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Figure S1. Extent of agreement with experimental temperature factors for GNM and PSP-GNM.
Distribution of Pearson correlation between experimental B-factor and residue MSF calculated using PSP-GNM
(left) and original GNM (right) is shown. The median correlation obtained for PSP-GNM is 0.46 while for GNM
itis 0.57.
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Figure S2. Distribution of experimental temperature (°C) and pH for mutants in the S2298 dataset. Mutants
with a calculated AAG using PSP-GNM are probed for their temperature and pH distributions. The distribution for
temperature shows a peak around 25°C and the pH around 7.
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Figure S3. Agreement with experimental AAG for temperature and pH ranges on the S2298 dataset.
Agreement between AAG from PSP-GNM and experimental measurements made at 24°C - 26°C but, varying
ranges of pH (left), experimental measurements made at close to neutral pH (6.8 — 7.2) but varying ranges of
temperature (right) in the S2298 dataset are shown. Only 2159 mutants with a calculated AAG out of the total 2298
are considered. Units for calculated AAG are in kcal/mol. The regression line of best fit and the 95% confidence

interval (shaded gray) are shown.
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Figure S4. Distribution of experimental temperature (°C) and pH for mutants in the S350 dataset. Mutants
with a PSP-GNM-calculated AAG are probed for their temperature and pH distributions. The distribution for

temperature shows a peak around 25°C and the pH around 7.



N=185, r=0.57, RMSE=1.39 N=170, r=0.5, RMSE=1.36
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Figure S5. Agreement with experimental AAG for temperature and pH ranges on the S350 dataset. The
extent of agreement between AAG from PSP-GNM and experimental measurements made at 24°C - 26°C but,
varying ranges of pH (left), experimental measurements made at close to neutral pH (6.8 — 7.2) with varying ranges
of temperature (right) for the S350 dataset. Units for calculated AAG are in Kcal/mol. The regression line of best

fit and the 95% confidence interval (shaded gray) are shown.
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Figure S6. Anti-symmetric behavior between forward and reverse mutations. The PSP-GNM-calculated AAG
for the forward and reverse mutations in the S350 dataset is shown. The regression plot demonstrates anti-
symmetric behavior, as one would expect, between the AAG of the forward and reverse mutants. Shaded area in

the plot corresponds to the 95% confidence interval. Units for the calculated AAG are in kcal/mol.
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Figure S7. Impact of experimental temperature and pH on PSP-GNM for the S611 dataset. Agreement
between AAG from PSP-GNM and experimental measurements made at 24°C - 26°C but, varying ranges of pH
(left), experimental measurements made at close to neutral pH (6.8 — 7.2) but varying ranges of temperature (right)
for the S611 dataset. Units for calculated AAG are in kcal/mol. The regression line of best fit and the 95%

confidence interval (shaded gray) are shown.
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Figure S8. Anti-symmetric behavior between forward and reverse mutations on Ssym+ dataset. The PSP-
GNM-calculated AAG for the forward and reverse mutations in the Ssym+ dataset is shown. Only 341 mutants in
each category (forward and reverse) with a PSP-GNM calculated AAG are considered. The regression plot
demonstrates anti-symmetric behavior, as one would expect, between the AAG of the forward and reverse mutants.

Shaded area in the plot corresponds to the 95% confidence interval. Units for the calculated AAG are in kcal/mol.
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Figure S9. Comparison of correlation maps between GNM and PSP-GNM. Heatmaps of residue-residue
fluctuation cross-correlations obtained for GNM (A and C) and PSP-GNM (B and D) are shown. The calculations
are performed for the wildtype structures of two proteins: 1AKY (chain A) and 1CUN (chain A). The heat maps
in the top row (A and B) are for 1AKY and the bottom row (C and D) are for ICUN.
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Figure S10. Cases without calculated AAG. The wildtype structures of two proteins and the location of mutation
positions (red) and their contacts (green) are shown for 1AJ3, chain A, residue position 10, (left) and for 1EYO,
chain A, residue position 114 (right).



Tables

Table S1. Performance of PSP-GNM on the S350 dataset when using different statistical
potentials.

AAindex Number Distance Pearson RMSE Number of

Potential Name Identifier of Modes  Cutoff (A) Correlation (Kcal/mol) Predictions

Bastolla (BST) BASU010101 10 9 0.34 1.519 215
Betancourt-

Thirumalai (BT) BETM990101 10 9 0.35 1.519 228
Miyazawa-

Jernigan (MJ) MIYS960101 10 9 0.51 1.361 318

Table S2. Performance comparison on the S669 dataset for all 669 mutations. Mutations without
a PSP-GNM-calculated AAG are assigned a theoretical value of 0.

Forward Reverse Forward + Reverse Bias/Antisymmetry
Method Pearsop RMSE Pearsogl RMSE Pearsogl RMSE Bias Antisymmetry
Correlation (Kcal/mol) Correlation (Kcal/mol) Correlation (Kcal/mol)
ACDC-NN 0.46 1.49 0.45 1.5 0.61 1.5 -0.02 -0.98
INPS-Seq 0.43 1.52 0.43 1.53 0.61 1.52 0 -1
PremPS 0.4 1.51 0.42 1.5 0.61 1.51 0.09 -0.82
ACDC-NN-Seq 0.42 1.53 0.42 1.53 0.59 1.53 0 -1
PSP-GNM 0.36 1.53 0.36 1.53 0.59 1.53 0 -1
DDGun3D 0.43 1.6 041 1.62 0.57 1.61 -0.05 -0.96
DDGun 0.4 1.72 0.39 1.75 0.57 1.74 -0.05 -0.96
INPS3D 0.43 1.5 0.33 1.76 0.55 1.64 -0.37 -0.5
ThermoNet 0.39 1.62 0.38 1.66 0.51 1.64 -0.05 -0.85
Dynamut 0.41 1.6 0.34 1.69 0.5 1.65 -0.06 -0.58
PopMusic 0.42 1.51 0.24 2.09 0.46 1.82 -0.69 -0.31
MAESTRO 0.5 1.44 0.2 2.1 0.44 1.8 -0.57 -0.22
DUET 0.41 1.52 0.23 2.14 0.41 1.86 -0.67 -0.12
mCSM 0.36 1.54 0.22 2.3 0.37 1.96 -0.85 -0.05
I-Mutant3.0-Seq 0.34 1.56 0.21 2.23 0.36 1.92 -0.75 -0.46
Dynamut2 0.34 1.58 0.17 2.16 0.36 1.9 -0.64 0.03

MuPro 0.25 1.61 0.2 2.38 0.32 2.03 -0.95 -0.32



Forward Reverse Forward + Reverse Bias/Antisymmetry
Method Pearsoy RMSE Peal‘SO{l RMSE Peal‘SO{l RMSE Bias Antisymmetry
Correlation  (Kcal/mol) Correlation (Kcal/mol) Correlation (Kcal/mol)
I-Mutant3.0 0.36 1.53 0.14 2.32 0.32 1.97 -0.8 -0.05
SDM 0.41 1.67 0.13 2.16 0.32 1.93 -0.4 -0.4
FoldX 0.21 231 0.21 2.48 0.3 2.4 -0.33 -0.2
SAAFEC-Seq 0.36 1.53 0 2.39 0.26 2.01 -0.83 -0.04

Table S3. Performance comparison on the S669 dataset for 117 mutations with a PSP-GNM
calculated AAG and with experimental temperatures ranging from 24°C - 26°C and pH ranging

from 6.8 - 7.2.
Forward Reverse Forward + Reverse Bias/Antisymmetry
Method Pearsoy RMSE Peal‘SO{l RMSE Peal‘SO{l RMSE Bias Antisymmetry
Correlation  (Kcal/mol) Correlation (Kcal/mol) Correlation (Kcal/mol)

PremPS 0.52 1.44 0.47 1.48 0.63 1.46 0.14 -0.82

INPS-Seq 0.45 1.53 0.45 1.53 0.61 1.53 -0.01 -1
ACDC-NN 0.43 1.52 0.41 1.54 0.58 1.53 -0.02 -0.99
ThermoNet 0.43 1.56 0.5 1.5 0.58 1.53 -0.05 -0.87

ACDC-NN-Seq 0.4 1.56 0.4 1.56 0.57 1.56 0 -1
DDGun3D 0.39 1.65 0.38 1.64 0.54 1.65 -0.03 -0.98
INPS3D 0.53 145 0.24 1.84 0.54 1.65 -0.47 -0.5
PopMusic 0.54 1.47 0.2 2.13 0.53 1.83 -0.9 -0.49
Dynamut 0.43 1.55 0.3 1.67 0.51 1.61 -0.02 -0.58
DDGun 0.32 1.83 0.33 1.87 0.5 1.85 -0.05 -0.95

PSP-GNM 0.23 1.64 0.23 1.64 0.5 1.64 0 -1
DUET 0.6 1.37 0.13 2.23 0.48 1.85 -0.85 -0.25
MAESTRO 0.55 1.44 0.11 2.2 0.46 1.86 -0.8 -0.25
mCSM 0.58 14 0.16 2.37 0.46 1.95 -1.01 -0.23
FoldX 0.44 2.15 0.18 2.21 0.45 2.18 -0.41 -0.37
SAAFEC-Seq 0.46 1.51 0.12 2.31 0.43 1.95 -0.96 -0.29
Dynamut2 0.34 1.58 0.17 2.16 0.36 1.9 -0.64 0.03
I-Mutant3.0-Seq 0.34 1.61 0.04 2.27 0.34 1.96 -0.86 -0.37
SDM 0.47 1.59 -0.07 2.28 0.32 1.97 -0.54 -0.36
I-Mutant3.0 0.46 1.51 -0.09 249 0.31 2.06 -1.03 -0.17
MuPro 0.12 1.75 -0.01 2.38 0.2 2.09 -0.98 -0.37




Table S4. Performance comparison on the Ssym+ dataset for all the 352 mutations.

Forward Forward + Reverse Bias/Antisymmetry
Method Pearsop RMSE Pearsogl RMSE Pearsogl RMSE Bias Antisymmetry
Correlation (Kcal/mol) Correlation (Kcal/mol) Correlation (Kcal/mol)
PremPS 0.81 1.05 0.73 1.21 0.84 1.14 -0.02 -0.93
ACDC-NN 0.62 1.46 0.6 1.51 0.7 1.48 -0.03 -0.98
ACDC-NN-Seq 0.6 1.47 0.6 1.47 0.69 1.47 0 -1
DDGun3D 0.58 1.45 0.56 1.49 0.66 1.47 -0.02 -0.99
DDGun 0.51 1.51 0.51 1.51 0.64 1.51 -0.01 -1
INPS-Seq 0.5 1.53 0.51 1.52 0.64 1.53 0 -0.99
PSP-GNM 0.41 1.5 0.36 1.53 0.63 1.52 0 -0.96
INPS3D 0.62 1.31 0.32 2.01 0.58 1.69 -0.51 -0.52
PoPMusSiC 0.65 1.27 0.28 2.25 0.53 1.83 -0.72 -0.3
FoldX 0.57 1.94 0.41 2.2 0.51 2.07 -0.58 -0.26
Dynamut 0.55 1.56 0.38 1.82 0.51 1.7 -0.12 -0.57
ThermoNet 0.45 1.67 0.38 1.74 0.5 1.7 -0.02 -0.89
MUpro 0.76 1.06 0.1 2.59 0.47 1.98 -0.96 -0.05
DUET 0.63 1.29 0.2 2.37 0.45 1.91 -0.74 -0.3
MAESTRO 0.6 1.37 0.25 2.27 0.44 1.87 -0.63 -0.32
I-Mutant3.0-Seq 0.59 1.37 0.11 2.31 0.42 1.9 -0.65 -0.34
mCSM 0.61 1.31 0.16 2.52 0.41 2.01 -0.91 -0.27
I-Mutant3.0 0.64 1.29 -0.03 241 0.39 1.93 -0.69 0.01
Dynamut2 0.62 1.3 0.07 2.48 0.39 1.98 -0.78 -0.12
SDM 0.51 1.62 0.2 2.39 0.35 2.04 -0.54 -0.44
SAAFEC-SEQ 0.71 1.16 -0.39 2.83 0.26 2.17 -0.97 0.66




Table SS. Extent of similarity between the S350 and S2298 datasets. For each protein in the S350
dataset, the protein with best sequence match in the S2298 dataset is reported. The best match was
obtained by using the --subject besthit argument in BLASTp.

Query* Subject* % Alignment Query Query Subject Subject E value Bit %
ID 1D Identity Length start end start end score Coverage

1AJ3A 1AJ3A 100 98 1 98 1 98 4.68E- 199 100
1AKYA 1AKYA 100 218 1 218 1 218 7.2?21E— 448 100
1AONU 1AONU 100 97 1 97 1 97 61766?5 188 100
1APSA 1APSA 100 98 1 98 1 98 7.1657E- 201 100
1BNIA 1BNIA 100 108 1 108 1 108 ligE 223 100
IBTAA IBTAA 100 89 1 89 1 89 3.§2E— 183 100
IBVCA IBVCA 100 153 1 153 1 153 8.1655E- 306 100
1C90A 1C90A 100 66 1 66 1 66 1 .1111%3— 132 100
ICEYA ICEYA 100 128 1 128 1 128 7.g§E- 256 100
1CSEI 1CSEI 100 63 1 63 1 63 17953E 129 100
1CSPA 1CSPA 100 67 1 67 1 67 5.§;E— 133 100
1ICUNA ICUNA 100 213 1 213 1 213 9.326E- 432 100
IDKTA IDKTA 100 72 1 72 1 72 1 .1163(1)5- 150 100
1E65A 1E65A 100 128 1 128 1 128 2.362E— 268 100
1EY0A 1EY0A 100 136 1 136 1 136 S.EZE- 279 100
IFNAA IFNAA 100 91 1 91 1 91 91313 180 100
IFTGA IFTGA 100 168 1 168 1 168 l.ng— 337 100
1G4IA 1G41A 100 123 1 123 1 123 6.11?5- 251 100
IH7TMA IHTMA 100 99 1 99 1 99 4.5961E- 199 100
IHFZA IHFZA 100 123 1 123 1 123 6gélE 253 100
IHMEA 1HMEA 100 77 1 77 1 77 3.272E- 157 100
IHMKA  IHMKA 100 121 1 121 1 121 2.§§E- 249 100
IHMSA IHMSA 100 131 1 131 1 131 lg?E 263 100
1IETA No significant hits ”

1TFCA 1TFCA 100 131 1 131 1 131 2.46E- 263 100
1IGVA 1IGVA 100 75 1 75 1 75 9.:))75E- 143 100
1THBA ITHBA 100 156 1 156 1 156 3.755(3)E- 315 100
1IMQA 1IMQA 100 86 1 86 1 86 3.1)17%— 181 100
1IROA No significant hits ot

1JIWI No significant hits

1K9QA 1K9QA 100 40 1 40 1 40 1.43E- 87.4 100
IKFWA No significant hits %

1LNIA 1LNIA 100 96 1 96 1 96 1.88E- 197 100

70




Query* Subject* % Alignment Query Query Subject Subject E value Bit %

ID ID Identity Length start end start end score Coverage

ILZIA ILZIA 100 130 1 130 1 130 1.65E- 268 100
97

IMGRA  IMGRA 100 97 1 97 1 97 6.85E- 203 100
73

IMICA IMICA 100 69 1 69 1 69 2.08E- 139 100
48

IMSIA IMSIA 100 66 1 66 1 66 1.32E- 129 100
44

10IAA 10IAA 100 90 1 90 1 90 1.85E- 186 100
66

1P2PA 1P2PA 100 124 1 124 1 124 4.74E- 256 100
93

1QLPA 1QLPA 100 372 1 372 1 372 0 759 100

IRG8A 1RGSA 100 141 1 141 1 141 6.14E- 295 100
108

IRISA 1RISA 100 97 1 97 1 97 6.57E- 193 100
69

IRN1IC IRN1C 100 104 1 104 1 104 2.58E- 213 100
76

IRTBA IRTBA 100 124 1 124 1 124 9.97E- 258 100
94

IRTP1 No significant hits

ISHFA ISHFA 100 59 1 59 1 59 1.65E- 124 100
42

ITITA ITITA 100 89 1 89 1 89 1.00E- 182 100
64

ITTQA ITTQA 100 256 1 256 1 256 0 518 100

1UZCA 1UZCA 100 69 1 69 1 69 8.38E- 138 100
48

1YYJA 1YYJA 100 106 1 106 1 106 2.29E- 213 100
76

1ZG4A 1ZG4A 100 263 1 263 1 263 0 541 100

1ZNJB 1ZNJB 100 30 1 30 1 30 3.84E- 65.5 100
20

2A36A 2A36A 100 59 1 59 1 59 2.51E- 123 100
42

2DRIA 2DRIA 100 271 1 271 1 271 0 537 100

2IMMA 2IMMA 100 114 1 114 1 114 2.46E- 236 100
85

2LZMA 2LZMA 100 164 1 164 1 164 5.22E- 340 100
125

2NVHA  2NVHA 100 152 1 152 1 152 4.84E- 314 100
115

2RN2A 2RN2A 100 155 1 155 1 155 1.12E- 326 100
119

2TRXA 2TRXA 100 108 1 108 1 108 7.23E- 219 100
79

3GLYA 3GLYA 100 470 1 470 1 470 0 950 100

3MBPA 3MBPA 100 370 1 370 1 370 0 748 100

3PGKA 3PGKA 100 415 1 415 1 415 0 832 100

3SILA 3SILA 100 379 1 379 1 379 0 783 100

4LYZA 4LYZA 100 129 1 129 1 129 4.12E- 265 100
96

SDFRA SDFRA 100 154 1 154 1 154 1.87E- 320 100
117

SPTIA SPTIA 100 58 1 58 1 58 1.75E- 121 100
41

*Query ID: PDB ID + Chain ID for proteins in the S350 dataset
*Subject ID: PDB ID + Chain ID for best hit in the S2298 dataset



Table S6. Extent of similarity between the S669 and S2298 datasets. For each protein in the S669
dataset, the protein with the best sequence match in the S2298 dataset is reported. The best match
was obtained by using the --subject besthit argument in BLASTp.

Query* Subject* %. Alignment Query Query Subject Subject E value Bit %
1D 1D Identity Length start end start end score Coverage
1AOFA No significant hits
1A7VA No significant hits
1BA3A No significant hits
1BFMA No significant hits
1BNLA No significant hits
1D5GA No significant hits
IDIVA No significant hits
1DXXA No significant hits
1EKGA No significant hits
1F8IA No significant hits
IFHSH 2IMMA 31.034 87 14 93 21 97 0'(;(;01 31.6 43.9
1FRDA No significant hits
IFTSA No significant hits
1FXAA No significant hits
1G3PA No significant hits
1GLUA No significant hits
1GUAB No significant hits
IGWYA No significant hits
1HOXA No significant hits
1HCQA No significant hits
110JA No significant hits
1IR3A No significant hits
1ITMA No significant hits
1IV7B No significant hits
1IVOA No significant hits
1J8IA No significant hits
1JL9A No significant hits
1JILVA No significant hits
1L6HA No significant hits
1LVMA No significant hits
IN18A No significant hits
IN88A No significant hits
INM1A No significant hits
I0IUA  IHMSA 30769 91 1 91 3 92 2 a0 717
106XA No significant hits
10SIA No significant hits
1IPFLA No significant hits
IPREA No significant hits
1PRGA No significant hits
1IR2YA No significant hits
IR6RA No significant hits
ISPDA No significant hits
1X0JA No significant hits
1XWSA No significant hits
1XXNA No significant hits
1XZOA No significant hits

2ARFA No significant hits




Query* Subject* %. Alignment Query Query Subject Subject E value Bit %
1D ID Identity Length start end start end score Coverage
2BJDA 1APSA 31.579 76 2 76 6 81 11161E 48.1 84.4
2C9QA No significant hits
2CLRB No significant hits
2DVVA No significant hits
2H3FA No significant hits
2HBBA No significant hits
2JIEA No significant hits
2JUCA No significant hits
2KJ3A No significant hits
2KS4A No significant hits
2LTBA No significant hits
2M5SA No significant hits
2MPCA No significant hits
2N7ZA No significant hits
2NTEA No significant hits
20UO0A No significant hits
2PRSA No significant hits
2PTLA No significant hits
2RPNA 2A36A 43.103 58 4 59 3 57 2419115 45.4 98.3
2VYO0A No significant hits
2WQGA No significant hits
2ZTAA No significant hits
3BCIA No significant hits
3BNOA No significant hits
3C21A No significant hits
3D2AA No significant hits
3D3BA No significant hits
3DVO0I No significant hits
3ECUA No significant hits
3FISA No significant hits
3G1GA No significant hits
3K82A No significant hits
3L15B No significant hits
3MONB No significant hits
3039A No significant hits
3S4MA No significant hits
3S92A No significant hits
4BJXA No significant hits
4BUQA No significant hits
4HE7A No significant hits
4N6VO0 No significant hits
4WAAA No significant hits
4YEEA No significant hits
4YEFA No significant hits
SIXBA No significant hits
50AQA No significant hits
SVP3A No significant hits

*Query ID: PDB ID + Chain ID for proteins in the S669 dataset
*Subject ID: PDB ID + Chain ID for best hit in the S2298 dataset



Table S7. Extent of similarity between the Ssym+ forward and S2298 datasets. For each protein
in the Ssym+ forward dataset, the protein with the best sequence match in the S2298 dataset is
reported. The best match was obtained by using the --subject besthit argument in BLASTp.

uery* Subject* % Alignment ue ue Subject Subject Bit %
ry j g ry ry j j E value
ID ID Identity Length start end start end score Coverage
lamgA  1AMQA 100 396 1 396 ] 396 0 824 100
larA  1ARRA 100 53 1 53 1 53 7";?5' 109 100
bniA  IBNIA 100 108 1 108 1 108 l'ng)E' 223 100
7.53E-
lceyA  ICEYA 100 128 1 128 1 128 i 256 100
ley0A  IEYOA 100 136 1 136 1 136 8'16(‘)‘5' 279 100
lihbA  1IHBA 100 156 1 156 1 156 31718;5 315 100
. 3.75E-
liobA  2NVHA 100 152 1 152 1 152 I 314 99.3
3.30E-
1163A  2LZMA  98.765 162 1 162 1 162 > 330 100
lIZIA  1LZIA 100 130 1 130 1 130 “;57]5' 268 100
In0jA  INOJA 100 198 1 198 1 198 3 '1956;5' 412 100
1oh0A  1OHOA 100 125 ! 125 1 125 1'392]5' 260 100
ImlC  IRNIC 100 104 | 104 1 104 2'5786E' 213 100
IvghA  1VQBA 100 86 1 86 1 86 3 '9633]5' 177 100
5.22E-
2dzmA  2LZMA 100 164 1 164 1 164 o 340 100
2m2A  2RN2A 100 155 1 155 1 155 1'1112;5' 326 100
3zcfA No significant hits
4bvmA  ITHMSA  63.566 129 4 132 2 130 1‘2671E' 177 97
4.12E-
dlyzA ALYZA 100 129 1 129 1 129 or 265 100
SpiA  SPTIA 100 58 1 58 1 58 1.15115- 121 100

*Query ID: PDB ID + Chain ID for proteins in the Ssym+ forward dataset
*Subject ID: PDB ID + Chain ID for best hit in the S2298 dataset

Table S8. Extent of similarity between the Ssym+ reverse and S2298 datasets. For each protein in the
Ssym+ forward dataset, the protein with the best sequence match in the S2298 dataset is reported. The best
match was obtained by using the --subject_besthit argument in BLASTp.

Query* Subject * % Alignment Query Query Subject Subject E value Bit %

J15) J15) Identity Length start end start end score Coverage
1071A 2LZMA 98.148 162 1 162 1 162 2‘{)20(])5_ 328 100
1081A 2LZMA 98.148 162 1 162 1 162 3'16255- 328 100
1091A 2LZMA 98.148 162 1 162 1 162 1'16;(1)5- 329 100

4.08E-
1101A 2LZMA 98.148 162 1 162 1 162 120 328 100
1111A 2LZMA 98.148 162 1 162 1 162 1.57E- 329 100

120




Query* Subject * % Alignment Query Query Subject Subject E value Bit %
1D 1D Identity Length start end start end score Coverage

112IA  2LZMA  98.148 162 1 162 1 162 2'12235' 328 100

1131A  2LZMA  98.148 162 1 162 1 162 2'13250E' 328 100
7.04E-

114A  2LZMA  98.148 162 1 162 1 162 o 330 100
2.06E-

115 2LZMA  98.148 162 1 162 1 162 o 328 100
7.20E-

1181A  2LZMA  98.148 162 1 162 1 162 o 330 100
7.20E-

119IA  2LZMA  98.148 162 1 162 1 162 2 330 100
7.20E-

120 2LZMA  98.148 162 1 162 1 162 . 330 100
7.20E-

122IA  2LZMA  98.148 162 1 162 1 162 o 330 100
7.20E-

123IA  2LZMA  98.148 162 1 162 1 162 2 330 100
7.20E-

1251A  2LZMA  98.148 162 1 162 1 162 . 330 100

126 2LZMA  98.148 162 1 162 1 162 1'13260E' 329 100

1271 2LZMA  98.148 162 1 162 1 162 1‘1326(])5' 329 100

1281A  2LZMA  98.148 162 1 162 1 162 1'13265' 329 100

137 2LZMA  98.148 162 1 162 1 162 3'19290E' 328 100

14991A  2LZMA 9939 164 1 164 1 164 l‘f;f' 339 100
2.56E-

150 2LZMA 9939 164 1 164 1 164 o 338 100
2.99E-

172 2LZMA 9939 164 1 164 1 164 o 338 100
9.05E-

Ib7sA  ILZIA  99.231 130 1 130 1 130 o 266 100

IbanA  IBNIA  99.074 108 ! 108 1 108 4";‘)3 222 100
4.59E-

IbaoA  IBNIA  99.074 108 1 108 1 108 0 222 100

lbnsA  IBNIA  99.074 108 1 108 ! 108 8“;%]5' 21 100

IbptA  SPTIA 98214 56 1 56 1 56 4'2379E' 115 100
9.69E-

lbrgeA  IBNIA  99.074 108 1 108 1 108 o 21 100

IbthA  IBNIA  99.074 108 ! 108 1 108 1‘17};:' 21 100

lbiA  IBNIA  99.074 108 1 108 1 108 1'1729E' 21 100

IbjA  IBNIA  99.074 108 1 108 1 108 1‘1729]5‘ 21 100

IbkA  IBNIA  99.074 108 ! 108 1 108 1‘1729E' 21 100

IbsaA  IBNIA  99.065 107 | 107 2 108 1'2759E' 21 100
2 80E-

IbsbA  IBNIA  99.074 108 1 108 1 108 o 223 100
2 80E-

IbscA  IBNIA  99.074 108 ! 108 1 108 20 223 100

IbsdA  IBNIA  99.065 107 | 107 2 108 1'2759E' 21 100

IbseA  IBNIA  99.074 108 1 108 1 108 3 “;%E' 222 100
. 1 88E-

1btiA SPTIA 98276 58 ! 58 1 58 o 118 100

letwA  2LZMA  98.148 162 | 162 1 162 LAIE- 359 100




Query* Subject * % Alignment Query Query Subject Subject E value Bit %
1D 1D Identity Length start end start end score Coverage
lcubA  2LZMA  98.148 162 1 162 1 162 81221;E 330 100
5.72E-
lew2A  2LZMA  98.148 162 1 162 1 162 s 330 100
leu3A  2LZMA  98.148 162 1 162 1 162 1‘{)23(])5' 329 100
5.72E-
leuSA  2LZMA  98.148 162 1 162 1 162 s 330 100
lcubA  2LZMA  98.148 162 1 162 1 162 1'15220E' 329 100
leupA  2LZMA  98.148 162 1 162 1 162 812211]5 330 100
leugA  2LZMA  98.148 162 1 162 1 162 1'{)235' 329 100
lcvOA  2LZMA  98.148 162 1 162 1 162 l'ffoE' 329 100
levlA  2LZMA  98.148 162 1 162 1 162 1‘{)23(])5' 329 100
5.72E-
lev3A  2LZMA  98.148 162 1 162 1 162 s 330 100
5.72E-
levdA  2LZMA  98.148 162 1 162 1 162 s 330 100
5.72E-
levSA  2LZMA  98.148 162 1 162 1 162 s 330 100
lev6A  2LZMA  98.148 162 1 162 1 162 1'{)235' 329 100
levkA  2LZMA  98.148 162 1 162 1 162 1'15220E' 329 100
12wA  2LZMA  98.148 162 1 162 1 162 812211]5 330 100
1d2yA  2LZMA  98.148 162 1 162 1 162 81221;E 330 100
Id3jA  2LZMA  98.148 162 1 162 1 162 3 1722;E 330 100
ldnmA  1OHOA 968 125 2 123 1 125 1‘%29]5' 248 101.6
ldngA  1OHOA 968 125 2 123 1 125 1'%29E' 248 101.6
2.24E-
ldyaA  2LZMA 99383 162 1 162 1 162 - 333 100
ldybA  2LZMA 99383 162 1 162 1 162 1‘19222]5' 334 100
ldycA  2LZMA 99383 162 1 162 1 162 21321;5 336 100
ldydA  2LZMA  99.383 162 1 162 1 162 4'15275' 335 100
7.74E-
ldyeA  2LZMA 99383 162 1 162 1 162 ot 335 100
ldyfA  2LZMA  99.383 162 1 162 1 162 4'12285' 335 100
ldygA  2LZMA  99.383 162 1 162 1 162 1‘12;2]5' 334 100
le6kA  ICEYA  98.438 128 3 130 1 128 lg‘iE' 253 98.5
le6IA  1CEYA 99213 127 1 127 2 128 2'9951E' 252 100
le6mA  1CEYA 98438 128 1 128 1 128 l‘z(iE' 253 100
3.48E-
ley4A  IEYOA 99265 136 1 136 1 136 o 278 100
leySA  1EYOA  99.259 135 1 135 2 136 1.183(‘)5- 276 100
2.78E-
ley6A  IEYOA  99.259 135 1 135 2 136 - 275 100
ley7JA  IEYOA  99.259 135 1 135 2 136 1‘113(])5' 276 100
IfanA  SPTIA 98276 58 1 58 1 58 I88E- g 100




Query* Subject * % Alignment Query Query Subject Subject Bit %

1D 1D Identity Length start end start end E value score Coverage
1flgh  4LYZA  99.225 129 1 129 1 129 239(;E 263 100
2.36E-
IfluA  4LYZA  99.225 129 1 129 1 129 o 263 100
2 36E-
IflwA  4LYZA  99.225 129 1 129 ! 129 o 263 100
2.36E-
1flyA  4LYZA  99.225 129 1 129 1 129 o 263 100
IfSA  4LYZA  99.225 129 1 129 1 129 2ng 263 100
1g06A  2LZMA  98.171 164 1 164 1 164 3 13212]5 333 100
4.03E-
1g07A  2LZMA  98.148 162 1 162 1 162 o 328 100
1g0gA  2LZMA  98.148 162 1 162 1 162 1.;122(1)5- 329 100
. 2.63E-
1g0jA  2LZMA  98.171 164 1 164 1 164 o 333 100
1g0kA  2LZMA  98.171 164 1 164 1 164 11728;E 331 100
10IA  2LZMA  98.171 164 1 164 1 164 4'1721;1' 333 100
2.00E-
1g0mA  2LZMA  98.148 162 1 162 1 162 o 328 100
1g0pA  2LZMA  98.171 164 1 164 1 164 lfff 331 100
1g0gA  2LZMA  98.171 164 1 164 1 164 115255 334 100
lglvA  2LZMA  98.148 162 1 162 1 162 1‘1326(])5' 329 100
2.35E-
lglwA  2LZMA  98.148 162 1 162 1 162 > 328 100
lgayA  1LZIA  99.231 130 1 130 1 130 1'276E' 265 100
lgazA  ILZIA  99.31 130 1 130 1 130 2%77]5 268 100
1gb0A  ILZIA  99.231 130 1 130 1 130 4'29(;E' 267 100
1gh2A  1LZIA  99.231 130 1 130 1 130 3'2‘;3 267 100
6.88E-
1gb3A  ILZIA  99.231 130 1 130 1 130 o 266 100
1gbSA  ILZIA  99.231 130 1 130 1 130 1'9976E' 265 100
1gb6A  I1LZIA  99.231 130 1 130 1 130 2%)77E 268 100
1gb7A  ILZIA  99.231 130 1 130 1 130 4%‘;]5' 267 100
1gb8A  ILZIA  99.231 130 1 130 1 130 3'2‘;3 267 100
6.88E-
1gh9A  ILZIA  99.231 130 1 130 1 130 o 266 100
lghoA  ILZIA  99.231 130 1 130 1 130 1‘9976]5' 265 100
lgbwA  ILZIA  99.231 130 1 130 1 130 2'2977E' 268 100
lgbxA  1LZIA  99.231 130 1 130 1 130 4%‘;]5' 267 100
3.84E-
lgbyA  ILZIA  99.231 130 1 130 1 130 o 267 100
lgbzA  ILZIA  99.231 130 1 130 1 130 62§E 266 100
1gf8A  ILZIA 99231 130 1 130 1 130 9(;57]5 266 100
1gPA  ILZIA 99231 130 1 130 1 130 1‘19%]5' 266 100
lgfhA  ILZIA 99231 130 1 130 1 130 204B- 565 100




Query* Subject * % Alignment Query Query Subject Subject Bit %

1D 1D Identity Length start end start end E value score Coverage

lgfeA  ILZIA 99231 130 ! 130 1 130 1'276E' 265 100

lgfeA  ILZIA 99231 130 1 130 1 130 1'296E' 265 100

lghA  ILZIA 99231 130 1 130 1 130 I‘L%E' 266 100

lgfiA  ILZIA  99.231 130 1 130 1 130 2'%?' 265 100

lgfkA  ILZIA  99.231 130 1 130 1 130 1'276E' 265 100
1.99E-

lgffA  ILZIA 99231 130 1 130 1 130 o0 265 100

lgfiA  ILZIA  99.231 130 1 130 1 130 1'19%E' 266 100

lgfuA  ILZIA 99231 130 1 130 1 130 z'g‘éE' 265 100

lgfvA  ILZIA 99231 130 1 130 1 130 1‘276]5' 265 100
5.45E-

lgobA  2RN2A  99.355 155 1 155 1 155 s 324 100

lhemA  4LYZA 99225 129 1 129 1 129 1%65E' 263 100
6.98E-

lheoA  4LYZA 99225 129 1 129 1 129 o 264 100

lherA  4LYZA  99.225 129 1 129 1 129 1'5925E' 263 100

IhibA  2NVHA  98.667 150 1 149 3 152 1'126‘5' 300 100
1 42E-

IhnlA  ILZIA  99.231 130 1 130 1 130 % 266 100
. 3.03E-

lisA  2LZMA  98.148 162 1 162 1 162 o 328 100

linnA  ILZIA  99.231 130 1 130 1 130 1'296E' 265 100
. 3.55E-

liosA  4LYZA 99225 129 1 129 1 129 - 262 100

liotA  4LYZA  99.225 129 1 129 1 129 1";95E' 263 100

lirTA  4LYZA 99225 129 | 129 | 129 l'giE' 263 100

1irSA  4LYZA  99.225 129 1 129 1 129 1‘};;]5' 263 100

1i9A  4LYZA  99.225 129 1 129 1 129 ”;;E' 263 100
9.36E-

IkabA  IEYOA  99.265 136 1 136 1 136 . 277 100

lkvaA  2RN2A  99.355 155 1 155 1 155 1‘13115' 323 100

IkvbA  2RN2A 99355 155 1 155 1 155 l'fff' 323 100
5.88E-

IkveA  2RN2A  99.355 155 1 155 1 155 o 324 100

100A  2LZMA 9939 164 1 164 1 164 S‘fg’f' 338 100
2.65E-

1102A  2LZMA 9939 164 1 164 1 164 o 338 100
3.72E-

1103A  2LZMA 9939 164 1 164 1 164 o 338 100
4.95E-

1104A  2LZMA 9939 164 1 164 1 164 o 338 100
4.02E-

106A  2LZMA 9939 164 1 164 1 164 o 338 100
6.73E-

107A  2LZMA 9939 164 1 164 1 164 b 337 100
6.44E-

1108A  2LZMA 9939 164 1 164 1 164 . 337 100

109A  2LZMA 9939 164 1 164 1 164 3.56E- 43¢ 100

124




Query* Subject * % Alignment Query Query Subject Subject E value Bit %
1D 1D Identity Length start end start end score Coverage

110A  2LZMA 9939 164 1 164 1 164 2'f234E' 338 100

1I1A  2LZMA 9939 164 1 164 1 164 3'16§f' 338 100
3.26E-

112A  2LZMA 9939 164 1 164 1 164 o 338 100
6.80E-

113A  2LZMA 9939 164 1 164 1 164 o 337 100

114A  2LZMA 9939 164 1 164 1 164 9'18265' 340 100
2.56E-

1I5A  2LZMA 9939 164 1 164 1 164 > 338 100

116A  2LZMA 9939 164 1 164 1 164 6'11§4E' 338 100

174 2LZMA 9939 164 1 164 1 164 6'17215' 340 100

118A  2LZMA 9939 164 1 164 1 164 4‘{)225' 338 100
3.26E-

119A  2LZMA 9939 164 1 164 1 164 o 338 100

120  2LZMA  99.39 164 1 164 1 164 2'17214E' 338 100
4.43E-

121A  2LZMA 9939 164 1 164 1 164 o 338 100
6.23E-

11224 2LZMA 9939 164 1 164 1 164 o 338 100

1123A  2LZMA 9939 164 1 164 1 164 3'{)2543 338 100

1124A  2LZMA 9939 164 1 164 1 164 3‘11295' 338 100

133A  2LZMA 9939 164 1 164 1 164 l'fgf' 339 100
4.02E-

1137A  2LZMA 9939 164 1 164 1 164 - 338 100

1384 2LZMA 9939 164 1 164 1 164 2‘1155' 339 100
7.46E-

1139A  2LZMA  98.171 164 1 164 1 164 o 332 100

11424 2LZMA 9939 164 1 164 1 164 z'fff' 339 100

1144A  2LZMA 9939 164 1 164 1 164 3‘13275' 338 100
2.08E-

11454  2LZMA 9939 164 1 164 1 164 o 339 100

146A  2LZMA 9939 164 1 164 1 164 z'fff' 339 100

1147A  2LZMA 9939 164 1 164 1 164 3‘13275' 338 100

11484 2LZMA 9939 164 1 164 1 164 1'19294E' 339 100
9.86E-

11524 2LZMA 9939 164 1 164 1 164 o 340 100
3.09E-

1153A  2LZMA 9939 164 1 164 1 164 o 338 100

1155A  2LZMA  98.148 162 1 162 1 162 1'15225' 329 100
4.53E-

1156A  2LZMA 9939 164 1 164 1 164 > 338 100

11574 2LZMA  99.383 162 1 162 1 162 7‘f213E' 335 100

11594  2LZMA  98.148 162 1 162 1 162 2'1335' 328 100
3.05E-

160A  2LZMA 9939 164 1 164 1 164 o 338 100

1I61A  2LZMA  98.148 162 1 162 1 162 1‘1527(])5' 329 100

1162A  2LZMA  98.148 162 1 162 1 162 335E- 48 100

120




Query* Subject * % Alignment Query Query Subject Subject E value Bit %
1D 1D Identity Length start end start end score Coverage
11I65A  2LZMA  98.148 162 1 162 1 162 2'19235' 328 100
11I66A  2LZMA  98.148 162 1 162 1 162 1'16280E' 329 100
167A  2LZMA  98.148 162 1 162 1 162 1‘1522(])5' 329 100
1168A  2LZMA  98.148 162 1 162 1 162 8'?23? 330 100
1169A  2LZMA  99.383 162 1 162 1 162 7'1625;E' 335 100
3.90E-
1176A  2LZMA  98.148 162 1 162 1 162 o 328 100
177A  2LZMA  98.148 162 1 162 1 162 1'11255' 329 100
1185A  2LZMA  98.148 162 1 162 1 162 3 12250E 328 100
1186A  2LZMA  98.148 162 1 162 1 162 2‘1121(])5' 328 100
1187A  2LZMA  98.148 162 1 162 1 162 1'17255' 329 100
1188A  2LZMA  98.148 162 1 162 1 162 l'ffoE' 329 100
1190A  2LZMA  98.148 162 1 162 1 162 1‘1522(])5' 329 100
1191A  2LZMA  98.148 162 1 162 1 162 l'le(;ﬁ' 329 100
1192A  2LZMA  98.148 162 1 162 1 162 7'163? 330 100
5.72E-
1193A  2LZMA  98.148 162 1 162 1 162 s 330 100
7.86E-
1194A  2LZMA  98.148 162 1 162 1 162 o 330 100
2.75E-
1195A  2LZMA  98.148 162 1 162 1 162 > 328 100
1196A  2LZMA  99.383 162 1 162 1 162 1f252E' 334 100
1198A  2LZMA 9939 164 1 164 1 164 2.1134E- 339 100
1199A  2LZMA 9939 164 1 164 1 164 1'{)23;' 337 100
3.36E-
llavA  2RN2A  99.355 155 1 155 1 155 o 325 100
llawA  2RN2A  99.355 155 1 155 1 155 1'18125' 325 100
IIhhA  I1LZIA  99.231 130 1 130 1 130 l'g‘éE' 266 100
1hiA  I1LZIA  99.231 130 1 130 1 130 4‘256]5' 264 100
, 4.85E-
IhjA  ILZIA 99231 130 1 130 1 130 o 264 100
IIhkA  I1LZIA  99.231 130 1 130 1 130 1%96]5' 266 100
1hA  I1LZIA  99.231 130 1 130 1 130 7‘1917E' 266 100
llsnA  ALYZA  98.45 129 1 129 1 129 7";§E' 261 100
llyeA  2LZMA  98.148 162 1 162 1 162 1‘1329(])5' 329 100
llyfA  2LZMA  98.148 162 1 162 1 162 815281]5 330 100
2 30E-
llygA  2LZMA  98.148 162 1 162 1 162 o 328 100
liyhA  2LZMA  98.148 162 1 162 1 162 3‘1629(])5' 328 100
llyiA  2LZMA  98.148 162 1 162 1 162 3‘1325(])5' 328 100
llyjA  2LZMA  98.148 162 1 162 1 162 LAZE-— 559 100




Query* Subject * % Alignment Query Query Subject Subject E value Bit %
D D Identity Length start end start end score Coverage
Imx2A  IIHBA 99359 156 1 156 1 156 11213;5 311 100
Imx4A  IIHBA 99359 156 1 156 1 156 9'{)1243 311 100
Imx6A  IIHBA 99359 156 1 156 1 156 112133]5 311 100
ImykA  IARRA  97.872 47 1 47 6 52 3 §6IE 94 100
lnagA  SPTIA 98214 56 1 56 1 56 3'532E' 115 100
lovaA  ILZIA 99231 130 1 130 1 130 7%‘;]5' 266 100
loubA  ILZIA 99231 130 1 130 1 130 6'6957E' 266 100
louwcA  1LZIA  99.231 130 1 130 1 130 6'257E' 266 100
loudA  ILZIA 99231 130 1 130 1 130 6‘257]5' 266 100
loweA  ILZIA 99231 130 1 130 1 130 6'6957E' 266 100
loufA  ILZIA 100 129 | 129 | 129 6'257E' 266 99.2
lougA  ILZIA  99.231 130 1 130 1 130 6‘257]5' 266 100
louhA  ILZIA 99231 130 1 130 1 130 6'6957E' 266 100
lowiA  ILZIA  99.231 130 1 130 1 130 6'257E' 266 100
loyjA  ILZIA 99231 130 1 130 1 130 6‘257]5' 266 100
Ip2IA 2LZMA  98.171 164 1 164 1 164 115255 334 100
Ip2rA  2LZMA  98.171 164 1 164 1 164 1'13;;' 334 100
Ip36A  2LZMA  98.171 164 1 164 1 164 1‘13292]5' 334 100
Ip46A  2LZMA  98.171 164 1 164 1 164 4'15255' 333 100
Ip64A  2LZMA  98.171 164 1 164 1 164 3'1935' 333 100
IpeyA  2LZMA  98.171 164 1 164 1 164 112221]5 332 100
Ip7sA  2LZMA  98.171 164 1 164 1 164 115255 334 100
lgitA  TAMQA  99.747 396 1 396 1 396 0 819 100
lgisA  IAMQA  99.747 396 1 396 1 396 0 819 100
IgitA  1AMQA  99.747 396 1 396 1 396 0 819 100
1gsSA  2LZMA  98.148 162 1 162 1 162 2'16265' 328 100
1g9A  2LZMA  98.148 162 1 162 1 162 1‘12290]5' 329 100
lgsbA  2LZMA  98.148 162 1 162 1 162 2‘19260]5' 328 100
4.65E-
Igt6A  2LZMA  98.171 164 1 164 1 164 122 333 100
Ig7A  2LZMA  98.171 164 1 164 1 164 8‘12;2]5' 332 100
IgtbA  2LZMA  98.148 162 1 162 1 162 1‘12290]5' 329 100
lgicA  2LZMA  98.148 162 1 162 1 162 3'18225' 328 100
lgdA  2LZMA  98.148 162 1 162 1 162 6‘{)250]5' 327 100
ItbrA  2RN2A  99.355 155 1 155 1 155 3.22E- 59y 100

118




Query* Subject * % Alignment Query Query Subject Subject E value Bit %
1D 1D Identity Length start end start end score Coverage
ItbsA  2RN2A 99355 155 1 155 1 155 212175 323 100
IttA  2RN2A  99.355 155 1 155 1 155 M 100
6.93E-
ItbuA  2RN2A  99.355 155 1 155 1 155 0 324 100
ItbvA  2RN2A  99.355 155 1 155 1 155 7'{‘35' 324 100
IrdaA  2RN2A  99.355 155 1 155 1 155 3 fff 324 100
IrdbA  2RN2A  99.355 155 1 155 1 155 M s 100
IrdeA  2RN2A 99355 155 1 155 1 155 3 fff 324 100
lrgeA  IRNIC  99.038 104 1 104 1 104 82263 211 100
IsycA  1EYOA  99.265 136 1 136 1 136 Y 100
IsyeA  1EYOA  99.265 136 1 136 1 136 1.;)&‘)5- 276 100
IsyeA  IEYOA  99.265 136 1 136 1 136 PO a6 100
3.99E-
llaA  2LZMA  98.148 162 1 162 1 162 o 328 100
lvarA  INOJA  99.495 198 1 198 1 198 11355;E 410 100
IvggA  IVQBA  98.837 86 1 86 1 86 9'7673E' 177 100
1.04E-
IvghA  IVQBA  98.837 86 1 86 1 86 o 177 100
IvgiA  IVQBA  98.837 86 1 86 1 86 3 '762E' 177 100
IvgiA  IVQBA 98837 86 1 86 1 86 3 7673E 177 100
lwgmA  1LZIA  99.231 130 1 130 1 130 4‘;57]5' 267 100
lwgnA  1LZIA  99.231 130 1 130 1 130 4'1957E' 267 100
lwgoA  ILZIA  99.231 130 1 130 1 130 4'})57E' 267 100
4.15E-
lwgpA  1LZIA  99.231 130 1 130 1 130 o 267 100
lwggA  1LZIA  99.231 130 1 130 1 130 4'1957E' 267 100
lwgrA  1LZIA  99.231 130 1 130 1 130 4'})57E' 267 100
lyamA  1LZIA  99.231 130 1 130 1 130 Z‘g%E' 268 100
lyanA  ILZIA 99231 130 1 130 1 130 2'6927E' 268 100
lyaoA  ILZIA 99231 130 1 130 1 130 Z‘g%E' 268 100
lyapA  ILZIA 99231 130 1 130 1 130 2O e 100
lyagh  ILZIA 99231 130 1 130 1 130 2'6927E' 268 100
8 83E-
IyhbA  IVQBA  98.837 86 1 86 1 86 o 177 98.9
7.20E-
2061A  2LZMA  98.148 162 1 162 1 162 2 330 100
217A  2LZMA  98.148 162 1 162 1 162 1'17215' 329 100
7.20E-
DA 2LZMA 98148 162 1 162 1 162 2 330 100
7.20E-
2241A  2LZMA  98.148 162 1 162 1 162 o 330 100
230A  2LZMA 98171 164 1 164 1 164 3.62E- 33 100




Query* Subject * % Alignment Query Query Subject Subject E value Bit %
1D 1D Identity Length start end start end score Coverage
2311A 2LZMA  98.148 162 1 162 1 162 3'17235' 328 100
2321A  2LZMA  98.148 162 1 162 1 162 3'17230E' 328 100
23314 2LZMA  98.148 162 1 162 1 162 1‘1125(])5' 329 100
2341A  2LZMA  98.148 162 1 162 1 162 1'11255' 329 100
2351A  2LZMA  98.148 162 1 162 1 162 1'13220E' 329 100
23614  2LZMA  98.148 162 1 162 1 162 1‘1322(])5' 329 100
4.04E-
23714 2LZMA 98171 164 1 164 1 164 o 333 100
23814 2LZMA  98.148 162 1 162 1 162 1'13220E' 329 100
2391A  2LZMA  98.148 162 1 162 1 162 lle(];:' 329 100
2401A  2LZMA  98.148 162 1 162 1 162 l'le(;ﬁ' 329 100
2411A  2LZMA  98.148 162 1 162 1 162 l'leoE' 329 100
U2A  2LZMA 98171 164 1 164 1 164 3 fsz 333 100
231A  2LZMA  98.148 162 1 162 1 162 l'le(;ﬁ' 329 100
2441A  2LZMA  98.148 162 1 162 1 162 l'leoE' 329 100
24514 2LZMA 98171 164 1 164 1 164 8‘16212]5' 332 100
2461A  2LZMA 98171 164 1 164 1 164 11522;5 332 100
247IA 2LZMA  98.171 164 1 164 1 164 3 f;f 333 100
25314 2LZMA  98.171 164 1 164 1 164 I‘II;IE' 332 100
5.73E-
25414 2LZMA 98171 164 1 164 1 164 > 333 100
497E-
25514 2LZMA  98.171 164 1 164 1 164 o 333 100
JexzA IEYOA  99.259 135 1 135 2 136 1‘135(])5' 276 100
4.53E-
2eylA  1EYOA  99.265 136 1 136 1 136 o 278 100
4.20E-
2ey2A 1EYOA 99265 136 1 136 1 136 o 278 100
9.80E-
2ey5A  1EYOA 99259 135 1 135 2 136 i 276 100
2ey6A  1EYOA  99.259 135 | 135 2 136 1.183(‘)5- 276 100
2eyfA IEYOA  99.259 135 1 135 2 136 l‘fg(];:' 276 100
JeyhA  IEYOA 99259 135 1 135 2 136 9‘?81]5' 276 100
. 4.53E-
2eyiA  1EYOA 99265 136 1 136 1 136 o 278 100
2yl 1EYOA 99265 136 1 136 1 136 l‘fglE' 278 100
2eymA 1EYOA 99259 135 1 135 2 136 1‘135(])5' 276 100
JeyoA  1EYOA 99259 135 1 135 2 136 9'1885' 276 100
4.53E-
2eypA  IEYOA 99265 136 1 136 1 136 o 278 100
200dA  IEYOA  99.265 136 1 136 1 136 1A11§1E- 279 100
20cA  I1EYOA  99.259 135 1 135 2 136 LI3E-— 00 100

100




Query* Subject * % Alignment Query Query Subject Subject Bit %

1D 1D Identity Length start end start end E value score Coverage
2f0fA  IEYOA  99.265 136 ! 136 ! 136 11553;5 279 100
2f0¢A  IEYOA 99259 135 | 135 2 136 3 'fgf' 277 100
200hA  IEYOA 99259 135 1 135 2 136 1‘113(];:' 276 100
. 237E-
2f0iA  IEYOA  99.265 136 | 136 1 136 o 278 100
2f0A  1EYOA 99259 135 | 135 2 136 6'153? 277 100
dheaA  ILZIA  99.231 130 1 130 1 130 1%1615- 266 100
2hebA  ILZIA  99.231 130 1 130 1 130 1'%16E' 266 100
2hecA  ILZIA 99231 130 1 130 1 130 1'216E' 266 100
2hedA  ILZIA  99.231 130 1 130 1 130 1%1615- 266 100
dheeA  ILZIA  99.231 130 1 130 1 130 2'59?' 265 100
2hefA  ILZIA 99231 130 1 130 1 130 1'216E' 266 100
4.74E-
278A  2LZMA  98.148 162 1 162 1 162 oy 330 100
2snmA IEYOA  99.259 135 ! 135 2 136 3 13(}5 275 100
3aa2A  2RN2A  99.346 153 1 153 3 155 4'{‘125' 319 100
9.75E-
3aa3A  2RN2A 99355 155 1 155 1 155 5 324 100
3aadA  2RN2A  99.342 152 1 152 2 153 l'fff' 318 100
4.67E-
3aa5X  2RN2A  99.346 153 1 153 2 154 o 319 100
3cTwA  2LZMA 9939 164 1 164 1 164 1‘12265' 339 100
3¢7yA 2LZMA 9939 164 1 164 1 164 3 15284E 338 100
3c80A  2LZMA  99.383 162 1 162 1 162 11621;: 334 100
3.76E-
3c81A  2LZMA  99.39 164 1 164 1 164 o 338 100
3c83A  2LZMA  99.39 164 1 164 1 164 6'f§f' 337 100
3c8gA  2LZMA 9939 164 1 164 1 164 6'fzof' 337 100
9.77E-
38rA  2LZMA  99.39 164 1 164 1 164 o 337 100
38A  2LZMA  99.39 164 1 164 1 164 3'13274E' 338 100
3cdoA  2LZMA  99.383 162 1 162 1 162 115232]5 334 100
3cdgA  2LZMA 9939 164 1 164 1 164 3‘11295' 338 100
3cdrA  2LZMA 9939 164 | 164 1 164 1'19274E' 339 100
3cdtA  2LZMA  99.39 164 1 164 1 164 4‘11255' 338 100
4.74E-
3cdvA  2LZMA  99.39 164 1 164 1 164 oyl 338 100
2.92E-
3fSVA  2LZMA  99.39 164 1 164 1 164 oo 338 100
35A  2LZMA 9939 164 1 164 1 164 115223]5 337 100
3nwvA No significant hits
4d6bA  IHMSA 62791 129 4 132 2 130 6.16E- 43 97
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Query* Subject * % Alignment Query Query Subject Subject E value Bit %
1D 1D Identity Length start end start end score Coverage
SeaaA 1AMQA 99.747 396 1 396 1 396 0 820 100
5n4mA IHMSA 62791 129 4 132 2 130 LW s 97
SndpA IHMSA 63.566 129 4 132 2 130 41661E 176 97
6.04E-

Snd4qA IHMSA 62.791 129 4 132 2 130 61 176 97
S5010A No significant hits

6ew5A IHMSA 62.791 129 4 132 2 130 186%]5 174 97
8ptiA SPTIA 98.276 58 1 58 1 58 32%]5 117 100

*Query ID: PDB ID + Chain ID for proteins in the Ssym+ reverse dataset

*Subject ID: PDB ID + Chain ID for best hit in the S2298 dataset



