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This is a wwPDB EM Validation Summary Report for a publicly released PDB entry.
We welcome your comments at validation@mail. wwpdb.org

https:/ /www.wwpdb.org/validation/2017/EM ValidationReportHelp
with specific help available everywhere you see the (1) symbol.

The types of validation reports are described at
http://www.wwpdb.org/validation /2017 /FAQs#types.

A user guide is available at

The following versions of software and data (see references (1)) were used in the production of this report:

EMDB validation analysis : 0.0.1.dev43

Mogul : 1.8.4, CSD asb41be (2020)

MolProbity : 4.02b-467

buster-report : 1.1.7 (2018)
Percentile statistics :  20191225.v01 (using entries in the PDB archive December 25th 2019)
MapQ : 1.9.9
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.31.2


https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:
ELECTRON MICROSCOPY

The reported resolution of this entry is 7.50 A.

Percentile scores (ranging between 0-100) for global validation metrics of the entry are shown in
the following graphic. The table shows the number of entries on which the scores are based.

Metric Percentile Ranks Value

Clashscore - 5
Ramachandran outliers I | D 0.3%
Sidechain outliers I ] I 3%

Worse

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Better

Motric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 158937 4297
Ramachandran outliers 154571 4023
Sidechain outliers 154315 3826

The table below summarises the geometric issues observed across the polymeric chains and their fit
to the map. The red, orange, yellow and green segments of the bar indicate the fraction of residues
that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria respectively. A grey
segment represents the fraction of residues that are not modelled. The numeric value for each
fraction is indicated below the corresponding segment, with a dot representing fractions <=5%
The upper red bar (where present) indicates the fraction of residues that have poor fit to the EM
map (all-atom inclusion < 40%). The numeric value is given above the bar.

Mol | Chain | Length Quality of chain
1 A 3089 e So% 33% -
1 B 3089 = So% 33% T
1 C 3089 m— So% 3% e
1 D 3089 & 88% . o%
1 E 3089 —_— 55 —
1 F 3089 — 55% —
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2 Entry composition (i)

There are 2 unique types of molecules in this entry. The entry contains 126306 atoms, of which 0
are hydrogens and 0 are deuteriums.

In the tables below, the AltConf column contains the number of residues with at least one atom
in alternate conformation and the Trace column contains the number of residues modelled with at
most 2 atoms.

e Molecule 1 is a protein called FATTY ACID SYNTHASE.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 D 2822 21020 13294 3662 3998 66 0 0

Total C N S
1 2 2822 21020 13294 3662 3998 66 0 0

Total C N S
1 K 2822 21020 13294 3662 3998 66 0 0

Total C N S
1 A 2822 21020 13294 3662 3998 66 0 0

Total C N S
1 B 2822 21020 13294 3662 3998 66 0 0

Total C N O S
1 C 2822 21020 13294 3662 3998 66 0 0

o

o

o

o

There are 1086 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
D 929 UNK GLU conflict UNP AOR1HT7
D 930 UNK PRO conflict UNP AOR1HT7
D 931 UNK VAL conflict UNP AOR1HT7
D 932 UNK GLU conflict UNP AOR1HT7
D 933 UNK VAL conflict UNP AOR1H7
D 934 UNK LEU conflict UNP AOR1H7
D 935 UNK SER conflict UNP AOR1HT7
D 936 UNK ARG conflict UNP AOR1HT7
D 937 UNK ARG conflict UNP AOR1HT7
D 938 UNK GLN conflict UNP AOR1HT7
D 939 UNK ALA conflict UNP AOR1HT7
D 940 UNK ARG conflict UNP AOR1H7
D 941 UNK ARG conflict UNP AOR1H7
D 942 UNK ASP conflict UNP AOR1HT7
D 943 UNK ALA conflict UNP AOR1H7
D 944 UNK SER conflict UNP AOR1HT7
D 974 UNK THR conflict UNP AOR1H7
D 975 UNK GLU conflict UNP AOR1H7

Continued on next page...
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Chain | Residue | Modelled | Actual | Comment Reference
D 976 UNK TRP conflict UNP AOR1HT7
D 977 UNK GLN conflict UNP AOR1HT7
D 978 UNK VAL conflict UNP AOR1HT7
D 979 UNK ARG conflict UNP AOR1HT7
D 980 UNK GLU conflict UNP AOR1H7
D 981 UNK GLY conflict UNP AOR1H7
D 982 UNK SER conflict UNP AOR1H7
D 983 UNK ASP conflict UNP AOR1HT7
D 984 UNK ASN conflict UNP AOR1H7
D 985 UNK ARG conflict UNP AOR1HT7
D 986 UNK SER conflict UNP AOR1HT7
D 987 UNK ALA conflict UNP AOR1H7
D 988 UNK SER conflict UNP AOR1H7
D 989 UNK HIS conflict UNP AOR1H7
D 990 UNK PRO conflict UNP AOR1HT7
D 991 UNK SER conflict UNP AOR1HT7
D 992 UNK THR conflict UNP AOR1HT7
D 993 UNK GLY conflict UNP AOR1HT7
D 994 UNK ALA conflict UNP AOR1H7
D 995 UNK ARG conflict UNP AOR1H7
D 996 UNK LEU conflict UNP AOR1HT7
D 997 UNK GLU conflict UNP AOR1HT7
D 998 UNK VAL conflict UNP AOR1H7
D 999 UNK ALA conflict UNP AOR1H7
D 1000 UNK ASP conflict UNP AOR1H7
D 1001 UNK ASP conflict UNP AOR1H7
D 1002 UNK GLN conflict UNP AOR1HT7
D 1003 UNK HIS conflict UNP AOR1HT7
D 1004 UNK VAL conflict UNP AOR1HT7
D 1005 UNK VAL conflict UNP AOR1HT7
D 1006 UNK LEU conflict UNP AOR1HT7
D 1007 UNK SER conflict UNP AOR1HT7
D 1008 UNK VAL conflict UNP AOR1H7
D 1009 UNK PRO conflict UNP AOR1H7
D 1010 UNK LEU conflict UNP AOR1HT7
D 1011 UNK SER conflict UNP AOR1HT7
D 1012 UNK GLY conflict UNP AOR1HT7
D 1013 UNK THR conflict UNP AOR1HT7
D 1014 UNK TRP conflict UNP AOR1H7
D 1196 UNK GLY conflict UNP AOR1HT7
D 1197 UNK ARG conflict UNP AOR1H7
D 1198 UNK THR conflict UNP AOR1HT7

Continued on next page...
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Chain | Residue | Modelled | Actual | Comment Reference
D 1199 UNK GLY conflict UNP AOR1HT7
D 1200 UNK ALA conflict UNP AOR1HT7
D 1201 UNK ALA conflict UNP AOR1HT7
D 1202 UNK GLU conflict UNP AOR1HT7
D 1203 UNK LEU conflict UNP AOR1H7
D 1204 UNK THR conflict UNP AOR1H7
D 1205 UNK ASP conflict UNP AOR1H7
D 1206 UNK PRO conflict UNP AOR1HT7
D 1207 UNK VAL conflict UNP AOR1H7
D 1208 UNK ARG conflict UNP AOR1HT7
D 1209 UNK ALA conflict UNP AOR1HT7
D 1210 UNK GLY conflict UNP AOR1H7
D 1211 UNK GLY conflict UNP AOR1H7
D 1212 UNK ALA conflict UNP AOR1H7
D 1213 UNK ILE conflict UNP AOR1HT7
D 1214 UNK SER conflict UNP AOR1HT7
D 1215 UNK ASP conflict UNP AOR1HT7
D 1216 UNK ASN conflict UNP AOR1HT7
D 1217 UNK ALA conflict UNP AOR1H7
D 1218 UNK THR conflict UNP AOR1H7
D 1219 UNK ASP conflict UNP AOR1HT7
D 1220 UNK THR conflict UNP AOR1HT7
D 1221 UNK PRO conflict UNP AOR1H7
D 1222 UNK ARG conflict UNP AOR1H7
D 1223 UNK ARG conflict UNP AOR1H7
D 1224 UNK ARG conflict UNP AOR1H7
D 1225 UNK ARG conflict UNP AOR1H7
D 1226 UNK ARG conflict UNP AOR1HT7
D 1227 UNK ASP conflict UNP AOR1HT7
D 2076 UNK GLY conflict UNP AOR1HT7
D 2077 UNK ASP conflict UNP AOR1HT7
D 2078 UNK ILE conflict UNP AOR1HT7
D 2079 UNK ASP conflict UNP AOR1H7
D 2080 UNK ALA conflict UNP AOR1H7
D 2081 UNK GLN conflict UNP AOR1HT7
D 2082 UNK TRP conflict UNP AOR1HT7
D 2083 UNK GLU conflict UNP AOR1HT7
D 2084 UNK GLN conflict UNP AOR1HT7
D 2085 UNK LEU conflict UNP AOR1H7
D 2086 UNK SER conflict UNP AOR1HT7
D 2087 UNK GLN conflict UNP AOR1H7
D 2088 UNK ARG conflict UNP AOR1HT7

Continued on next page...
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Chain | Residue | Modelled | Actual | Comment Reference
D 2089 UNK PHE conflict UNP AOR1HT7
D 2090 UNK GLU conflict UNP AOR1HT7
D 2091 UNK GLY conflict UNP AOR1HT7
D 2092 UNK THR conflict UNP AOR1HT7
D 2093 UNK GLY conflict UNP AOR1H7
D 2094 UNK HIS conflict UNP AOR1H7
D 2095 UNK VAL conflict UNP AOR1H7
D 2096 UNK VAL conflict UNP AOR1HT7
D 2097 UNK ALA conflict UNP AOR1H7
D 2098 UNK THR conflict UNP AOR1HT7
D 2099 UNK GLN conflict UNP AOR1HT7
D 2100 UNK ALA conflict UNP AOR1H7
D 2101 UNK ASN conflict UNP AOR1HT7
D 2102 UNK TRP conflict UNP AOR1HT7
D 2103 UNK TRP conflict UNP AOR1HT7
D 2104 UNK GLN conflict UNP AOR1HT7
D 2105 UNK GLY conflict UNP AOR1HT7
D 2106 UNK LYS conflict UNP AOR1HT7
D 2107 UNK ALA conflict UNP AOR1H7
D 2108 UNK LEU conflict UNP AOR1H7
D 2109 UNK ALA conflict UNP AOR1HT7
D 2110 UNK ALA conflict UNP AOR1HT7
D 2111 UNK GLY conflict UNP AOR1H7
D 2112 UNK ARG conflict UNP AOR1H7
D 2113 UNK ASN conflict UNP AOR1H7
D 2114 UNK VAL conflict UNP AOR1HT7
D 2115 UNK HIS conflict UNP AOR1HT7
D 2116 UNK ALA conflict UNP AOR1HT7
D 2117 UNK SER conflict UNP AOR1HT7
D 2118 UNK LEU conflict UNP AOR1HT7
D 2119 UNK PHE conflict UNP AOR1HT7
D 2120 UNK GLY conflict UNP AOR1HT7
D 2121 UNK ARG conflict UNP AOR1H7
D 2122 UNK ILE conflict UNP AOR1HT7
D 2123 UNK ALA conflict UNP AOR1HT7
D 2124 UNK ALA conflict UNP AOR1HT7
D 2125 UNK GLY conflict UNP AOR1HT7
D 2126 UNK ALA conflict UNP AOR1HT7
D 2127 UNK GLU conflict UNP AOR1H7
D 2128 UNK ASN conflict UNP AOR1HT7
D 2129 UNK PRO conflict UNP AOR1H7
D 2130 UNK GLY conflict UNP AOR1HT7

Continued on next page...



Page 7

wwPDB EM Validation Summary Report

EMD-2238, 4V8L
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Chain | Residue | Modelled | Actual | Comment Reference
D 2131 UNK LYS conflict UNP AOR1HT7
D 2132 UNK GLY conflict UNP AOR1HT7
D 2133 UNK ARG conflict UNP AOR1HT7
D 2134 UNK TYR conflict UNP AOR1HT7
D 2135 UNK SER conflict UNP AOR1H7
D 2422 UNK GLU conflict UNP AOR1H7
D 2423 UNK SER conflict UNP AOR1H7
D 2424 UNK ASP conflict UNP AOR1HT7
D 2425 UNK ASP conflict UNP AOR1H7
D 2426 UNK GLU conflict UNP AOR1HT7
D 2427 UNK ALA conflict UNP AOR1HT7
D 2428 UNK PRO conflict UNP AOR1H7
D 2429 UNK ALA conflict UNP AOR1H7
D 2430 UNK GLY conflict UNP AOR1HT7
D 2431 UNK THR conflict UNP AOR1HT7
D 2432 UNK ILE conflict UNP AOR1HT7
D 2433 UNK ARG conflict UNP AOR1HT7
D 2434 UNK ALA conflict UNP AOR1HT7
D 2435 UNK LEU conflict UNP AOR1H7
D 2436 UNK PRO conflict UNP AOR1H7
D 2437 UNK SER conflict UNP AOR1HT7
D 2438 UNK PRO conflict UNP AOR1HT7
D 2439 UNK PRO conflict UNP AOR1H7
D 2440 UNK ARG conflict UNP AOR1H7
D 2441 UNK GLY conflict UNP AOR1H7
D 2442 UNK TYR conflict UNP AOR1HT7
D 2443 UNK ASN conflict UNP AOR1HT7
D 2444 UNK PRO conflict UNP AOR1HT7
D 2445 UNK ALA conflict UNP AOR1HT7
D 2446 UNK PRO conflict UNP AOR1HT7
D 2447 UNK ALA conflict UNP AOR1HT7
D 2448 UNK PRO conflict UNP AOR1HT7
D 2449 UNK GLU conflict UNP AOR1H7
D 2450 UNK TRP conflict UNP AOR1HT7
D 2451 UNK ASP conflict UNP AOR1HT7
D 2452 UNK ASP conflict UNP AOR1HT7
D 2453 UNK LEU conflict UNP AOR1HT7
E 929 UNK GLU conflict UNP AOR1HT7
E 930 UNK PRO conflict UNP AOR1H7
E 931 UNK VAL conflict UNP AOR1HT7
E 932 UNK GLU conflict UNP AOR1HT7
E 933 UNK VAL conflict UNP AOR1HT7

Continued on next page...
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Chain | Residue | Modelled | Actual | Comment Reference
E 934 UNK LEU conflict UNP AOR1HT7
E 935 UNK SER conflict UNP AOR1HT7
E 936 UNK ARG conflict UNP AOR1HT7
E 937 UNK ARG conflict UNP AOR1HT7
E 938 UNK GLN conflict UNP AOR1H7
E 939 UNK ALA conflict UNP AOR1H7
E 940 UNK ARG conflict UNP AOR1H7
E 941 UNK ARG conflict UNP AOR1HT7
E 942 UNK ASP conflict UNP AOR1H7
E 943 UNK ALA conflict UNP AOR1HT7
E 944 UNK SER conflict UNP AOR1HT7
E 974 UNK THR conflict UNP AOR1H7
E 975 UNK GLU conflict UNP AOR1H7
E 976 UNK TRP conflict UNP AOR1H7
E 977 UNK GLN conflict UNP AOR1HT7
E 978 UNK VAL conflict UNP AOR1HT7
E 979 UNK ARG conflict UNP AOR1HT7
E 980 UNK GLU conflict UNP AOR1HT7
E 981 UNK GLY conflict UNP AOR1H7
E 982 UNK SER conflict UNP AOR1H7
E 983 UNK ASP conflict UNP AOR1HT7
E 984 UNK ASN conflict UNP AOR1HT7
E 985 UNK ARG conflict UNP AOR1H7
E 986 UNK SER conflict UNP AOR1H7
E 987 UNK ALA conflict UNP AOR1H7
E 988 UNK SER conflict UNP AOR1H7
E 989 UNK HIS conflict UNP AOR1H7
E 990 UNK PRO conflict UNP AOR1HT7
E 991 UNK SER conflict UNP AOR1HT7
E 992 UNK THR conflict UNP AOR1HT7
E 993 UNK GLY conflict UNP AOR1HT7
E 994 UNK ALA conflict UNP AOR1HT7
E 995 UNK ARG conflict UNP AOR1H7
E 996 UNK LEU conflict UNP AOR1H7
E 997 UNK GLU conflict UNP AOR1HT7
E 998 UNK VAL conflict UNP AOR1HT7
E 999 UNK ALA conflict UNP AOR1HT7
E 1000 UNK ASP conflict UNP AOR1HT7
E 1001 UNK ASP conflict UNP AOR1H7
E 1002 UNK GLN conflict UNP AOR1HT7
E 1003 UNK HIS conflict UNP AOR1HT7
E 1004 UNK VAL conflict UNP AOR1HT7

Continued on next page...
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Chain | Residue | Modelled | Actual | Comment Reference
E 1005 UNK VAL conflict UNP AOR1HT7
E 1006 UNK LEU conflict UNP AOR1HT7
E 1007 UNK SER conflict UNP AOR1HT7
E 1008 UNK VAL conflict UNP AOR1HT7
E 1009 UNK PRO conflict UNP AOR1H7
E 1010 UNK LEU conflict UNP AOR1H7
E 1011 UNK SER conflict UNP AOR1H7
E 1012 UNK GLY conflict UNP AOR1HT7
E 1013 UNK THR conflict UNP AOR1H7
E 1014 UNK TRP conflict UNP AOR1HT7
E 1196 UNK GLY conflict UNP AOR1HT7
E 1197 UNK ARG conflict UNP AOR1H7
E 1198 UNK THR conflict UNP AOR1H7
E 1199 UNK GLY conflict UNP AOR1H7
E 1200 UNK ALA conflict UNP AOR1HT7
E 1201 UNK ALA conflict UNP AOR1HT7
E 1202 UNK GLU conflict UNP AOR1HT7
E 1203 UNK LEU conflict UNP AOR1HT7
E 1204 UNK THR conflict UNP AOR1HT7
E 1205 UNK ASP conflict UNP AOR1H7
E 1206 UNK PRO conflict UNP AOR1HT7
E 1207 UNK VAL conflict UNP AOR1HT7
E 1208 UNK ARG conflict UNP AOR1H7
E 1209 UNK ALA conflict UNP AOR1H7
E 1210 UNK GLY conflict UNP AOR1H7
E 1211 UNK GLY conflict UNP AOR1H7
E 1212 UNK ALA conflict UNP AOR1H7
E 1213 UNK ILE conflict UNP AOR1HT7
E 1214 UNK SER conflict UNP AOR1HT7
E 1215 UNK ASP conflict UNP AOR1HT7
E 1216 UNK ASN conflict UNP AOR1HT7
E 1217 UNK ALA conflict UNP AOR1HT7
E 1218 UNK THR conflict UNP AOR1H7
E 1219 UNK ASP conflict UNP AOR1HT7
E 1220 UNK THR conflict UNP AOR1HT7
E 1221 UNK PRO conflict UNP AOR1HT7
E 1222 UNK ARG conflict UNP AOR1HT7
E 1223 UNK ARG conflict UNP AOR1HT7
E 1224 UNK ARG conflict UNP AOR1H7
E 1225 UNK ARG conflict UNP AOR1H7
E 1226 UNK ARG conflict UNP AOR1H7
E 1227 UNK ASP conflict UNP AOR1HT7

Continued on next page...
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Chain | Residue | Modelled | Actual | Comment Reference
E 2076 UNK GLY conflict UNP AOR1HT7
E 2077 UNK ASP conflict UNP AOR1HT7
E 2078 UNK ILE conflict UNP AOR1HT7
E 2079 UNK ASP conflict UNP AOR1HT7
E 2080 UNK ALA conflict UNP AOR1H7
E 2081 UNK GLN conflict UNP AOR1H7
E 2082 UNK TRP conflict UNP AOR1H7
E 2083 UNK GLU conflict UNP AOR1HT7
E 2084 UNK GLN conflict UNP AOR1H7
E 2085 UNK LEU conflict UNP AOR1HT7
E 2086 UNK SER conflict UNP AOR1HT7
E 2087 UNK GLN conflict UNP AOR1H7
E 2088 UNK ARG conflict UNP AOR1H7
E 2089 UNK PHE conflict UNP AOR1H7
E 2090 UNK GLU conflict UNP AOR1HT7
E 2091 UNK GLY conflict UNP AOR1HT7
E 2092 UNK THR conflict UNP AOR1HT7
E 2093 UNK GLY conflict UNP AOR1HT7
E 2094 UNK HIS conflict UNP AOR1H7
E 2095 UNK VAL conflict UNP AOR1H7
E 2096 UNK VAL conflict UNP AOR1HT7
E 2097 UNK ALA conflict UNP AOR1HT7
E 2098 UNK THR conflict UNP AOR1H7
E 2099 UNK GLN conflict UNP AOR1H7
E 2100 UNK ALA conflict UNP AOR1H7
E 2101 UNK ASN conflict UNP AOR1H7
E 2102 UNK TRP conflict UNP AOR1H7
E 2103 UNK TRP conflict UNP AOR1HT7
E 2104 UNK GLN conflict UNP AOR1HT7
E 2105 UNK GLY conflict UNP AOR1HT7
E 2106 UNK LYS conflict UNP AOR1HT7
E 2107 UNK ALA conflict UNP AOR1HT7
E 2108 UNK LEU conflict UNP AOR1H7
E 2109 UNK ALA conflict UNP AOR1H7
E 2110 UNK ALA conflict UNP AOR1HT7
E 2111 UNK GLY conflict UNP AOR1HT7
E 2112 UNK ARG conflict UNP AOR1HT7
E 2113 UNK ASN conflict UNP AOR1HT7
E 2114 UNK VAL conflict UNP AOR1H7
E 2115 UNK HIS conflict UNP AOR1HT7
E 2116 UNK ALA conflict UNP AOR1H7
E 2117 UNK SER conflict UNP AOR1HT7

Continued on next page...
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Chain | Residue | Modelled | Actual | Comment Reference
E 2118 UNK LEU conflict UNP AOR1HT7
E 2119 UNK PHE conflict UNP AOR1HT7
E 2120 UNK GLY conflict UNP AOR1HT7
E 2121 UNK ARG conflict UNP AOR1HT7
E 2122 UNK ILE conflict UNP AOR1H7
E 2123 UNK ALA conflict UNP AOR1H7
E 2124 UNK ALA conflict UNP AOR1HT7
E 2125 UNK GLY conflict UNP AOR1HT7
E 2126 UNK ALA conflict UNP AOR1H7
E 2127 UNK GLU conflict UNP AOR1HT7
E 2128 UNK ASN conflict UNP AOR1HT7
E 2129 UNK PRO conflict UNP AOR1H7
E 2130 UNK GLY conflict UNP AOR1HT7
E 2131 UNK LYS conflict UNP AOR1HT7
E 2132 UNK GLY conflict UNP AOR1HT7
E 2133 UNK ARG conflict UNP AOR1HT7
E 2134 UNK TYR conflict UNP AOR1HT7
E 2135 UNK SER conflict UNP AOR1HT7
E 2422 UNK GLU conflict UNP AOR1H7
E 2423 UNK SER conflict UNP AOR1H7
E 2424 UNK ASP conflict UNP AOR1HT7
E 2425 UNK ASP conflict UNP AOR1HT7
E 2426 UNK GLU conflict UNP AOR1H7
E 2427 UNK ALA conflict UNP AOR1H7
E 2428 UNK PRO conflict UNP AOR1H7
E 2429 UNK ALA conflict UNP AOR1H7
E 2430 UNK GLY conflict UNP AOR1HT7
E 2431 UNK THR conflict UNP AOR1HT7
E 2432 UNK ILE conflict UNP AOR1HT7
E 2433 UNK ARG conflict UNP AOR1HT7
E 2434 UNK ALA conflict UNP AOR1HT7
E 2435 UNK LEU conflict UNP AOR1HT7
E 2436 UNK PRO conflict UNP AOR1H7
E 2437 UNK SER conflict UNP AOR1H7
E 2438 UNK PRO conflict UNP AOR1HT7
E 2439 UNK PRO conflict UNP AOR1HT7
E 2440 UNK ARG conflict UNP AOR1HT7
E 2441 UNK GLY conflict UNP AOR1HT7
E 2442 UNK TYR conflict UNP AOR1H7
E 2443 UNK ASN conflict UNP AOR1HT7
E 2444 UNK PRO conflict UNP AOR1H7
E 2445 UNK ALA conflict UNP AOR1HT7

Continued on next page...
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Chain | Residue | Modelled | Actual | Comment Reference
E 2446 UNK PRO conflict UNP AOR1HT7
E 2447 UNK ALA conflict UNP AOR1HT7
E 2448 UNK PRO conflict UNP AOR1HT7
E 2449 UNK GLU conflict UNP AOR1HT7
E 2450 UNK TRP conflict UNP AOR1H7
E 2451 UNK ASP conflict UNP AOR1HT7
E 2452 UNK ASP conflict UNP AOR1HT7
E 2453 UNK LEU conflict UNP AOR1HT7
F 929 UNK GLU conflict UNP AOR1H7
F 930 UNK PRO conflict UNP AOR1HT7
F 931 UNK VAL conflict UNP AOR1HT7
F 932 UNK GLU conflict UNP AOR1H7
F 933 UNK VAL conflict UNP AOR1H7
F 934 UNK LEU conflict UNP AOR1HT7
F 935 UNK SER conflict UNP AOR1HT7
F 936 UNK ARG conflict UNP AOR1HT7
F 937 UNK ARG conflict UNP AOR1HT7
F 938 UNK GLN conflict UNP AOR1HT7
F 939 UNK ALA conflict UNP AOR1H7
F 940 UNK ARG conflict UNP AOR1H7
F 941 UNK ARG conflict UNP AOR1HT7
F 942 UNK ASP conflict UNP AOR1HT7
F 943 UNK ALA conflict UNP AOR1H7
F 944 UNK SER conflict UNP AOR1H7
F 974 UNK THR conflict UNP AOR1H7
F 975 UNK GLU conflict UNP AOR1H7
F 976 UNK TRP conflict UNP AOR1H7
F 977 UNK GLN conflict UNP AOR1HT7
F 978 UNK VAL conflict UNP AOR1HT7
F 979 UNK ARG conflict UNP AOR1HT7
F 980 UNK GLU conflict UNP AOR1HT7
F 981 UNK GLY conflict UNP AOR1HT7
F 982 UNK SER conflict UNP AOR1H7
F 983 UNK ASP conflict UNP AOR1H7
F 984 UNK ASN conflict UNP AOR1HT7
F 985 UNK ARG conflict UNP AOR1HT7
F 986 UNK SER conflict UNP AOR1HT7
F 987 UNK ALA conflict UNP AOR1HT7
F 988 UNK SER conflict UNP AOR1H7
F 989 UNK HIS conflict UNP AOR1H7
F 990 UNK PRO conflict UNP AOR1H7
F 991 UNK SER conflict UNP AOR1HT7
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F 992 UNK THR conflict UNP AOR1HT7
F 993 UNK GLY conflict UNP AOR1HT7
F 994 UNK ALA conflict UNP AOR1HT7
F 995 UNK ARG conflict UNP AOR1HT7
F 996 UNK LEU conflict UNP AOR1H7
F 997 UNK GLU conflict UNP AOR1H7
F 998 UNK VAL conflict UNP AOR1H7
F 999 UNK ALA conflict UNP AOR1HT7
F 1000 UNK ASP conflict UNP AOR1H7
F 1001 UNK ASP conflict UNP AOR1HT7
F 1002 UNK GLN conflict UNP AOR1HT7
F 1003 UNK HIS conflict UNP AOR1H7
F 1004 UNK VAL conflict UNP AOR1H7
F 1005 UNK VAL conflict UNP AOR1H7
F 1006 UNK LEU conflict UNP AOR1HT7
F 1007 UNK SER conflict UNP AOR1HT7
F 1008 UNK VAL conflict UNP AOR1HT7
F 1009 UNK PRO conflict UNP AOR1HT7
F 1010 UNK LEU conflict UNP AOR1H7
F 1011 UNK SER conflict UNP AOR1H7
F 1012 UNK GLY conflict UNP AOR1HT7
F 1013 UNK THR conflict UNP AOR1HT7
F 1014 UNK TRP conflict UNP AOR1H7
F 1196 UNK GLY conflict UNP AOR1H7
F 1197 UNK ARG conflict UNP AOR1H7
F 1198 UNK THR conflict UNP AOR1H7
F 1199 UNK GLY conflict UNP AOR1H7
F 1200 UNK ALA conflict UNP AOR1HT7
F 1201 UNK ALA conflict UNP AOR1HT7
F 1202 UNK GLU conflict UNP AOR1HT7
F 1203 UNK LEU conflict UNP AOR1HT7
F 1204 UNK THR conflict UNP AOR1HT7
F 1205 UNK ASP conflict UNP AOR1H7
F 1206 UNK PRO conflict UNP AOR1H7
F 1207 UNK VAL conflict UNP AOR1HT7
F 1208 UNK ARG conflict UNP AOR1HT7
F 1209 UNK ALA conflict UNP AOR1HT7
F 1210 UNK GLY conflict UNP AOR1HT7
F 1211 UNK GLY conflict UNP AOR1H7
F 1212 UNK ALA conflict UNP AOR1HT7
F 1213 UNK ILE conflict UNP AOR1H7
F 1214 UNK SER conflict UNP AOR1HT7
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F 1215 UNK ASP conflict UNP AOR1HT7
F 1216 UNK ASN conflict UNP AOR1HT7
F 1217 UNK ALA conflict UNP AOR1HT7
F 1218 UNK THR conflict UNP AOR1HT7
F 1219 UNK ASP conflict UNP AOR1H7
F 1220 UNK THR conflict UNP AOR1H7
F 1221 UNK PRO conflict UNP AOR1H7
F 1222 UNK ARG conflict UNP AOR1HT7
F 1223 UNK ARG conflict UNP AOR1H7
F 1224 UNK ARG conflict UNP AOR1HT7
F 1225 UNK ARG conflict UNP AOR1HT7
F 1226 UNK ARG conflict UNP AOR1H7
F 1227 UNK ASP conflict UNP AOR1H7
F 2076 UNK GLY conflict UNP AOR1H7
F 2077 UNK ASP conflict UNP AOR1HT7
F 2078 UNK ILE conflict UNP AOR1HT7
F 2079 UNK ASP conflict UNP AOR1HT7
F 2080 UNK ALA conflict UNP AOR1HT7
F 2081 UNK GLN conflict UNP AOR1H7
F 2082 UNK TRP conflict UNP AOR1H7
F 2083 UNK GLU conflict UNP AOR1HT7
F 2084 UNK GLN conflict UNP AOR1HT7
F 2085 UNK LEU conflict UNP AOR1H7
F 2086 UNK SER conflict UNP AOR1H7
F 2087 UNK GLN conflict UNP AOR1H7
F 2088 UNK ARG conflict UNP AOR1H7
F 2089 UNK PHE conflict UNP AOR1HT7
F 2090 UNK GLU conflict UNP AOR1HT7
F 2091 UNK GLY conflict UNP AOR1HT7
F 2092 UNK THR conflict UNP AOR1HT7
F 2093 UNK GLY conflict UNP AOR1HT7
F 2094 UNK HIS conflict UNP AOR1HT7
F 2095 UNK VAL conflict UNP AOR1H7
F 2096 UNK VAL conflict UNP AOR1H7
F 2097 UNK ALA conflict UNP AOR1HT7
F 2098 UNK THR conflict UNP AOR1HT7
F 2099 UNK GLN conflict UNP AOR1HT7
F 2100 UNK ALA conflict UNP AOR1HT7
F 2101 UNK ASN conflict UNP AOR1H7
F 2102 UNK TRP conflict UNP AOR1HT7
F 2103 UNK TRP conflict UNP AOR1H7
F 2104 UNK GLN conflict UNP AOR1HT7
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F 2105 UNK GLY conflict UNP AOR1HT7
F 2106 UNK LYS conflict UNP AOR1HT7
F 2107 UNK ALA conflict UNP AOR1HT7
F 2108 UNK LEU conflict UNP AOR1HT7
F 2109 UNK ALA conflict UNP AOR1H7
F 2110 UNK ALA conflict UNP AOR1H7
F 2111 UNK GLY conflict UNP AOR1H7
F 2112 UNK ARG conflict UNP AOR1HT7
F 2113 UNK ASN conflict UNP AOR1H7
F 2114 UNK VAL conflict UNP AOR1HT7
F 2115 UNK HIS conflict UNP AOR1HT7
F 2116 UNK ALA conflict UNP AOR1H7
F 2117 UNK SER conflict UNP AOR1H7
F 2118 UNK LEU conflict UNP AOR1H7
F 2119 UNK PHE conflict UNP AOR1HT7
F 2120 UNK GLY conflict UNP AOR1HT7
F 2121 UNK ARG conflict UNP AOR1HT7
F 2122 UNK ILE conflict UNP AOR1HT7
F 2123 UNK ALA conflict UNP AOR1H7
F 2124 UNK ALA conflict UNP AOR1H7
F 2125 UNK GLY conflict UNP AOR1HT7
F 2126 UNK ALA conflict UNP AOR1HT7
F 2127 UNK GLU conflict UNP AOR1H7
F 2128 UNK ASN conflict UNP AOR1H7
F 2129 UNK PRO conflict UNP AOR1H7
F 2130 UNK GLY conflict UNP AOR1H7
F 2131 UNK LYS conflict UNP AOR1H7
F 2132 UNK GLY conflict UNP AOR1HT7
F 2133 UNK ARG conflict UNP AOR1HT7
F 2134 UNK TYR conflict UNP AOR1HT7
F 2135 UNK SER conflict UNP AOR1HT7
F 2422 UNK GLU conflict UNP AOR1HT7
F 2423 UNK SER conflict UNP AOR1H7
F 2424 UNK ASP conflict UNP AOR1H7
F 2425 UNK ASP conflict UNP AOR1HT7
F 2426 UNK GLU conflict UNP AOR1HT7
F 2427 UNK ALA conflict UNP AOR1HT7
F 2428 UNK PRO conflict UNP AOR1HT7
F 2429 UNK ALA conflict UNP AOR1H7
F 2430 UNK GLY conflict UNP AOR1H7
F 2431 UNK THR conflict UNP AOR1HT7
F 2432 UNK ILE conflict UNP AOR1HT7
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F 2433 UNK ARG conflict UNP AOR1HT7
F 2434 UNK ALA conflict UNP AOR1HT7
F 2435 UNK LEU conflict UNP AOR1HT7
F 2436 UNK PRO conflict UNP AOR1HT7
F 2437 UNK SER conflict UNP AOR1H7
F 2438 UNK PRO conflict UNP AOR1H7
F 2439 UNK PRO conflict UNP AOR1H7
F 2440 UNK ARG conflict UNP AOR1HT7
F 2441 UNK GLY conflict UNP AOR1H7
F 2442 UNK TYR conflict UNP AOR1HT7
F 2443 UNK ASN conflict UNP AOR1HT7
F 2444 UNK PRO conflict UNP AOR1HT7
F 2445 UNK ALA conflict UNP AOR1H7
F 2446 UNK PRO conflict UNP AOR1H7
F 2447 UNK ALA conflict UNP AOR1HT7
F 2448 UNK PRO conflict UNP AOR1HT7
F 2449 UNK GLU conflict UNP AOR1HT7
F 2450 UNK TRP conflict UNP AOR1HT7
F 2451 UNK ASP conflict UNP AOR1HT7
F 2452 UNK ASP conflict UNP AOR1HT7
F 2453 UNK LEU conflict UNP AOR1HT7
A 929 UNK GLU conflict UNP AOR1HT7
A 930 UNK PRO conflict UNP AOR1H7
A 931 UNK VAL conflict UNP AOR1H7
A 932 UNK GLU conflict UNP AOR1H7
A 933 UNK VAL conflict UNP AOR1H7
A 934 UNK LEU conflict UNP AOR1HT7
A 935 UNK SER conflict UNP AOR1HT7
A 936 UNK ARG conflict UNP AOR1HT7
A 937 UNK ARG conflict UNP AOR1HT7
A 938 UNK GLN conflict UNP AOR1HT7
A 939 UNK ALA conflict UNP AOR1HT7
A 940 UNK ARG conflict UNP AOR1H7
A 941 UNK ARG conflict UNP AOR1H7
A 942 UNK ASP conflict UNP AOR1HT7
A 943 UNK ALA conflict UNP AOR1HT7
A 944 UNK SER conflict UNP AOR1HT7
A 974 UNK THR conflict UNP AOR1HT7
A 975 UNK GLU conflict UNP AOR1H7
A 976 UNK TRP conflict UNP AOR1H7
A 977 UNK GLN conflict UNP AOR1H7
A 978 UNK VAL conflict UNP AOR1HT7
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A 979 UNK ARG conflict UNP AOR1HT7
A 980 UNK GLU conflict UNP AOR1HT7
A 981 UNK GLY conflict UNP AOR1HT7
A 982 UNK SER conflict UNP AOR1HT7
A 983 UNK ASP conflict UNP AOR1H7
A 984 UNK ASN conflict UNP AOR1H7
A 985 UNK ARG conflict UNP AOR1H7
A 986 UNK SER conflict UNP AOR1HT7
A 987 UNK ALA conflict UNP AOR1H7
A 988 UNK SER conflict UNP AOR1HT7
A 989 UNK HIS conflict UNP AOR1HT7
A 990 UNK PRO conflict UNP AOR1H7
A 991 UNK SER conflict UNP AOR1H7
A 992 UNK THR conflict UNP AOR1HT7
A 993 UNK GLY conflict UNP AOR1HT7
A 994 UNK ALA conflict UNP AOR1HT7
A 995 UNK ARG conflict UNP AOR1HT7
A 996 UNK LEU conflict UNP AOR1HT7
A 997 UNK GLU conflict UNP AOR1H7
A 998 UNK VAL conflict UNP AOR1H7
A 999 UNK ALA conflict UNP AOR1HT7
A 1000 UNK ASP conflict UNP AOR1HT7
A 1001 UNK ASP conflict UNP AOR1H7
A 1002 UNK GLN conflict UNP AOR1H7
A 1003 UNK HIS conflict UNP AOR1H7
A 1004 UNK VAL conflict UNP AOR1H7
A 1005 UNK VAL conflict UNP AOR1H7
A 1006 UNK LEU conflict UNP AOR1HT7
A 1007 UNK SER conflict UNP AOR1HT7
A 1008 UNK VAL conflict UNP AOR1HT7
A 1009 UNK PRO conflict UNP AOR1HT7
A 1010 UNK LEU conflict UNP AOR1HT7
A 1011 UNK SER conflict UNP AOR1H7
A 1012 UNK GLY conflict UNP AOR1HT7
A 1013 UNK THR conflict UNP AOR1HT7
A 1014 UNK TRP conflict UNP AOR1HT7
A 1196 UNK GLY conflict UNP AOR1HT7
A 1197 UNK ARG conflict UNP AOR1HT7
A 1198 UNK THR conflict UNP AOR1H7
A 1199 UNK GLY conflict UNP AOR1HT7
A 1200 UNK ALA conflict UNP AOR1H7
A 1201 UNK ALA conflict UNP AOR1HT7
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A 1202 UNK GLU conflict UNP AOR1HT7
A 1203 UNK LEU conflict UNP AOR1HT7
A 1204 UNK THR conflict UNP AOR1HT7
A 1205 UNK ASP conflict UNP AOR1HT7
A 1206 UNK PRO conflict UNP AOR1H7
A 1207 UNK VAL conflict UNP AOR1H7
A 1208 UNK ARG conflict UNP AOR1H7
A 1209 UNK ALA conflict UNP AOR1HT7
A 1210 UNK GLY conflict UNP AOR1H7
A 1211 UNK GLY conflict UNP AOR1HT7
A 1212 UNK ALA conflict UNP AOR1HT7
A 1213 UNK ILE conflict UNP AOR1HT7
A 1214 UNK SER conflict UNP AOR1H7
A 1215 UNK ASP conflict UNP AOR1H7
A 1216 UNK ASN conflict UNP AOR1HT7
A 1217 UNK ALA conflict UNP AOR1HT7
A 1218 UNK THR conflict UNP AOR1HT7
A 1219 UNK ASP conflict UNP AOR1HT7
A 1220 UNK THR conflict UNP AOR1H7
A 1221 UNK PRO conflict UNP AOR1H7
A 1222 UNK ARG conflict UNP AOR1HT7
A 1223 UNK ARG conflict UNP AOR1HT7
A 1224 UNK ARG conflict UNP AOR1H7
A 1225 UNK ARG conflict UNP AOR1H7
A 1226 UNK ARG conflict UNP AOR1H7
A 1227 UNK ASP conflict UNP AOR1H7
A 2076 UNK GLY conflict UNP AOR1H7
A 2077 UNK ASP conflict UNP AOR1HT7
A 2078 UNK ILE conflict UNP AOR1HT7
A 2079 UNK ASP conflict UNP AOR1HT7
A 2080 UNK ALA conflict UNP AOR1HT7
A 2081 UNK GLN conflict UNP AOR1HT7
A 2082 UNK TRP conflict UNP AOR1H7
A 2083 UNK GLU conflict UNP AOR1HT7
A 2084 UNK GLN conflict UNP AOR1HT7
A 2085 UNK LEU conflict UNP AOR1HT7
A 2086 UNK SER conflict UNP AOR1HT7
A 2087 UNK GLN conflict UNP AOR1HT7
A 2088 UNK ARG conflict UNP AOR1HT7
A 2089 UNK PHE conflict UNP AOR1HT7
A 2090 UNK GLU conflict UNP AOR1HT7
A 2091 UNK GLY conflict UNP AOR1HT7
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A 2092 UNK THR conflict UNP AOR1HT7
A 2093 UNK GLY conflict UNP AOR1HT7
A 2094 UNK HIS conflict UNP AOR1HT7
A 2095 UNK VAL conflict UNP AOR1HT7
A 2096 UNK VAL conflict UNP AOR1H7
A 2097 UNK ALA conflict UNP AOR1H7
A 2098 UNK THR conflict UNP AOR1HT7
A 2099 UNK GLN conflict UNP AOR1HT7
A 2100 UNK ALA conflict UNP AOR1H7
A 2101 UNK ASN conflict UNP AOR1HT7
A 2102 UNK TRP conflict UNP AOR1HT7
A 2103 UNK TRP conflict UNP AOR1H7
A 2104 UNK GLN conflict UNP AOR1HT7
A 2105 UNK GLY conflict UNP AOR1HT7
A 2106 UNK LYS conflict UNP AOR1HT7
A 2107 UNK ALA conflict UNP AOR1HT7
A 2108 UNK LEU conflict UNP AOR1HT7
A 2109 UNK ALA conflict UNP AOR1HT7
A 2110 UNK ALA conflict UNP AOR1H7
A 2111 UNK GLY conflict UNP AOR1H7
A 2112 UNK ARG conflict UNP AOR1HT7
A 2113 UNK ASN conflict UNP AOR1HT7
A 2114 UNK VAL conflict UNP AOR1H7
A 2115 UNK HIS conflict UNP AOR1H7
A 2116 UNK ALA conflict UNP AOR1H7
A 2117 UNK SER conflict UNP AOR1H7
A 2118 UNK LEU conflict UNP AOR1HT7
A 2119 UNK PHE conflict UNP AOR1HT7
A 2120 UNK GLY conflict UNP AOR1HT7
A 2121 UNK ARG conflict UNP AOR1HT7
A 2122 UNK ILE conflict UNP AOR1HT7
A 2123 UNK ALA conflict UNP AOR1HT7
A 2124 UNK ALA conflict UNP AOR1H7
A 2125 UNK GLY conflict UNP AOR1HT7
A 2126 UNK ALA conflict UNP AOR1HT7
A 2127 UNK GLU conflict UNP AOR1HT7
A 2128 UNK ASN conflict UNP AOR1HT7
A 2129 UNK PRO conflict UNP AOR1HT7
A 2130 UNK GLY conflict UNP AOR1H7
A 2131 UNK LYS conflict UNP AOR1HT7
A 2132 UNK GLY conflict UNP AOR1HT7
A 2133 UNK ARG conflict UNP AOR1HT7
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A 2134 UNK TYR conflict UNP AOR1HT7
A 2135 UNK SER conflict UNP AOR1HT7
A 2422 UNK GLU conflict UNP AOR1HT7
A 2423 UNK SER conflict UNP AOR1HT7
A 2424 UNK ASP conflict UNP AOR1H7
A 2425 UNK ASP conflict UNP AOR1H7
A 2426 UNK GLU conflict UNP AOR1H7
A 2427 UNK ALA conflict UNP AOR1HT7
A 2428 UNK PRO conflict UNP AOR1H7
A 2429 UNK ALA conflict UNP AOR1HT7
A 2430 UNK GLY conflict UNP AOR1HT7
A 2431 UNK THR conflict UNP AOR1HT7
A 2432 UNK ILE conflict UNP AOR1HT7
A 2433 UNK ARG conflict UNP AOR1H7
A 2434 UNK ALA conflict UNP AOR1HT7
A 2435 UNK LEU conflict UNP AOR1HT7
A 2436 UNK PRO conflict UNP AOR1HT7
A 2437 UNK SER conflict UNP AOR1HT7
A 2438 UNK PRO conflict UNP AOR1H7
A 2439 UNK PRO conflict UNP AOR1H7
A 2440 UNK ARG conflict UNP AOR1HT7
A 2441 UNK GLY conflict UNP AOR1HT7
A 2442 UNK TYR conflict UNP AOR1H7
A 2443 UNK ASN conflict UNP AOR1H7
A 2444 UNK PRO conflict UNP AOR1H7
A 2445 UNK ALA conflict UNP AOR1H7
A 2446 UNK PRO conflict UNP AOR1H7
A 2447 UNK ALA conflict UNP AOR1HT7
A 2448 UNK PRO conflict UNP AOR1HT7
A 2449 UNK GLU conflict UNP AOR1HT7
A 2450 UNK TRP conflict UNP AOR1HT7
A 2451 UNK ASP conflict UNP AOR1HT7
A 2452 UNK ASP conflict UNP AOR1H7
A 2453 UNK LEU conflict UNP AOR1HT7
B 929 UNK GLU conflict UNP AOR1HT7
B 930 UNK PRO conflict UNP AOR1HT7
B 931 UNK VAL conflict UNP AOR1HT7
B 932 UNK GLU conflict UNP AOR1HT7
B 933 UNK VAL conflict UNP AOR1H7
B 934 UNK LEU conflict UNP AOR1HT7
B 935 UNK SER conflict UNP AOR1H7
B 936 UNK ARG conflict UNP AOR1HT7
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B 937 UNK ARG conflict UNP AOR1HT7
B 938 UNK GLN conflict UNP AOR1HT7
B 939 UNK ALA conflict UNP AOR1HT7
B 940 UNK ARG conflict UNP AOR1HT7
B 941 UNK ARG conflict UNP AOR1H7
B 942 UNK ASP conflict UNP AOR1HT7
B 943 UNK ALA conflict UNP AOR1H7
B 944 UNK SER conflict UNP AOR1HT7
B 974 UNK THR conflict UNP AOR1H7
B 975 UNK GLU conflict UNP AOR1HT7
B 976 UNK TRP conflict UNP AOR1HT7
B 977 UNK GLN conflict UNP AOR1H7
B 978 UNK VAL conflict UNP AOR1H7
B 979 UNK ARG conflict UNP AOR1H7
B 980 UNK GLU conflict UNP AOR1HT7
B 981 UNK GLY conflict UNP AOR1HT7
B 982 UNK SER conflict UNP AOR1HT7
B 983 UNK ASP conflict UNP AOR1HT7
B 984 UNK ASN conflict UNP AOR1H7
B 985 UNK ARG conflict UNP AOR1H7
B 986 UNK SER conflict UNP AOR1HT7
B 987 UNK ALA conflict UNP AOR1HT7
B 988 UNK SER conflict UNP AOR1H7
B 989 UNK HIS conflict UNP AOR1H7
B 990 UNK PRO conflict UNP AOR1H7
B 991 UNK SER conflict UNP AOR1H7
B 992 UNK THR conflict UNP AOR1HT7
B 993 UNK GLY conflict UNP AOR1HT7
B 994 UNK ALA conflict UNP AOR1HT7
B 995 UNK ARG conflict UNP AOR1HT7
B 996 UNK LEU conflict UNP AOR1HT7
B 997 UNK GLU conflict UNP AOR1HT7
B 998 UNK VAL conflict UNP AOR1H7
B 999 UNK ALA conflict UNP AOR1HT7
B 1000 UNK ASP conflict UNP AOR1HT7
B 1001 UNK ASP conflict UNP AOR1HT7
B 1002 UNK GLN conflict UNP AOR1HT7
B 1003 UNK HIS conflict UNP AOR1HT7
B 1004 UNK VAL conflict UNP AOR1H7
B 1005 UNK VAL conflict UNP AOR1H7
B 1006 UNK LEU conflict UNP AOR1HT7
B 1007 UNK SER conflict UNP AOR1HT7
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B 1008 UNK VAL conflict UNP AOR1HT7
B 1009 UNK PRO conflict UNP AOR1HT7
B 1010 UNK LEU conflict UNP AOR1HT7
B 1011 UNK SER conflict UNP AOR1HT7
B 1012 UNK GLY conflict UNP AOR1H7
B 1013 UNK THR conflict UNP AOR1H7
B 1014 UNK TRP conflict UNP AOR1HT7
B 1196 UNK GLY conflict UNP AOR1HT7
B 1197 UNK ARG conflict UNP AOR1H7
B 1198 UNK THR conflict UNP AOR1HT7
B 1199 UNK GLY conflict UNP AOR1HT7
B 1200 UNK ALA conflict UNP AOR1H7
B 1201 UNK ALA conflict UNP AOR1H7
B 1202 UNK GLU conflict UNP AOR1H7
B 1203 UNK LEU conflict UNP AOR1HT7
B 1204 UNK THR conflict UNP AOR1HT7
B 1205 UNK ASP conflict UNP AOR1HT7
B 1206 UNK PRO conflict UNP AOR1HT7
B 1207 UNK VAL conflict UNP AOR1H7
B 1208 UNK ARG conflict UNP AOR1H7
B 1209 UNK ALA conflict UNP AOR1HT7
B 1210 UNK GLY conflict UNP AOR1HT7
B 1211 UNK GLY conflict UNP AOR1H7
B 1212 UNK ALA conflict UNP AOR1H7
B 1213 UNK ILE conflict UNP AOR1H7
B 1214 UNK SER conflict UNP AOR1H7
B 1215 UNK ASP conflict UNP AOR1HT7
B 1216 UNK ASN conflict UNP AOR1HT7
B 1217 UNK ALA conflict UNP AOR1HT7
B 1218 UNK THR conflict UNP AOR1HT7
B 1219 UNK ASP conflict UNP AOR1HT7
B 1220 UNK THR conflict UNP AOR1HT7
B 1221 UNK PRO conflict UNP AOR1H7
B 1222 UNK ARG conflict UNP AOR1H7
B 1223 UNK ARG conflict UNP AOR1HT7
B 1224 UNK ARG conflict UNP AOR1HT7
B 1225 UNK ARG conflict UNP AOR1HT7
B 1226 UNK ARG conflict UNP AOR1HT7
B 1227 UNK ASP conflict UNP AOR1H7
B 2076 UNK GLY conflict UNP AOR1H7
B 2077 UNK ASP conflict UNP AOR1HT7
B 2078 UNK ILE conflict UNP AOR1HT7
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B 2079 UNK ASP conflict UNP AOR1HT7
B 2080 UNK ALA conflict UNP AOR1HT7
B 2081 UNK GLN conflict UNP AOR1HT7
B 2082 UNK TRP conflict UNP AOR1HT7
B 2083 UNK GLU conflict UNP AOR1H7
B 2084 UNK GLN conflict UNP AOR1H7
B 2085 UNK LEU conflict UNP AOR1H7
B 2086 UNK SER conflict UNP AOR1HT7
B 2087 UNK GLN conflict UNP AOR1H7
B 2088 UNK ARG conflict UNP AOR1HT7
B 2089 UNK PHE conflict UNP AOR1HT7
B 2090 UNK GLU conflict UNP AOR1H7
B 2091 UNK GLY conflict UNP AOR1H7
B 2092 UNK THR conflict UNP AOR1H7
B 2093 UNK GLY conflict UNP AOR1HT7
B 2094 UNK HIS conflict UNP AOR1HT7
B 2095 UNK VAL conflict UNP AOR1HT7
B 2096 UNK VAL conflict UNP AOR1HT7
B 2097 UNK ALA conflict UNP AOR1H7
B 2098 UNK THR conflict UNP AOR1H7
B 2099 UNK GLN conflict UNP AOR1HT7
B 2100 UNK ALA conflict UNP AOR1HT7
B 2101 UNK ASN conflict UNP AOR1H7
B 2102 UNK TRP conflict UNP AOR1H7
B 2103 UNK TRP conflict UNP AOR1H7
B 2104 UNK GLN conflict UNP AOR1H7
B 2105 UNK GLY conflict UNP AOR1H7
B 2106 UNK LYS conflict UNP AOR1HT7
B 2107 UNK ALA conflict UNP AOR1HT7
B 2108 UNK LEU conflict UNP AOR1HT7
B 2109 UNK ALA conflict UNP AOR1HT7
B 2110 UNK ALA conflict UNP AOR1HT7
B 2111 UNK GLY conflict UNP AOR1H7
B 2112 UNK ARG conflict UNP AOR1H7
B 2113 UNK ASN conflict UNP AOR1HT7
B 2114 UNK VAL conflict UNP AOR1HT7
B 2115 UNK HIS conflict UNP AOR1HT7
B 2116 UNK ALA conflict UNP AOR1HT7
B 2117 UNK SER conflict UNP AOR1H7
B 2118 UNK LEU conflict UNP AOR1HT7
B 2119 UNK PHE conflict UNP AOR1H7
B 2120 UNK GLY conflict UNP AOR1HT7
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Chain | Residue | Modelled | Actual | Comment Reference
B 2121 UNK ARG conflict UNP AOR1HT7
B 2122 UNK ILE conflict UNP AOR1HT7
B 2123 UNK ALA conflict UNP AOR1HT7
B 2124 UNK ALA conflict UNP AOR1HT7
B 2125 UNK GLY conflict UNP AOR1H7
B 2126 UNK ALA conflict UNP AOR1H7
B 2127 UNK GLU conflict UNP AOR1H7
B 2128 UNK ASN conflict UNP AOR1HT7
B 2129 UNK PRO conflict UNP AOR1H7
B 2130 UNK GLY conflict UNP AOR1HT7
B 2131 UNK LYS conflict UNP AOR1HT7
B 2132 UNK GLY conflict UNP AOR1H7
B 2133 UNK ARG conflict UNP AOR1H7
B 2134 UNK TYR conflict UNP AOR1HT7
B 2135 UNK SER conflict UNP AOR1HT7
B 2422 UNK GLU conflict UNP AOR1HT7
B 2423 UNK SER conflict UNP AOR1HT7
B 2424 UNK ASP conflict UNP AOR1HT7
B 2425 UNK ASP conflict UNP AOR1HT7
B 2426 UNK GLU conflict UNP AOR1H7
B 2427 UNK ALA conflict UNP AOR1HT7
B 2428 UNK PRO conflict UNP AOR1HT7
B 2429 UNK ALA conflict UNP AOR1H7
B 2430 UNK GLY conflict UNP AOR1H7
B 2431 UNK THR conflict UNP AOR1H7
B 2432 UNK ILE conflict UNP AOR1H7
B 2433 UNK ARG conflict UNP AOR1H7
B 2434 UNK ALA conflict UNP AOR1HT7
B 2435 UNK LEU conflict UNP AOR1HT7
B 2436 UNK PRO conflict UNP AOR1HT7
B 2437 UNK SER conflict UNP AOR1HT7
B 2438 UNK PRO conflict UNP AOR1HT7
B 2439 UNK PRO conflict UNP AOR1H7
B 2440 UNK ARG conflict UNP AOR1H7
B 2441 UNK GLY conflict UNP AOR1HT7
B 2442 UNK TYR conflict UNP AOR1HT7
B 2443 UNK ASN conflict UNP AOR1HT7
B 2444 UNK PRO conflict UNP AOR1HT7
B 2445 UNK ALA conflict UNP AOR1H7
B 2446 UNK PRO conflict UNP AOR1H7
B 2447 UNK ALA conflict UNP AOR1HT7
B 2448 UNK PRO conflict UNP AOR1HT7

Continued on next page...
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Continued from previous page...

Chain | Residue | Modelled | Actual | Comment Reference
B 2449 UNK GLU conflict UNP AOR1HT7
B 2450 UNK TRP conflict UNP AOR1HT7
B 2451 UNK ASP conflict UNP AOR1HT7
B 2452 UNK ASP conflict UNP AOR1HT7
B 2453 UNK LEU conflict UNP AOR1H7
C 929 UNK GLU conflict UNP AOR1H7
C 930 UNK PRO conflict UNP AOR1H7
C 931 UNK VAL conflict UNP AOR1HT7
C 932 UNK GLU conflict UNP AOR1H7
C 933 UNK VAL conflict UNP AOR1HT7
C 934 UNK LEU conflict UNP AOR1HT7
C 935 UNK SER conflict UNP AOR1H7
C 936 UNK ARG conflict UNP AOR1H7
C 937 UNK ARG conflict UNP AOR1H7
C 938 UNK GLN conflict UNP AOR1HT7
C 939 UNK ALA conflict UNP AOR1HT7
C 940 UNK ARG conflict UNP AOR1HT7
C 941 UNK ARG conflict UNP AOR1HT7
C 942 UNK ASP conflict UNP AOR1H7
C 943 UNK ALA conflict UNP AOR1H7
C 944 UNK SER conflict UNP AOR1HT7
C 974 UNK THR conflict UNP AOR1HT7
C 975 UNK GLU conflict UNP AOR1H7
C 976 UNK TRP conflict UNP AOR1H7
C 977 UNK GLN conflict UNP AOR1H7
C 978 UNK VAL conflict UNP AOR1H7
C 979 UNK ARG conflict UNP AOR1H7
C 980 UNK GLU conflict UNP AOR1HT7
C 981 UNK GLY conflict UNP AOR1HT7
C 982 UNK SER conflict UNP AOR1HT7
C 983 UNK ASP conflict UNP AOR1HT7
C 984 UNK ASN conflict UNP AOR1HT7
C 985 UNK ARG conflict UNP AOR1H7
C 986 UNK SER conflict UNP AOR1H7
C 987 UNK ALA conflict UNP AOR1HT7
C 988 UNK SER conflict UNP AOR1HT7
C 989 UNK HIS conflict UNP AOR1HT7
C 990 UNK PRO conflict UNP AOR1HT7
C 991 UNK SER conflict UNP AOR1H7
C 992 UNK THR conflict UNP AOR1H7
C 993 UNK GLY conflict UNP AOR1HT7
C 994 UNK ALA conflict UNP AOR1HT7

Continued on next page...
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Chain | Residue | Modelled | Actual | Comment Reference
C 995 UNK ARG conflict UNP AOR1HT7
C 996 UNK LEU conflict UNP AOR1HT7
C 997 UNK GLU conflict UNP AOR1HT7
C 998 UNK VAL conflict UNP AOR1HT7
C 999 UNK ALA conflict UNP AOR1H7
C 1000 UNK ASP conflict UNP AOR1H7
C 1001 UNK ASP conflict UNP AOR1H7
C 1002 UNK GLN conflict UNP AOR1HT7
C 1003 UNK HIS conflict UNP AOR1H7
C 1004 UNK VAL conflict UNP AOR1HT7
C 1005 UNK VAL conflict UNP AOR1HT7
C 1006 UNK LEU conflict UNP AOR1H7
C 1007 UNK SER conflict UNP AOR1H7
C 1008 UNK VAL conflict UNP AOR1H7
C 1009 UNK PRO conflict UNP AOR1HT7
C 1010 UNK LEU conflict UNP AOR1HT7
C 1011 UNK SER conflict UNP AOR1HT7
C 1012 UNK GLY conflict UNP AOR1HT7
C 1013 UNK THR conflict UNP AOR1H7
C 1014 UNK TRP conflict UNP AOR1H7
C 1196 UNK GLY conflict UNP AOR1HT7
C 1197 UNK ARG conflict UNP AOR1HT7
C 1198 UNK THR conflict UNP AOR1H7
C 1199 UNK GLY conflict UNP AOR1H7
C 1200 UNK ALA conflict UNP AOR1H7
C 1201 UNK ALA conflict UNP AOR1H7
C 1202 UNK GLU conflict UNP AOR1H7
C 1203 UNK LEU conflict UNP AOR1HT7
C 1204 UNK THR conflict UNP AOR1HT7
C 1205 UNK ASP conflict UNP AOR1HT7
C 1206 UNK PRO conflict UNP AOR1HT7
C 1207 UNK VAL conflict UNP AOR1HT7
C 1208 UNK ARG conflict UNP AOR1H7
C 1209 UNK ALA conflict UNP AOR1H7
C 1210 UNK GLY conflict UNP AOR1HT7
C 1211 UNK GLY conflict UNP AOR1HT7
C 1212 UNK ALA conflict UNP AOR1HT7
C 1213 UNK ILE conflict UNP AOR1HT7
C 1214 UNK SER conflict UNP AOR1H7
C 1215 UNK ASP conflict UNP AOR1H7
C 1216 UNK ASN conflict UNP AOR1H7
C 1217 UNK ALA conflict UNP AOR1HT7

Continued on next page...
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Chain | Residue | Modelled | Actual | Comment Reference
C 1218 UNK THR conflict UNP AOR1HT7
C 1219 UNK ASP conflict UNP AOR1HT7
C 1220 UNK THR conflict UNP AOR1HT7
C 1221 UNK PRO conflict UNP AOR1HT7
C 1222 UNK ARG conflict UNP AOR1H7
C 1223 UNK ARG conflict UNP AOR1H7
C 1224 UNK ARG conflict UNP AOR1H7
C 1225 UNK ARG conflict UNP AOR1HT7
C 1226 UNK ARG conflict UNP AOR1H7
C 1227 UNK ASP conflict UNP AOR1HT7
C 2076 UNK GLY conflict UNP AOR1HT7
C 2077 UNK ASP conflict UNP AOR1HT7
C 2078 UNK ILE conflict UNP AOR1H7
C 2079 UNK ASP conflict UNP AOR1HT7
C 2080 UNK ALA conflict UNP AOR1HT7
C 2081 UNK GLN conflict UNP AOR1HT7
C 2082 UNK TRP conflict UNP AOR1HT7
C 2083 UNK GLU conflict UNP AOR1HT7
C 2084 UNK GLN conflict UNP AOR1H7
C 2085 UNK LEU conflict UNP AOR1H7
C 2086 UNK SER conflict UNP AOR1HT7
C 2087 UNK GLN conflict UNP AOR1HT7
C 2088 UNK ARG conflict UNP AOR1H7
C 2089 UNK PHE conflict UNP AOR1H7
C 2090 UNK GLU conflict UNP AOR1H7
C 2091 UNK GLY conflict UNP AOR1H7
C 2092 UNK THR conflict UNP AOR1HT7
C 2093 UNK GLY conflict UNP AOR1HT7
C 2094 UNK HIS conflict UNP AOR1HT7
C 2095 UNK VAL conflict UNP AOR1HT7
C 2096 UNK VAL conflict UNP AOR1HT7
C 2097 UNK ALA conflict UNP AOR1HT7
C 2098 UNK THR conflict UNP AOR1H7
C 2099 UNK GLN conflict UNP AOR1HT7
C 2100 UNK ALA conflict UNP AOR1HT7
C 2101 UNK ASN conflict UNP AOR1HT7
C 2102 UNK TRP conflict UNP AOR1HT7
C 2103 UNK TRP conflict UNP AOR1HT7
C 2104 UNK GLN conflict UNP AOR1HT7
C 2105 UNK GLY conflict UNP AOR1HT7
C 2106 UNK LYS conflict UNP AOR1HT7
C 2107 UNK ALA conflict UNP AOR1HT7

Continued on next page...
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Chain | Residue | Modelled | Actual | Comment Reference
C 2108 UNK LEU conflict UNP AOR1HT7
C 2109 UNK ALA conflict UNP AOR1HT7
C 2110 UNK ALA conflict UNP AOR1HT7
C 2111 UNK GLY conflict UNP AOR1HT7
C 2112 UNK ARG conflict UNP AOR1H7
C 2113 UNK ASN conflict UNP AOR1H7
C 2114 UNK VAL conflict UNP AOR1H7
C 2115 UNK HIS conflict UNP AOR1HT7
C 2116 UNK ALA conflict UNP AOR1H7
C 2117 UNK SER conflict UNP AOR1HT7
C 2118 UNK LEU conflict UNP AOR1HT7
C 2119 UNK PHE conflict UNP AOR1H7
C 2120 UNK GLY conflict UNP AOR1H7
C 2121 UNK ARG conflict UNP AOR1H7
C 2122 UNK ILE conflict UNP AOR1HT7
C 2123 UNK ALA conflict UNP AOR1HT7
C 2124 UNK ALA conflict UNP AOR1HT7
C 2125 UNK GLY conflict UNP AOR1HT7
C 2126 UNK ALA conflict UNP AOR1H7
C 2127 UNK GLU conflict UNP AOR1H7
C 2128 UNK ASN conflict UNP AOR1HT7
C 2129 UNK PRO conflict UNP AOR1HT7
C 2130 UNK GLY conflict UNP AOR1H7
C 2131 UNK LYS conflict UNP AOR1H7
C 2132 UNK GLY conflict UNP AOR1H7
C 2133 UNK ARG conflict UNP AOR1H7
C 2134 UNK TYR conflict UNP AOR1H7
C 2135 UNK SER conflict UNP AOR1HT7
C 2422 UNK GLU conflict UNP AOR1HT7
C 2423 UNK SER conflict UNP AOR1HT7
C 2424 UNK ASP conflict UNP AOR1HT7
C 2425 UNK ASP conflict UNP AOR1HT7
C 2426 UNK GLU conflict UNP AOR1H7
C 2427 UNK ALA conflict UNP AOR1H7
C 2428 UNK PRO conflict UNP AOR1HT7
C 2429 UNK ALA conflict UNP AOR1HT7
C 2430 UNK GLY conflict UNP AOR1HT7
C 2431 UNK THR conflict UNP AOR1HT7
C 2432 UNK ILE conflict UNP AOR1H7
C 2433 UNK ARG conflict UNP AOR1HT7
C 2434 UNK ALA conflict UNP AOR1H7
C 2435 UNK LEU conflict UNP AOR1HT7

Continued on next page...
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Chain | Residue | Modelled | Actual | Comment Reference
C 2436 UNK PRO conflict UNP AOR1HT7
C 2437 UNK SER conflict UNP AOR1HT7
C 2438 UNK PRO conflict UNP AOR1HT7
C 2439 UNK PRO conflict UNP AOR1HT7
C 2440 UNK ARG conflict UNP AOR1H7
C 2441 UNK GLY conflict UNP AOR1H7
C 2442 UNK TYR conflict UNP AOR1H7
C 2443 UNK ASN conflict UNP AOR1HT7
C 2444 UNK PRO conflict UNP AOR1H7
C 2445 UNK ALA conflict UNP AOR1HT7
C 2446 UNK PRO conflict UNP AOR1HT7
C 2447 UNK ALA conflict UNP AOR1HT7
C 2448 UNK PRO conflict UNP AOR1H7
C 2449 UNK GLU conflict UNP AOR1H7
C 2450 UNK TRP conflict UNP AOR1HT7
C 2451 UNK ASP conflict UNP AOR1HT7
C 2452 UNK ASP conflict UNP AOR1HT7
C 2453 UNK LEU conflict UNP AOR1HT7

e Molecule 2 is FLAVIN MONONUCLEOTIDE (three-letter code: FMN) (formula: C;7HgN4OgP).

FMN

o HO

“Ho,, O

P OHw

Mol | Chain | Residues Atoms AltConf
Total C N O P
2 D I 31 17 4 9 1 0
Total C N O P
2 2 I 31 17 4 9 1 0

Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the
second graphic. The second graphic shows the sequence view annotated by issues in geometry and
atom inclusion in map density. Residues are color-coded according to the number of geometric
quality criteria for which they contain at least one outlier: green = 0, yellow = 1, orange = 2
and red = 3 or more. A red diamond above a residue indicates a poor fit to the EM map for
this residue (all-atom inclusion < 40%). Stretches of 2 or more consecutive residues without any
outlier are shown as a green connector. Residues present in the sample, but not in the model, are
shown in grey.

e Molecule 1: FATTY ACID SYNTHASE

17%
. [ — ——
Chain D: 88% .o

@ OO & VOO O VO VO 0O 0O O O oo

E89
L90

@ © VOO0 0O o o COPPP & & & O O V09090000000

@ © OO & V90O GO0 G O G O G OGO OO P0%COKFCY O O O O oo
I“m
A 2 <> <> &> oo <> PO & & & O 0 o o <>
> SO S0 o &

SO & 00O o0 < <& o & &> oo
II>_1

©® © & 0O 0O O o0 o < < Q@ © 0O O 9O VO O VOO VO 90O O oo

|
1248

|
T251
E342
H344

T389
V390
w400
T439
E456

N606
H696
D699

@  © © S O G O OO OO o0 oo OO0 OSO 0O OO SO & oo

V1068
T1096

& 4 @ OO & & VPO O VO O O VOO O O O OO O %% %0

OO0 OO ©® © & S G O G O O OO OO oo COOOOO> 00O o o

HHHHE

R1253

I150:

Q1358
Q1421
Y1468
E1471
V1488


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#residue_plots

Page 32 wwPDB EM Validation Summary Report EMD-2238, 4V8L

o o SOPO 00O o o SO0 & SO0

L1551
T1651
Q1672

@ COPPPPPPPPPPPP0000OOS 00 o o o @ O & & o o

R2059
|
L2067
|
L2070
T2192
|
V2196
|
L2209
|

COPP 90O & & 99090900000 o @ 90O & O o o @ & oo

D2303
Y2306

<>

COOPPO & GO0 & 90 O 00 O V9099990 CO O O O O o o

S

@ 0000 o o

< <& SO O & & O O O oo OOV PPPPPPPPPPPP0PP0PPOOGO O o o0
® & & O 09000 o0 o & oo o 4 e & o <> <> < <&
L 4 O 0O & o0 o O & & & O O o0 @ 0O & & o o

HiHE-

T2871
L2879
T2894

D2962
H3001
D3019
S3076
T3077

e Molecule 1: FATTY ACID SYNTHASE

17%
. I ——
Chain E: 88% . Tow

@ © COPOO 0O 90 O O 9O 9000000 o

E89
L90



Page 33 wwPDB EM Validation Summary Report EMD-2238, 4V8L

@ OO 0O & VO O V90O PO 0O S0 COOP 9O 9O & 00 V99090000
383 g 8
=g S £

b2 2 2 2 @ OO 0O SO 900 O O o0 o o a2 2 2 O & & O o

S209
T251
E342
H344
G357
D358
T361
T389

PO © © & G000 & & O P09 O G O O O %% oo

1517

< <& @ 00O 0O o0 SO S90S & oo
[=}
< & 0 o <> Q@ © OO O 0O O GO O VOO GO V90O O O O oo

© © & 0O O VO O 900 o0 o

N606
L644
E654

|
R580
|
H584
¢
¢
L595

@ & & o OO0 & o L2 4 S 0O

S

COO © & GO0 & GO0 & O & V90909 C O 9909 O OV V99999990 299> 2909 o

©® 00O & & O o oo PO & & & O OO o0 oo COOOO & & S0 o

PR

@ 00O OO @ OO G0 900G O O O OO O O O oo <>
B I

OO 0O 0O & & O VOO 900 o o

R125:

L 3

L1551
1156
w1652
qe72 @
F1673

V1705
Y1724

@ VO PPPP0PPPPPPPPPPOOO 00 o o o o



Page 34 wwPDB EM Validation Summary Report EMD-2238, 4V8L

<> * o <

S < Q@ © O CPOPPPPPPP0 G0 G O O O O O 990999990990 > G > o0

@ 0O 0O & O 909000000 o

R2297
M2299

R2059
L2067
L2070

@  © 0900 & O o @ 0O & & o o COOPPPP0P0PPP0PPPP0P0P0O0O0OOOOS

3 g g

o oo PO © & O O OO 9000 00

s Sy 0 R

o & o oo o 4

D2584

o o o o oo

- -

PO & & O O 0000 o < 0O °

T2742
12809

L2879
T2894
R2916

S

S3076
T3077
R3080

e Molecule 1: FATTY ACID SYNTHASE
15%
Chain F: 88% AT

@ OO 0O O VO GO G O SO O oo
[}
mg

OO OOSO 0O SO0 COOPP G0 O & V9090909000000 o

0o o

5209
1248
T251

o
N
o

* < b 4
O V0O o o > o

-

PO 0O & 0O G000

@ 000> & & oo o o & 2 4 < & & °

439
|

]

V390
K409
L424
R427

3 g e B0y

PO & & & O OGO OO OO o0 o A 4

~
—
v
=1

L595
S621

L 4
~ =
SO o e & © @ © & O o0 o

< <&
= I I

Q@ © OO 9900 O O 900 oo @  © & O & 0O o oo OO0 o SO0

D699

V1068
T1096
R1105




Page 35 wwPDB EM Validation Summary Report EMD-2238, 4V8L

PO OO & GO GO G0 G & V9P O V9090 CO OO 20O o0

OO 00O o @ 90O oo @  © © O & SO o0 o

-

@  © SO0 SO OO ©® © 90O O 0O 0O O O o o
@  © 0O & 0O oo

COOOOeO & & SO

L1551
11564
w1652
R1662
Q1672
F1673

L 4

V1705 0
Y1724
D1745

PO © & 9090009090099 PPPPP0P0POGO O o o

®* <& Q@ OO 0O V909090000000 o > o> o @ & 00O oo

Q@D © & CPOPPPPPPP0 & O O VP99 9%CO O 9O oo

¢

L2067
L2070

-I

R2297
12401 Q

OO & & o o <>

P2585

@ & o o OO0 0P00000000PPPPPPPPOSG & & 090 O O S0

|
F2800

R2802
a2z @

<& o o 4

-

@ 90O O o

oo o 4

T2871
L2879
T2894
R2916
L2930
K2935
D2962

bbb HEHEH

|
D3019
T3077

|
R3080

HH-

e Molecule 1: FATTY ACID SYNTHASE

20%
Chain A: 56% 33% %




EMD-2238, 4VS8L

wwPDB EM Validation Summary Report

Page 36

©
rs)
pu

3]
[t}
7]

ha s o BB 4 3N - N 4

LEY

@ © OO V000000

SEA
e
€EV

SYIN
44

[a4x:
15434

8ETH
LETA

€ETY

6CTA

PO & V000000000

L21d
9CTIA

6111

L L
0 LITH

€TTA
211d
T11d

L0771
90TV

64

< w0
©
MoA

@ VOO0 OSO oo
o O O

8.4

T4
0Ls

3

¢

6L%1

9.v3a

0 SLYT

A 2 2

09SA

80Sb

S0SY
v0Sy

T0SA
00sb

0671

88YN
18%4
98%h
S8YI

€874

9€9d

S oo

629M

S291
j£4°28

L 4

i

819d

7190
€199

SO0 <

2094

8654

TOLY
00.LN
6690
8691
1694
969H
S691

929D

YL9M

TL91
049D
699%
8991

999/

7991

> oo

2993
T99A

8598
LS9L

SS9V
75931

& 4

L¥9L

g v

0 €91

T%9a

i

8EIW

¢

LELK

SELN

< &

6TLA

o 4

9TLY

¢

E€TLY

60LT

968V

L

088H

L18M
981

.80

L8

8984

298A

098A
6584

958d

798D
€481

0 LEBA
9e8A
¢

vesd
€E8Y
€80

1281
9281

L1834
9181

1180

808V

€084

66.4

1610

¢
¢
¢
¢
¢

< & oo

*>®

> @

261

S164

vo6n

TO61

668V

CTLOTM

0LOTA

890TA

97011
SY0TA

LE0TA

GEOTA
veotd

STOTA

>
0
3
=

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-2238, 4V8L

wwPDB EM Validation Summary Report

Page 37

Lg11d
9CTTI
SCTTA

i
@® OO 0O GO oo

€CTTd

0z11a
6TTTL

0 TT1Td

0 OTTTA

0 90110
SOTTYH

0 €0TTA

0071Q
660Td
860TA

L60TA

S60TT
¥601L

[445¢

i

81CTX

9TCTX

STCTX

902TX
S0TTX

QiQO

96TTX
S6TTYH
Y6TTL
€6TTV
26114
T61TH

88111

S8TT1
78111

BLITY
8LTIN
LL174

TLTTA

@ 0000 o

CLITA
TL11d

89TTH
L9T1D

PoTTL
€971d
29111

2 4

CST1T4d
TS1Td

S6CTM

26211
T6CTY

i

68CTd
88CTd
L8TTA

98¢1d

821D

€821a
2¢8TTL
1821V
08CTL
6LTTA

LLTTH
91210
SLeTv
v.LCTV

TLCTT

‘“i

69211
0 892TH

PRAAN:S

<>

8CTTA
LTTTX
9TTTX
STTTX
1445 ¢

114454

18€1Q
08ETY
|
9LETA
¢
¢
¢
COET
04
¢
¢
LSETT

L

€GETd
CGETd

0GETA

0 9veTd

i

vrev
EVETT
[47%:

6EETY

i

LEETI
9EETA

6CETY

LTETA

SCeTT
vzern
€CeTT

0CETA
6TETA

LTETD

STETYH

ETETA

TT€T4

60ETA

¢

OVTA
0 €9%10
TOVTY

09TV
0 6SHTL

0 SSHTA

0SPTV
8YYIV
SPPTA
13242)
SEVTA

TEVTY
0EFTA

0 STHTA

€TVTL

o=

TZHTh
0ZHTL

A AN
9TVTIA
STPTD

0 €T¥1d
TIVTH

80%TA

0 0%STS

0 8€STY
LEST1
9ESTN
SeqTd

0 HESTN
€€STA
zESTI

0€STT

o o 4

61STA
¥1s10a

0 11510

-

COOPO & 0000 & o

L0STH

L 4

vos1d
€0STI

96¥%1S
S6%Td

T671d
06714

e o o oo o BB 4

¢

€8V

0 BLHTT

TL71d

LOPTA

¢T9Td

6T9TA

o S

9191d

0 €19TY

¢191D
TI9TI

S09TH
¥091ad

86STH
06STA
98ST1

C8STH
78914

08S9Td
B6LSTA
8.51d

0 $9STI

29914

0 095TY

LSSTd
95STHd

¥9ST1
E€SSTV

TSSTT

>

EVSTY
CYSTA
TPSTO

TTLIA
OTLTL

90LTH

0 $0LTD
0 €0LT1

2oLt
TOLTA

0 66974

g

0 G691
0 691D

06914

18974

S89T1
7891a

6L9TM

vLOTY
0 €2974

¢EEER

TLITM

89911

999TI

€99TX

09911

899TH
199Td
989TH

CS9TM

& 4

6E9TY
8€91d
LEITA

ve91d
€E9TI

62914
S29T1

YCoTL
€29T4

Sv.L1a

5ZA%)

0202d

b A e A e

00021

9661d

2661

68674

98611

oi
80TCX
L0TCX
90TCX
S0TCX
voTex
€0TTX
[40%a ¢
T0TZX
007X
660CX
860CX
160TX
960TX

S60CX
760CX
€60CX

2602X
T602X
060TX
680TX
880TX
180TX
980TX
S80CX
802X
€80TX
280X
802X
080ZX
6.02X

> o

1,0TX

v.L0cd

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-2238, 4VS8L

wwPDB EM Validation Summary Report

COOPO 00000 o

Page 38

8612V

96TCA

Y6TCM

C6TTL

¢

68124
8812Y

¢

0 081ed

oi
0 97271
SL1TY

€L720

0L12d

L9121

S97CI

meNH
15444
oJmN>
LETTA
9€T2a
SETTX

¢
0 $ETTX

CETTX

0 0€TZX

621TX
8TTITX
0 LTTeX
9TTTX
STITX
44144
€TTTX
zTITX
121X
0TTTX
6TTTX
8TTTX
LTTTX
9T1TX
STTTX
23146
£T1TX
(43544

16221
88CCH

18221
98ccH

1,321
vice1
8922h
S9zTM

T9gTH

§G2cH

SveeA
4444

@ & 0000000

¥

8€ccTd
PANAA

Ao s o o o 2 2 2 4

€1eea
[4%44,)

07122A

S0cea

76€2CT

T6ETA

T6€TH

TLETN

2¢SeTI

6¥ETN

CTEETT

96TCN

29%CA
T9VCA

beigdd
£5¥%2X

[4ciZad
T8%2X

0S¥%2X
67¥CX

87¥CX

¢
¢
¢
¢

17470¢
1447498

(47440

i

LEWTX

SEVCX
YEVTX
£EYCX

TEYCX

622X
82¥TX

Le%TX
9TYTX
SeveX

[4470'¢
13474

81¥TH
L1%CS
9TV

[45444

60%CY
80%2¢T

i

SO¥T

€0%CI

86€TT

895921
18821
955¢d

¢
¢
¢
¢
¢
¢
¢
¢

£¥52d

T¥ScH

€eSTY

0€STA
6252

LTSTA
92SCI

i 41
orderacy

T2sTA
0zse1

€T9CA
[as:r4il

$5052d

€052y
S6%CT
(45574
18%21

0 z8hed
182N

8.ycyd

CTLYTA
T.L%2d

@ & 00 o0 o

69921

0 1€92d
0£92a

¢

S2¢9TI
¥29Th
€292V
2T9TH
129CA

61924

v19eyH
€1924
2192d
T192ZA

jarkay
€§.2H

£092Y
|
665TM
0 £V.LTY
¢
0 zL9TM
¢ |
19921
0 z652d 999¢d 0
1692Y

1

985CHd

A 4

-

25921
0 T99ZN

099ZM
67921
8%9CV
L%9TA

08524

L9524

€95C1

¢

¢
¢

0 01421

i

8%8¢H

uveea 4e6eb

98Ty

<
N
[
N
H

L ]

| vesed
E£€8TT
| zeseo
TE82H 62y
0€8TA -
62821 90621
| szsey |
€06Td
| zosen

968CL

C68CH

16823
e - osazs
01829 0 68821

IEEEET |
80824
10824 988zl

< 0
0 0
©
[ ]
aA

§082a 0 €882V

mmmmx
T6.24
06.2H |
6821 :.mﬁ.
19)71 19821
98420 Ly
ST 63829

¥8.LTL

oz

6.L.L2D

<& 00O

S00€T

0 TOOEA

h o

86629

S66CL
Y662A

662D

68621
8862d

L8624

S862D

0862d
6.623
8.62Y

65624
0 896CN

L962d
0 95962d

o

0 1962Y

87620

9v621

0 EV6TH
zv6Th
19624
ov6TA

0 6€62V

9E6TD

680€T

¢
¢

T80€T

i

LL0€L
9.L0€S

¢
o

¢
¢

L

690€4
8590€Y
hm“ﬂn
TSOEN
0s0ed

TYoEY

2 4

€20€Yd
¢Toed

610€d
8T0€7T
LT0EV
9T0EV
STOET
710€4

o

600EA

FATTY ACID SYNTHASE

17%

e Molecule 1

9%

33%

56%

Chain B

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-2238, 4VS8L

951

€68

OO eO O o0 o

05D

vV
9%A
SvY
14729
€vd
(47t

wwPDB EM Validation Summary Report

Page 39

6VTV
8¥IL

0 L1911

SYIN
44

Ii

[a4x:
15444

8ETYH

E€TTA
C1id
T11d

© © & V0090000000 o

LOTT
90TV

@ OO V00000000

+

S6d
764

L 4

< @
0 oo
0 © &

§8d
v8d

&> S

8.4

T4

0.8
oo

¢ et
0 TETA

2ee]

1Tl
0TZA
60CS

LOZTH

902d
S0cd

€8Th

28TV
1811
08TV

8LT1
LL73

9LTA
S.1Q

0 €LTY

TLIA

il

L9TV

POtV
€971

09Th

0 €9TA

— 0 v6ed
Trem *
68l
|
L0€T
S0€I
|
1061
|
H6TA

LLed

0 §LET

v.LeD

¢
¢
6923 “
¢

oD o
T Casen
TSeI
Cosen
6ved

Tvel
0%€I
6€€d

9geM

0€eT
62€1

6%CL

1

pracce
8€TS -

0 L1€71
9gch ¢ ore ]

[ | STEA

¢

1874
98%b
S8Y1

€874

1

6.L%1

9.%d
SL¥1

89%d

1294

{948

(478

81vd
L1971

STPA

c1va
T1%d
(5748

L 2 4

80%A
LO%A
90%.L
S0%d

S6€d

>

€9ST

098A
6535

T94d

80Sh

S0SY
w0osy

TOSA
00sb

0671

88¥N

629M

S291
§74°)8

819d

¥199
€199

>

2094

>

L¥9L

67.LM

LyLT
VLK
SYLL

<> oo

LELR

SELN

1880

59884

088H

L.L8M
9,871

.80

L84

8984

298M

098A
65984

958d

758D
€981

LEBA
9E8A

vesd
£E8Y
€80

12871
9281

1184

o SO
[Te]
S
>

L96A
996d

7961

C96H
1964

LG61

> @

680TY
0 280Td

¥80TL

LLOTA

>

0 TLOTM

890TA

<>

9%0T1
S¥0TA

LEOTA

GEOTA
veotTa

SGCOTA

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-2238, 4VS8L

wwPDB EM Validation Summary Report

Page 40

89114
L9T1D

¥91TL
€9110

TS114

Lg11a

0 92111

SCTTA

i
OO 0O & o0

€CTTd

0gT1a

TITTd
OTTTA

90TTD
S0TTY

A o

860TA
L60TA

S60TT
76011
€60Td

16011

90TTX
S0CTX

LBTTX
96TTX
S6TTY
Y6111
€6TTV
26114
T61TH

88TT1

S8TT1

8LTIN
LL174

TLTTA

CLITA
TL11d

6.LCTA

LLTTH
9210
SLTTV
VLTIV

TL211

69CTI

LETTY

807 TA

i

SO%TV

b

0 TOYTL
00%1d

+

T6€TS

+

18€1a
08ETY

9LETA

+

CIETI

L8VTI

+IEEER

0 S8YTH

€8V

08¥1Yd

0 BLYTT
|

T.918

0LVTT

L9VTA

$OVTA
0 €9%10

145431

| TomIT
09%TY
0 6SHTL

o=

LSY1d

¢
o]

o

0EVTA

o

STHTA

€TYTL

j14741]
0ZyTL

PAS AN
9TPTA
STPTD

+n

0 €171d
[4525:1

¢
¢

0 $99T1I

=R

29STY

0 09578
|

15973

95573

%9811
€9GTY

¢
¢

6TSTA

¥1s1a

L0570
]

¥0s14
€0STI

¢
¢
¢

b

OO & O o0 o

96%1S
0 96%TY

16710
06714

Ao 4 4 4 4

859TH
L591d
959TH

CS9TM

6EITY

Y2oTL
€29T4
2T91d

0291d
6T9TA

9191d

Y1914
€791
CT91D
T197I

S09TH
70910

86STd

06STA

98ST1

C8STH
78974
08STd
B6LSTA
8.S1d

SeLTd
veLIS
EELIN

YILTT

¢EZER
CTLIY
TTLIA
OTLTL

L0LTS
90LTH

70LTD
€0LTI

20LTd
TOLTA

<l><‘>iii L 4

i

66974

¢ s

0 S69T1
76919

06913

18974

S89T1
¢wmﬁa
mhmﬁs
V.91V
€L914

TLOTM

89911

99971

€99TX

09911

Sv.L1a

TPL11

¢
L€L7d
0 9€.Td

19021

%9024

0902M

6502Y
85020

iii b 4

95024
SG02A

€502V

Ly0TL

0z02d

9T0ZA

v102s

102D

Q@ VO PPPPPPPPPPPPPOO & 00 S0

00021

966Td

266TH

68674

98611

‘

A 2 2 4

CETTX

0€TTX
62TCX
8CTCX
Le1TX

9zTTX
Se1TX
verex
€TTTX
[44%8 4
Terex
ozrex
B6TTCX
8TTCX
LTT2X
9TTCX
STTICX
vriex
ETTTX
CT1TX

80TTX
L0TCX
90TCX
SO0TZX
voTex
€0TTX
201X
TOoTZX
00TZX
660CX
860CX
160TX
960CX

S60CX
602X

€60TX
260TX
T60TX
0602X
680CX
880TX
180TX
9802X
980CX
780CX
£80CX
280TX
1802X
080TX
6L0TX

L.0TX

v.L0ca

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-2238, 4VS8L

wwPDB EM Validation Summary Report

L

Page 41

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

STCCL

€12CA
(4344

0TZTA

|

s0zza

86TCY

96TCA

Y6T1CM

26TCL

68724
8872Y

08121

9.121
S.12Y

€L12a

0L1cy

L9721

S91¢CI

@ & 0000000

¥

€972L

15454
ov1ZA

Lered
9€12d
SETTX

¢

LLzel

vL2e1

144

sveTa

Yvced

8€ced
L€TT1
9€TT1

9.L€TT

TLETN

feisiorac

VSETS

¢SeTI

6vECTN

6EETM

VEECTH

CEETT
TEETS

€192A
(45141}
|
50923
| vosen |
€092
|
S6%T1
|
z6YTA
|
18%T1
|
€8YTA
0 z8vea

T8%CN

|
8Ly

|
CTLYTA
T.¥Cd

69%C1

29%CA
T9%CA

8G¥CV

0 $abed
€972X

[414A 4
T6%2X

< <

0S¥
0 6%7TX

1447498

(474404

LEVTX

SEVTX
vevex
EEVTX

TEVTX

62%CX
8¢¥%TX

¢

0 1THTX
0 9zHTX
¢

Sevex

£692b
2692
1692S
0 069ZL

0 69TV

0 98523 |

TL9TM

L9921
9992d

299¢s

€59CA
2¢S89TI
TS9N
0592M
€95C1 69921
8%9Ty
LY92A

i

¢
¢
¢
¢
¢
¢
¢
¢

€¥52d

TvScH

|
eegey

|
oescA
62528

LTSTA
92¢STI

¥csed
€g5ca

T2STA ¢
0zseT

22x4

c9LTA

65.L2Y

< <&

¥9.21

€G.L2%

TS.2A

ZhLTL

0€LTA

LzLeh

cgzcLen

i

0 8T.LTA
0 LTL2A

0 012271

60L21

90.2d

w0
o
~
]
£

v0LTV

COPPPOPO0O0OOOOOO

SEBTA

€€8CT

TE8TH

21821
11824
07829

8082Y

i

§508za

20824

66.2H1

68LTN

18.2L
98.2a
§8.LTY

69.2a
89.2a

§9.29

68621
886¢d

1162V 186T4
or62I | 96T

| | 38629
L062H | veeed
90621 €86CT
Y0621

€0624

To62d

¢

968CL
C68CH
16824
0 68821
|
98821
§882a
¥88zd
[ zeseo
188TA
918271 19624
|
87620
TiseL ez
- 9¥621
798271 -
0982V £V6TN

69829

9%

LLOEL

33%

850€Y
L50€a

TSOEN
050€d

Yyoev

£€20€Y
2coed

6T0€Q
8T0€T
LTOEY
9TOEY
STOEI
vroed

600EA

S00€T

FATTY ACID SYNTHASE
56%

18%

—
Sv8zd ,M.u.v
€v8Th L @)
[}
— )
N Tz62d 76624 o =
| ogeeN | 6621 = ©
67629 26629 =
0 9€821 [} [} ° O

@® VOO 0O o o

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-2238, 4VS8L

wwPDB EM Validation Summary Report

Page 42

0 SSTA

o <

2¢STd

67TV
8¥TL
L9711

SPIN
TvID

[a4x:
157454

8ETY

0 LETA
€€

6CTA

Q@ © V0P P000OOSO o o

L21d
9CTA

6111

¢ e
0 21T

0 €TTA
0 (437!
0 1114

0 2071
0 90TY

8ETS

86TI

S6TY

¢
¢
¢
¢
¢
¢
¢
¢
¢

[ege1 |
T6€I
[ogen |

67€d

G8YI

€874
6LYT

9.vd
SL¥T

8974

¢
¢

<>
OI Nt
© ©
SIS <
3S &

0SPN

217478
144728
1574728

T7va

6EVL
8EVL
LEVd

0 9€hL

1294

vl

3

(4728

81vd
L19T

STPA

0 z1%a
11%d
0T¥1

80%A
L0¥A
90%L

0 S0%d

seed
v6ed

€6EN

L 4

¢

¢
¢
¢
¢

88YN

9870

€951

0938A
6538

T88d
0883

6754

9%SH

€%9D
{47578

0%SN

915d
SISV

T194
8050

5094
Y0SX

TOSA

0671

€¥9I

T%9d

-

8EIN

L |

9€9d

o oo

629M

S291

0 YTIR

819d

%190

LY9L

808V

€084

66.L4

i

16.0

S6.LH
76.LT
£€6.4
6Ly
T6Ld
06.LY

8.1

¥8.L3

8.4

084
6LLM
8LLL

9..a
SLLT

LELR

SeL

061

1061

668Y

968V

1880

G884

088H

LL8M
91871

7,80

c.L84

8984

298A

098A
6584

9598d

< 0 oo

798D

1184

T180d

L2 4

>

L96A

796A

CT96H

L5671

261

S164d

¢

L 2 4

760T.L
€60Td

T60TT

6801V

& 4

18014

¥80T.L

LLOTA

CTLOTM

9%0T11
S%0TA

LE0Td

GEOTA

SCOTA

8911y
L9719

YoT1L
€971Q
C9TTL

TS11d
0STTV

9YTTd

< 0O o

€ETTA
CETTT

>

62111

Lg11a

0 92111

SCTTA

i

€CTTd

0zT1a

860TA
LBOTA

S60T1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-2238, 4VS8L

wwPDB EM Validation Summary Report

Page 43

LegTyd

b

8CCTA
221X
92CTX
SCTTX
weeix

122X
0ZCT1X

¢

81CTX

91CTX
STCTX
Y121X

i

L02TX
90CTX
S0TTX
Y021X

66TTX

OO POS> & SO

LBTTX
96TTX
S6TTY
Y6111
€6TTY
¢6TTd
16114

88111

G811
0 8111

6LTTV
8LTIN
LL17Y

YLITA

CTLITA
TLT1d

vzeTn
€zerd

0ZETA
61€1d

LIETD

STETH

ETETA

TT€T4

B60ETA

e

0 L0€1d

80%TA

i

SO7TY

00%1d
66ETN

¢
¢
¢
¢
¢

T6ETS

-

08ETY

9LETA

¥

COET

LSETI

-

€G€Td
CSETA

0GETA

9eTd

vveTY
EVETT
cveTY

B6EETY

LEETW

TEETI

6CETY

LTETA

SCETT

0 LT

L9713
0 0L¥T1

LOVTA

HIVTA
0 €971D

[4%424

09%1Y
0 6SHTL

oi

0 SSHTA
08TV
8YYTV
SHYTA
azan]
SEVTA

TEVTY
0EVTA

0 STHTIA

E€CYTIL

o

127D
0Z¥TL

LIPT1

9THTA
STV1D

0 €T7Td
[4525:4

¢

¢

L o 4 A o 4

79STI

29STY

09STY

L8814
95ST3d

7SST1
€5STV

TSSTT

F

EVSTY
CHSTA
7SI
0%STS

8ESTYH
LESTT
9ESTN

GESTA
TESTN
€ESTA
CESTI

B6TSTA

7151

v0STYd
€0STI

96%1S
S6vTd

Tev1a
06%1d

L

TLOTM

89911

0 99911

€99T)

09971

859TH
L991d
9G9TH

CS9TM

6E9TY
8€9Td
LEITA

€91y

S2OTT
iZ4° 20
€29T4d
2291d

b

0291d

€1974
191D
11971
S09TH
8651
06STA

98ST1

C8STH
18514
085Td

Sv.L1d

TYLTT

LeLta
9€LTYH
SELTH
veLIS
EELIN
TELTT

L 2 4

0eLTd

o oo

SCLIS

€gLTd
ecTL1d

TTLTT

i

CILIV
TTLTA
OTLTL

90LTH

0 $0LTD
0 €0LT1

coLTd
TOLTA

0 669TY

g

0 96971
0 691D

06914
18914

S89T1
7891d

B6L9TM

vL9TV
€914

6861
|
98671

¢
¢
¢

¢

¢
¢

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

980TX
§80TX
7802X
£802X
280TX
802X
080ZX
6.,02X

L,0TX

v.Locd

19021

7902y

09021
65024
8502d

959024
§50CA

€502V

00021

966Td

T66TH

L9721

S91¢C1

L a2

€912L

TPTCA
0v12A

Le1Td
9eTTa
0 SETTX

CETTX

0 0ETZX
621TX
8TITX

0 1TTTX
9TTTX
STITX
24146

0 £2T2X

[4q1a ¢
134194
0Z12X
611CX
8T1CX
L172X
9112X
STICX
vrICX

807CX
L0T2X
9072X
S0TTX
voTex
€072X
[41a ¢
TOTZX
00TZX
6602X
8602X
1602X
9602X

S60TX
¥602X

£602X
602X
T60CX
0602X
680CX
8802X
802X

b o 2 4

cgeeha

izaa
SveeA
j474a

8€ctTd

O N~
o 0
INEA]
NN
= a

veced

6zceey

918Td
STCCL

. aa

O

R LDWIDE
PROTEIN DATA BANK

€T2CA
[4%44))

0T22A

L

§0zea

002CZH

86TCY

96TCA

Y6TCM

08TeH

9,721
SL12H

€L72a

0.LTcYd

W



EMD-2238, 4VS8L

wwPDB EM Validation Summary Report

Page 44

o o

¥3€2s

2seeI

8veTh

6EETM

YE€ECH

CEETT
T€ETS

-

OO OO OOOO

61€0Yd

Hi--

L
3

16221

88CCH

182T1
98¢TY

+

LLeel
v.L2e1
8922h
S9TTM
T9zTH

Eis[aa]

[4470¢
Tevea

81¥2H
L1%2S
9TV

(45744

60%CV

SO%CH

86€C1

76€CT

C6ETA

9.€21

¢

CLETH

T9ETA

85€ecd

0€STA
6252

LTSTA
92SCI

7414
orastacy

T2secA
0zse1

€TSCA
(4514

b

{olcrac

€05eH
S6%CT

26%CA

18¥C1

£8YTA
0 z8hed

T8N
8%t

CTLYCA
TL%2d

69%C1
89%Ca

29%CA

vSvea
£9%CX

(4517 ¢
TSveX

082X
(4704
24798

oS> SO

i

Svvex
144708

1652

98524

£¥524

TvScH

€ESTY

€€8C1

TEBTH
0€82H
[42XAN 62821

12821

j£4:14°

2e8e1

0z8eI

S182h

z18T1
0 11824

018D

8082y
L0824

o=

$5082a

20824

T99T1
0 192N
059ZM
6Y9271

ool o o o d

EEITA

Te9zd
0€92a

¢

L

§ToTI
$292h
€292V
¢T9Td

€692 T9.LTA
T69TN -
16928 639.LTV

osscr  GIESESN

0 TT6TT
1262d

61620

i

1162V

90621

€£0621

T062d
968CL
96828

T68CH
1682

* e &

91821

T.8CL

79821
0982V
65829

oo o 4

8%82D

9¥8ey
S¥824

£¥820

¢

SE8TA

96621
$66TA
0 €662

662D

68621
886¢d
18624

98620

€8621

0862d
6,624
8.L624

0 9.62M

99620

19621

65624
0 8962N

1562d
0 9562d

==

v962A
T962d

87620

97621

EV6TH

zv6eh
Tv624
ov6zA

6E6CY

> > o

9E6TH

1z62h
0 9z62S

vzect

680€T

> &

T80€T

L

LLOEL
9L0€S

690€D

990€d
§90€d

C90EH

oo

650€Y4
850€Y
L50ed

TSOEW
050€ed

YYoeEY

€20€Y
ceoed

670€d
8T0€T
LTOEY
9TOEY
STOET
v10€d
600EA
SG00€T

CT00EA

86620

O

R LDWIDE
PROTEIN DATA BANK

W



Page 45

wwPDB EM Validation Summary Report

EMD-2238, 4V8L

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, D3 Depositor
Number of particles used 106884 Depositor
Resolution determination method | Not provided

CTF correction method EACH IMAGE Depositor
Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A2) 20 Depositor
Minimum defocus (nm) 1500 Depositor
Maximum defocus (nm) 5000 Depositor
Magnification 100000 Depositor
Image detector FEI FALCON T (4k x 4k) Depositor
Maximum map value 14.936 Depositor
Minimum map value -7.793 Depositor
Average map value -0.133 Depositor
Map value standard deviation 1.076 Depositor
Recommended contour level 2.7 Depositor
Map size (A) 392.0, 392.0, 392.0 wwPDB
Map dimensions 160, 160, 160 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 2.45, 2.45, 2.45 Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

Bond lengths and bond angles in the following residue types are not validated in this section:
FMN

The Z score for a bond length (or angle) is the number of standard deviations the observed value
is removed from the expected value. A bond length (or angle) with |Z]| > 5 is considered an
outlier worth inspection. RMSZ is the root-mean-square of all Z scores of the bond lengths (or
angles).

. Bond lengths Bond angles
Mol | Chain | i7" 171 S5 | RMSZ | £|2] >5
1 A 0.24 | 0/20319 | 0.48 | 0/27667
1 B 0.24 | 0/20319 | 0.48 | 0/27667
1 C 0.24 | 0/20319 | 0.48 | 0/27667
1 D 0.24 | 0/20319 | 0.48 | 0/27667
1 E 0.24 | 0/20319 | 0.48 | 0/27667
1 F 0.24 | 0/20319 | 0.48 | 0/27667
All All 0.24 |0/121914 | 0.48 | 0/166002

Chiral center outliers are detected by calculating the chiral volume of a chiral center and verifying if
the center is modelled as a planar moiety or with the opposite hand.A planarity outlier is detected
by checking planarity of atoms in a peptide group, atoms in a mainchain group or atoms of a
sidechain that are expected to be planar.

Mol | Chain | #Chirality outliers | #Planarity outliers
1 A 0 5
1 B 0 5
1 C 0 5
1 D 0 5
1 E 0 5
1 F 0 5
All All 0 30

There are no bond length outliers.
There are no bond angle outliers.
There are no chirality outliers.

5 of 30 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
1 D 1148 | GLU | Peptide
Continued on next page...
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Continued from previous page...

Mol | Chain | Res | Type | Group
150 | THR | Peptide
202 | GLY | Peptide
2584 | ASP | Peptide
357 | GLY | Peptide

O|0|0| 0

1
1
1
1

5.2 Too-close contacts (i)

In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogen
atoms added and optimized by MolProbity. The Clashes column lists the number of clashes within
the asymmetric unit, whereas Symm-Clashes lists symmetry-related clashes.

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 21020 0 20990 1056 0
1 B 21020 0 20990 1067 0
1 C 21020 0 20990 1051 0
1 D 21020 0 20990 0 0
1 E 21020 0 20990 0 0
1 F 21020 0 20990 0 0
2 A 31 0 19 5 0
2 B 31 0 19 5 0
2 C 31 0 19 1 0
2 D 31 0 19 0 0
2 E 31 0 19 0 0
2 F 31 0 19 0 0

All All 126306 0 126054 3117 0

The all-atom clashscore is defined as the number of clashes found per 1000 atoms (including
hydrogen atoms). The all-atom clashscore for this structure is 25.

The worst 5 of 3117 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:A:793:ARG:O | 1:A:2435:UNK:HG2 1.31 1.30
1:B:793:ARG:O | 1:B:2435:UNK:HG2 1.31 1.28
1:B:2100:UNK:O | 1:B:2103:UNK:HG3 1.36 1.26
1:A:2105:UNK:O | 1:A:2108:UNK:HG3 1.34 1.25
1:B:2105:UNK:O | 1:B:2108:UNK:HG3 1.34 1.25

There are no symmetry-related clashes.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#close_contacts
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5.3 Torsion angles (i)
5.3.1 Protein backbone (i)

In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all PDB entries followed by that with respect to all EM
entries.

The Analysed column shows the number of residues for which the backbone conformation was
analysed, and the total number of residues.

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles

1 A 2637/3089 (85%) 2489 (94%) | 140 (5%) | 8 (0%) 41 77

1 B 2637/3089 (85%) 2489 (94%) | 140 (5%) | 8 (0%) 41 77

1 C 2637/3089 (85%) 2489 (94%) | 139 (5%) | 9 (0%) 41 77

1 D 2637/3089 (85%) 2488 (94%) | 140 (5%) | 9 (0%) 41 77

1 E 2637/3089 (85%) 2488 (94%) | 141 (5%) | 8 (0%) 41 77

1 F 2637/3089 (85%) 2488 (94%) | 140 (5%) | 9 (0%) 41 77
All All 15822/18534 (85%) | 14931 (94%) | 840 (5%) | 51 (0%) 44 77

5 of 51 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 D 1148 GLU
1 E 1148 GLU
1 F 1148 GLU
1 A 1148 GLU
1 B 1148 GLU

5.3.2 Protein sidechains (1)

In the following table, the Percentiles column shows the percent sidechain outliers of the chain
as a percentile score with respect to all PDB entries followed by that with respect to all EM
entries.

The Analysed column shows the number of residues for which the sidechain conformation was
analysed, and the total number of residues.

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 A 2076,/2264 (92%) 1987 (96%) | 89 (4%) 29 53
1 B 2076,/2264 (92%) 1986 (96%) | 90 (4%) 29 53
1 C 2076,/2264 (92%) 1987 (96%) | 89 (4%) 29 53

Continued on next page...
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Continued from previous page...

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 D 2076/2264 (92%) 1987 (96%) | 89 (4%) 29 53
1 E 2076,/2264 (92%) 1987 (96%) | 89 (4%) 29 53
1 F 2076,/2264 (92%) 1987 (96%) | 89 (4%) 29 53
All All 12456 /13584 (92%) | 11921 (96%) | 535 (4%) 33 53

5 of 535 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 C 439 THR
1 C 696 HIS
1 C 427 ARG
1 C 2809 LEU
1 F 427 ARG

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 71
such sidechains are listed below:

Mol | Chain | Res | Type
1 C 1582 HIS
1 C 1672 GLN
1 C 2699 ASN
1 B 486 GLN
1 B 386 ASN

5.3.3 RNA (D

There are no RNA molecules in this entry.

5.4 Non-standard residues in protein, DNA, RNA chains (i)

There are no non-standard protein/DNA/RNA residues in this entry.

5.5 Carbohydrates (i)

There are no monosaccharides in this entry.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
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5.6 Ligand geometry (i)

6 ligands are modelled in this entry.

In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the Chemical Component Dictionary. The
Link column lists molecule types, if any, to which the group is linked. The Z score for a bond
length (or angle) is the number of standard deviations the observed value is removed from the
expected value. A bond length (or angle) with |Z| > 2 is considered an outlier worth inspection.
RMSZ is the root-mean-square of all Z scores of the bond lengths (or angles).

Mol | Type | Chain | Res | Link | o CUR 8T o TR 7 9
2 |FMN | E [4000| - [333333] 1.07 | 2(6%) |4850,50 | 1.26 | 8 (16%)
2 |FMN| B [4000| - [333333] 1.08 | 2(6%) |4850,50| 1.26 | 8 (16%)
2 |FMN | F [4000| - [333333] 1.07 | 2(6%) |4850,50 | 1.26 | 7 (14%)
2 [FMN| D [4000| - [333333] 1.07 | 2(6%) | 485050 | 1.26 | 8 (16%)
2 [ FMN | € [4000] - [333333] 1.07 | 2(6%) | 485050 | 1.26 | 7 (14%)
2 [ FMN | A [4000] - [333333] 1.07 | 2(6%) |485050| 1.26 | 8 (16%)

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.
-” means no outliers of that kind were identified.

Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
2 FMN E 4000 - - 5/18/18/18 | 0/3/3/3
2 FMN B 4000 - - 5/18/18/18 | 0/3/3/3
2 FMN F 4000 - - 5/18/18/18 | 0/3/3/3
2 FMN D 4000 - - 5/18/18/18 | 0/3/3/3
2 FMN C 4000 - - 5/18/18/18 | 0/3/3/3
2 FMN A 4000 - - 5/18/18/18 | 0/3/3/3

The worst 5 of 12 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
2 B 4000 | FMN | C4A-N5 | 4.13 1.38 1.30
2 E 4000 | FMN | C4A-N5 | 4.11 1.38 1.30
2 F 4000 | FMN | C4A-N5 | 4.08 1.38 1.30
2 C 4000 | FMN | C4A-N5 | 4.08 1.38 1.30
2 D 4000 | FMN | C4A-N5 | 4.08 1.38 1.30
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The worst 5 of 46 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(?)
2 C 4000 | FMN | C4-N3-C2 | -3.01 120.08 125.64
2 F 4000 | FMN | C4-N3-C2 | -3.00 120.09 125.64
2 E 4000 | FMN | C4-N3-C2 | -2.99 120.11 125.64
2 B 4000 | FMN | C4-N3-C2 | -2.98 120.13 125.64
2 D 4000 | FMN | C4-N3-C2 | -2.97 120.15 125.64

There are no chirality outliers.

5 of 30 torsion outliers are listed below:

Mol | Chain | Res | Type Atoms
2 D 4000 | FMN | O3-C3’-C4-C5’
2 E 4000 | FMN | O3-C3’-C4’-C5’
2 F 4000 | FMN | O3-C3’-C4’-C5’
2 A 4000 | FMN | 0O3-C3’-C4’-C%’
2 B 4000 | FMN | 03-C3’-C4-C5’

There are no ring outliers.

3 monomers are involved in 14 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
2 B 4000 | FMN 5 0
2 C 4000 | FMN 4 0
2 A 4000 | FMN 5 0

The following is a two-dimensional graphical depiction of Mogul quality analysis of bond lengths,
bond angles, torsion angles, and ring geometry for all instances of the Ligand of Interest. In
addition, ligands with molecular weight > 250 and outliers as shown on the validation Tables will
also be included. For torsion angles, if less then 5% of the Mogul distribution of torsion angles is
within 10 degrees of the torsion angle in question, then that torsion angle is considered an outlier.
Any bond that is central to one or more torsion angles identified as an outlier by Mogul will be
highlighted in the graph. For rings, the root-mean-square deviation (RMSD) between the ring
in question and similar rings identified by Mogul is calculated over all ring torsion angles. If the
average RMSD is greater than 60 degrees and the minimal RMSD between the ring in question and
any Mogul-identified rings is also greater than 60 degrees, then that ring is considered an outlier.
The outliers are highlighted in purple. The color gray indicates Mogul did not find sufficient
equivalents in the CSD to analyse the geometry.
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Ligand FMN E 4000

Bond lengths Bond angles

Torsions Rings
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Ligand FMN B 4000

Bond lengths Bond angles

Torsions Rings
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Ligand FMN F 4000

Bond lengths Bond angles

Torsions Rings
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Ligand FMN D 4000

Bond lengths Bond angles

Torsions Rings
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Ligand FMN C 4000

Bond lengths Bond angles

Torsions Rings
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Ligand FMN A 4000

Bond lengths Bond angles
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5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-2238. These allow visual inspection
of the internal detail of the map and identification of artifacts.

No raw map or half-maps were deposited for this entry and therefore no images, graphs, etc.
pertaining to the raw map can be shown.

6.1 Orthogonal projections (i)

6.1.1 Primary map

The images above show the map projected in three orthogonal directions.

6.2 Central slices (i)

6.2.1 Primary map
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The images above show central slices of the map in three orthogonal directions.

6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 55 Y Index: 105 7 Index: 80

The images above show the largest variance slices of the map in three orthogonal directions.

6.4 Orthogonal surface views (i)

6.4.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 2.7.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views

Page 60 wwPDB EM Validation Summary Report EMD-2238, 4V8L

6.5 Mask visualisation (i)

This section was not generated. No masks/segmentation were deposited.
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7 Map analysis (i)

This section contains the results of statistical analysis of the map.

7.1 Map-value distribution (i)

Map-value distribution

— Voxel count

Recommended contour
3 A level 2.7

Voxel count (logl0)

D T T T T T
-5 )] 5 10 15
Map value

The map-value distribution is plotted in 128 intervals along the x-axis. The y-axis is logarithmic.
A spike in this graph at zero usually indicates that the volume has been masked.
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7.2  Volume estimate (i)

Volume estimate
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The volume at the recommended contour level is 1634 nm?; this corresponds to an approximate
mass of 1476 kDa.

The volume estimate graph shows how the enclosed volume varies with the contour level. The
recommended contour level is shown as a vertical line and the intersection between the line and
the curve gives the volume of the enclosed surface at the given level.
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7.3 Rotationally averaged power spectrum (i)

Rotationally averaged power spectrum
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*Reported resolution corresponds to spatial frequency of 0.133 A1
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8 Fourier-Shell correlation (i)

This section was not generated. No FSC curve or half-maps provided.
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9 Map-model fit (i)

This section contains information regarding the fit between EMDB map EMD-2238 and PDB
model 4V8L. Per-residue inclusion information can be found in section 3 on page 31.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 2.7 at
50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.
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9.2 Q-score mapped to coordinate model (i)

1.0

0.0
M <0.0

The images above show the model with each residue coloured according its QQ-score. This shows
their resolvability in the map with higher Q-score values reflecting better resolvability. Please
note: Q-score is calculating the resolvability of atoms, and thus high values are only expected at
resolutions at which atoms can be resolved. Low Q-score values may therefore be expected for
many entries.

9.3 Atom inclusion mapped to coordinate model (i)

1.0

0.0

The images above show the model with each residue coloured according to its atom inclusion. This
shows to what extent they are inside the map at the recommended contour level (2.7).
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9.4 Atom inclusion (i)

Atom inclusion
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At the recommended contour level, 83% of all backbone atoms, 69% of all non-hydrogen atoms,
are inside the map.
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9.5 Map-model fit summary (i)

The table lists the average atom inclusion at the recommended contour level (2.7) and Q-score for
the entire model and for each chain.

1.0

Chain Atom inclusion Q-score
All 0.6932 . 0.1100
A 0.6749 I 0.1000
B 0.6945 . 0.1130
C 0.6892 . 0.1090
D 0.6976 . 0.1120
E 0.6908 . 0.1080
F 0.7121 I 0.1200 00

W <0.0
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