

146

21.25
[11-[2]
[22]-
[114]1-

Number Disordered Regions:
Disordered Region:
Prediction Score:
.5253
.5990
.7081
.8337
.5323
.6979
.5333
.5394
.6131
.5417
.5456
.5290

Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=

cNeoNeololNoNoNoNoNolNolNolNo]

21
0.2156

Number Disordered Regions: 2

Disordered Region:
Prediction Score:

Strength= 0.5400
Strength= 0.6713

43
0.2409

[79]

62

Number Disordered Regions:
Longest Disordered Region:
Average Prediction Score:
Average Strength= 0.5727
Average Strength= 0.6396
[121] Average Strength= 0.6256

13
58
0.3472



Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted
Predicted

disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder
disorder

segment
segment
segment
segment
segment
segment
segment
segment
segment
segment

269
317
379
490
495
497
564
604
663

[
[
[
[
[
[
[
[
[
[665
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285
322
380
492
495
503
572
612
663
687

Average
Average
Average
Average
Average
Average
Average
Average
Average
Average

s B M B B B s B ]
[ O U U U U S

63

Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=
Strength=

oNeoNoNolNolNololNoNolNo

.5983
.5797
.5123
.5073
.5002
.5475
.5935
.5762
.5015
L7367



>sp|P17948-3|VGFR1 HUMAN Isoform 3 of Vascular endothelial growth factor
receptor 1 OS=Homo sapiens GN=FLT1
MVSYWDTGVLLCALLSCLLLTGSSSGSKLKDPELSLKGTQHIMQAGQTLHLQCRGEAAHK
WSLPEMVSKESERLSITKSACGRNGKQFCSTLTLNTAQANHTGFYSCKYLAVPTSKKKET
ESAIYIFISDTGRPFVEMYSEIPEIIHMTEGRELVIPCRVTSPNITVTLKKFPLDTLIPD
GKRIIWDSRKGFIISNATYKEIGLLTCEATVNGHLYKTNYLTHRQTNTIIDVQISTPRPV
KLLRGHTLVLNCTATTPLNTRVOMTWSYPDEKNKRASVRRRIDQSNSHANIFYSVLTIDK
MONKDKGLYTCRVRSGPSFKSVNTSVHIYDKAFITVKHRKQQVLETVAGKRSYRLSMKVK
AFPSPEVVWLKDGLPATEKSARYLTRGYSLIIKDVTEEDAGNYTILLSIKQSNVEFKNLTA
TLIVNVKPQIYEKAVSSFPDPALYPLGSRQILTCTAYGIPQPTIKWEWHPCNHNHSEARC
DFCSNNEESFILDADSNMGNRIESITQRMAITIEGKNKMASTLVVADSRISGIYICIASNK
VGTVGRNISFYITDVPNGFHVNLEKMPTEGEDLKLSCTVNKFLYRDVTWILLRTVNNRTM
HYSISKQKMAITKEHSITLNLTIMNVSLODSGTYACRARNVYTGEEILQKKEITIRDQEA
PYLLRNLSDHTVAISSSTTLDCHANGVPEPQITWEFKNNHKIQQEPELYTSTSPSSSSSSP
LSSSSSSSSSSSS

Disorder Disposition

turas
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Residue Index
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sp|P17948-3|VGFR1_HUMAN Isoform 3 of Vascular
Generated at pondr.com, time: Mon Mar 28 20:40:08 2016

0.31

Absolute Mean Net Charge

0.2
& sp|P17948-3]VGFR1_H

# Disordered Proteins
B Ordered Proteins

Predicted residues: 733 Number Disordered Regions: 12
Number residues disordered: 135 Longest Disordered Region: 28
Overall percent disordered: 18 42 Average Prediction Score: 0.2419
Predicted disorder segment 31-167] Average Strength= 0.5253

Predicted disorder segment 01-[78] Average Strength= 0.5990

Predicted disorder segment 137] [157] Average Strength= 0.7081

Predicted disorder segment [266]-[284] Average Strength= 0.8337

Predicted disorder segment [306]-[309] Average Strength= 0.5323

Predicted disorder segment [343]-[352]Average Strength= 0.6979

Predicted disorder segment [451]-[453]Average Strength= 0.5333

Predicted disorder segment [493]-[498]Average Strength= 0.5394

Predicted disorder segment [503]-[510] Average Strength= 0.6131

Predicted disorder segment [563]-[567] Average Strength= 0.5417

Predicted disorder segment [644]-[660]Average Strength= 0.5876

Predicted disorder segment [706]-[733]Average Strength= 0.9514
———————————————————————— VL3 NNP STATISTICS================================
Predicted residues: 733 Number Disordered Regions: 2

Number residues disordered:
Overall percent disordered:

Predicted disorder segment
Predicted disorder segment

Predicted

Predicted
Predicted
Predicted
Predicted

residues:
Number residues disordered:
Overall percent disordered:

disorder
disorder
disorder
disorder

733

segment
segment
segment
segment

(1
(2
[1
[2

79 Longest
10.78 Average

71-169] Average
[698]-[733] Average

163
22.24 Average
1-12] Average
2]1-[79] Average
14]-[121] Average
69]-[285] Average

66

Disordered Region:
Prediction Score:

Strength= 0.5400
Strength= 0.5987

Number Disordered Regions:
Longest Disordered Region:
Prediction Score:

Strength= 0.5727
Strength= 0.6396
Strength= 0.6256
Strength= 0.5983

43
0.2368

0.3647



Predicted disorder segment [317]-[322]Average Strength= 0.5797
Predicted disorder segment [379]-[380] Average Strength= 0.5123
Predicted disorder segment [490]-[492]Average Strength= 0.5073
Predicted disorder segment [495]-[495]Average Strength= 0.5002
Predicted disorder segment [497]-[503]Average Strength= 0.5475
Predicted disorder segment [564]-[572]Average Strength= 0.5935
Predicted disorder segment [604]-[612]Average Strength= 0.5762
Predicted disorder segment [693]-[733]Average Strength= 0.8889
ENSP00000437631

Espritz-D
Espritz-X
Espritz-N
IUPred-L

IUPred-5
PV2

PDOS
VSL2b
VLXT

Predicted Domains

Predicted DisorderAgreement
[T D ]

T T ]
A B }* MoRF Regions
;}?ﬂwﬁms
0 50 100 150 200 250 300 350 400 450 500 550 600 650 700 733
Key: Disorder: Superfamilies:
Predicted SCOP Structure [ Espritz-D [H (1] Immunoglobulin
i Weaker Support [ ] Espritz-X Pfams:
(O)pfam Conserved Domain [0 Espritz-N 2] .PB01374B (Pfam-B)
Q§E$Cteg ND;S?RISEF .gmg'{; [3] Immunoglobulin I-set domain
“* Predicted Mo 'S W TUPred- [4] Immunoglobulin domain
@ Curated PTM Site [pv2 [5] PB009305 (Pfam-B)
[l PrDOS
[ vsLzb
B VLXT

Predicted Disordered Binding Regions
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>sp|P17948-4 |VGFR1 HUMAN Isoform 4 of Vascular endothelial growth factor
receptor 1 OS=Homo sapiens GN=FLT1
MVSYWDTGVLLCALLSCLLLTGSSSGSKLKDPELSLKGTQHIMOQAGQTLHLQCRGEAAHK
WSLPEMVSKESERLSITKSACGRNGKOQFCSTLTLNTAQANHTGFYSCKYLAVPTSKKKET
ESAIYIFISDTGRPFVEMYSEIPEITHMTEGRELVIPCRVTSPNITVTLKKEFPLDTLIPD
GKRIIWDSRKGFIISNATYKEIGLLTCEATVNGHLYKTNYLTHRQTNTIIDVQISTPRPV
KLLRGHTLVLNCTATTPLNTRVOMTWSYPDEKNKRASVRRRIDQSNSHANIFYSVLTIDK
MONKDKGLYTCRVRSGPSFKSVNTSVHIYDKAFITVKHRKQQVLETVAGKRSYRLSMKVK
AFPSPEVVWLKDGLPATEKSARYLTRGYSLIIKDVTEEDAGNYTILLSTIKQSNVEFKNLTA
TLIVNVKPQIYEKAVSSFPDPALYPLGSRQILTCTAYGIPQPTIKWEWHPCNHNHSEARC
DFCSNNEESFILDADSNMGNRIESTTQOQRMAT IEGKNKLPPANSSFMLPPTSESSNYFHEL
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sp|P17948-4|VGFR1_HUMAN Isoform 4 of Vascular
Generated at pondr.com, time: Mon Mar 28 20:45:03 2016
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0.31

Absolute Mean Net Charge

sp|P17948-4|VGFR1_HUMAN Isoform 4 of Vascular
Generated at pondr.com, time: Mon Mar 28 20:45:03 2016

T
0.2

& sp|P17948-4\VGFR1_H
# Disordered Proteins
B Ordered Proteins

Predicted residues: 541 Number Disordered Regions: 9
Number residues disordered: 87 Longest Disordered Region: 21
Overall percent disordered: 16.08 Average Prediction Score: 0.2154
Predicted disorder segment [63]-[67] Average Strength= 0.5253

Predicted disorder segment [70]-[78] Average Strength= 0.5990

Predicted disorder segment [137]-[157]Average Strength= 0.7081

Predicted disorder segment [266]-[284]Average Strength= 0.8337

Predicted disorder segment [306]-[309] Average Strength= 0.5323

Predicted disorder segment [343]-[352]Average Strength= 0.6979

Predicted disorder segment [451]-[453]Average Strength= 0.5333

Predicted disorder segment [493]1-[498]Average Strength= 0.5394

Predicted disorder segment [503]-[512]Average Strength= 0.6209
———————————————————————— VL3 NNP STATISTICS

Predicted residues: 541 Number Disordered Regions: 2
Number residues disordered: 44 Longest Disordered Region: 43
Overall percent disordered: 8.13 Average Prediction Score: 0.2571
Predicted disorder segment [27]-[69] Average Strength= 0.5400

Predicted disorder segment [541]1-[541]Average Strength= 0.5168
=======================V3L2 NNP STATISTICS================================
Predicted residues: 541 Number Disordered Regions: 8
Number residues disordered: 144 Longest Disordered Region: 58
Overall percent disordered: 26.62 Average Prediction Score: 0.3704
Predicted disorder segment [1]-[2] Average Strength= 0.5727

Predicted disorder segment [22]-[79] Average Strength= 0.6396

Predicted disorder segment [114]-[121]Average Strength= 0.6256

Predicted disorder segment [269]-[285] Average Strength= 0.5983

Predicted disorder segment [317]-[322]Average Strength= 0.5797

Predicted disorder segment [379]-[380] Average Strength= 0.5123
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Predicted disorder segment [490]-[509] Average Strength= 0.5922
Predicted disorder segment [511]-[541]Average Strength= 0.6787

ENSP00000442630

Espritz-D
Espritz-X
Espritz-N
IUPred-L
IUPred-S
Pv2
PIDOS
VSL2b
VLXT

Predicted Domains

Predicted DisorderAgreement
|- T T 1
o }‘» MoRF Regions
PTM Sites
0 50 100 150 200 250 300 350 400 450 500 541
Key: Disorder: Superfamilies:
Predicted SCOP Structure [ Espritz-D [ (1] Immunoglobulin
i Waker Support []Espritz-X Pfams:
OPfam Conserved Domain [ Espritz-N 2] ‘PB013748 (Pfam-B)
& gmﬁcteg 5{150111;1& [ %gmgg‘ [3] Immunoglobulin I-set domain
“ Predicted MoREs M 1UPred- [4] Immunoglobulin domain
© Curated PTM Site []pv2 [5] PB009305 (Pfam-B)
W PrDOS
B vsL2b
B VLXT

Predicted Disordered Binding Regions
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>sp|P17948-5|VGFR1 HUMAN Isoform 5 of Vascular endothelial growth factor
receptor 1 OS=Homo sapiens GN=FLT1
MKRSSSEIKTDYLSIIMDPDEVPLDEQCERLPYDASKWEFARERLKLGKSLGRGAFGKVV
QASAFGIKKSPTCRTVAVKMLKEGATASEYKALMTELKILTHIGHHLNVVNLLGACTKQG
GPLMVIVEYCKYGNLSNYLKSKRDLFFLNKDAALHME PKKEKMEPGLEQGKKPRLDSVTS
SESFASSGFQEDKSLSDVEEEEDSDGEFYKEPITMEDLISYSFQVARGMEFLSSRKCIHRD
LAARNILLSENNVVKICDFGLARDIYKNPDYVRKGDTRLPLKWMAPESIFDKIYSTKSDV
WSYGVLLWEIFSLGGSPYPGVQMDEDFCSRLREGMRMRAPEYSTPEIYQIMLDCWHRDPK
ERPRFAELVEKLGDLLOANVQQODGKDYIPINAILTGNSGFTYSTPAFSEDFFKESISAPK
FNSGSSDDVRYVNAFKFMSLERIKTFEELLPNATSMEDDYQGDSSTLLASPMLKRETWTD
SKPKASLKIDLRVTSKSKESGLSDVSRPSFCHSSCGHVSEGKRRFTYDHAELERKIACCS
PPPDYNSVVLYSTPPI
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sp|P17948-5|VGFR1_HUMAN Isoform 5 of Vascular
Generated at pondr.com, time: Mon Mar 28 20:47:45 2016
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sp|P17948-5|VGFR1_HUMAN Isoform 5 of Vascular
Generated at pondr.com, time: Mon Mar 28 20:47:45 2016

0.31

Absolute Mean Net Charge

0.2 0.3
& sp|P17948-5|VGFR1_H

# Disordered Proteins
B Ordered Proteins

Predicted residues: 556 Number Disordered Regions: 10
Number residues disordered: 145 Longest Disordered Region: 46
Overall percent disordered: 26.08 Average Prediction Score: 0.3103
Predicted disorder segment [1]-[10] Average Strength= 0.7736

Predicted disorder segment [13]-[13] Average Strength= 0.5153

Predicted disorder segment [15]-[28] Average Strength= 0.6018

Predicted disorder segment [36]-[51] Average Strength= 0.6881

Predicted disorder segment [164]-[209] Average Strength= 0.7961

Predicted disorder segment [269]-[280] Average Strength= 0.6313

Predicted disorder segment [339]-[342]Average Strength= 0.5638

Predicted disorder segment [361]-[373]Average Strength= 0.6823

Predicted disorder segment [479]-[501]Average Strength= 0.7577

Predicted disorder segment [525]-[530] Average Strength= 0.5398
========================V[3 NNP STATISTICS================================
Predicted residues: 556 Number Disordered Regions: 3
Number residues disordered: 153 Longest Disordered Region: 68
Overall percent disordered: 27.52 Average Prediction Score: 0.3884
Predicted disorder segment [1]-[30] Average Strength= 0.7285

Predicted disorder segment [150]-[217]Average Strength= 0.8242
Predicted disorder segment [474]-[528] Average Strength= 0.7098

Predicted residues: 556 Number Disordered Regions: 8
Number residues disordered: 204 Longest Disordered Region: 72
Overall percent disordered: 36.69 Average Prediction Score: 0.4615

Predicted disorder segment [1
Predicted disorder segment [4
Predicted disorder segment [8
Predicted disorder segment [1

1-128] Average Strength= 0.6531
81-148] Average Strength= 0.5077
31-[88] Average Strength= 0.5224

52]-[212] Average Strength= 0.8569
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Predicted disorder segment
Predicted disorder segment
Predicted disorder segment
Predicted disorder segment

ENSP00000443311

ii 7]
K. |

[334]-[344] Average Strength= 0.5531
[409]-[428] Average Strength= 0.5929
[458]-[529] Average Strength= 0.7271
[552]-[556] Average Strength= 0.6908
m e 1 i B = 0 iIII u i
L ————
[ | l' [ |
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Key: Disorder: Superfamilies:
Predicted SCOP Structure [ Espritz-D (1] Protein kinase-like (PK-like)
i Weaker Support [l Espritz-X Pfams:
OPfam Conserved Domain [l Espritz-N .[2] i’rotein tyrosine kinase
[L]Predicted Disorder [l 1UPred-1.
v+ Predicted MoRFs [l 1UPred-s
© Curated PTM Site Clpv2
[ PrDOS
[ vsL2b
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>sp|P17948-6|VGFR1 HUMAN Isoform 6 of Vascular endothelial growth factor
receptor 1 OS=Homo sapiens GN=FLT1
MTELKILTHIGHHLNVVNLLGACTKQGGPLMVIVEYCKYGNLSNYLKSKRDLFFLNKDAA
LHMEPKKEKMEPGLEQGKKPRLDSVTSSESFASSGFQEDKSLSDVEEEEDSDGEFYKEPIT
MEDLISYSFQVARGMEFLSSRKCIHRDLAARNILLSENNVVKICDEFGLARDIYKNPDYVR
KGDTRLPLKWMAPESIFDKIYSTKSDVWSYGVLLWEIFSLGGSPYPGVQMDEDFCSRLRE
GMRMRAPEYSTPEIYQIMLDCWHRDPKERPRFAELVEKLGDLLOANVQOQODGKDYIPINAT
LTGNSGFTYSTPAFSEDFFKESISAPKENSGSSDDVRYVNAFKFMSLERIKTFEELLPNA
TSMEDDYQGDSSTLLASPMLKRFTWTDSKPKASLKIDLRVTSKSKESGLSDVSRPSFCHS
SCGHVSEGKRRFTYDHAELERKIACCSPPPDYNSVVLYSTPPI
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& sp|lP17948-6|VGFR1_H| Mean Scaled Hydropathy

# Disordered Proteins
®  Ordered Proteins

VLXT NNP STATISTICS

Predicted residues: 463 Number Disordered Regions: 7
Number residues disordered: 106 Longest Disordered Region: 46
Overall percent disordered: 22.89 Average Prediction Score: 0.3001
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Predicted disorder segment [4]-[4] Average Strength= 0.5163
Predicted disorder segment [71]-[116] Average Strength= 0.7961
Predicted disorder segment [176]-[187]Average Strength= 0.6313
Predicted disorder segment [246]-[249] Average Strength= 0.5638
Predicted disorder segment [268]-[280]Average Strength= 0.6823
Predicted disorder segment [386]-[408]Average Strength= 0.7577
Predicted disorder segment [432]-[437]Average Strength= 0.5398

Number Disordered Regions: 2
Longest Disordered Region: 68

Predicted residues: 463
Number residues disordered: 123

Overall percent disordered: 26.57 Average Prediction Score: 0.3651
Predicted disorder segment [57]-[124] Average Strength= 0.8242
Predicted disorder segment [381]-[435]Average Strength= 0.7098

Number Disordered Regions: 6
Longest Disordered Region: 72

Predicted residues: 463
Number residues disordered: 175

Overall percent disordered: 37 80 Average Prediction Score: 0.4656
Predicted disorder segment 6] Average Strength= 0.7285
Predicted disorder segment -[119] Average Strength= 0.8569
Predicted disorder segment -[251] Average Strength= 0.5531
Predicted disorder segment -[335] Average Strength= 0.5929
Predicted disorder segment -[436] Average Strength= 0.7271
Predicted disorder segment -[463] Average Strength= 0.6908
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>sp|P17948-7|VGFR1 HUMAN Isoform 7 of Vascular endothelial growth factor
receptor 1 OS=Homo sapiens GN=FLT1
MEDLISYSFQVARGMEFLSSRKCIHRDLAARNILLSENNVVKICDFGLARDIYKNPDYVR
KGDTRLPLKWMAPESTFDKIYSTKSDVWSYGVLLWEIFSLGGSPYPGVQMDEDFCSRLRE
GMRMRAPEYSTPEIYQIMLDCWHRDPKERPRFAELVEKLGDLLOQANVQQODGKDYIPINAT
LTGNSGFTYSTPAFSEDFFKESISAPKENSGSSDDVRYVNAFKFMSLERIKTFEELLPNA
TSMFDDYQGDSSTLLASPMLKREFTWTDSKPKASLKIDLRVTSKSKESGLSDVSRPSFCHS
SCGHVSEGKRRFTYDHAELERKIACCSPPPDYNSVVLYSTPPI
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Predicted residues: 343 Number Disordered Regions: 5
Number residues disordered: 59 Longest Disordered Region: 23
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Overall percent disordered: 17.20 Average
Predicted disorder segment [56]-[67] Average
Predicted disorder segment [126]-[129]Average
Predicted disorder segment [148]-[160]Average
Predicted disorder segment [266]-[288] Average
Predicted disorder segment [312]-[317]Average

Prediction Score: 0.2696
Strength= 0.6313
Strength= 0.5638
Strength= 0.6823
Strength= 0.7577
Strength= 0.5398

========================\,3 NNP STATISTICS
Predicted residues: 343

Number residues disordered: 55 Longest
Overall percent disordered: 16.03 Average
Predicted disorder segment [261]-[315] Average

Predicted residues: 343

Number residues disordered: 113

Overall percent disordered: 32.94 Average
Predicted disorder segment [1]-[5] Average
Predicted disorder segment [121]-[131]Average
Predicted disorder segment [196]-[215] Average
Predicted disorder segment [245]-[316] Average
Predicted disorder segment [339]-[343]Average
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Number Disordered Regions:

55
0.2968

Disordered Region:
Prediction Score:
Strength= 0.7098

Number Disordered Regions:
Longest Disordered Region:

Prediction Score: 0.4304
Strength= 0.6783
Strength= 0.5531
Strength= 0.5929
Strength= 0.7271
Strength= 0.6908
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>sp|P17948-8 | VGFR1 HUMAN Isoform 8 of Vascular endothelial growth factor
receptor 1 OS=Homo sapiens GN=FLT1
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sp|P17948-8|VGFR1_HUMAN Isoform 8 of Vascular
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# Disordered Proteins
®  Ordered Proteins

Predicted residues: 361 Number Disordered Regions: 6
Number residues disordered: 60 Longest Disordered Region: 23
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Overall percent disordered:

Predicted
Predicted
Predicted
Predicted
Predicted
Predicted

disorder
disorder
disorder
disorder
disorder
disorder

16.62 Average
segment [4]-[4] Average
segment [74]-[85] Average
segment [144]-[147]Average
segment [166]-[178] Average
segment [284]-[306] Average
segment [330]-[335] Average

Prediction Score: 0.2713
Strength= 0.5068
Strength= 0.6313
Strength= 0.5638
Strength= 0.6823
Strength= 0.7577
Strength= 0.5398

VL3 NNP STATISTICS

Predicted residues: 361 Number Disordered Regions: 1
Number residues disordered: 55 Longest Disordered Region: 55
Overall percent disordered: 15.24 Average Prediction Score: 0.2955
Predicted disorder segment [279]-[333]Average Strength= 0.7098
——————————————————————— VSL2 NNP STATISTICS================================
Predicted residues: 361 Number Disordered Regions: 5
Number residues disordered: 114 Longest Disordered Region: 72
Overall percent disordered: 31.58 Average Prediction Score: 0.4256
Predicted disorder segment [1]-[6] Average Strength= 0.7881
Predicted disorder segment [139]-[149]Average Strength= 0.5531
Predicted disorder segment [214]-[233]Average Strength= 0.5929
Predicted disorder segment [263]-[334]Average Strength= 0.7271
Predicted disorder segment [357]-[361]Average Strength= 0.6908
ENSP00000437841

Espritz-D
& EE 1 1 0 dmw el S

IUPred-L

|UPred-S

| [ B | PV2
| PIDOS

} = T = @ Ve

e —
for

IPredicted DisorderAgreement

Predicted Domains

}- MoRF Regions

PTM Sites
0 50 100 150 200 250 300 350
Key: Disorder: Superfamilies:
Predicted SCOP Structure [ Espritz-D (1] Protein kinase-like (PK-like)
i Weaker Support [ Espritz-X Pfams:
(O pfam Conserved Domain [l Espritz-N o 'Protein tyrosine Kinase
[[]Predicted Disorder B 1UPred-L
v Predicted MoRFs B [UPred-S
@ Curated PTM Site [pv2
[ PDOS
B vsL2b
B VLXT

84



>sp|P01019 |ANGT HUMAN Angiotensinogen OS=Homo sapiens GN=AGT
MRKRAPQSEMAPAGVSLRATILCLLAWAGLAAGDRVYIHPFHLVIHNESTCEQLAKANAG
KPKDPTFIPAPIQAKTSPVDEKALQDQLVLVAAKLDTEDKLRAAMVGMLANFLGFRIYGM
HSELWGVVHGATVLSPTAVFGTLASLYLGALDHTADRLQAILGVPWKDKNCTSRLDAHKV
LSALQAVQGLLVAQGRADSQAQLLLSTVVGVFTAPGLHLKQPFVQGLALYTPVVLPRSLD
FTELDVAAEKIDRFMQAVTGWKTGCSLMGASVDSTLAFNTYVHFQGKMKGEFSLLAEPQEF
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sp|P01019|ANGT_HUMAN Angiotensinogen OS=Homo
Generated at pondr.com, time: Mon Mar 28 22:42:25 2016

1.0 | p—

U.U T T T T T T T T T T T T T T T T T T T 1
0.0 0.1 0.2 0.3 0.4 0.5 0.6 0.7 0.8 0.9 1.0
|=— PONDR VL-XT| PONDR Score

sp|P01019|ANGT_HUMAN Angiotensinogen OS=Homo
Generated at pondr.com, time: Mon Mar 28 22:42:25 2016

ot
o
1

e
=
1
»

Absolute Mean Net Charge
= =
M9

=l
-
1

0.0

0.2 | 03 | 0.4 0.5 | 0.6
& sp|POT019JANGT_HUMA rAean Scaled Hydropathy

# Disordered Proteins
®  Ordered Proteins

Predicted residues: 485 Number Disordered Regions: 5
Number residues disordered: 51 Longest Disordered Region: 25
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Overall percent disordered: 10.52 Average Prediction Score: 0.2024

Predicted disorder segment [1]-[14] Average Strength= 0.8920
Predicted disorder segment [373]-[381]Average Strength= 0.6030
Predicted disorder segment [427]-[451]Average Strength= 0.7946
Predicted disorder segment [482]-[482]Average Strength= 0.5948
Predicted disorder segment [484]-[485]Average Strength= 0.6231
VL3 NNP STATISTICS
Predicted residues: 485 Number Disordered Regions: 2
Number residues disordered: 37 Longest Disordered Region: 21
Overall percent disordered: 7.63 Average Prediction Score: 0.1821

Predicted disorder segment [66]-[81] Average Strength= 0.5565
Predicted disorder segment [427]-[447]Average Strength= 0.5822

Predicted residues: 485 Number Disordered Regions: 5
Number residues disordered: 67 Longest Disordered Region: 30
Overall percent disordered: 13.81 Average Prediction Score: 0.2970
Predicted disorder segment [1]-[12] Average Strength= 0.7180
Predicted disorder segment [54]-[83] Average Strength= 0.5988
Predicted disorder segment [98]-[99] Average Strength= 0.5176
Predicted disorder segment [433]-[449]Average Strength= 0.6616
Predicted disorder segment [480]-[485]Average Strength= 0.7573
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>sp|P07099 |[HYEP HUMAN Epoxide hydrolase 1 OS=Homo sapiens GN=EPHX1 PE=1
SV=1
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sp|P07099|HYEP_HUMAN Epoxide hydrolase 1
Generated at pondr.com, time: Mon Mar 28 23:11:23 2016
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# Disordered Proteins
®  Ordered Proteins

Predicted residues: 455 Number Disordered Regions: 5
Number residues disordered: 35 Longest Disordered Region: 18
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Overall percent disordered:

Predicted
Predicted
Predicted
Predicted
Predicted

disorder
disorder
disorder
disorder
disorder

segment [
segment [
segment [
segment [
segment [

Average
Average
Average

Prediction Score:

Strength= 0.5110
Strength= 0.6712
Strength= 0.6445
Strength= 0.5569
Strength= 0.7860

0.1461

VL3 NNP STATISTICS

Predicted residues: 455 Number Disordered Regions: 1

Number residues disordered: 11 Longest Disordered Region: 11
Overall percent disordered: 2.42 Average Prediction Score: 0.1315
Predicted disorder segment [46]-[56] Average Strength= 0.5465

VSL2 NNP STATISTICS

Predicted residues: 455 Number Disordered Regions: 6

Number residues disordered: 56 Longest Disordered Region: 24
Overall percent disordered: 12.31 Average Prediction Score: 0.2772
Predicted disorder segment [39]-[62] Average Strength= 0.6362
Predicted disorder segment [133]1-[140]Average Strength= 0.5729
Predicted disorder segment [169]-[172]Average Strength= 0.5392
Predicted disorder segment [190]-[200] Average Strength= 0.6707
Predicted disorder segment [312]-[315]Average Strength= 0.5133
Predicted disorder segment [451]-[455]Average Strength= 0.7157
ENSP00000355802, ENSP00000272167
&
EE ] ] L] [
O I TN 1= l
= - i -
I | [ |

Espritz-D
Espritz-X
Espritz-N
IUPred-L
IUPred S
PrDOS
VSLzb
VLXT

. I |
' ! | | | ! | | Predicted Domains
R 4 o 4
; | | [ hi‘ i | I I
i : \ I ! ! ‘ I |
|Predicted DisorderAcureememtJ ! !: iy 1 1 L | l
T i : :‘ ‘ | “ T B
: ! | | IE ; i L | ~~MoRF Regions
o ' ‘ | [ b L | )
3 | | PX @ g
@ ® | @@ ‘ @ | é PTM Sites
@ (P} g (U
0 50 100 150 200 250 300 350 400 450
Key: Disorder: Superfamilies:
Predicted SCOP Structure [ Espritz-D (1] alpha/beta-Hydrolases
i Weaker Support [ |Espritz-X Pfams:
(O)Pfam Conserved Domain [ Espritz-N 2] i3B005839 (Pfam-B)
[ ]Predicted Disorder B 1UPred-L : .
Predicted MoRF [UPred-S [3] Epoxide hydrolase N terminus
“+ Predicted Mo S B [UPred- [4] alpha/beta hydrolase fold
© Curated PTM Site []pv2 (5] PB002844 (Pfam-B)
.Prggsb (6] PB004741 (Pfam-B)
v [7] PB001203 (Pfam-B)
B VLXT

92



CYP2F1 — CYP1B1

~.CYP2A13
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>sp|P30039 | PBLD HUMAN Phenazine biosynthesis-like domain-containing
protein OS=Homo sapiens GN=PBLD PE=1 SV=2
MKLPIFIADAFTARAFRGNPAAVCLLENELDEDMHQKIAREMNLSETAFIRKLHPTDNFEFA
QSSCFGLRWFTPASEVPLCGHATLASAAVLFHKIKNMNSTLTEFVTLSGELRARRAEDGIV
LDLPLYPAHPODFHEVEDLIKTAIGNTLVQDICYSPDTQKLLVRLSDVYNRSFLENLKVN
TENLLQVENTGKVKGLILTLKGEPGGQTQAFDEFYSRYFAPWVGVAEDPVTGSAHAVLSSY
WSQHLGKKEMHAFQCSHRGGELGISLRPDGRVDIRGGAAVVLEGTLTA
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sp|P30039|PBLD_HUMAN Phenazine
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1.0

—

U.U T T T T T T T T T T T T T T T T T T T 1
0.0 0.1 0.2 0.3 0.4 0.5 0.6 0.7 0.8 0.9 1.0
|=— PONDR VL-XT| PONDR Score

sp|P30039|PBLD_HUMAN Phenazine
Generated at pondr.com, time: Tue Mar 25 14:44:08 2016

ot
o
1

e
=
1
»

Absolute Mean Net Charge
= =
M9

=l
-
1

0.0

0.2 | 0.3 | 0.4 0.5 | 0.6
¢ sp|P30039|PBLD_HUMA|Mean Scaled Hydropathy

# Disordered Proteins
®  Ordered Proteins

95



Predicted residues: 288 Number Disordered Regions: 2
Number residues disordered: 21 Longest Disordered Region: 20
Overall percent disordered: 7.29 Average Prediction Score: 0.1771
Predicted disorder segment [25]-[44] Average Strength= 0.6671
Predicted disorder segment [288]-[288]Average Strength= 0.5271
VL3 NNP STATISTICS
Predicted residues: 288 Number Disordered Regions: O
Number residues disordered: 0 Longest Disordered Region: 0
Overall percent disordered: 0.00 Average Prediction Score: 0.1663
VSL2 NNP STATISTICS
Predicted residues: 288 Number Disordered Regions: 6

Number residues disordered: 21 Longest
Overall percent disordered: 7.29 Average
Predicted disorder segment [1]-[3] Average
Predicted disorder segment [34]-[35] Average
Predicted disorder segment [203]-[207]Average
Predicted disorder segment [246]-[249] Average
Predicted disorder segment [262]-[263] Average
Predicted disorder segment [284]-[288] Average
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Disordered Region: 5
Prediction Score: 0.3056
Strength= 0.5842
Strength= 0.5038
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>sp|P30039-2 | PBLD HUMAN Isoform 2 of Phenazine biosynthesis-like domain-
containing protein OS=Homo sapiens GN=PBLD
MKLPIFIADAFTARAFRGNPAAVCLLENELDEDMHQKIAREMNLSETAFIRKLHPTDNFEFA
QSSCEFGLRWEFTPASEVPLCGHATLASAAVLFHKIKNMNSTLTEFVTLSGELRARRAEDGIV
LDLPLYPAHPQDFHEVEDLIKTAIGNTLVQODICYSPDTQKLLVRLSDVYNRSFLENLKVN
TENLLQVENTGKVKGLILTLKGEPGGQTQAFDFYSRYFAPWVGVAEDPVTGSAHAVLSSY
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Predicted residues: 280 Number Disordered Regions: 1
Number residues disordered: 20 Longest Disordered Region: 20
Overall percent disordered: 7.14 Average Prediction Score: 0.1572

Predicted disorder segment [25]-[44] Average Strength= 0.6671

Predicted residues: 280 Number Disordered Regions: O
Number residues disordered: O Longest Disordered Region: 0
Overall percent disordered: 0.00 Average Prediction Score: 0.1324

Predicted residues: 280 Number Disordered Regions: 5
Number residues disordered: 20 Longest Disordered Region: 8
Overall percent disordered: 7.14 Average Prediction Score: 0.2787
Predicted disorder segment [1]-[3] Average Strength= 0.5842
Predicted disorder segment [34]-[35] Average Strength= 0.5038
Predicted disorder segment [203]-[207]Average Strength= 0.5255
Predicted disorder segment [244]-[251]Average Strength= 0.6326
Predicted disorder segment [279]-[280] Average Strength= 0.6100
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