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The types of validation reports are described at
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The following versions of software and data (see references (1)) were used in the production of this report:

MolProbity : 4.02b-467

Xtriage (Phenix) : 1.13
EDS : 236
Percentile statistics : 20191225.v01 (using entries in the PDB archive December 25th 2019)

Refmac : 5.8.0158
CCP4 : 7.0.044 (Gargrove)
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)
Validation Pipeline (wwPDB-VP) : 2.36
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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:
X-RAY DIFFRACTION

The reported resolution of this entry is 3.52 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
Rfree NN [— 263
Clashscore 0 - 43
Ramachandran outliers NN [jo— (.7
Sidechain outliers I | . 3%
RSRZ outliers I I D 4%
RNA backbone NN I 0.42
Worse Better

I Percentile relative to all X-ray structures

[l Percentile relative to X-ray structures of similar resolution

Motric Whole archive Similar resolution

(#Entries) (#Entries, resolution range(A))

Rfree 130704 1161 (3.60-3.44)

Clashscore 141614 1244 (3.60-3.44)

Ramachandran outliers 138981 1206 (3.60-3.44)

Sidechain outliers 138945 1207 (3.60-3.44)

RSRZ outliers 127900 1080 (3.60-3.44)

RNA backbone 3102 1003 (4.02-3.00)

The table below summarises the geometric issues observed across the polymeric chains and their
fit to the electron density. The red, orange, yellow and green segments of the lower 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 electron density. The numeric value is given above the bar.

Mol | Chain | Length Quality of chain
1 Al 3354 ﬁT 44% 29% 7%
1 D1 3354 I/OT 44% 28% %
%
1 F1 3354 ./T 44% 28% 7%
1 H1 3354 EA)T 43% 20% %

Continued on next page...
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Mol | Chain | Length Quality of chain

%

2 AA 94 - 36% 54% 6% .

2 DA 94 37% 52% T
%

2 FA 94 32% 59% 6% -

3%

2 HA 94 35% 54% “T% .
%

3 AB 52 = 44% 48% “6% .
%

3 DB 52 44% 48% 6% .

3 FB 52 42% 48% % .

15%

3 HB 52 40% 50% %
3%

4 AC 109 - 42% 50% %

4 DC 109 46% 47% %
%

4 FC 109 41% 51% %
3%

4 HC 109 - 43% 49% %
5%

5 AE 191 34% 61% “5% »
%

5 DE 191 34% 60% "5% .
7%

5 FE 191 34% 60% 6% -
7%

5 HE 191 33% 61% 5%
3%

6 AF 126 32% 65% T
%

6 DF 126 = 29% 67% -
5%

6 FF 126 27% 70% =

6 HF 126 29% 68% =
%

7 AG 104 . 42% 46% T
3%

7 DG 104 38% 48% 6% 8%
%

7 FG 104 = 38% 49% 5% 8%
%

7 HG 104 : 39% 49% B T

8 AH 113 29% 58% 7% 5%

Continued on next page...
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Mol | Chain | Length Quality of chain

8 DH 113 24% 64% 7% 5%

8 FH 113 24% 64% 7% 5%

8 HH 113 31% 58% T6% 5%

9 AJ 248 36% 49% Te% 9%

9 DJ 248 35% 49% % 9%

9 FJ 248 37% 48% To% 9%

9 HJ 248 36% 48% T6% 9%
2%

10 AK 129 ./T 20% 60%

10 DK 129 I/OT 20% 60%

10 FK 129 BT T 19% 60%

10 HK 129 T A 21% 60%

11 AL 123 £ 41% 43% e

11 DL 123 £ 37% 48% TTw

11 FL 123 < 38% 47% TTw

11 HL 123 = 34% 51% %

12 AM 118 = 30% 52% TS

12 DM 118 = 31% 50% TS
2%

12 FM 118 = 29% 53% T A
2%

12 HM 118 = 31% 51% U TS%

13 AN 144 L 34% 60% 5% -

13 DN 144 L 37% 58% -

13 FN 144 L 36% 59% R
%

13 HN 144 = 38% 58% R

14 AO 134 £ 37% 57% 5%

14 DO 134 : a3% 52% 5%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
14 FO 134 £ 39% 55% T6%
14 HO 134 = 42% 54% -
15 AP 89 = 28% 43% 26%
15 DP 89 = 27% 44% 26%
15 FP 89 = 29% 42% 26%
15 HP 89 = 27% 44% 26%
16 AQ 104 = 45% 45% Ta% .
16 DQ 104 = 41% 49% Ta% .
3%
16 FQ 104 = 45% 45% 8% -
16 HQ 104 = 45% 45% T
17 AT 66 = 39% 50% % .
17 DT 66 )./0 39% 55% 5% -
17 FT 66 = 36% 58% 5% -
17 HT 66 = 36% 56% “6% -
3%
18 AU 206 = 43% 51% -
18 DU 206 44% 50% o
18 FU 206 45% 49% R
18 HU 206 = 42% 52% -
19 AX 189 L 33% 61% 5% -
19 DX 189 33% 60% “6% -
19 FX 189 IA) 34% 59% “6% -
19 HX 189 37% 57% 5% .
20 B2 154 : 20% 46% 30%
20 C2 154 18% 47% 32%
20 E2 154 = 21% 43% 34%

Continued on next page...
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Mol | Chain | Length Quality of chain

20 G2 154 &15%_ 47% 31% 5%

21 B3 120 B-/OT 54% 24%

21 C3 120 e 57% 27%

21 E3 120 % 54% 24%

21 G3 120 MT 55% 24% 0

22 BA 264 = 38% 50% To% .

22 CA 264 = 41% 47% To% .

22 EA 264 = 37% 52% To% .

22 GA 264 = 38% 51% To% .

23 BB 391 IA) 41% 54% -

23 CB 391 .A 41% 53% -

23 EB 391 £ 40% 54% -

23 GB 391 L 39% 56% -

24 BC 410 = 40% 54% “6%

24 cC 410 41% 53% 5%

24 EC 410 < 41% 53% T6%

24 GC 410 = 39% 55% T6%
13%

25 BD 172 41% 54% -

25 CD 172 = 43% 52% -

25 ED 172 = 42% 52% B
11%

25 GD 172 44% 51% T

26 BE 188 44% 52% o

26 CE 188 47% 48% -

26 EE 188 G 45% 51% o

26 GE 188 46% 49% o

Continued on next page...




Page 7 Full wwPDB X-ray Structure Validation Report 4V8P

Continued from previous page...

Mol | Chain | Length Quality of chain
27 BF 255 = 39% 49% %
27 CF 255 L 37% 51% T
27 EF 255 = 38% 49% 0%
27 GF 255 = 38% 49% %
28 BG 123 65%
28 CG 123 65%
28 EG 123
28 GG 123 61%
29 BH 215 = 35% 54% B 7
29 CH 215 32% 58% P 7
29 EH 215 : 32% 57% B 7
29 GH 215 £ 33% 56% % 1%
30 BI 198 L 37% 57% “6%
30 CI 198 36% 59% 6%
30 EI 198 L 39% 57% -
30 GI 198 < 38% 56% “6% -
31 BJ 141 55% T
31 CJ 141 57% -~
31 EJ 141 = 56% T
31 GJ 141 L 55% T
32 BK 149 % 37% 54% 7% .
32 CK 149 38% 54% "%
32 EK 149 36% 54% 8% -
32 GK 149 = 37% 54% 7% .
33 BL 204 43% 54% o

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

Mol | Chain | Length Quality of chain
33 CL 204 38% 58% o
33 EL 204 38% 59% o
33 GL 204 = 37% 58% -
34 BM 301 = 36% 60% o
34 CM 301 L 40% 57% o
34 EM 301 = 38% 58% o
34 GM 301 = 39% 57% o
35 BN 181 : 30% 63% “6% -
35 CN 181 29% 66% -
35 EN 181 IA) 29% 65% 5% -
35 GN 181 = 31% 62% “6% -
36 BO 185 = 49% 48% o
36 EO 185 = 37% 39% 21%
36 GO 185 = 42% 38% 17%
37 BP 157 44% 50% 5% .
37 CPp 157 46% 48% o
37 EP 157 L 45% 50% R
37 GP 157 = 46% 48% 5% -
38 BQ 183 39% 41% TS 14%
38 CcQ 183 L 37% 42% T 1a%
38 EQ 183 L 39% 40% T 1a%
38 GQ 183 : 35% 44% T 1a%
39 BR 150 L 37% 40% 19%
39 CR 150 G 36% 42% 19%
39 ER 150 = 34% 43% 19%

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

Mol | Chain | Length Quality of chain

39 GR 150 = 34% 43% . 19%

40 BS 135 41% 47% 5% 1%

40 CS 135 = 39% 49% 6% 1%

40 ES 135 = 41% 48% %

40 GS 135 = 40% 47% 6% 1%

41 BT 158 % 25% . 61%

41 CT 158 % 25% . 61%

41 ET 158 % 25% . 61%

41 GT 158 1% 23% . 61%

42 BU 124 IA) 39% 54% “6% -

42 Cu 124 L 37% 55% 7% .

42 EU 124 )./0 37% 56% “6% -
15% —

42 GU 124 35% 58% 6% -

43 BV 239 38% 56% -

43 CV 239 35% 59% T

43 EV 239 35% 59% 5% -

43 GV 239 34% 59% -

2%

44 BW 111 = 53% 42% R

44 CW 111 50% 45% 5% -

44 EW 111 IA’ 51% 43% 5% -

44 GW 111 L 50% 46% -

45 BX 134 .A 37% 46% T 1%

45 CcX 134 L 37% 45% % 7%

45 EX 134 £ 36% 46% % 7%

45 GX 134 = 36% 46% % 7%

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

Mol | Chain | Length Quality of chain
46 BY 103 = 48% 45% 7% -
46 CY 103 = 47% 45% 8% -
46 EY 103 = 41% 50% 8% -
46 GY 103 = 41% 52% 6% -
47 CO 185 44% 48% . 5%

The following table lists non-polymeric compounds, carbohydrate monomers and non-standard
residues in protein, DNA, RNA chains that are outliers for geometric or electron-density-fit crite-
ria:

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
48 MG Al 3422 - - -
48 MG Al 3428 - - -
48 MG Al 3430 - - -
48 MG Al 3435 - - -
48 MG Al 3437 - - -
48 MG Al 3472 - - -
48 MG Al 3522 - - -
48 MG Al 3530 - - -
48 MG Al 3555 - - -
48 MG Al 3573 - - -
48 MG Al 3579 - - -
48 MG Al 3583 - - -
48 MG Al 3585 - - -
48 MG Al 3587 - - -
48 MG Al 3593 - - -
48 MG Al 3595 - - -
48 MG C3 205 - - -
48 MG C3 207 - - -
48 MG D1 3424 - - -
48 MG D1 3434 - - -
48 MG D1 3446 - - -
48 MG D1 3463 - - -
48 MG D1 3497 - - -
48 MG D1 3548 - - -
48 MG D1 3550 - - -
48 MG D1 3571 - - -
48 MG D1 3576 - - -
48 MG D1 3592 - - -

slhalbal et ai bR Rt el Bt Rl Rt e B eei e e et o] oot e o] el e e o] et e

Continued on next page...
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Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
48 MG D1 3596 - - - X
48 MG D1 3597 - - - X
48 MG D1 3600 - - - X
48 MG D1 3603 - - - X
48 MG D1 3606 - - - X
48 MG D1 3611 - - - X
48 MG D1 3624 - - - X
48 MG DJ 301 - - - X
48 MG E2 205 - - - X
48 MG E3 204 - - - X
48 MG F1 3411 - - - X
48 MG F1 3451 - - - X
48 MG F1 3493 - - - X
48 MG F1 3511 - - - X
48 MG F1 3515 - - - X
48 MG F1 3539 - - - X
48 MG F1 3560 - - - X
48 MG F1 3565 - - - X
48 MG F1 3566 - - - X
48 MG F1 3574 - - - X
48 MG F1 3576 - - - X
48 MG F1 3578 - - - X
48 MG G2 204 - - - X
48 MG G2 206 - - - X
48 MG G3 202 - - - X
48 MG G3 205 - - - X
48 MG GN 201 - - - X
48 MG GP 201 - - - X
48 MG H1 3409 - - - X
48 MG H1 3410 - - - X
48 MG H1 3412 - - - X
48 MG H1 3414 - - - X
48 MG H1 3450 - - - X
48 MG H1 3479 - - - X
48 MG H1 3489 - - - X
48 MG H1 3524 - - - X
48 MG H1 3531 - - - X
48 MG H1 3533 - - - X
48 MG H1 3534 - - - X
48 MG H1 3535 - - - X
48 MG H1 3536 - - - X
48 MG H1 3543 - - - X

Continued on next page...
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Continued from previous page...
Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
48 MG H1 3544 - - -
48 MG H1 3550 - - -
48 MG H1 3551 - - -
48 MG H1 3554 - - -

sikslkslls
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2 Entry composition (i)

There are 50 unique types of molecules in this entry. The entry contains 511395 atoms, of which

0 are hydrogens and 0 are deuteriums.

In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occu-
pancy, 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 RNA chain called 26S RRNA.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

DAL | B0 T s o0 21904 5110 0 0 0

U] oDL | B0 | e s o0 21904 5110 0 0 0

L ki 319 (;1250;221) 29(8?61 1211]95 21(5)94 SEQ 0 0 0

L H1 319 6T6O7t§£1) 29(8?61 1211195 21(5)94 SEQ 0 0 0

e Molecule 2 is a protein called RIBOSOMAL PROTEIN L37.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

2| AA o o1 a0 15 16 7 0 0 0

2| Da o o1 a0 158 16 7 0 0 0

2| A o o1 a0 158 16 7 0 0 0

2 HA o1 T702tiil 45130 11;8 1(1)6 ? 0 0 0

e Molecule 3 is a protein called RPL39.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

I I I U 2 Y0 0 A I I

e I I N 2 Y0 0 A I I

s om0 e as | 0| 0 |0

s m oot | a0 | 0 |0
grDRe
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e Molecule 4 is a protein called 60S RIBOSOMAL PROTEIN L36A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4 AC 103 gofitg l 536 11(\313 120 ? 0 0 0
£ 00 || e s g a7 | 0 | OO0
1] IC 05| g6 s 1 10 7 0 0 0
1] HC 05| 56 s 1 10 7 0 0 0
e Molecule 5 is a protein called RPLG6.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IO F Y R
IR T HEEEEE
IR YT HEEEEE
5 | HE L v 0 0 0
e Molecule 6 is a protein called RPL14.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
0 AF 125 ?8;1 6?9 1152 1((?9 ? 0 0 0
6 DF 125 ?());l 6?9 1152 1((?9 ? 0 0 0
0 FE 125 ?());l 6?9 1132 1((?9 ? 0 0 0
0 HE 125 ?8;1 6?9 11;2 1((?9 ? 0 0 0
e Molecule 7 is a protein called RPL30.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
7 AG %6 T702t;L l 4?5 11;19 128 ? 0 0 0
7 bG %6 T702t;L l 4?5 11;19 1(?38 2 0 0 0
7 FG %6 T702t;L l 4?5 11;19 1(?38 2 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
7 HG 96 T702t;L l 4?5 11;19 1(?38 ? 0 0 0
e Molecule 8 is a protein called RPL35A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
o I A I IR R I
8 bH 107 T;;gl 55130 11;5]7 122 ? 0 0 0
8 FH 107 T;;gl 520 1127 151)2 ? 0 0 0
8 HH 107 T;;gl 520 11(\317 122 ? 0 0 0

e Molecule 9 is a protein called TRANSLATION INITIATION FACTOR EIF-6, PUTATIVE

FAMILY PROTEIN.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
) AJ 220 r‘lr(;tlégil 1 (%8 31(\)I2 3(?36 1SO ¥ ¥ 0
) b 220 ?;tl%l 1 (%8 31(312 3(??6 1SO ¥ 0 0
) ) 220 ?;tfél 1 (%8 31(\)12 3(??6 1SO 0 0 0
) HJ 226 ?(;tfél 1 OCG8 31(\)12 3(??6 1SO 0 0 0

There are 12 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
Al -2 GLY - expression tag | UNP Q245F2
Al -1 THR - expression tag | UNP Q245F2
AJ 0 SER - expression tag | UNP Q245F2
DJ -2 GLY - expression tag | UNP (Q245F2
DJ -1 THR - expression tag | UNP Q245F2
DJ 0 SER - expression tag | UNP Q245F2
FJ -2 GLY - expression tag | UNP Q245F2
FJ -1 THR - expression tag | UNP Q245F2
FJ 0 SER - expression tag | UNP Q245F2
HJ -2 GLY - expression tag | UNP Q245F2
HJ -1 THR - expression tag | UNP Q245F2

Continued on next page...
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Continued from previous page...
Chain | Residue | Modelled | Actual | Comment Reference
HJ 0 SER - expression tag | UNP Q245F2

e Molecule 10 is a protein called UBIQUITIN-60S RIBOSOMAL PROTEIN L40.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR HEEREEE
IR HEEEEE
IR HEEEEE
IR HEEEEE

e Molecule 11 is a protein called RPL34.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 AL 108 I;SOE;C ;l 5(2]9 11;10 127 g 0 0 0
1 bL 108 I;SOE;C ;1 539 11;10 127 E 0 0 0
1 FL 108 1;30; ;1 539 11;10 127 g 0 0 0
1 HL 108 1;%0; Qal 539 11;10 127 g 0 0 0

e Molecule 12 is a protein called RIBOSOMAL PROTEIN L22.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IS N EEE
IDIEEF T TS HEEEEE
IDEEF T T HEREEE
IR N K

e Molecule 13 is a protein called RPL27.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
13 AN 143 111?7301 7?5 21113 189 § 0 0 0
13 DN 143 ?it?aol 7(535 21113 1(9)9 2 0 0 0
13 FN 143 ??t;)l 7?5 21113 189 2 0 0 0
13 HN 143 ?it;)l 7?5 21113 1(9)9 § 0 0 0

e Molecule 14 is a protein called RPL28.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
14 AO 134 rfggil 6(530 21(\)14 1(7)9 ? 0 0 0
14 bo 134 1118?’)11 6?0 21(\)14 1?9 ? 0 0 0
14 FO 134 1;8;11 6?0 21(\)14 1?9 ? 0 0 0
14 HO 134 ?8?311 6?0 21(\)14 1C7)9 ? 0 0 0

e Molecule 15 is a protein called RPL38.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
15 | AP 66 Eogfl 3%7 é)\; 9% f 0 0 0
15 | DP 66 1;_)0;?1 3(637 é\; g()) ? 0 0 0
15 | FP 66 1;0;?1 3(637 é\; s% f 0 0 0
15 | HP 66 T;;f“l 3(637 91\; ;2) f 0 0 0

e Molecule 16 is a protein called 60S RIBOSOMAL PROTEIN L36.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
16 AQ 102 1;30(;; 1 536 11(\3]5 1(??2 0 0 0
16 bQ 102 1;300? 1 5%6 1125]5 1(??2 0 0 0
16 FQ 102 I;BOOt; 1 5%6 11;5]5 1(??2 0 0 0

Continued on next page...
$roe
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
16 HQ 102 TSOOt 3a l 5%6 11(\515 1(?32 0 0 0

e Molecule 17 is a protein called RPL29.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
17 AT 05 T5OZ’>t§L 1 3(234 11117 £§)2 0 0 0
o | w (TS o o | o |
17 KT 05 T503t§L 1 324 11117 902 0 0 0
17 HT 05 203? l 324 11117 902 0 0 0

e Molecule 18 is a protein called RPL13.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
18 AU 203 rf(()it;:l 10015 3158 2(7)9 2 0 0 0
18 bu 203 1;(()5;11 1(?15 3158 2(7)9 2 0 0 0
18 kU 203 1;(()5;11 10015 3158 2(7)9 2 0 0 0
18 HU 203 ?(()igzl 1(?15 31;8 2(7)9 2 0 0 0

e Molecule 19 is a protein called RPL18A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
19 AX 188 rfggz‘l 9?2 215\3]7 2(7)1 2 0 0 0
19 bX 188 ?gg?sl 9?2 216\317 2(’?1 g 0 0 0
19 X 188 rfggaél 9(732 216\317 2?1 g 0 0 0
19 HX 188 1112?3&61 9(732 216\317 2?1 2 0 0 0

e Molecule 20 is a RNA chain called 5.8S RRNA.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
20 B2 1od gggaol 157 5 61(\)12 1(%9 11;4 0 0 0
20 2 1od gggaol 157 5 61(\)12 1(?69 11534 0 0 0
20 k2 1od ggg?)l 157 5 61(\)IQ 1()069 11534 0 0 0
20 G2 1od ggg%l 1407 5 61(\)IQ 1()069 11;4 0 0 0
e Molecule 21 is a RNA chain called 5S RRNA.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
21 B3 120 g‘;g%l 1 1(315 416\;3 8(3)8 1P2)O 0 0 0
21 3 120 gggzl 1 515 4123 828 1P2)() 0 0 0
21 k3 120 53?61 1 515 412513 8(?38 1P2)O 0 0 0
21| 63 20| 08 s a0 88 120 0 0 0
e Molecule 22 is a protein called RPLS.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
22 BA 251 ?gt;;l 12026 41(\)IO 323 g 0 0 0
22 CA 251 ?gt;;l 12CZ6 41(\)IO 323 2 0 0 0
22 EA 251 ?gt;;l 12(;6 41(\)IO 323 2 0 0 0
22 GA 251 ilrg?;l 12CQG 41(\)IO 351)3 g 0 0 0
e Molecule 23 is a protein called RIBOSOMAL PROTEIN L3.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
23 BB 380 28;?)1 19044 515\;5 5(?30 181 0 0 0
23 CB 386 28;?)1 19C44 515\915 5(3)0 181 0 0 0
23 EB 386 g(());%l 19C44 515\915 5(3)0 181 0 0 0
Continued on next page...
$roe
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Continued from previous page...
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
23 GB 386 3080 1944 595 530 11 0 0 0
e Molecule 24 is a protein called RPLA4.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
24 BC 409 3172 1975 622 571 4 0 0 0
Total C N O S
24 CC 409 3172 1975 622 571 4 0 0 0
Total C N O S
24 EC 409 3172 1975 622 571 4 0 0 0
Total C N O S
24 GC 409 3172 1975 622 571 4 0 0 0
e Molecule 25 is a protein called 60S RIBOSOMAL PROTEIN L11.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
25 BD 169 1357 851 254 243 9 0 0 0
Total C N O S
25 CD 169 1357 851 254 243 9 0 0 0
Total C N O S
25 ED 169 1357 851 254 243 9 0 0 0
Total C N O S
25 GD 169 1357 851 254 243 9 0 0 0
e Molecule 26 is a protein called 60S RIBOSOMAL PROTEIN L9.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
26 BE 186 1481 939 272 264 6 0 0 0
Total C N O S
26 CE 186 1481 939 272 264 6 0 0 0
Total C N O S
26 EE 186 1481 939 272 264 6 0 0 0
Total C N O S
26 GE 186 1481 939 272 264 6 0 0 0
e Molecule 27 is a protein called RPL7A.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IEERF T HEEEEE
IGERF T HERERE
IERF T HERERE
IGERFEE Y HEEERE

e Molecule 28 is a protein called RPLPO.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
28 BG 123 T;ltiﬂ 4(6]5 11;13 1(2)3 0 0
28 cG 123 T;)ltfl 4(635 11;13 123 0 0
28 EG 123 T;)ltfl 4%35 11;13 123 0 0
28 GG 123 T;)ltfl 4g5 11;13 1C2)3 0 0

e Molecule 29 is a protein called 60S RIBOSOMAL PROTEIN L10.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
29 BH 201 ?()5;%1 1(?27 311]9 2C7)1 g 0 0 0
29 CH 201 ?(()5;%1 1(?27 311]9 2(’?1 g 0 0 0
29 E 201 rf(()itQaJOl 10027 31119 2(7)1 g 0 0 0
29 GH 201 rllﬂ(()itQaJOl 10027 31119 2(7)1 g 0 0 0

e Molecule 30 is a protein called 60S RIBOSOMAL PROTEIN L13A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
3 Bl 198 ?ggil 1(?19 31(\)18 2(6?3 ZSL 0 0 0
3 = 198 rfggil 1(?19 31(\)18 2(6?3 ZSL 0 0 0
3 k1 198 rfggil 1(?19 31(\)18 2C6)3 ZSL 0 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
30 GI 198 Tl‘gft)zl 10019 31(\)IS 223 ZSL 0 0 0

e Molecule 31 is a protein called RPL23.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
31 BJ 138 1;8;321 65133 112\)13 1?9 g 0 0 0
31 CJ 138 ?than 65113 115\913 1(7)9 g 0 0 0
31 EJ 138 ?8231 623 115\9]3 1C7)9 g 0 0 0
31 GJ 138 ?gt;;l 623 115\;3 1(7)9 ? 0 0 0

e Molecule 32 is a protein called 60S RIBOSOMAL PROTEIN L27A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
32 BK 148 rf(igil 7?9 21?\)14 122 E 0 0 0
32 CK 148 rllﬂ(i?ll 7;39 21;14 122 2 0 0 0
32 EK 148 rllﬂ(igall 7§9 212\’)14 122 2 0 0 0
32 GK 148 ?igil 7§9 212\’)14 122 2 0 0 0

e Molecule 33 is a protein called RIBOSOMAL PROTEIN L15.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
33 BL 203 rf(()igil 1(%1 31§1 2C7)5 ZSL 0 0 0
33 CL 203 r{(()jg?l 1(%1 31§1 2(7)5 ZSL 0 0 0
33 EL 203 rf(()igall 10%1 31§1 2(7)5 ZSL 0 0 0
33 GL 203 rllﬂ(()igall 10%1 31§1 2(7)5 ZSL 0 0 0

e Molecule 34 is a protein called 60S RIBOSOMAL PROTEIN L5.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
34 BM 298 gzgzl 155?’)0 4125 4(3)0 ZSL 0 0 0
34 CM 300 g‘ZtQZl 15041 4127 482 ZSL 0 0 0
34 EM 300 gzgzl 15C41 4127 4(3)2 ZSL 0 0 0
34 GM 300 TQZZT 15C41 414\117 4(?32 ZSL 0 0 0

e Molecule 35 is a protein called RPL18.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
35 BN 180 11?2531 9%9 218\310 229 § 0 0 0
35 CN 180 rllﬂzﬁlall 9%)39 216\310 229 § 0 0 0
35 EN 180 rllﬂzﬁlall 9%19 215\3]0 229 2 0 0 0
35 GN 180 ?ZESI 9%9 215\310 251)9 2 0 0 0

e Molecule 36 is a protein called RPL19.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
36 BO 184 ?Zgil 934 31;]1 2(;1 § 0 0 0
36 EO 146 11?;31 735 2129 1(9)3 i 0 0 0
36 GO 153 rfggil 7(732 21;6 281 i 0 0 0

e Molecule 37 is a protein called 60S RIBOSOMAL PROTEIN L21.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
37 BP 156 ?g t7a21 8(0]4 22]1 2(1)5 g 0 0 0
37 cP 196 ?g t7a21 834 22]1 2(1)5 g 0 0 0
37 EP 156 rf; t'TaQI 8%4 2211 2(1)5 g 0 0 0
37 GP 156 rfg )’C;;l 8%4 2?1 2(1)5 g 0 0 0
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e Molecule 38 is a protein called RPL17.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
38 BQ 157 r‘lrgg?)l 7?1 214\1]9 2(1)6 2 0 0 0
38 cQ 157 ilrgg?)l 7?1 214\1]9 2(1)6 2 0 0 0
8| EQ 57| a7 ook o163 0 0 0
38 1 6Q 57| a7 ook o163 0 0 0

e Molecule 39 is a protein called RPL23A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
39 BR 121 goﬁtg l 6(1]3 11;16 1(7)3 2 0 0 0
39 CR 121 gogg l 6?3 11;16 1(7)3 2 0 0 0
39 ER 121 gogg l 6?3 11;16 1(7)3 2 0 0 0
39 GR 121 TS;O(’? l 6?3 11;16 1(7)3 2 0 ¥ 0

e Molecule 40 is a protein called RPL26.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
40 BS 126 ?8%1 6?8 21(\)10 1(7)3 2 0 0 0
40 S 126 ?())tlzl 6?8 21(\JIO 1(7)3 2 0 0 0
40 ES 126 ?())tlzl 628 21(\JIO 1(7)3 2 0 0 0
40 GS 126 r‘1F(())t1?;l 628 21(\)IO 1(7)3 2 0 0 0

e Molecule 41 is a protein called RPL24.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4 BT 61 Tg)ltg l 3?1 11(\)10 706 2 0 0 0
4 cT 61 Téoltg l 3?’31 11(\)10 ;)6 2 0 0 0
4 BT 61 Tg)ltg l 3?1 11(\)10 706 2 0 0 0

O RLDWIDE

PROTEIN DATA BANK

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4 GT 61 T;)ltg l 3?1 11(\)10 706 2 0 0 0

e Molecule 42 is a protein called RPL35.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
42 BU 123 gof;gl 6(239 115\916 125 0 0 0
42 cu 123 T909t(§Ll 6(219 115\916 1((?5 0 0 0
42 EU 123 T909t({;L 1 639 115\;6 1%)5 0 0 0
42 GU 123 TS;Oth l 629 115\;6 1((?5 0 0 0

e Molecule 43 is a protein called 60S RIBOSOMAL PROTEIN L7.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
43 BY 234 r{‘gtl%l 12021 3122 3(2)3 ZSL 0 0 0
43 v 234 rfgthI 12021 316\312 3(2)3 ZSL 0 0 0
43 EV 234 rfgtlaol 12021 3122 3(2)3 ZSL 0 0 0
43 GV 234 ?gtlz(i)l 12021 3122 3(2)3 ZSL 0 0 0

e Molecule 44 is a protein called 60S RIBOSOMAL PROTEIN L31.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
44 BW 110 rl;)O()t fl 5%5]3 11;11 1(6?4 § 0 0 0
4 oW 110 gOOt fl 5%3 11;1 1(6?4 2 0 0 0
4 EW 110 T900t fl 5(6]3 11;11 124 § 0 0 0
4 GW 110 T900t fl 553 11;11 124 § 0 0 0

e Molecule 45 is a protein called 60S RIBOSOMAL PROTEIN L32.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
45 BX 125 1;83321 6;39 21(\)]5 125 § 0 0 0
45 X 125 ?gtla; 6§9 21(\)]5 1((?5 2 0 0 0
45 EX 125 ?8331 6?9 21(\)15 1C6)5 2 0 0 0
45 GX 125 ?8531 6?9 21(\)15 1((?5 § 0 0 0

e Molecule 46 is a protein called RPL37A.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
wlo [ m WO RO,
I HIEEEEE
IR E T HIEEEEE
IR HEEERE
e Molecule 47 is a protein called RPL19.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
w0 | | s s 5| 0 | 0|0

e Molecule 48 is MAGNESIUM ION (three-letter code: MG) (formula: Mg).

Mol | Chain | Residues Atoms ZeroQOcc | AltConf
Total Mg

48 Al 200 200 200 0 0

48 | AA 9 Total -~ Mg 0 0
9 9

48 | AK 1 Toltal N{g 0 0

48 B2 8 Total = Mg 0 0
8 8

48 B3 3 Total = Mg 0 0
3 3

48 BJ 1 Toltal hﬁg 0 0
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf

18 | BL | Toltal N{g 0 0

48 | BN | Toltal N{g 0 0

48 | BP | Toltal N{g 0 0

18 | BQ 2 Total -~ Mg 0 0
2 2

48 | BW | Toltal N{g 0 0

48 2 6 Total -~ Mg 0 0
6 6

48 | C3 7 Total - Mg 0 0
77

48 | ¢D 1 Toltal N{g 0 0

48 | I | Toltal N{g 0 0

48 CL 9 Total = Mg 0 0
2 2

48 | CN 1 Toltal N{g 0 0

48 | CQ 2 Total Mg 0 0
2 2

48 | CW 1 Toltal N{g 0 0

8 | ¢y 1 Toltal N{g 0 0
Total Mg

48 D1 9232 my 93 0 0

48 | DA 2 Total - Mg 0 0
2 2

48 DJ 1 Toltal l\gg 0 0

48 | DK 1 Toltal l\gg 0 0

48 | DQ 1 Toltal l\gg 0 0
Total Mg

48 E2 7 A 0 0

18 | E3 6 Tob,tal hgg 0 0
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Mol | Chain | Residues Atoms ZeroOcc | AltConf

48 | EJ | Toltal N{g 0 0

48 | EL 9 Total - Mg 0 0
2 2

48 | EN 9 Total - Mg 0 0
2 2

18 | EQ | Toltal N{g 0 0

48 | EW 9 Total - Mg 0 0
2 2
Total Mg

48 F1 184 1 18t 0 0

48 FA 9 Total - Mg 0 0
2 2

48 | FK 1 Toltal N{g 0 0

48 | FT 1 Toltal N{g 0 0

48 G2 6 Total = Mg 0 0
6 6

48 a3 5 Total = Mg 0 0
5 5

48 | GA 1 Toltal Dﬁg 0 0

48 | aJ 1 Toltal N{g 0 0

48 | GL 1 Toltal N{g 0 0

48 | GN 1 Toltal l\gg 0 0

48 | GO 1 Toltal l\gg 0 0

48 | ap 2 Total - Mg 0 0
2 2

48 | GQ 1 Toltal l\gg 0 0

48 | QW 1 Toltal l\gg 0 0
Total Mg

48 H1 155 e e 0 0

48 | HT | Toltal hgg 0 0
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e Molecule 49 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms ZeroOcc | AltConf

19 | AA | Toltal Zln 0 0

19 | AC | Toltal Zln 0 0

19 | AK | Toltal Zln 0 0

49 | AL | Total = Zn 0 0
11

19 | BY | Toltal Zln 0 0

9 | cy | Toltal Zln 0 0

19 | DA | Toltal Zln 0 0

49 DO 1 Total Zn 0 0
11

19 | DK 1 Toltal Zln 0 0

49 DL 1 Total Zn 0 0
11

19 | EY 1 Toltal Zln 0 0

49 FA 1 Total Zn 0 0
11

49 FC 1 Total Zn 0 0
11

49 FK 1 Total Zn 0 0
11

49 FL 1 Total Zn 0 0
11

19 | QY 1 Toltal Zln 0 0

49 | HA 1 Toltal Zln 0 0

19 | HC 1 Total = Zn 0 0
11

49 | HK 1 Toltal Zln 0 0

49 HL 1 Toltal Zln 0 0

e Molecule 50 is water.
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Mol | Chain | Residues Atoms ZeroOcc | AltConf

Total O

50 Al 1134 1134 1134 0 0

50 | AA 8 Total - O 0 0
8 8

50 | AB 5 Total O 0 0
5 5

50 | AH | Tofal (1) 0 0

50 | AK 3 Total O 0 0
3 3

50 | AM | Toltal (1) 0 0
Total O

50 AP 2 9 9 0 0

50 | AT 3 Total O 0 0
3 3
Total O

50 AU 4 4 4 0 0
Total O

50 B2 54 51 54 0 0
Total O

50 B3 23 93 93 0 0
Total O

50 BA 12 19 19 0 0
Total O

50 BB 4 4 4 0 0
Total O

50 BC 7 . - 0 0

50 | BE 1 Toltal (1) 0 0
Total O

50 BI 3 3 3 0 0
Total O

50 BJ 5 5 5 0 0
Total O

50 BK 3 3 3 0 0
Total O

50 BL 8 2 g 0 0
Total O

50 BM 2 5 9 0 0
Total O

50 BN 5 5 5 0 0
Total O

50 BO 2 9 9 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
5 | BP 5 TO;““ (5) 0 0
5 | BQ 7 To;al ? 0 0
5 | BU 1 Toltal (1) 0 0
5 | BV 7 To;al (7) 0 0
5 | BW 5 Total O 0 0
5 5
5 | BX 6 Togal g 0 0
5 | BY 5 Togal g 0 0
50 | C2 46 ngal fﬁ 0 0
50 | C3 39 ngal ??q 0 0
50 | CA 11 T(l)gal 8 0 0
5 | CB 4 Toial 2 0 0
50 | CC 7 TO;al (; 0 0
5 | CD 4 Toial (j 0 0
50 | CE 2 Toztal (2) 0 0
50 | CI 1 Total -0 0 0
11
50 | QI 4 Toial (i 0 0
50 | CK 3 Togtal (3) 0 0
50 | CL 12 T‘it;‘l 1% 0 0
50 | CM 6 Togal (6) 0 0
50 | CN 7 TO;al (7) 0 0
5 | Co 2 TO;al (2) 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
5 | cp 6 Togal (6) 0 0
50 | cQ 7 To;al ? 0 0
5 | cu | Toltal (1) 0 0
50 | Cv 4 Toial 2 0 0
5 | Ccw 5 Total O 0 0
5 5
50 | CX 6 Togal g 0 0
50 | CY 5 Togal g 0 0
50 | D1 1341 ?gfgl 1?81 0 0
50 | DA 10 T(l)gal S) 0 0
50 | DB 4 Toial 2 0 0
50 | DE 1 Toltal (1) 0 0
5 | DJ 2 Toztal (2) 0 0
50 | DK 2 Toztal (2) 0 0
50 | DP 1 Toltal (1) 0 0
50 | DQ 2 Toztal (2) 0 0
50 | DT 4 Toial (i 0 0
5 | DU 3 Togtal g 0 0
50 | DX 2 TO;al (2) 0 0
50 | E2 44 TZTI 42 0 0
50 | E3 34 ngal ?SL 0 0
5 | EA 4 Toial Ef 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
5 | EB 3 Togal (; 0 0
5 | EC 2 Togal (2) 0 0
5 | EFE 2 Togal (2) 0 0
5 | EJ 4 Toial 2 0 0
5 | EK 5 Togal g 0 0
5 | EL 10 Tcl’gal 1% 0 0
50 | EM 2 Togal (2) 0 0
5 | EN 7 TO;al (7) 0 0
5 | EP 6 Togal g 0 0
5 | EQ 4 Toial 2 0 0
5 | EV 6 Togal (g 0 0
5 | EW 7 To;al (; 0 0
5 | EX 5 TO;al (5) 0 0
5 | EY 5 Togal (5) 0 0
50 | F1 1076 fgt%l 1(?76 0 0
50 | FA 7 To;al (7) 0 0
50 | FB 4 Toial El) 0 0
50 | FE 1 Total O 0 0
11
50 | FH 1 Total O 0 0
o1
50 | FK 2 TOQtal (2) 0 0
5 | FL 3 Togtal (3) 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total O

50 FP 2 9 9 0 0
Total O

50 FT 4 4 4 0 0
Total O

50 FU 4 4 4 0 0
Total O

50 G2 34 a4 34 0 0
Total O

50 G3 26 % 26 0 0

50 | GA 6 Total - O 0 0
6 6
Total O

50 GB 3 3 3 0 0
Total O

50 GC 2 9 9 0 0
Total O

50 GE 2 9 9 0 0

50 Gl 1 Total - O 0 0
1 1
Total O

50 GJ 4 4 4 0 0
Total O

50 GK 2 9 9 0 0
Total O

50 GL 5 5 5 0 0

50 | GM 1 Toltal (1) 0 0
Total O

50 GN 2 9 9 0 0
Total O

50 GO 2 9 9 0 0
Total O

50 GP 5 5 5 0 0
Total O

50 GQ 4 4 4 0 0

50 | GV 3 Total = O 0 0
3 3
Total O

50 GW 4 4 4 0 0

5 | GX 5 Togal (5) 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
50 ay 1 Total O 0
1 1
Total O
50 H1 924 924 924 0
Total O
50 HA 4 4 4 0
Total O
50 HB 4 4 4 0
Total O
50 HJ 2 9 9 0
Total O
50 HK 2 9 9 0
50 Hp 1 Total O 0
1 1
Total O
50 HT 5 5 5 0
Total O
50 HU 2 9 9 0
gPDE



Full wwPDB X-ray Structure Validation Report 4V8P

Page 36

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

electron 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 dot above a residue indicates a poor fit to the electron density (RSRZ > 2). 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: 26S RRNA

3%

7%

29%

44%

18%

Chain Al:

29D
ToV
09V
6SY

95D
SSY
%90

[4:0)

oSy
(54

S¥0
7vn

vn

6€D

ved
eV

Ted
oen
62D
82D

920
S20

€zn

Tey

L10

1234
€10
(444

0TV

@ o
© ~
< ©

9TV
ST
vein
€210

TT10

90TV
SOTV
vorn

00TV

Sy
[}
<

<) -
0 )
=] o

©
©
<

o
©
O

08D
8LD

LLY
9.0

SOV

891D
910

S910
7ITV

910
091D
6STD
851D

S0
€910

TSIV

SPIV
4424

{443 4
710
(%7434

TETD

[4sta
TSV

6%2H

9¥%TH

§2TO

(444 4

¥12d
€TCV

602V
8020

902D
S020

€029

002D
66TV
86TV
L6TD

S6TA

€610

e€1en
zren
T1€D
oren

€0EV
20€D
TOEY

862D

S62Y

€620

162D

682D
88TV
1820

S$82N

082d
6.0
8.2N

9.TH
S.zn

€L2D

0420
692N

L9TV

€92V

LS2H
95TV

€592D

0SeY

67€D
8veEY
LYEY

S%€D

TveY

LEEY

TEED

62€0

Leen
ogey
gzen
veey
€TeV

6TED

L1eV
9T€eY

71€0

1180
0TSV
605V

88¥N

[4i0]
18%D

LYY
S.%D
v.%D

89VV

29¥N
S9%0

€9%0
29%D

6S%D
8S8%D

957D
eial

€LSV

8ESY

9€SY

S€SO
vesn

T€SD

625D

€280

1230

v1sn
€15D
[4%°p]

€€90
2E9D

0€9D

619D
819N

€790

O

R LDWIDE
PROTEIN DATA BANK

W


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

Full wwPDB X-ray Structure Validation Report 4V8P

Page 37

969Y
S690

269V

1690
0690

1890

L9
TLOV

699V
8999

98.D
GS.LD
TSLY

TSLO

0S5.D
6v.L0
8%.LD

VLY

6ELD
8eLN
LELD

T2.LD

t
k

8TLY

9TLY
STLY

E€TLD
CTLD

028D
6780

L18Y
918V
ST80

€180
218D

608Y
808V

708D

66.D

96.LY
S6.LD

€6.LY

8.0

S8LY
8.0

08.L0
6LLY
8L.LD

9.L.LD

YLLY

cLLn

691D
89LY

S9LY

€9.D
2T9.LD

788V

628D
828D

9Z8Y

728D

TS6V

676D
8%60
Lven
9v6Y

€760

8€6Y
LE6D
9€60

2E6D

friea i

Tzey
0z6eYV

8160
160

ST160

216D

606V
806V

906D

L
b

9880
§889D

91070

€10T0

11010
0T0TD
600TY
800T1D

2001V

666D

966V

7660
£66D

T660
066Y
686D

986N

1860
086N
6,60

000000 O
®
Sy
S
=~
&

T.6D
0.6D

L9en
9969
S96D
voen
€960

280TN

080TV
6.L0TV
8L01T0
1,010

TLOTD
04010
690TD
89010

S90TN
79010

@® CT90TV

650TN

LS0TN

8€0TD
LEOTY

TE0TD

620TY

920710
S20TH
j74ua
€TOTY
(440

i

8ETTN
LETTN
9ETTD

YETTD
€ETTD

8CTTD
2110
9TV
STTTV

12110

L1710

YITID
ETTTV
(43331

LOTTV
90710
S0TTN

660TD
8601V

601D
€601D

90CTV

70C1D

T021D

66TTD

L6TTY
96TTV
S6TTN
YeTTV
€611D
1433934
T6TTD
06110
68110

SL11D
YLITD
ELITY
TLITD

0LTTV

® €SC1d
csery

21210
123944

6CETY
8TETV

€TETD
2TETD
TeeTy

TTETD
0TETD

® 80ETn
® LOETD

TeeTn
06ETY
68€TD
88€TN
L8€TN
98€TN

€LETD
CTLETY

0LETY
69€TD
89€TN
LOETY
99€TD
S9€TD

7SETD

CSETN

0SETD
6veTN
8YETD

86€TD

CEETN

LSPTD

SSPTD
el
€SP0

[Si%74%)
8¥¥1D

(4445
wyin
(U421
6ETTN

[l474%)
8CV1D

4542

(45450
11710

60%1D
80¥1TN
LOVTY
90%1D

v0%1D

[4ua%)
TOVTD
00%1D

L6ETD
96ETV

€6ETY

VTSIV

¢TSI
TS
0zsTn
6TSTD
8TSTD
LISTD

|

ETSTY

CISTD

0T8T

€0STV

00STV

vevIv
€67TV
26710

06710

LLYTD
9.¥1D
SLPTY
v.Lv10
€LVTD

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 38

T6STY

#8310

T€STD

@® 8TST1d
LTSTY
92STH
§2sTn

TS9TV

67910
8¥91D
VAL
9%91D
S7910
YTV

Zv91d
9910
0v91D
6E€9TD

LEITY
9€9TD
SE9TN

€E9TD

0E9TV
62910
8TITY
L29TV
929TN
S29TN

CTOTY

0Z91Nn

19TV

%0910
€0970
091N

86S1D

26STH

0TLIV
6T.T0

80410
L0LTV

70L1D
€0LTV
COLTD
TOLTY

F

9891V
78910

0891V

8591

€LLTD
TLLTD
TLLTO
0LLTY

09.1D

3

SPLI0
TvLIY

9€LTD

YELTY

TELTD

TeLIY

2E8TH

8¢8T0

ST8TY
%281V

818TD
L181D
918TY
ST81D
1810
€181V
(4215

11810

60810

€08TN
208TN

008TY

YTe1v

12619
0C6TY

L16TY

€T6TD

LOBTY
90619
S06TY
70610

T061D

L6810
96810

|

681D

98811

%8810
£88TY

18810
08810

S.81D

2.810

898TD
981D

%9810

LS8TD
96810

vs81n

e Vv.ieln

SG6TN

6¥610

L¥61D
V6TV

vv6e1n
EV61D

T¥61D

8E6TH

9€6TN

F

CEBTY

0€6TD

8T61D

[4314]

80TCYV

soten
¥012d
€0TeY
[49%4

0012y
66020

hhmw<
€LTey
TL1T)
TL120
[A%4 |
6912D
8912Nn

99129

%9120
€912V

8STCD
LSTTH

SST120

6v12n
Lidz4 4

svrey
144141
1541414

154241

6€TTY
8ETTY

9€TTN

[42)541}

62120
8212

9212ZH
1a%ay
¥e1ed
€eren
(4924

9112V

¥1120
€TTCY

[4%444))

8€TTY
LETTY

S€TTD

6222
8¢eey
Leeey

£eeey
2eeed
Teeen
ozezen
(1344 )

® S7T220

€122
c¢reen
11229

6022V
moﬂw«
vozcen
€02V

® 00zzn
66120
86720

9612
s6TCn
v612D
€6TCY
(451549

S8120

€812V

1622V
0622y
6822n

98TTY
S82TO

[4:1449)

69z2n

1,92TH
992CY

%9zzn

[474441)

oveey
6eeen

9EETY

0Z€Td
6TETY

Lreen
9T€TY

e€1een
(45444

Teven

80vCY
L0%2D

soven

LL€TD
9Leey
sleTn

I

TLETD

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 39

8EVTH
LEVTD
9€vTNn
SEVCY
vevev

65520
8592n
LSSV

%5520

50520
70520
€052

T0S2Y
00520

91920

454
€192H

L092H

L

€092D
209zn
T09Zn
00920
6652D

€692

T692D

685920

18S9¢H
98529

¥83CV

285V
1852H
08S2Y

€.920
cLsen

6892H
8892
1892

L.92n

214

%992D
€992V
2992V
T992H
0992V
6592
8992Nn

2992
1592V
0s9zn
6%92D

%920

L

LeLTY

T€L2D

3
i

0TL2D

ToLen
00L2V
66920
869CV

7692V

2692V
1692V
06920

ST8Ty
282D

2T8Td
1282V

16.2D
96.L2Y

v6.20

1

6.L.2D

91,20

224

TLlen
0LLzn
69,20

€9.20n

L9820

S%820
¥¥8¢D
€¥8zn
[4£:141
1¥82H
0%82D
6€82Y
8€8¢DH
L€8TD

£E8TY

T€820

62820

282D

T€62D

6262y
8z6eY
12629
92629
262D
x4

ceeey
126V
ozezn
61620

ST620
4541

zrezn
620
01629

80620

90629

%0620
£0620

8682V

020€D

8TOEY
L10€D

¥10€D
ETOEY

8662
L662Y

£662D
T662D
rTe6cn
06620
68629
88620

98629

862V
mw“u<
6,62V
8162
LL620

S.L62V
vL62n
€162D
2.L620

0.L62Y

69620

99620
S962D
iela
€9620

09629

980€N
S80€0
¥80en
€80EY
Z80€D

8L0ED

9L0EV

7.,0€D
€L0€N

TLOED

690€D

990€V
S90€0
T90EY

290EV
T90EY
090€EY
BS0EY

L50€0

Lyien

® Ssvien
7vIED

cYIEY
Tvien
0%TED
6ETEN

LETEN
9ETEY
SETEV
VETED

TETEY
OETEY

Lzren
92TED

(4450
T21€0

€0TEY
2oTEY
T0TED
00T€EN

860EV
L60€D
960€N

v60en
£60€N
T60EY
T60€D

80CeY

202€0

0ozey
66TED
86TEY

L

® %61€D

06TEY

.87€N

181€D
08T€D

cLIEY
TLIEV
0LTEY

99TEY
SOTEV

@ 0S7en

S.LTEV
j2X43

cLzen

0.2V

89C€0

19zen

65zen
892€D
Lszen
9GCEY

YScev
€52en

0Gzey
evcen
8%C€D
h«“ﬂb

55243

(0743

8ETEY

8czen
Leeey

Seeen

£2CED
ceeen

F

812¢eN

912€0

vreey
€12€D

zseen

eveen
8been
LYEEY
9YEED

Tveed
oveen
B6EEED
8EEEN

L6TEY

v6ceEV
€62V

88TEV

¥8ced
€82€D

6.2€D

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 40

: 26S RRNA

e Molecule 1

7%

28%

o o
<
< <

44%

18%

Chain D1:

ToV
() 4
65V

SV

€90

)
5
o

) 93
S SRS

€D

620
8TH

8
=

92d
149)

€en
zen

—
o
<

L1D

IE

v
€10
IV
Ty
oTY

1110

90TV
SOTV

101D
00TV

96D

Y6V

-
@
o

©
5
<

3]
es}
O

080

[
N~
o

L

89V

18TV
9810
S8TV
7810

1810

8.10

9.1

0LTV

891D
970

S910
YoTV

7S10
€910

SYTV
i44a4

(4434
13459
07TV

TETD

€92
[4(4 4
13144

672D

9%ZH

gl

Teen
0€TH
62TV

9220
S¢T0

ceey

120

ST2D
¥12d
€1V

602V

902D
502D

€02

66TV
86TV
LB1D

€610

¥1€0
eren
(451}

oren

coed
Toey

862D

S62V

€620

1620
0620

882V
182D

9.2d
s.zn
vlen

TL2D
0420
6920

L9V

€92V

6520

152D
95¢y

CTLEV
TLEV

99€V

YIEV

T7eV

LEEV

9TEV

£Y¥D

LEVY
9EVN

[4474]
127D

S6EY

e€6en

i

88EY
18€D
98V

v8evy
€8V

6.LE0

L6%D
96%0
S670

€670

88¥N

28%D
18%0

6.%D

9LYY
SL9D
Y.L%D

89%Y

99%0
S9%D

€970
29%D

657D
85¥D

997D
ieidl

8¥¥0
Ly¥D
9v¥D

i444 4

T€SD
0€SD
625D

€25N

® 128D

129D

619D
819N

919V

€790

663D

L63Y
968V
S6SY

€650

065V
6850
885D
185N

889N

€899
2899
789V
089V
6,90

2v9D

on
0%9d
69N

LE9N

€€90
(455

0€9D

0S.D

9TLD

STLY

€TLD
CTTLD

0T.LD

S18N
visn
€780

YLLY

cLLn

69.D
89.LY

S9LY

€9.D
29LD

95.0

7SLY

[4spxe]

818D

TL8Y

698D

I

T¥8Y

8€8D

9€8N

0€8D
6280
828D

928Y

28D

zz8n

0Z89

8180
L18Y
918V

O

R LDWIDE
PROTEIN DATA BANK

W



4V8P

Full wwPDB X-ray Structure Validation Report

Page 41

V6V
Sv6v

€¥60

8€6Y
LEBD
9€60

[4:30)

8zen
1269
9T6v
S269D

3

0Z6V

816D
L7160

ST6D
7160

[41:0]

2060

L68Y

S68Y

1

988D
S889D
788V

0880

0T0TD
6001V

S860

7860

6,60

LL6Y
9.6Y
S.69
7,60

T.60
0460

L9en
9969

voen
€960

€560

TS6V

8%60

0L0T0
69070

9901V

S90TN

€901D

65010

15010

901D
S¥01D
4495

(4409
® T%01D
o

6€0TD
8€0TD
LEOTY
9€0TD

91070

€10T0

11010

8ETTN
LETTA

9ETTO

YeT1D

8CTTD
LeTIn
9TTTY

12119

LOTTY
907N

%6010

880TY
L80TY

7801

8.0TN

661D

LBTTV
96TTV
S6TTN
Y611V
€6TTD
433344
T6TTD
06TTN
68TTN

SLTTD
vLT1D
ELTTY
CLITD
TLTT0
OLTTY

89T1D
L9TTD

S9TTN
79110

1421324

[4:1391

0STIN
67110
8vTIN
LYTTV

P10
0%T1D

®
@® 9s21D

AN
€5CTD
¢seTy
TS8210

e
[Uzas)
6ETTD
8€TTN

TETTY
0€TTV

(4145
T2y

(oA
T0CTD
0021D

8TETY

STETN

CIETD
TIETD
0TETD

80€TN
® LOETD
® 90€Td

6.LETD

09€TD
6GETY

2eETN

62ETY

EEVIY
(45745

6271
8C¥ID
LTYID

€CYIV

8T¥TD

STPTO
4545

(45729
TTYI0

60%1D
80¥1N
LOVTY
90¥%1D
S0¥TN
Y0v1D

[40A%]
T0%1D
00%TH

86ETD

60STD
80STV

90STH
S0STO
%0S1D
€0STY

00STY
66%TD
86%TN

iCiand
€671V
(45745

06¥%1D
68%10
88%TV

98%TV

78710

LLYTD
9L%1D
SLYTY
iZian!
€LVID

TL710

89%TN

99%1D
S9vTN
vovin
€9%10
29%1TNn

S.ST0
¥.910
€LSTV
CTLSTV

0LSTNn

L9STV
995TN

%9310
€95TV

ﬂmmmﬁ<
SSSTY
%9910
€950

0GSTV

SESTV

0ZsTn
6TSTD
8TSTD
LTSTD
9TSTV
STSTV

€T5TV
(A= n]
TISTD

LEITY
9€91D
SE9TN

€€9TD

0€9TY
62910
8TITY
L29TY
9291Nn
§291TN

(442148

0291Nn
6T9TV

9791

0T91TD

L0910

70910
€09T0
2091
10910

@® 86ST1D

76510
€6STV
T6STD
TE6STV

S8STV
831N
€8STV

6.ST0

LLSTD
9.LSTD

70LT1D
€0LTY
20LTD
TOLTV
00LTYV

F

G891V
891D
€8910

0891V

LL9TD
9,919

vL91D

69919

991D

T99TV
09910

89919
L5910

€991V

TS9TV

67910
8%91D
L7910
9%91D
S%91D
YroTV

(4229
7910
0%91D
6E9TD

TLLTD
TLLI0
0LLTY
69,70

09.TD

98110
SSLTY

TSLTY

-

LYLTY
9v.L1I0n
sv.LI0
LIV
E€VLID

6ELTY

9ELTD
SeLIn
YELTY

CTELTD
TE€L1D

8CTLIV

STLTY
¥ecLin

TCLIY
0TLIY
6T.10

LTL10

¢TI0
TTL10
0T.T0

80.TN

O

R LDWIDE
PROTEIN DATA BANK

W



4V8P

Full wwPDB X-ray Structure Validation Report

Page 42

vE€8TD

TEBTD

62810
881D

ST8TY
iZ4: 1A

[44:39)

£0810
20810

0081V
66.L1D

96.10
S6LTD
76.L1D

2Z8L1D

08LTV
6LLTD

Y0610

T061D

16810
968TD

|

268TD

98810

881D
€881V

18810
08810

91819
S.8TD

89810
19810

79810

79810

-

LS8TD
95810

581N
€58TD

789810
088TD
67810
8%81D
LY8TYV

vy81Nn
£Y81N
44244

8€8TD
LESTY

TLETD
TLBTD
0L6TY

67610

LY6T0
V6TV

E€V6TD

T¥610

8E6TD

9€610

€E6TY
CTEBTY

0€6TD

82610

vC6TV

T261D
(434 4

81610
LI6TYV

1161V

LOBTY
906TD
S06TV

v.l610
€L6TY

SST2D

6¥1en
8v1ey

144141
414 4

F

6ET1TY
8ETTY

9€T2N
SETTY

[41541

82120

Elq543)

ve1ed
€120

Terev
0z1en

8112

9112V

v1120
€TTeY
[43%43)
TT12D

80TCY

S0120
012D
€012V
[4u%4 4

ootey

Teeen
ozzen
61CCY

1812D
98120

€812V

0812
6,120

LL1CY

SL1CY

eL1eY

TLT20
0L12Y

8912N

9912V
¥9120
€912V

19120

8GT20
LST2D

98TV
S82TO
¥8cen

282T0

08220

j2x44 14

2.22D

69220

1,92TH

¥9zen

29220
T9zzn
09220
65zen
8922D

8¥%¢TH
VAZ44)
9%2¢TH
S%2TH

(4744

8€TTY
Legey

6222
8¢TTy
yX444

S2TTO

€eeey
2eeed

zveen

oveey
6eeen

9EETY

Y€€TD

CEETI
TeETN

6ceTn

SCETO

L

TZeTY

6TETY
8T€TH
L1€20
9TeTY
STETY

€1eTn
(4534

LOETY
90€TH

C0ETH

Teccy
062TY
68z2n

ST¥2CD

T1%20

60%2D
80vCY
L0%2D

soven
v0¥%ZH
€o¥ven

S6ETH

06€TD
68€TH

L8€TD

38€TY
¥8€CD

18€TY

LL€TD
9Leey
sleTn

¥9€TH
€9€eV
C9ETY

09€2d
6SETH

SS€TO
vseed

ovvey
6EVTD
8€VTD
LEVTD
9€even
SEVCY
vevey
EEVCY
[4%5%44))

Leven
92¥Td
Sevey
vevev
£cven

Teven

(157414

6ESTY
8ESTO
LESTO
® 9€escy
SESTY

@ €€ST0

Teszn
0€SZH
62G2D

i74°144
£esey
[44:(4 |

9152n

L

0TSCY

L0820
90829
50820
¥0s2n
£0520

T0SCY
0082D
66720

€092
209zn
10920
00920
6652D
865CY

%6520
€692D

0682y
68520

18529
9852D

7832V

85TV
1852
08SCY

€.592n
cLsen
1,520

89G2D
L9szn
99520
S95TV
%952

1952V

6552n
8552n
LGSTY

)

€992

899CV

S992H
%992
€992V

1992H
0992V
6592D
8592N

9992V

992D

3
S
=}

%920

9€9CY

{414
Te9CV
0€92N

4441

zeoen

61920

9192Nn

Yrocy
€192H

092D

$S0920

€€LTD
CTELTD
TE€LTO
0€.LZD
62.LTY

¥rien
€r.Len

0T.LTY

L0.20

ToLen
00.2Y
66920
869¢CV

Y692V

69TV
T69CV
06920

8892
892D
9892V

1892V

LL9zn

vLoCv
€L92D

1,920

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 43

€082

7082V
00820

86.2D

96.L2Y
S§6.20

6.2V

982D

6.L.2D

9..2D0

v.LLCY

TLlen
0LL2n
69,20

09,20
65.L2V

95.2n

gslen

05.29

8v.20

TL8TD
T.820n
04820
69820

79820

95820

75820

05820

9¥8en
S¥82D
v¥82d
£%82n

%829

6€82YV
8€8¢H

Se8CV
ve8zn

TEYTD
Te€8TN

828CY

L

[44:143)
1282V

6182D
8182

1820

2182

,08eY
9082n

oveTy
S¥62D
vvecy

6262V
8262V
1262

262D
x4

ceeey
Tzecv
0zezn

S1620
v162Y

(41141
1620

80620

9062

70620

8682V

1682V
0682V
68829
8882V

v.82n
€.820

0L62Y

1

9962N
S962D
w962V

L5682V

L

2¢S6TD

8%620

€80€Y 4450

LETEN

TETEY

€0TEY
cotTey
T0TED
00TEN

620€EY

s

¥70€D
ETOEY S80€0
¥80€en

e svien

L

Y6TED

06TEV

18T€N

T81€D
08TED

CLTIEY
TLTEY
0LTEV

99TEV
SOTEV

LyTen

0LzeY
692€D
89T€D

0ScTeEY
evcen
8¥CeD
Lvzen

8zTen
LTTEY

§zTen

€22ED
zeeen

F

8T12EN

912€D

vreev

TveED
oveen

8EEEN

0€geEN

9TEEY

veeen

Teeen

L1€ED
9T€ED
STEEY
vieen
E€TEED

60€EN
80EEY

90€€D

L6TEY

S62ED

88CEY

18zen
982€D

¥8¢ed
€8C€D

V.LTEY

cLzen

TSEEN

e Molecule 1

oseen
eveen

265 RRNA

7%

28%

o o
< 0
< <

44%

o] 0 N o
N N
1S} (LR E=]

2%
. 18%

Chain F1
=

29D
ToV
09V
65V

SSY

€90

S0
vvn

cvn

6€D

©
[}
Iur

Sen

ey

<
[}
<

Ted

€zn
azn

—
o
<

L1D

©o~ oo oM ©
~K NN o ®
P < ULO o =}

434
€10
(434
Ty
(13

8N

9TV
STTD
vein
€210

1110

90TV
SOTV

T0TD

16D

€LD

89V

261D

681D

18TV

S8TV
7810

810

LL1D
9.1

TLIV
0LTV

891D
910

S910
7ITV

19170
091D
631D
8ST1D

vSin
€510

TETD

6€2CD

Leay
9€TH

Teen
0€TH
62TV

92Td
§2TO

zeey

L1zn

S12H

€12V

602V

$02D

R LDWIDE

O

PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 44

LIEY
9TeY

¥1e0
€ren
cren

oren

LOEY

€0EV
20€d
ToeY

862D

S62Y

1620
0620

882V
182D

$820

152D
95ev

6LEN

CTLEV

99€V

9v¥d
SY¥0
i4a4 4

LEWY

LT9D

S6ey

18€D

98€V

v8ev
€8EY

Y0Sv
€0Sn

88¥N

28¥D
1870

9LwY

89%V

99%n
S9%0

€970

8¥%0
Ly¥D

SLSY
7.SD

cLSD

TESD

625D

[45°5)]

0€9D

1299

619D
819N

919V

€790

019V
609V
8090
090

665D

L6SV
965V
S6SV

€650

L1150
9,50

669D
869D

969V

7,90

699V

999D

£€99D

95.0

TSLY

[4<pxe]

0S§.D
6v.L0
8%.LD

VLY

6ELD
8€LN
LELD

SELY
YELY

CTELD
TeLY

L8.LD
9TLD
STLD

T2LD

8TLY

9TLY
STLY

€TLD
¢TLD

218D

608V
808V

708D

S9LV

T9.LD

L68Y

S68Y

G889
788V

088N

L.80n
918D

cL8Y
TL8V

L

198D

6¥8n
8%80

9%80

3

T8y
0%8D

8€8D

9gsn
SE8Y
7€8D

TE8Y
0€8D
6280

0462

0960

LE6D
9€6D

2€6D

8zen
126D
9zey
ST6D

ageen
Tecev
0zey

8160
160

S160
7160

16D
1160

606V
806V

9060

€E0TN
CTEOTY

S20TD
vcoTyY
€20TY

12010

91010

€101

11070
0T0TD

200TY

000TD
666D

166D
966V

7660
€669

066V

S860

TL6D

€60T0

680TD
880TV
L80TV
980TN

%801

|

6L0TY
8.L0TN
LL0T0
9,010

TL0TD
0L0TNn
69070
890TN

990TV
S90TN

® €901
® 2907V
°

65010
L5070

9G0TV
SSOTV

@ TS01D
@ 08070
@ 6%0Tn

L%0TD

® G%01D

® €%01D

SSTTN

€STTD
c¢STIn

0STTN
(2290
8vT1INn
LYTTV
9%T1D

Wi

8ETTN
LETTIN
9€TTD

YETID
€ETTD

8CTTD
L2110
9CTITV
SCTTV

12110

8TT1ID
L1710

YITID
ETTTV
[4334 4

LOTTY
9011
S0TTN

00710
660TD
8601V

81210

Ss1210
71210

[434%)
1121V
[54%)

v021D

T0TTD
0021
66TTD

L6TTV
96TTV
S6TTN
Y611V
€6TTD
(43194 4
T6TTD
06TTN
68T1N

€8TTD

SLTTD
YLTTD
ELITV
TLTTD
TLTT0
0LTTV
69T1D
89T1D
L9T1D

79110

2otV
T911D

O

R LDWIDE
PROTEIN DATA BANK

W



4V8P

+~
—
@]
o
Q
aat
=
e}
mhm
<
g
3
=
<]
—
=
+~
]
=
—
+~
n
5
D
>~
an
A
[al}
E
=
=
€

Page 45

NMMAD
6CETY
8CETY

wwmﬂb
€CETD
CTETD
TeeTv
0ZETN

8TETY

~ O oo
[ S
mmmmn
oo
U OU

L[]
@® 95219

¥s¢10
€GCTH
[4stAan 4 CIETD
159210 TIETD
=
80€TN
LOETD
® 90€1D

ety

(4448 )

12219

61210

[4ua%)
T0%1D

00%1D

86€TD

E6ETY

TeeTN

SGETD
YSETD

2SETN
T9ETN
0S€ETD
(5259900

89%1N
L9%1D

99%1D

7ov1Nn

28
€571

(442

whin
[iz4a 4
6EVTN
8EVTY

EEVTIV

L

8TV1D

60%TD

TLP10
0LPTD

1445

TESTY
ﬁmmﬁo
8CTSTD
LTSTY
92STD
§gsTn

VTSIV

8TGTD
LISGTD
9TIGTV

EISTY
CISTD
T1S1D
0T1STN
60STD

€0STY

00STV

26¥1D

06%1D
68710
88VTV

98VTV

SLYTY
v.ivIn
€LVTD

@ 86STD
o
L[]
@ S6STV
%6310
€6STV
2¢6STH
T6STV

6.ST0

LLSTO
91510
S.STN
¥.S810
€LSTY
CTLSTY

0LSTN

L9GTY
99S1N

%9910
€9GTY

SGSTV

0GSTY

9YS1D
S¥S1D
¥¥310
EVSTY

T99TV
09970

8G9TD

8¥91D
Ly910
991D
SY91D

YPoTV

Zvo1d
9910
07910
6E9TD

LEITY
9€9TD
SEITN

€E9TD

0E€9TY
62910
8C9TY
LT9TY
9291Nn
SeoTn

[44°244

091N
6T9TV

9T9TD

3
3

S89TV
%8910
£€89TN

089TV

9,919

%L910

TLLTD
TLLT0
0LLTY
69.10

09.L1D

LSLTY
938.10

TSLTV

LYLTY
9v.L1I0
SvLI0
YYLIV
E€VLTD

858TN
LS8TD
956810

581N
€58TD

+
e

8%8TD
LY8TY

vv81Nn
€781
1414

7€8TD

T€81D

62810
828TD

243131

[44:15)

L

81810
L1810
9181V
S18TD

€181V
181D
11810

608TD
808TY

€080
20810

0081V
66.T0
86,10

76.L1D

TEBTY
T€61D
0E6TD

82610

w261V

12619
0Z6TY

81610
LTI6TY

1161V

LOBTY
906TD
S06TV
70610

10610

6681D

L6810
96810

681D

%8810
€881V

18810
088TD

S.819

L9810

%9810

C¢S6TH

67610

L¥61D
V6TV

EV61D

610

8E6TH

9€6TN

9T1CY

¥1120
€TTTY
CT1Zd
TT12D

S012n
%0120
€012y
[4U%4 4

0otTey

O

R LDWIDE
PROTEIN DATA BANK

W



4V8P

Full wwPDB X-ray Structure Validation Report

Page 46

0812D
6,120

LLTTY

A%

€LTTY
TLITD
TL120
0L12Y

89120

99129

912D
€912V

8G120
LSTTH

® S§S120

€GTZH
[4) 541

67120
414

vvicy
eviey

F

6ETTY
8ETTY

9€TeN
SETTY

[42)141)

821D

921D

¥Z12o
€cren
cerey
1144
0zTen

8¥2ed
LyTTy
9%CTH
S¥CTH
j4%44)

(4744

022D

8€TTV
Legey

6222
8zeey
Leeeyv

€zeey
2eTTo
Teeen
0gzen
612CY

€12TH
creen
1122

6022y
woﬂw<
vozen
€0TTY

0ozzn
meNU
9612ZD
S6TZn
¥612D
€612V
612D

0612

18120
9872n
S812n
¥812n
€812V

8120

(4534

Logey

1622
96220
§62CH

68cen

88220
18ten
98¢TY
68220
¥8cen

822D

082D

j2X44

c¢LTed

0Lzey
6922n

19229
992TY

vozcen
£922n
292D
T9zen
0922d
65cen

9.L€TV

I

TLETD

G9€TH
¥9€2D
€9€TY
(4544

09€2D

75€20

cseey
TSeETY
0S€TH
6%€2D
8%€2D
Lyeey

6€¥CO
8EVTH
LEVTD
9€vTNn
SEVTY
vevev
EEVTY
CEVTH

125741

60%2D
8072y
L0%2D

S0%en

S6ETH

06€ZH

L8€TD

S98€TY
¥8€TO

T8ETV

LLETD

0082D L9gen
66720 99520

%952

rTesen
0€S5TH
625TH

44141

[44:14

9152n

L

(0)5:14 §

97920

1oy
€792D

S0920
v092n
€092
209zn
T092n
00920
66529
86392V

¥652D

06sey
68520
8892Nn
1852
9852

¥83CY

[4:5514
892D
0892V

€L92n
cLsen
T.520

8952

T0L2Nn
00.Lev
66920
8692V

o

2692V
T69cv

18929

v.LoCv
€L92D

1,920

8992V

59929
%9920
€992V
299eV
19929
0992V
6592
8592n

§5920
75920

2592
T892V
05920
6%92D
8%92n

9792V

vv92n

2%92d

€9.2n

15220

¥S8.20
€820
2s.L2n

082D

8¥v.Lzn

0¥%.L2d
6€LTD
8€LTD
LeLey
9€LTY

veLTd
€€.L2D
TeLTD
T€LTD
0€.L2D
62.LTY

sgley

I

0cLed
6T.LCY

ST.20
vrLen
€120

0TLV

L0.20

t4:14 4

1282y
028D
618D
8182

v18cn

L082Y

£0829

1082V

862D
162D
96.2V
s6.2n
v6.2n
€6.2D

S88CY
882V
£88TH
882N

6,820

v.82n
€820
2.82D
T.820

69820

1982D
9982H
S98CH

298TH
19820

,582n
95820

L

05820

0.62Y
69620
89620

99620

7962D

2S62H

05620
6762D
8¥62D

96TV
S762D
vvecy
m«“ﬂ:
062D
6€62D
8€6CH

TE6TD

6262V
8z6CY
L26TD

S26TH
j443141

ceecy
Teecy
0z6zn

816CH

91620

41414

zr6ezn
T1620

L

¥10€D
ETOEY

L00€D
900€Y
SO00EY

€00€N

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 47

€0TEY
coTEY
TOTED
00TEN

860EY
L60€D
960€N
S60EY
v60€N
€60€N
TB0EY
T60€D

980€N
§80€D
780en
€80EY
Z80ED

9L0EY
SLOEV
7.L0€D
€L0€N

TL0ED

690€D

990€Y
S90€D
790EY

T90EY
TO0EV
090€Y
B6S0EY

150€n
950€D
S50€N

£50€N

2v0eDd
Tv0€D

0sTEN

LyTEN

e Ss¥vien
¥¥1ED

cviey
vien
0%1€0
6ETEN

LETEN
9ETEY
SETEY
v€1ED

TETEY
OETEY

Lgren

vTren

(445

LTTED

€TTE€D

80T€EN

8zeTen
LTTEY

sczen

€2TED
zeeen

F

8T2en
L1zen
9T2ED

29%

14544
€12€D

80CEV

202€0

00ZEY
66TED
86TEY

L

761€D

06TEV
68T€D

18T€N

T81€D
08TED

€L1EN
CTLIEY

OLTEV

99T€V
SOTEV

S62ED
vecev
€6TEY

88CEY
182€en

¥82ed
€82€D

SLTev
YLTEV

cLzen

0LzeEY
692€D
89T€D

T9zen

6392eEN
892€D
LS9zen
95TeEY
SSeev
YScev
€52en

0SCEY
6vcen
8%2eD
Lvzen

EVCEV

0%CeEV

8ETEV

2SEEN

0seen
67€EN

cheed
TvEED
oveen

8EEEN

TEEED
ogeen

9TEEY

veeen

Teceen

LTEED
9T€ED
STEEY
vieen
ETEED

265 RRNA

60€EN
80EEY

90€€D
S0EEY
voeen
€0€ED

L6TEY

e Molecule 1

7%

43%

17%

4%

Chain H1

299
ToV

6SV

98D

o o
0 o
[(SIY)

oSy
67V

S%0

D [ <
[} Sy Sy
(3] =1 =1

Eev

Ted
oen

82D

S20

€20

144

110

IE

€210

1110

90TV
SOTV
e 7v010

{405
101D

®
foX
o
&

©
)
<

969D

Y6V

160

880

98V

6.0

N~ 00
SN
<o

[
~
o

89V

S8TY
® ¥81D

7810

LLTD
9.LTD

YLV

0LTV

891D
1910

S910
7oTV

1910

6STD

[
®
0
I
©

® LSTV

® vsin
® €31

® STV
4424

(4741
e T¥1D
0vTV

TETD

92TV
SC1D
vein

TSeY

6%2H

0€ed
622V

GTTO

(444 §

60TV

902D
S020

€02D

@ 0020
66TV
86TV
161D
961D

€610

18TV

e1en
zren

oren

3

90€V

€0EV
20€D
TOEY

862D

S62Y

0620

88TV
1820

S82N

® 082D
6.20n
8.2Nn

9.2H
S.zn

6920

LTV

LSTH
95TV

€52D
[4s1a 4

TLEV
TLEV

99V
S9EV

i

0GeV
6%€0
8YEY

Sved
vveD
evEY

eV

LEEY
9€ED

TEED

62€D
8zey
Lzen

szen
veey

1

0ZeD

L1EY
9TEV

71€0

9EVN

[4472]
127D
(U474

9THY
STHY

06€D

18€D
98EY

v8ev
@® €8eV

6.LE0

L0SD

® ©VOSV
@® €0Sn
[40p]

L6%D

£67D

887N

28%D
18%0

LYY
S.L%0
Y.L%D

65%D
8G¥%D

SG%D
iidl

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 48

€250

1280

0€9D

129D

619D
8190

919V

€790

L6838V
9638V
S6SY

€650

9L99
SL99
7,90

L9

699V
8999

S990
7990

€€90
2E€9D

9S8.LD

TSLY

TSLO

0S5.D

LvLD
YLV

LeLD

8TLY

9TLY
STLV

€TLD
TTLD

804D

9040
SOLY

€040
20.LD

i
L

00.LD
6690
869D

969V

0Z89

8180
L18Y
918V

€180
218D

608Y
808V

708D

8L.LD

9.L.LD

YLLY

cLLn

69.LD

89LY

S9LY

€9.D
@ 29D

i

vs8n

78V

6€8N

9€8N

7€8D

zTe8Y

6280

928V

L

czsen

TS6Y

676D
8%60

L€6D
9€6D

8zen
1269
9zev
§26D

zzen
Tzey
0zey

816D
L1760

G160
v1en

216D

606V

9060

206D

9680
S68Y

9880
588D
788y

€70T0

11070

966V

7660

TL6D
0460

L96n
996D

v96en

€560

¥¥01D

zvoTn
@ T1%010
L]

6€0TD
8€0TD
LEOTV
9E0TH

920TD

veoTv
€201V

[44ua )

YITID
ETTTV
[4323 4

880TV
180TV
98010

78010
€80T0
280TNn

T6T1D

LLTTY

SLTTD
7425

TLTITD
TLTT0
0LTTYV

89T1D
L9TT1D

S9T1N

2oTTV
T911D
09TTV

LSTTV

SSTTN

€STTD
2STINn

08110
67110
8¥110

[4stan 4

LYC1D

zceeTy
T€CTY

€eeIn
(4444 )
12219

61210

ST2TN

(424
122944

CTETD
ety
ozeTn

8IETY

STETN

CIETD
TIETD
0T€TD

@ 80gIn
® LOETD
® 90€1D

SG8ETD

6LETD
8LETN

€LETD
TLETY

0LETY

LOETY
99€TD
S9ETD

09€TD

9GETD
SGETD
YSETD

TSETN
TSETN
0SETD
6veTN
8¥ETD

SYETY

(42991

0%ETD
B6EETD
8EETD
LEETD

€EETD
TEETN

6TETY
8CTETY

9zeTN

€CTETD

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 49

8¥¥1D
LYYV

(444 4
6EVTN
8EVTY
LEYTIN
9EVTO

(45745

621D
8C¢¥1D
LTYID

14444

L

(15444

LIZTY

ST71D
Y1710

(4529
TP

60%T0
80%1N

F

90%TH

Y0710

[4vA%]
T0%1D
00%TH

86€ETD
LBETD
96ETY

E€6ETY

T6ETN
06ETY
68ETD
88ETN

98€TN

E€TISTY
CISTD
T1S1D

60STH

veviv
€67V
26%1D

06¥%TD
68710
88%TV

98% TV
S8%T0

LLYTO

SLYTY

TL710
0L¥TD
69%1D
89%1TN

99%TD
S9%TN
79¥10

[4°37490

65TV

LSPTD
98¥1Nn
SSPTD
PSvIv

6%%10

6.ST0

LLSTO
91510

%.81D
€LSTY
CTLSTY

04STN

L9GTY
99G10

%9910
€9GTY

TOSTV

SGSTV
73310

TSS1D

9YS1D

w7310
EVSTY

TS0

SESTY

CESTY
T€STD

F

pRacia |
92ST1D
S2sIn
iz4°1A1

2TSTD

61STD

LTSTD
91STV

0E9TY
62910
89TV
L1291V
991N
S2OTN

€291
(44214

0z91n
6191V

9191

01910

10970

70910
€0910
091N
10970

86STD

76510
€691V
C6STD
T6STY

TTL10
0T.T0

80.T0

70LTD
€0LTY
20LTD
TOLTV
00LTY

L6910
96910
S69TV
691D
£6910
269T1D
T69TN

3
e

G891V
78910
€89T0

0891V

LL91D
9.91D

0L9TV

€991V

TS9TY

® 6%91D
® 8¥91D
L¥910

TLLTD
TLL10
0LLTY

T9L1D
0919

98410
SSLTY

TSL1V

-

LYLTY
9v.LTIN
SvLin
YrLIV
E€V.L1D

6ELTY

SELTN
veL1v
€ELTD
CELTD

@ 8TLIV

STLIY
vcLin

2TLID
TCLIV

6T.10

LT.10

LEBTY

7€81D

TE8TH

62810
@® 82810

28TV
743141

[44:35)

81810
L1810
9181V
ST81D
71810
€181V
2181D
71870
01810

808TYV

€08T0
208TN

0081V

Z8.L10

08LTYV
6LLTD

S06TV
70610

T061D
868TD

16810
968TD

€68TD

T68TY

|

98810

78810
€881V

78810
08810

9,819
S.8TD

T.8TY

L9810

29810
79810

858TN
L5819
95810

981N
@® €S81D

L

8%81D
LY8TY

e ¥¥8In
£%810
cY8TV

8€8TD

TLETD
TLETD

L9610
99610
S96TD
79610

856TD

SS6TN

67610

LY61D
idaa
SY6TV
vve1n
E€¥6TD

T¥610

8E6TD

9€6TN

ve6TY
€E6TY
TEBTY

0€6TD

8C6TD

vC6TV

12610
(434 4

L1681V
916D
ST6TYV

€16TD

1161V

LOBTY
906TD

® 7v.ieln
€L6TY

€912
z¢sren
TST12D

6v1en
8¥1Cy

i44144
evIey
{47454

6eTCY
8ETTY

9€T2N
SETTY

[42)541

82120

17414
e€eren
cerey
rerev
0z1en

8T1ZH

9T1CY

¥1120
€TTCY
(4354

80T2Y

%012d
€012y
[4U%4

00TV

Tzeen
0zzen
612CY

ST1220

€12TH
zgreen
T122D

6022y
802eY

vozcen
€022V

00zzn
66120

9612H
seten
¥612D
€6TCY
26120
16120
06120

18120
9812Nn

€812V

18120
0812ZH
6,120

NNmW<
€L1CY
CL1TH

0L12Y
6912ZD
meND
S9T2Y
%9120
€912V
142154

3

8GT12D
LSTTH

SGT120

682N
88220
L8zten
98Tey
G822
¥8cen
€822
[4:1449)

08220

k44

TLTTD

oLzey
6922n

1922H
99zeY

[
@ €9zin
922D
T9zzn

639220

® .seey
[
o
® ¥seey
@ €szcTn
[ ]
[ ]
@ 0szey
®

9¥2ed
Eizaa)
4444

(47443
T9eed
0%22d

8€TTY

0€TTD

8zeey
Lzeev

€zgeey
ezeed

O

R LDWIDE
PROTEIN DATA BANK

W



4V8P

Full wwPDB X-ray Structure Validation Report

Page 50

cseey
TSETV

6¥€2d
8¥€Td
Lyeey
oveen
SveTD

zveen

ovegy
6€€Tn

3

VEETD

CTEETD
Teezn
0EETD

9zeTD
GTETD

€2eTn

reeey

61ETY
8T€TH
L1€80
9TETY

vieen
ereen
(43344

Logey
90€TH

Z20ETH

862CV

S62TD
v6cey

TeceV
062ey

80%CY

06€TH
68€TH

L8ETO

g98eey

LLETD
9.LgTy

I

S9€2D

¥9€TH
£9€eY
(454 4

09€2D
6SETH

€G€TO

6€E¥CO
8EVTH
LEVTD
9€vTN
SEVCY
vevev
EEVTY
CEVTH

Leyven
92¥Td
1474 4
vevey
geven
2eveo
Tcven

(257444

£0929
20920
10920
00920
1£920 66929
® 9gaTy 8642V
® Geszy
o ¥esey
££920
| zesen 6529
1€920 [ |
0429 0692y
62529 68520
[ | 8892N
vegey 18529
£2gey 98529

L0S2D €L92n

9052H cLsen

5052n 1,920

® €0S2n

| zosen 89920
T082¥ | LesTn

995820

§9GTV

$952H

1952V

65520
8952n
LSSTY

992D
€4992D

9992
79920
€992V

0992V
6592
8592n
L5929
9592V

75920

2992
1992V
05920
6%92D
8¥92N

9¥9TV

2¥92d

LEITD

2e9ey
TE9CY
0€9zn
6292V

44741
cecoTn

T292H
0z9zn

91920

a4
€192D

11920
0792

L0929

S092D

T€LTD
@ 0€LZD
@ 6T.LTV

tyka |

I

02.LZD

T0L2n
0oLey
66920
8692V

96929
¥69CV

2692y
T69CV
06920

889TH
892D

9,929

v.L9CV

€.92D

8992V

g6.2n
v6.L2n
€6.2D
[47k4

98.2D

€LLTY

TLLzn
o0LLen

¥5.20
€5.2D
zslzn

05,29

veLTD
€ELTD
CELTD

982D
9982D
S98TH

.582n

L

€¥82n

0¥%82d
6E8CY

72820

¢T8TH

F

16.2D
96.L2Y

T€6ZD

6z6CY
8z6TY
LT62D

GT62D
j4414 1

(44144
Teecy
0z62n

§162D
v16cy

cgrecn
T1620

80620

90629

%0620
£0620

168cV

£6820

0682V
68820
8882V

G882V
v88ey
£882D
882N

6,820

L6682V

662D
6620
06620
68620
88620
1862V

98629

862V

990€Y
S90€0
790€V

290EY
TO0EV
090€Y
6S0EY

,50en
950€D
§50€en
¥50€D

-

Teoen
0E0EY
620EY

Lzoen

YCoey

2T0eY

020€D

L

%T0€0

SO00EY

Legren
9CT€D

(445

LTTED

vrren

€0TEY
2otTeY
T0T€D
00TeEN
660€D
860€Y
L60€D
960€N
S60€Y
¥60€N

260EY

S80€0

690€D

06TEV
681€D

18T€N

T81€D
08TED

CTLIEY
TLIEV
OLTEY

99TEV
SOTEV

0sTEN

LyTEN

@ s¥ren
4450

TvTIEY
wren

6ETEN

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 51

0vCEY

8ETEY

8zTeNn
LTTEY

140

€2TeD
zeeen

F

81zen
Lizen
912€D

vicey
€12€D

80CEY

202ed

00TEY
66TED
86TEV

L

76TED

9TEEY

Yeeen

Tzeen

LTEED
9TEED
STEEV
vreen
E€TEED

60€EN
80€EY

90€€D

88CEY
18zen

¥8ced
€82€0

T9zEN

8GCED

zseen

oseen
6veeNn

LYEEY
9YEED

RIBOSOMAL PROTEIN L37

T%€€D
oveen

e Molecule 2

8EEEN

TEEED
OgeEN

6%

*

54%

© o
32} "
< >

36%

2%
n

Chain AA:

[
©
B3

N~
©0 ©
I>-:

794
€99

65D

o 0
u')l.r)-l.o
=0 ~

w © N~
< <
/Mol >

= o
< <
(=]

n
e}
<

N M
M M
o

N~ 0 0 -
ISRl ]
I*mml"‘

[re)
3]
<

[aa)
Ty

610
811

9TH
STL

-
" B3
~ i=3 o0
h...:g L]
= 1=

69
84
LV
9d
SL
i
€d
L

el
I3
£

<
[e]
(=4

0
~
<

I
5

e Molecule 2

RIBOSOMAL PROTEIN L37

7%

52%

© o
32} ”
< =

37%

Chain DA:

SOW
794
€99
65D

SSY

o
n
B

19D
0SM

PA7N
ik
Eig!

va

SEV

393
M.—Ig

o)
N
B4

N~
o N
I>‘=':

0
N
<

1

]
&

B

69
84
LY
9d
SL
7D

Tl

RIBOSOMAL PROTEIN L37

e Molecule 2

6%

w [ 0
Iﬁﬁ

59%

32%

2%
B

Chain FA

SOW
794

IIII(n
©
S

65D

€94

N~ o
d‘-u')u')
> =0

vy
ik

(444
va

6EA

9EV
SEV

€ed
ce1

RIBOSOMAL PROTEIN L37

13%

e Molecule 2

7%

54%

w © o
[ I Rt
<< >

35%

Chain HA

L
€99

€94

189
0SM

LYA
ovd

S
=

N~ 0o - N
RESES M m
>om o B

0
N
<

™
N
o

&8
R

61D
811
L1L
9TH
STL
42!

CTH
7y

69
84
AL
9d
SL

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 52

o oo
~ =N oo 0 WO~ ®
© SN NK N 0 00O RN
> H< @@|< BOoO< <X

e Molecule 3: RPL39

2%

Chain AB: =

—
6% -

48%

44%

(478
TSI
0S4

a7Z:\

e Molecule 3: RPL39

6%

48%

44%

Chain DB: =

CSA
TSI
0S4

8%y

e Molecule 3: RPL39

8%

48%

42%

Chain FB:

[43)

e Molecule 3: RPL39

8%

50%

40%

15%

Chain HB:

o o
0 0 10
XoH >

©
NS
4

3

i
&+
=

T

©
a2}
=

e Molecule 4: 60S RIBOSOMAL PROTEIN L36A

e 9¢Y
® GSeI

) [43)

6%

50%

42%

3%

Chain AC: -

54720

15729

6ed

9ed

9CA

8TH

125!
€11

TT4

631

LL

YA

Y0TH

COTA

00TV
6634
8634
L61

761
€£6d

e Molecule 4: 60S RIBOSOMAL PROTEIN L36A

164

L83
S84
v8)
€81

18I

6.4

LLL
9L

6%

47%

46%

Chain DC:

- ®
ke ke
H (=1

6.4
8.4

9L
S.LD

cL
TLQ
0Ld

L9V
99A
S9N

€91

894

SSI

€A

TIX

13}
4

LL

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 53

Y0Tx

ZOTA

00TV

[
<)
=3

N~ 0
@ 0
H X

61

®
D
[=]

e Molecule 4

gu’)
&

60S RIBOSOMAL PROTEIN L36A

6%

51%

41%

%
i

Chain FC

To%

893
LS4

¥5d
€94

€T)

TT4
0Tl
63

LL

pad o < W0 ~ D - o < N~ 0o
00 0 00 «© 0 o D O D O N
= HX o~ £3 =] 2 A X X

Sd
YA

YOI

20TA

00TV

[
~
~

60S RIBOSOMAL PROTEIN L36A

e Molecule 4

6%

49%

43%

3%
L

Chain HC

0ex

9CA
Szb

TCH
ozN
6TL
8TH

©
—
=

74!

o
a
I&

YOTH

CTOTA

00TV
663
863
L61

¥6I
€6d

T64d

183

S84
8y
€81

181

e Molecule 5

6.4
8.4
LLL

RPL6

5% -

61%

34%

SN MW OR0o0oHdNmiElo
— o = = a N N
CEunxdHnKME>X<Eaa H

6%

Chain AE

2SI
191
0SA
67.L

L%d
Eidl
SPI

cvd
71

vex
€e1
zed
Ted
0€Yd

o006 o oo
=)
0§ wenNooe
n:on.lulzn:

1911

L5870

RPL6

e Molecule 5

5%

© o
re} ©
I'-'-I"I

60%

34%

%
B

Chain DE

L1934
991

7oA
€9A
(4L

0SA

vV

zed

9zl

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 54

0613

L8TH
981d
S8TYH
¥81a

T8IN
0871
6LT1
8LT4
LLTH

YLTT
E€LTX

0LTT

S9TH
v91A

1911
0971

LS1d
9GTA

€STD

0GTH
67TH

VIR
SvTY

(4745

6ETH
8ET
LETH
9€Td
SETL
YETT

CETV

RPL6

e Molecule 5

6%

60%

34%

4%
-

Chain FE

171

Ted
0gY

9zl

6.d

LLL
9LA
SLT

€LT

1.8

6971
890
L9

7oA

€LTX
0LTT

S9TH
Y9TA

T9TT
0911

L5710
9STA

€S0

087X
6714

eian:s
SYTY

[44%¢

6T
8ETY
LeTd
9€Td
SETL

RPL6
7%

e Molecule 5

5%

61%

33%

Chain HE

89b
L9Y%

7oA
€9A
(4L

099

854

99D
SV
91

zed

684
8834
181

S8A
8D
€8N

084
6.d

LLL
9LA
SL1

€LT

TLS

691

7911
0971

LS1Q

RPL14

e Molecule 6

65%

32%

4%
-

Chain AF

TON

630
894
L84
9GlL
SG1

[4ct!
TSy
0SI
6%d
8Y1

i)
ik
47\
€V1

Tva

8€L

9€1

veEN
€ed
ZEN

0eT

pxas

9CTH
® S¢Is

® <Ttis
T2TL
0ZTH

91T
STTA

SLY

e
cL1
TLT

190
99N

RPL14

e Molecule 6

2%

67%

29%

Chain DF

ZON

63b
864
LG4
9GL
ST

[4ct}
TS
0SI
6%d
8Y1

9%

47\
€v1

va

6ed
8E€L

9€1

PeN
€eb
ZEN

0eT
62N
8CA
pXas
9zA
sev
T
€ey
{443
e
0oza

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 55

Tev

S84
784

08a

RPL14

e Molecule 6

70%

27%

5%
[

Chain FF

09I
630
854
LS4
951
GS1

[4:t:|
TSy

6%d
81

9%
Sve
470
€VI

va

8€1

9€1

(SIS
M mm
=2Cc=

0€I

pxas

e
TLT

RPL14

e Molecule 6

68%

29%

Chain HF

9T

RPL30

e Molecule 7

8%

46%

42%

%
B

Chain AG

TLA

[4:t

0SL
6¥%d
8¥%D
LYN

€74

0208

8EL

GEY

LTR
92H

—
o
o

0ozs
614

LIA

STV
¥11
€%

€84

RPL30

e Molecule 7

8%

6%

oo} (=3
0 ©
>..I":I

48%

o I
< <
5% =

38%

.
>
I>

4%
-

Chain DG

89H
L91

S9I
90
€9V
291

184

oo e ©
2GRS

0SL
6¥%d
8¥D

w1
(0208

8€L

13

8¢
LTR
92D

129

614
8T

)
-
<

vl
€11

110
0TI
6N
8d

[
™
o)
-

=3
0 D
==

~
«Q
o

o)
«Q
b

~ o
- .o
A M

o
[
n =

e Molecule 7

—
~
=

RPL30

2%

8%

5%

49%

38%

Chain FG

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 56

S91
90

o [
© © ©
< - <

89K
L84
981

Ey
Tl
7]

[4:1:

051
6%d
8¥%D

5
=

€vd

(0728

8€L

Ll

TET

8¢y

~
N
£

©
N
©

114

8TH
LTA

STV
2%
€Td
(453
0
0TI

6N

8a

€83

TLN

e Molecule 7

TLA

89H
191

RPL30

%
B

8%

49%

39%

Chain HG

N © N 0
0 0 0 0
Imer>‘I

S9I
90
€9V
291

09V

0SL

8D
LYN

€vd

w1
0208

8EL

9EN

o)
[}
-

zen

i

8¢H
LTR

©
]
o

-
o
o

614
8T
LIA

€071
2ot
T0T1

€83

TLN

89H

RPL35A

e Molecule 8

5%

7%

58%

29%

Chain AH

€24

Tl

61V
81V
L1Y

STM
v11

- o
~ -
A

oty

~ 0 o
mI>

064

88A
L8V
98A
98D
78N

18H

6.3

A

€LI

e Molecule 8

RPL35A

5%

7%

64%

24%

Chain DH

094
6SI
8SA
LSA
9SA

!

zsb
TSK
084
(544
87A

9vd

EVN

ToN
o%d

D
®
=

LT
9€1

o
[
=4

[}
)
Iz

-
)
=

O~ 0 N
NN NN
n X o

€24

Tl

8TV
LT3

STM
v11

T1d

o
(2]
I><

~
©n

6.3

YA

RPL35A

e Molecule 8

5%

7%

64%

24%

<
-
NE)

Chain FH

CIL

T1d

o = WO~ O ™
< 0 N~ OO O OO OO0O0O0O0O A —
D 0 [ R B e e = =] —
=4 ArAO=SHOUD W HeEsE A= <

06y

88A
L8Y
98A
989D
8N

T8H

6.3

AT

YLM
€LI

e Molecule 8

T4
0LA
69N

vox

RPL35A

5%

6%

58%

31%

Chain HH

R LDWIDE

O

PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 57

Pox

094
6SI
8GA
LSA
9GA

452!

[4sii]

© o
& &
= <

©
s
=]

EYN
{47}

ovd
6€T

LET
9€T

WO~ 0D O
OO0 O0O0O0O A
o o
HeEs>=E a0 =

ed
EEN

TEN
0ed
621
8CH

9zs

€cd

1CL

6TV
8TV
LTH

M WO N 0 <
00 00N ® o
Z=Z0 > <> =

STM
P11

[
~
E4

CIL
T1d

o
[ ]
I><

~
w

20TS
00TI
66Y

860
L6d

T8H

1.4

0 O O
© © ~
n = >

TRANSLATION INITTATION FACTOR EIF-6, PUTATIVE FAMILY PROTEIN

e Molecule 9

9%

6%

49%

36%

Chain AJ

TLT
0LT

3

99N

%90
€91

794
099
63A
8GI1
L84

%90
€6I

o
0
==

671

Lvd
9Y1

5=833
= =

~
1)
=

9€S

[ ] 0
M o 0
I“JZI’

9€Td
SETA

STTN
72T1

eeed
T2l

e Molecule 9

612d

TRANSLATION INITTATION FACTOR EIF-6, PUTATIVE FAMILY PROTEIN

9%

7%

49%

35%

Chain DJ

TLA
TLT

o
2
r—]

99N

790
€91

oY
099
6SA
891
pAst:|

i)
€SI

o o
Iﬂ.m
=

1

~
o

€CTA
[44 4

8T
L1D

1D

(44

.
o

74

T

T2l

80CT

TRANSLATION INITTATION FACTOR EIF-6, PUTATIVE FAMILY PROTEIN

e Molecule 9

9%

6%

48%

37%

Chain FJ

9%I

¥vd
EVA

L

6€d

LEA
9€s
SEA

EEN
ced
Tes
0EV

S21

€CTA

LETA
9€Td
SETA

€ETT
CETL

€TTX
c1ia
TTIN

60TA

90TN

Y011

2oTs
1071

664
864
L61

S6d
76A
€64
(4

68d

188

81

083

LLN

SLL

€Ld
CTLA
TLT

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 58

91Cs
S12I
¥ica
€TCL

1121

8021
02D

S0zcd

oM
Toza
002N
66TA

L6711

3

C6TA

88TY

SeeN
¥2T1

ceed
|1448

e Molecule 9: TRANSLATION INITIATION FACTOR EIF-6, PUTATIVE FAMILY PROTEIN

6124

9%

6%

48%

36%

Chain HJ:

L1
0LT

3

99N

%90
€91

794
09D

8GI1
L84

%90
€61

0SH
671

Lvd
9v1

¥vd
EVA

e
0%s
6€d

LEA
9€S
SEA

€eN
ced

OEV

S¢1

€CTA
(44

8T
L10

STA
45

| 3]
o g -

S12I
¥1eca
€TCL

1121

80TT
02D

S04

e Molecule 10: UBIQUITIN-60S RIBOSOMAL PROTEIN L40

60%

20%

19%

2%

Chain AK:

e Molecule 10: UBIQUITIN-60S RIBOSOMAL PROTEIN L40

60%

20%

19%

%

Chain DK:

1211
0gTs
6TIN

ST1D
295
€TTH
(495}
TrTY
0TTD
60TN

9013
S0Td

€071
[40%:S

00TA
660

96D
S6A

€63

160

684
88

I¢r
0
=

e Molecule 10: UBIQUITIN-60S RIBOSOMAL PROTEIN L40

281

60%

19% 19%

Chain FK:

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 59

1211
0gTs
6TTIN

ST1D
YT

(4951
TrTY
0T
60TN
80TL

90T
S0Td

€0TT
20Td

00TX
660

€63
z6d

684

o
«Q
*x

¥8v
€8V
281

UBIQUITIN-60S RIBOSOMAL PROTEIN L40

08d
6.4

e Molecule 10

60%

21%

18%

Chain HK

1211
0zTs
6TIN

ST1D
2%
€TTH
(495t
a5
(9%
60TN

90T)
S0Td

€071
[40x:

00TX
660

164

€634
zed
16D
06N
684

o]
Q
3

98V

v8v
€8V

08d

RPL34

e Molecule 11

12%

43%

41%

%
Chain AL: :

TLY

694

L91

€94
{424

6SA
8sd

9S1

SN

TSA

6%D

vl
1579

6EA

LEX

SEA
vex
€ed
cey
TEA
0gT

ver

™
Il
=

o ]
N N
I>IM

8TIN
L1S

-
o
H

STL
YIN

(453

(U5

oo
0 00|
[51= 8]

LA
9L
SI

(44

@ 601S

TOTH

664
864

961

064

884
L8A

¥8H

LLA
9.4
S.Ls
VLA

RPL34

e Molecule 11

12%

48%

37%

%
B

Chain DL

15729
07N
6EA

LeX

€ed

[44

VLA

RPL34

e Molecule 11

12%

47%

38%

%
i

Chain FL

gekzs
o < X

L91

1228
€94
{424
T9d
09y

8sh

951

SN

€A

8TN

0o~ ol I 0 ?o o
[ © © aQ O
SnE>> Om >mm|meH

® 80TI

voTH

TOTY

© o
@ 0
IL"”""I

961

€64

RPL34

e Molecule 11

12%

51%

N~ D O
[y} [
le>z>‘

34%

4%
[

Chain HL

22
€94
ooV
T9d
094
B6SA
850

8%D
LYV

(429

SEA
veR
€eb
ey
Ten
0€T

Prad)
149

€CTA
(451

0zZA

8TIN
L1S

STL
PIN

o o M
5] 0w oON~®QQ o —
I“I"‘""“’dmml‘ﬂ*

R LDWIDE

w_ 0

PROTEIN DATA BANK



4V8P

Full wwPDB X-ray Structure Validation Report

Page 60

80TI

YOI

TOTY

663
864

261
161
064

884
L8A

¥8H
€80

8LA

e Molecule 12: RIBOSOMAL PROTEIN L22

9.4
SLS
YLA

Tl
TLY

694

191

15%

.

.

52%

30%

3%

Chain AM: .

L9A

e Molecule 12: RIBOSOMAL PROTEIN L22

15%

50%

31%

3%

Chain DM: ™

18T
084
6.3

0LL

RIBOSOMAL PROTEIN L22

e Molecule 12:

15%

53%

29%

Chain FM

16T

680

S84
78

RIBOSOMAL PROTEIN L22

28l
181
084
6.3

698

e Molecule 12:

%

2

Chain HM: =

15%

51%

31%

181

9.4
SLM
LS

cld
TLI
0LL
698
890

e Molecule 13: RPL27

L]
5% «

60%

34%

%

Chain AN: .

D E

L DWI

O R

PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 61

S9Yd
291
89D

LSW
9%y

EI

99
S S

g
=

by
=

6€D
8€4d

[
© 0
I"*[“I

L74
91D
STh

o™
- -
o

A
oTA
64

LA

ST

[44

0ETA

SeTI
YCTL

(4498
TCTY

B6TTA
8TT4d
LITA

STTH
i22%¢
€TTL

T1Td

L0TX
90TV
SOTN
YOTIN

TOTY

863
LBA
961
S6d
e
€64
z6a
16D

684

L8A

S84

081
6LH
8LN

9LN
SLA
VLA
CLI

0Ld
693

1,98

RPL27

e Molecule 13

58%

—
37%

%
B

Chain DN:

Lvd
9%A
S7D

3
=

I
=

o]
]
9

< 0
0 o
EN=]

Tea

1

9zA
seI
449N
€V
{488

61V

114
91d
STh

o™ ¢
]
oA

A
OTA
64

LA

ST

[44

]
oIS
6ET

¢LI

14
€Y1y

RPL27

e Molecule 13

59%

36%

%
B

Chain FN

198

S94

(4228

89D

TOTH

=3
S
—
a

DO HANMI O~ 0
W HDNDDH DN DD
A0 AKNXMEHA>X

L8A

S84

€8L
28d

08I

[
~
=]

<+ w ©
SN~
===

CLI

0Ld
6934

Tv1d

(4745

RPL27

e Molecule 13

2%

Chain HN n

Lvd
oA

58%
w
2

g
=

¥
=

®
®
I3g
o

®

< 0
o o
XA

Tea

1

38%

L7149
91D
STh

o™
]
o

A
OTA
64

LA

ST

P14
EVTY
(445"

ov1s

SLA
YLK
€LY
LI

RPL28

e Molecule 14

5%

57%

37%

%
B

Chain AO:

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 62

Yox

291
198

L

65V
8GI
LSV
9Sb
SG%

€99
{4

081
67V
8VA

< N~ =)
M 0 m M <
-1 o> =

-
® o
= B

o)
N
12

W O~
NN AN
BB EHA

Ll

0 ©
- -
[

CIN

8I
L3

e Molecule 14

71
€0

8zTa

YTIN

(441}

L3

SLL

€LL

Tl
0LA
693

RPL28

%
B

—
5%

52%

43%

Ll

Chain DO:

694

3

291
198

65V

Io°
0
=1

©
re)
=/

SN

Y¥H
€Vl
cvd

0%1

8EA
LED

SEN
ved

cel
TEA

D
N
e

0 © N~
NN
BB A

vcd

©
—
hE)

)
=
I‘“

CIN

6A
8I
L3
M

71
€0

T
0LA

RPL28

e Molecule 14

6%

55%

39%

n © <+ w0
‘—4‘—|+NN
I“‘.-I o

%
B

Chain FO

1

€94
291
198

65V

N~
0
< H

o
©
v
=4

®

o
0 10
S S

081

87A

Y¥H

(47
7D
071

8EA
LED

GEN
ved

ceL
TEA

624

9zl

CIN

8I
L4
oM

o < W0
IG‘-1>

Sed

RPL28

e Molecule 14

8%

0LA
694
89H

_ . €94
291

[
-~
©
1%

® 8SI
L8V
9sb
S9%

€99
® T39O

091
6%V
8¥A

54%

YvH
€vL

]
<+
2%

[ < 0 ~ o
N o 2(‘0 s} <~
B = = =2 - O

Lea
9L
Sl
vcd

42%

Ll

911
ST4

[N N ]
(=3
o
=

CIN

6A
8I
L3
9N
SA
71

Chain HO

™

164

S6d
761
® €6A
e
T6V

684

8s8d
L8A

LL3
SLL

T

RPL38

e Molecule 15

3%

26%

— N s
N <
o —

[
oo
o
lllqu i

vex
€EA
CER
TEA

43%

623

9Th
STM

28%
-

e

TTd

|
e
H

9L

Chain AP

SLI
25

CTLA

69d

L9V

e Molecule 15

SOy

RPL38

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 63

26%

44%

27%

6%

Chain DP:

LIN
91b
STM

e

-
-
o=

81

9L

)
N~
-

YL

TLA

69d

L9V

e Molecule 15:

SO
79I

RPL38

4%

Chain FP: -

26%

42%

29%

cvd

LIN
91b
STM

m_
N
>

e Molecule 15: RPL38

e
(420
LAX!

81

©
l-‘I

23!

CTLR

69d

L9V

9%

26%

44%

27%

Chain HP:

So%

e Molecule 16: 60S RIBOSOMAL PROTEIN L36

3%
Chain AQ: T

8%

45%

45%

1

291

093

8GI
LS4

eisic

[4:) 4

05D
671
8VA

oy
SYI

€7d
(4L

071

3

9EN

veT
ey
{45

ogy
620
8TA
LTV

SCH

€20

614
8T1

i429

61

oV
S0

€x
[44

T0TD
063
L8V
984
S84
¥8H
€81

8.4
LLV

SN

T

e Molecule 16: 60S RIBOSOMAL PROTEIN L36

690

3%
Chain DQ: -

.
<

8%

49%

41%

69a

29I
791
094

85I
LS4

isict

{41 4
T84
08D
6L
87A
Lvd

SYI
47200

cvd
157

o
<
-

©
[}
Ixr

ve1
eex
[40)

ogyd

8CA
LTV

SCH

€Th

© o
R}

Iid‘
o —
=1 H

©
<

sb

O

R LDWIDE
PROTEIN DATA BANK

W



4V8P

Full wwPDB X-ray Structure Validation Report

Page 64

| |
[P} T
T4 T3
[ ooss . [ oss e 99 . e 993 .
. 690 69a . | | ° | | .
. o €91 = €9 =
B3 EN N [ e )
29T e €9y o 9% 9%
191 291 o o093 | oo
09 191 69T 69T
691 098 | 8N 85N
85T 691 18¥ 18%
194 83T 988 938
993 154 I
953 | ey
[ | mmm €51 €51
2\ . zes | zss
154 sy 19d 15d
® 039 X 154 0sa o 05a
n (528 o 039 67N th 6VN o
< 8y = 6V g vl in 8wl >
| opE 87 2 15T 15T 0
9tH .oE VA Va4
Ne) 32 © 9vH o Swy SpY
o #PA o 148 ° [ |
— €90 — YA THN
. [as . £9b 9
9 | o v 071
m m THA 0¥'1 [ |
0%1 [ | Led
= = 18d 9N
(@) €1 o r 9eN sen
o eex o e 98i mg | |
z€D | gen zeL
A CoTed A $ET zeL €8
— oed — | oeed 1€S 0€I
< 62b < zeD 0€I | 6TH
82A e 62H 82y
M V4 M ogy
% X azH % 2 Mmm
o
n
ﬁmS e Q Ic ®) < [ | \ © 121 m/” 121 .
[ £l I . ozo 02D X
o6 B | B i ° =) " o =) K o, e
[ | o 614 ° o e 613 ) X e Xy 8Ty X
L8V o [ | 4 LTH 4 LTH —
98y wn 10T wn 063 o 91S o 91S o
g8y o | | o | | e STH o ST o
H8H © H11 063 O HTI e .8V | | | |
mﬂ. 3 | | & %- 98y o %- (41} 2 [41} 2
° 18V © g4 o ° °
s — AN oy v I — N I — 2N
L oem ) .- 61 g8y O = 61 €81 &) .. 6N ) - 6N [<b) ..
8.4 = c I 8H = c I ] =) ) 8L = = 8L = =
¥ O = £sL 3] T o8y o < [ [ 15 O [
9.1 < o 9V [ | 9 o ov enm 9 o on 9 o s 9 a
LT [a) = 50 8.4 o = sb 8.4 [a) = [ | o = o) [E) =
[ | M < | | LLY M < [ | LY M < 558 M < M <
T = v oI -~ v oL1 = I -~ -~
T3 ) O |oIEw QL ° (@) LI QL ) @) ° (@) ) @)

6%

56%

R LDWIDE

O
PROTEIN DATA BANK

W

erbDeBe

36%

RPL29
6%

Chain HT: e

e Molecule 17:



Full wwPDB X-ray Structure Validation Report 4V8P

Page 65

e 994

€9A

—
©
X

6ST
835N
L83
9GS

€91

T9d
0sa
67N
e 8¥i
LvI
i
Svd
iz

®
(474
e
071

Led

— © O - NENW ©
I AN ®momn  ©O0
H ~ Hw H ==

8TH
LTH
918
STH

(44}

6N
8L

e Molecule 18

ON
S

RPL13

2%

51%

43%

L

Chain AU

€4
()
1.4

ToN

Tex

620

pxa
9zd
SeN
¥cd
€cd

614

™
o
H

LTD

—
<)
=

STH
42!

CT1

6A
8d

90
SN

[48

Yy1s

(47489

6ETL

EETA

664

©
D
[=}

vex

[=3
[y
(7]

©
~
=3

RPL13

e Molecule 18

50%

44%

Chain DU

9.Ld

€4
LD
T4

PoN
€94

©
)
o

vcd
€cd

L

614

42!

6A
8d

90
SN

TH

idA4

Yv1s

TYIL

OTIN

80Td

90TS

30T
€010

TOTN
007X
664

L6H
96d

vex
€61

T6I
06S

184

78S

28D
8V

L.3

0918

§91d
PSTA
€STS
CSTL

0STT

e Molecule 18

8VIN
LyTD

RPL13

49%

o <
0 0
[

45%

Chain FU

9SA

o
0
=

[oren
054
[enL

Svd

<
i
= ~

o0
]
~

~ o -
N-mm
< )

9zb
SeN
vcd
€24

L

614

L10

8VIN
LVTD
VIV

Tv1s

cvIL

80Td

90TS
S0THE
30T
€010

TOTN
001X
664
864

96d

e

e
[l
=1

< o o
© © D O
2] = n =

= o
© ©
<O

RPL13

e Molecule 18

9%

52%

42%

L

Chain HU

¥9d
€50
{4y

054

8¥%d

Svd
oA

[9)74)]

LEY

SeN
vcd
€24

6Td

STH
42!

R LDWIDE

O

PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 66

@® 6€1l

9ETA

® €E1y
CETA
TETV

621D
® 8zId

92Td

verd
€CTT
(449
1211

L1TX

2258
€TTY

OTIN

80TH

9018

0T
€0TD

TOTN
001X

-
Q
III“=

©
D
[=}

vex
€61

761
06S

184

78S

28D
8V

L.4

©
~
=3

8VIN
LVT0
® 971V

e 7¥iIS

® <C¥Il

RPL18A

e Molecule 19

5% «

61%

33%

%
B

Chain AX

2¢eTd
€70

8CTH

921D

€21a

1211
0zTT

LTTA
9TTY
ST1D

€111

TTTA
0T1Q

807X
L0743
901X

YOTH

88TL
L8TL

S8TY

T8TA

8.L74
LLTX
9LTN
ST
vL13

RPL18A

e Molecule 19

6%

60%

33%

Chain DX

04D

994

8¢1

sey

TCA

SLA

€L1

8ETI
LETI

RPL18A

e Molecule 19

6%

59%

34%

%
B

Chain FX

9G4
45!

[4:)'s

0SH

8%d

Eid
¥vd
EVA

ovd

© o
5] ]
2% -

< 0
o 0
B

62d

-
N
=l

sev
443

{44\

YETL

CETd
TETD

8CTH

921D

€21a

L145¢
0ZT1

LITA

STTD

€111

TTTA
0T1a

80TX
1073
901X

® ¥OIW
€0TN
COTH

66.L

960
S6A
450
€671

9LN

€L7

T

RPL18A

e Molecule 19

5% oo

57%

37%

Chain HX

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 67

1.4
04D

Sed
veL

3

62d
8T

sev
¥zs

1128
0zd

LT

OVTL

8ETI
LETI
9€Th

PETL

TETD

8CTH

9CT1D

€e1a
[441i]
11428
0ZT1

LTTA
91TV
STTD

€111

TTTA
0TTa

80TA
L0132
9013

€0TN
COTH

9LN

€L1

8¥1I

€Y1

: 5.85 RRNA

e Molecule 20

30%

46%

20%

Y%

Chain B2

19D
090

0 [
0 0
< =]

39
23

[ =]
o <
-U<

[
M M
oo

1€d
oen

(4344
[oren

€en
{44

ogy
61D

©
—
(&

O - NmMW WO
O e
PPhULUw<=ODUTUO

8N

{4491

61TV
811D
LT1D

701D
€070

1010

660

ven
£6Y

160

08Y

TLD
TLD

39V

99D

7oV

e Molecule 20

ooV

LY1D

vin
€710

6ETN

€ETN

0€TD
62TV

LeTV
9CTV

vZin

5.85 RRNA

32%

47%

18%

Chain C2

SV
73D

[4p)

08D

~
<
<

i

v
W
ovY
6€D

€€D
{40
€0
oen
620

€en

]
5]
<

ST9
10
€Ty
(43

o
=
=1}

zcein

61TV
811D
LT1D

ST1D

OTTY

¥01D
€070

1010

ven
£6Y

069

[l
s}
<

© ~ o o

TLO
TLD

69V
89V

999

7oV
€90
ooV

€8TV

0s1TNn
671D

LY1D

vvin
€vIn

6ETN

9ETN

€ETN

0€TD
62TV

LTV
92TV

e Molecule 20

vein

5.85 RRNA

34%

43%

o)
N
-D

21%

2%

Chain E2

T99
090
659D
88N
LSV

SV

~ o
o s
< O o

©
<
<

v
1571
(U4
6€D

®
N
=}

]
5]
<

0 O O
==
T U<

91D

%10
ey
(43
110
oTn

©
=3I

vZin

zccin

61TV

LT1D

ST1D

OTTY

¥01D
€070

1010

660
86V
16D

£6Y

T6n
069

-
oo}
(&

TLD
TLD

69V
89V

999

vov

*

0ST0
671D

L%1D

e ©vvin
€710

€ETN

0E€TD
62TV

LeTV
9CTV

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 68

: 5.85 RRNA

e Molecule 20

8%

5%

31%

47%

]
o
<

. 16%

Chain G2

090

8sn
LSV
98V
SV
%50

o [
rs) re)
IUIUI

N~ o
<+ &
< O

il

® Tv
15714
ovy
6€D

€€0
[4>0)
€0
oen
620

€zn

ogy
61D
819D

ST9
710

(43
110
oTn

8N

0TTY

v0TD

1010

260
Ten

o
[
o

[l
©
I“-

TLD
LD

69V
89V

99D

7oV
€90

790

24%

54%

3TV

0S1N

LY1D

vvin
@ E€¥in

9€TN

20%

55 RRNA

€ETN

3%

0€TD
62TV

@ LTV
9TV

[
e Molecule 21

vein

Chain B3

639D

99D
SSV

zsn
199D

LD
9%0
370

(441

6€N
8€N
LEV
9€D
SE€D

o
=

€D
0€d
620
820

920
SV

€V

T2
ozn

53 RRNA

SIn
710

zm
1234

8D

90

7D
€n
an
™

® 611D
811D
LTTD

+

€11
(4359

6070
801D
LOTV

96n
S6en

£6D
26D

06Y

1

780

T8y

© o
5 2

SLD
LY

e Molecule 21

T
TLD
04D
69D

27%

57%

: 16%

Chain C3

o
S

© o
re) e}
o O

SV

[4:i

L%D
90
SvN

evy

ST

cm
1234

8D

90

7D

an
™

601N
801D
LOTV

%010
€070
201D

00TV

828 38
283 28

88D

78N

8Y

o.n
S.L9
LY

TLD
0LD
69D
89N

99D

: 53 RRNA

e Molecule 21

24%

54%

20%

Chain E3

© o
0 e}
o o

{4

L%D
970
SvN

evy

6€N

9€D

0
m
O

€en
{43 4
€D

0 N o
NN
ooLov

©
N
o

™ w0
N 5
<< <<

IIII(D
)
<<

-
N
o

ozn

)
—
o

© ~
-
=<

)
=
=3

]
—
=}

<
~
<

1234

8D

90

7D
€n
an
™

611D
811D
LT1D
91TV

€11
[43%)

6070
801D
LOTY

S6en

N m
<D O D
(SR SIRL]

>
=

18V
a.n
8.9

[
TLD

e Molecule 21

69D

99D

53 RRNA

24%

55%

19%

3%

Chain G3

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 69

~ o 0 © o
0 0 0 0 0
[L=] <O O

L¥D
9%0
Sy

evy
(444

6en
8en

1234

90

0
en
an
0

6070
801D
LOTY

7010

@ 201D
e 10TV
00TV

96en
g6n

16D
06V

L

780

RPLS

e Molecule 22

9%

50%

© o o
IIIIIIII{,1 II{’1 q‘II
HEa s

38%

+

3%
L

Chain BA:

694
894

99a

(47N

691
89d

SGY

€9d
4=
TSH

¥
>

(o2}
2]
(=

o < 0 N~ 0
2] o o 0 0
1*.9“‘IL‘1":

44!

0CH

9TA

1%
(058
64

o)
(=}

SI
A
€q
[43)

6%TI

LYTL

S¥1a

LETI
9ETL

YETX
€ETD

1€T8
0ETY
6214

S2T1D
iqxs

884
180
98D

784

@ 892X
@® LSTH
@ 9scv

vaeH
fosstacy
s
1520

8¥cy
LvTh
9%C1

SeeH

3

0€TY

praay
9T
STTL

€22d

RPLS

e Molecule 22

9%

47%

~ © © O
I"."'I"' "'I
> AR

41%

4%
-

Chain CA

T
0LX
694
894
99a
(47N

6ST
89d

SGY

4=
TSH

[}
2]
=4

< w0 ~
M o ]
[=1n<% ]

0€X

L

ScI

o
N
==l

9TA

1%
(058

LSTH

05Ty
6%TI

LYTL

S¥1a

8ETI
LETI
9ETL

YETA
€ETD

T€TS
0ETY
62TY

STTD

180
989
988
784

8.1
LLd

ELN

praay
9zTA
STl

€2ed

0zeI

812h

912N

14543
€12d
CICH
T1ed
OTCH
60cd
80TA
,02d

SOZH

€0CA

TozH

00ZA

06TA

€8TV

18T

@ 8STi
@ LSTH

® ¥si
@ €STd

® 1Sad

8%2d
LyTA

i

8€TT

SETA

i

e Molecule 22

0€TY

RPLS

4%

9%

52%

¥
>

X
~
m

Chain EA

694

oy o o)
© © ©
= a >

6ST
89d

SGY

€9d
[4:xc
TSH
0SA

o
< <
A

©
s
=

60

~
1)
5]

< 0
M M
a

o
o
5

L

[re)
N
H

o
g
== ~

©
=
=

o
—
"

T
(058

LYTL

sv1a

O%TH

LETI
9ETL

YETX
EETD

1€T8
0ETY
6214

S¢1D

R LDWIDE

O

PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 70

69T1

LOTA
99TL
S9TV
7914
€910

091d

LSTH

¥S1D
€STS

TGT1
0STYH
6711

852N

v9en

RPLS

e Molecule 22

5%

9%

51%

38%

© o
=
X 0

Chain GA

[N
Io:g

®
~
=

0SA
671
87d

9v1

15729

6D
8€Y
Led

< 0
M M
a

o
%)
>

L

o
]
=

©
—
=

{45
110
(0)5:1

© 0
o x

)
H

85CH

veen
fosetacy
s
1520

8¥cy
LvTh

15244

see

3

e Molecule 23

0€TY
pXaay
9zTA
E{4AN

ozeI

RIBOSOMAL PROTEIN L3

54%

41%

%
B

Chain BB

L9H
994

3

T9a

181
951

YSL

[4:p)

08y
674

LvL
ovd
SPV
421

[47:
Tvd
(0208

8€S
Led
9ea

ged

€61

ELA

T3
0LY

8¢cI

veed

29T

0924
652

¥SCH
€92M
(4514 4

8.led
Lled
9.Le3
SLed

€LE3

RIBOSOMAL PROTEIN L3

e Molecule 23

53%

41%

%
B

Chain CB

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 71

L3
0L}

L9H
994

3

190

1891

©
)
H

31

[4p)

674

L7L
ovd
SYY
vl

Tvd
(072’8

8€S

9ed

ced

15444
(07495

8ETd
LETA

vera
€ETH

0E€Td
62TV
82T

YZIN
€eTy
TN
TCIN
0ZTH
611X
8114
L17d
9TTH
STTH
PITL
ETIN

T11Q
OTTI

8013
90TM
SOTA
70Tl
€071
{408
T0TV

86D

€61

€LA

92TH

¥Ted
£2TH

3443
(44}

8TCA

9121

TTed

90€1
S0ed

o /L83
98EA

® ¥8ed

28€Yd
T8€d
08€Y

e Molecule 23

8.Led
Lled

RIBOSOMAL PROTEIN L3

54%

40%

%
B

Chain EB

0L

LOH
994

3

19a

~
)
)

©
)
H

jh

o
re)
o

674

L7L
9vd
SYY
vl
€71

T9d
(072’8

8€ES
Led
9ed

€ed
ced

oeyd
62D
8¢y
Led
9y
SCH
j44:
€y
[4an

ocy
614
8Td
L7d
9Td

TTH
0Ty

(458

8€Ta
LETA

vera
€ETH

0ETd
62TV

YCIN
€Ty
[449L
TCIN

6TTA
8114
L1174
9TTH
STTY
PITL
ETIN

T11d
0TTI

801X

90TM
SOTA
70Tl
€0TL
CoTT
T0TY

86D

€61

€GTM
[4:(4)

€.Le4

TLEA
0LeL

¥SeT

[4ciong
TS€I

i4°0]

£7ED

Vel
0%eI
6EES
8€eN

® 98EA

o ¥8eY

8¢y
18€d
08€Y

e Molecule 23

8.Led
Lled
9.Le)
S.eQ
vLlex

RIBOSOMAL PROTEIN L3

56%

39%

iAa
Chain GB:

|
L

T3
0L%

L9H
994

3

—
©
[=}

I‘D.\.
0 10
H A

791

{40

674

Lyl
9vd
SvV
Pl
€71

Tvd
[0}

8€S
Led
9ed

o o
m o
oA

0ogyd
62D
82
Led
9z
SCH
¥CH

[4aN

o
N
ﬁl

614
81d
14
9Td

(S

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



4V8P

Full wwPDB X-ray Structure Validation Report

Page 72

8€Ta
LETA

vera
€ETH

0ETd
62TV
8CTA

YCIN
€TTV
(449}
1IN

6TTA
8114
L1Td
9TTH
STTY
PITL
ETTIN

T11a
0TTI

801X

90TM
SOTA
70Tl
€0TL
CoTT
TOTY
00TH

86D

96d

€61

8L

€LA
CTLA

¥1ea
€121

TTca
0TZN

9021

€0CA

L6TT
9611
S6TS
Y6TH

(4%

06TA
6814
8874

98TA
S8TH
81D
€810

08Th
6LTI
814
LLTT
9LTI
SLTH
PLIN
ELTH
TLIA
TLTD
0LTd

L9711
€9TN
T9TH

8GTA
LSTYH

CSTA

o = < w0 © ©
A SRS
PR I R
d<oAaAaAaaKe

S9TV
474

29CA

0924
6524

£g9en
[414 §

svcy

(AN

viea

TTEH

60€d
80€D

90€T
S0ed
Y0eL
€0€T

e Molecule 24: RPL4

ToER
00€a
66TL
86CA

962D
S62V
v6clL

® .L8ed
@® 98€EA

® ¥8eY

[asisr
T8€d
08€Y

8.Led
LLEd

S.ea
vLed
€LEd

TLEA
0Lel
69ed
89¢ed

G9€H
79ed

6%

54%

40%

3%
-

Chain BC

LLV

0.3
69V

SOW
%99

2oL
98)

SGA
79D

8EA
LET

ved
€eI
ced

0EL
624
8CTA
Levy
9¢d
S¢1

€21

TeL
ogy
6TL

LY

¥1a

6A

© ~
o H

TTTY

60Td
80TV
L1014

S0TY

€0TA
2oTd
T01D

©
D
o

0 ©
D 0
< <

Sy
[y
=4

164

¥8A
€84
28d

084

8LA

973
99TA

o113
€9TA

6GT4

9GTd

L0TH

8EEN
LEEV

SEEd

E€EET

Te€d

6CEY

LTeEN

£€zed

TTeN
ozex
61€Y

LT€H
9T€L

0621

SOvI

S6€d

09€Y
6GET

9geb
feleior

T9€8
0SEV

8¥ey

TveEN

RPL4

e Molecule 24

5%

53%

41%

Chain CC

9N

8¥TH

(434 4

6CTA

9CTH
STTA

€CIN

61TH
8TTYH
LTTH
9TTA
STTH

E€TTA

Sev

084

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 73

STCA
¥rea
€1CT

0824
6.20

LLTD

S.T1

€LTK
LTl

0Lz4

Y¥e1

(474}
15498

8ETA

SECTA

T8€S
0SeY

8vey

Ll

TveEN

8€EN
LEEV

Seed

€EET

Teed

62V

20%D

s6ed

ceeyd
T6EV

881

£8€V

T8EN
08€4

8LEV

9LEM
SLEV

e Molecule 24: RPL4

6%

53%

41%

%
B

Chain EC

LLY

0.3

[
©
=

L9H
99D
SOW

LI
b

8¥TH
LYTH

€eTT
[433

6CTA

LTTH
9CTH
STTA

TTId

L0Td

SOTH

€0TH
[40x:S
T0TD

o)
D
(&

96Y
S6v
760

164

€84
28d

084

STCA
¥iea
€121

90Tk
S02H
vocy
€0CN
2ocy
T021
00231
661D
861D

9614
V611

974
99TA

913
€9TA

6GT4

9G1d
SGTT

€370
CSTA

0GTS
6%TI

6.20

LLTD

SLTL

€LTK

444!

cveN
e

8ETA

SETA

91Ck

® O0Sev

8vev

TveR

8EEN
LEEY

SEEd

€EET

Teed

62eY

LTEN

£¢ed

TTed
0zeN
6T€Y

09ex

e Molecule 24: RPL4

4%

6%

55%

39%

Chain GC:

SLD

L

0.3
69V

LOH

SOW

674

<
)
= IIII

8CA

9¢d
S¢1

©
o)
<

€21

xan
ogy
6TL

o
I>

LI

L

8ETT
LETY

SETY
vETY
€ETT
CETY

6CTA

LTTH
92Td
ST

ETIN

TTTY

60Td
80TV
L0Td

S0TYH

€01

T01D

oo}
o2
o

Sev
760

Ted

681

78A

28d

~ oo
~ NS Q

1021
002X
661D
8610
L6TD

S6TY
7611

T6TL
0673

88TA

9811

1914
99TA

vo1a
€9TA

65T

9§Td

0¥1d
6ETA

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 74

8ETA

GETA
veca
EETA

Teed
0€2I
62N
8¢cy
L2T1

44

eceL

62eV

LTEN

€2ed

TeeN
ozex

6821

824
982h
§8CT
v8zh
€8CK
28TH
182S

6.20

w4
9.2L
S.TL

€LTK
TLTL

FEoEeos e
4 R
e Molecule 25

0Lzd
6921

9921
S9Tx

SOPI
e TO¥d
S6ed
T6EY
88€I

£8EY

T8EN
08€d

8LEV

60S RIBOSOMAL PROTEIN L11

13%

9LEM
SLev
vLED
€LES
TLED

69€H
£9€Y

09ex
65T

9S€d
@ SSeY
® TIGeS

0SEV

8YEY

54%

© 0 ® o M
< < < W0 w w0
= n ;< oA

41%

)
—
hy

Chain BD

TLI

69A
89H
L9A

SOW

€94
ZON

09y

o
0
H

184

©
0
7]

o)
+
%

0g1
e
8z¢d

scd

91N
e SIV

CTA

oty
61
8%
LN
94

e %014

- oM
o oo
P
zZ2 kU

-3
)
B

~
=)
wn

S6N
vex
€634
{431

©
©
=

g

8L

o
i+
—

60S RIBOSOMAL PROTEIN L11

e Molecule 25

cLe
TLI

69A
89H
* LOA

SON

€94
ZON

6G1

998

52%

o
)
A

TSy

674

97A

43%

2%

n
g
o~

]
x

Chain CD

SYTL

EVTY
[44%

8ETA

66.L

S6N
e
€63
c6d

60S RIBOSOMAL PROTEIN L11

e Molecule 25

5%

52%

42%

Chain ED

69A
89H
LOA

L[]
SON

€94
29N

093

[
vl
=]

~
o
B

968

<
)
=1

[
m
10
Il-‘

o
)
<

674

9%A
Svd

8%

9EA

(41

=3
N @
o

[sel Te @
) N N
r>lmlQ

)
—
—

LTT

TOTN

98A

8y
8L

8.a
L4
9LV

cLd
TLI

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 75

60S RIBOSOMAL PROTEIN L11

11%

e Molecule 25

51%

44%

Chain GD

v0Td

TOTN

661

S6N
ved
€634
264

98A

8y
8L

8.d
L4

L)
halial R
He <

69A

*

L974
9974

79T

Z9TM

60S RIBOSOMAL PROTEIN L9

e Molecule 26

Ll

1374%"

52%

44%

Chain BE

€LS

TLI

690

L9A

TSa

671
8¥%d

%]
SYI

YITH

CITI

OTTI

€0TA

1014

86d
164

764

261
7631

884
184
984

8
€8L
Z8A

8LW

e Molecule 26

9L
S.I
2]

2STA

60S RIBOSOMAL PROTEIN L9

48%

47%

Chain CE

SLI

€LS

TLI

690

L9A

o]
0
I3

2SN

8%d

i)

TSTA

6711

LYTI

SHT0
Tv1T

[44%%
TvIL
O%IN
6ETA
8eTd
LETH

SETH
vETY

CETI
TETH
0ETA

92TV

{4458

YITH

CITI

0TTI

901

€0TA

1014

= ~ =3 L) Ll S R oAy

98T
S8TY
Y811

28TY

08TS
6LTA
8LTX
LLTI

€LTd

691d

1914
99TH

2918
6STI
9510

SSTL
ST0

60S RIBOSOMAL PROTEIN L9

e Molecule 26

51%

45%

%
B

Chain EE

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 76

8LW

LN

€LS

—
~
an

690

LOA

0
0
I:3

TSN
T8a

67.L
8¥%d

9vh
SYI

(44

6ed
8€d

o <
N ®
1) H

08Y4

CSTA

60S RIBOSOMAL PROTEIN L9

e Molecule 26

49%

46%

Chain GE

9L
SLI
L0
€LS

TLI

LOA
{421

63b
8SM

9sb
§97

i)
SYI
¥va

9G1D
SSTL
STh

CSTA

6711

LYTI

STTD
4438

[44%!
1711
OV IN
6ETH
8€Td
LETH

SETH
YETY

CETI
TETH
0ETA

L2171
92TV

14428

YITH

CITI

OTTI

€0TA

1074

86d

64

261
631
06

884
184
984

784

Z8A

8LIW

YL

TLTD

691a

e Molecule 27

L9734
99TH

291s

6GTI

RPL7A

9%

49%

39%

3%
m

Chain BF

0 © N~
© © ©
I&>ﬂ<

—
)
H

LYM
ovd
SPA
¥vd
€74

91

6€Y4

Led

SPTA
viA
EVTT

TOTY
007X

TLH

RPL7A

e Molecule 27

9%

51%

37%

%
B

Chain CF

71

121
0zd
BTN

SPIA
vviA
€VTT

TOTH
007X

Led
9634
S6d
T6A
681

84
984

€88
288

9LL

<+ w0
~ N
o

TLh
TLH

690

R LDWIDE

O

PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 77

9TZN
1598

(4148
1124

802s

%021

002a

86TN

96TA

Y6TL
€611

T6TA

68TL

L8TL

S8TA
P8IN

LyTa

€V

%21

LETH

RPL7A

e Molecule 27

2%

9%

oMl st w © N 0
W © Q@Y © OO
2 O/RHX>aA

49%

38%

Chain EF

690

950

S0

-
v
=1

LYM
ovd
SPA
472
€74

71

64

Led

121
0zd
6TN

® 6074
201D
SOTA
%011

TOTH

A

L¥Ta

£vTH

1574}

LETH

sezh

RPL7A

£eeH
zeeh
T€TH
0€TT
6221

92TH
seTh
jgaan
€eTH
[444:S

e Molecule 27

0ced

9%

49%

38%

7%

Chain GF

99A
SO

€94
[4:hi]

85y

950

TSI

L

LM
ovd
SPA
¥vd
€74

91

64

Led

624

~
o
le

STTY

e R
N
oo X

690

L9d

crey
1124

7021

TogH
002a

86TN

96TA

Y6TL
® €611
@ C6TV
® T6TA

68TL

L8TL

S8TY

Lycd

eveH

e
LETA
9€TH
S€TY

€ETA

RPLPO

e Molecule 28

35%

65%

Chain BG

(4015 ¢
TOTX

86X
L6X

76X

28X

08X

L9X

[} 1o
© ©
> >

T9X
09X
63X
89X
L8X
[4:)'¢
8¥X
(01726
9eX
€EX
8TX

€TX
(488

81X
LTX

STX
1456

[ | —
© ) - a
> > > >

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 78

€TTX

6TTX

9TTX

CTIX
TTTX

60TX

SOTX

RPLPO

e Molecule 28

35%

65%

Chain CG

1

611X

CTIX
TTTX

e Molecule 28

607X

SOTX

RPLPO

33%

67%

Chain EG

SOTX

2OoTX
TOTX

L6X
26X
18X
98X
98X
8%
T8X
08X

L9X

0
©
>

£9X

T9X
09X

86X
LSGX

[4) ¢

87X

[0)72¢

9€X

€EX

8¢X

€eX
{484

81X
LTX

STX
17424

— ™
— —
> >

1

6X

LX
9X
SX
2.4

611X

(4354
TT1X

e Molecule 28

607X

RPLPO

39%

61%

Chain GG

86X
L6X

76X

26X

18X
98X

L9X

S9X

£9X

T9X
09X

€CTX

611X

CTIX
TT1X

607X

SOTX

(40154
TOTX

60S RIBOSOMAL PROTEIN L10

e Molecule 29

54%

35%

3%
-

Chain BH

63b

9€Td

TETI
0€TA

8CTd
L2V

€211

1292

6TTd
81TV

9TTH
STTH

TOTX

96A

C6H
T6A

680
884
181
98H

w8V
€80

188
081
6.4
8L
LLT

SLN

0810

8.74

9LTT
SLTA
YLIL
€LTd

TLIM

e 6970

60TT
802Y

S02d
702H
€02d
[4orace

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 79

60S RIBOSOMAL PROTEIN L10

e Molecule 29

7%

58%

32%

Chain CH

9931

€94

T9L

630
894

994
S8a
39S

0SA

874
L%d
ovd

¥va
EVA
{4720
544

8€YH

©
0
%]

veR
€el
ced

12d

144
€N
CCA

0zs

81d
LTX
91d
STH
4%

[
i
%

64

LY

Sd
iz

TETI
0€TA

8CTY
12TV

€211

TCTH

6114
8TTY

911y
STTW

TOTH

661

1671
96A

C6H
T6A

680

181

o ©
<=}
II‘3 = II:“

188
08I

8.L)

I|r~
~
H

SLN

ELN

o o
© Q
<

15742
ovTA
6ETY

9€Td

3

60S RIBOSOMAL PROTEIN L10

e Molecule 29

7%

57%

32%

%
B

Chain EH

o < © N~
© © © ©
M o< o<

650
894

feielel

1

TSH
0SA

874
Lvd
o4

9ES

vex

YETI

T€TI
0€TA

8214
12TV

€211

TCTH

6114
8TV

Bl N IS o) ~ OO = NMm W
Mo 0 0 ®©W™OEW®Ho DD DD D
oy - Pl - R
a2l - o MAadP>EHAQU®

91Ty
STTH

TOTX

O 0 ®O = NMm __© N ©
WIB|0 0L © © O OMIO ©©
s R = T =t
MEXdXmhAaOROo SEH®n

661

96A

C6H
T6A

1871
98H

66TA
861X
LBTA

8.74

9.TT
SLTY
YLIL
€LTd

TLIM

691D

€STL
2STT
TSTV

DO ANm S N~
SIS I A
]
PER SR V= RS

9€TA

cred

6021
802

O - AN M W O
8888888'
HOMMED A A

e Molecule 29

60S RIBOSOMAL PROTEIN L10

7%

5%

56%

33%

%
B

Chain GH

994

€94

T9L

650

SS8a
7SS

TSH
0SA

TETI
0€Ta

8CTH
LTV

€211

TCTH

6114
8TTV

911y
STTH

TOTH

661

© N~
o 0
- II

<
jo)
II:3 II

o
j2}
==

T6A

D
o<}
O

181
98H

8y

[}
oo}
II =

188

TLIN

69TH

L9T1
99TA

€910
(454
191D

6GT4
8SGTA

9GTA

€GTL

2§11
TSIV

€124

O

R LDWIDE
PROTEIN DATA BANK

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 80

60S RIBOSOMAL PROTEIN L13A

e Molecule 30

6%

(o)
vl
4

57%

o o
<I‘<!‘I
(2]

37%

%
B

Chain BI

.
a

994

€9H
2ON
TON

~
0
pu |

it

o
[t}
ru‘l

33
&=

N M w o~ o
mo®mon o 9
H > G-l H =

o
)
(=4

© I~
a o
- anm

40
€V
{44\
TCA

6TV
811
L714
91D

E€TH

T
oty
6ad

LA
9N

L2748

STTA

Ty
T21d

B6TTA
8TTA

68H
88d

98N

69A
89D
L94

CETY

6274

60S RIBOSOMAL PROTEIN L13A

e Molecule 30

6%

59%

36%

Chain CI

.
a

€9H
CTON
TOW

653

LS7

e
¥ss
€94

67N

9€Yd

n
)
I>

€EA
(438

0€b

121
921

oty
6d

LA
9N

1274

Ty
121d

6TTA
8TTA

€63
c6d
161
063

(4344
T8y

6.4
8.1

9.8
S.d
YLV
€L4

TLH

L

69A
89D

994

161D
9674

76TV
€6TT

061X

L8TX
98TT

781d
€8TV

81T
0814

8LTA
LLTY

S.1a

TLIN
TLIA

99TX
S9TL

€91V
(4525

0914

85T

95T
SST1T

€57

+

60S RIBOSOMAL PROTEIN L13A

LETT
9ETA

CETH

6274

e Molecule 30

57%

39%

%
B

Chain EI

3

69A
89D
1,949
994

€9H
2N
TOW

683

T
(44
6d

LA
9A

€ETd
CETH

62TH

LeTd

(44
T21d

6TTA
8TTA

T84
osM
6.4
8LI

9.8
Sid
YLV
€4

T.H

L6TD
96Td

Y61V
€611

06T

L8TX
® 9811

781d
€8TV

811
08T

8LTA
® LL1d

S.1a

99TA
S9TL

€91V
2914

0974

8STA

95T
GSTT

€974

+

60S RIBOSOMAL PROTEIN L13A

e Molecule 30

6%

56%

38%

%
B

Chain GI

3

69A
89D
1,94
994

€9H

— o
© ©
==

[
0
X

~
)
)

o)
e}
7]

®
0
*u‘l

23
~m =

N~ o mw ©
5 Il(w Il(w Q‘II
B H wnJd

0 ©
(el
G

(]
)
=

o
®
H

0€d

Le1
921
erac

{44\
TCA

T

6d

LA
9A

L

CETH

0ETN
62TH

1274

[444)
T21d

6TTA
8TTA

2298
€TTY

TTTX
0TTd
60TL

RLDWIDE

(43

osM
6.4
8LI

9.8
S.d

€Ld

T.H

0O
PROTEIN DATA BANK

erpBe

W



Full wwPDB X-ray Structure Validation Report 4V8P

Page 81

L6TD
9674

®
Y61V
€6TT

06T

18TH
9811

¥81d
€8TV

1811
08T

8LTX
LL1d

SL1a

RPL23

e Molecule 31

41%

55%

Chain BJ

9CA
Sev

68M
88d

RPL23

e Molecule 31

40%

57%

Chain CJ

064
68M
88d
184
984
580
€81

SN
jZ2X!

0LS

997

TON

LW
9CA

611

9TH
STV

€11

TTA
oTd

TPIA
0%TA
6ETS

T€Td

6CT1

12TV
9210

¥
€TTY
(449

LTTD

+

OTTH

RPL23

80TN
SOTA
COTN
664
864
L61
964

ey
64

e Molecule 31

2%

40%

56%

~
N
I=

Chain EJ

790
€97

TOH

8GI
LSS

SSS
¥5d

188

1

L9Y
91

¥hd

-~
s
=1

0
)
<

o
)
=

©
N
=

Sev

611

STV

€TL

RPL23

e Molecule 31

%
B

40%

55%

Chain GJ

99A

4z
15728
SEV
(431
82N
LTH

9zA
Sev

TPIA
ovTA
6ETS

TETd
0ETM
6211

LeTy
921D

4458

(4498

LTT0

+

0TTX

60S RIBOSOMAL PROTEIN L27A

80TN

SOTA

68M
88d

e Molecule 32

7%

54%

37%

3%
L

Chain BK:

€.d

0.7

89N

S9T

€94
2oL
ToH
09K
639D

1

SGA

€90
2sd

—
)
==

0SM
673

I3
Mo

[47:

6€D
8€D

9EN

~ D
o N
x ©

[re)
N
==

=N
o N
~ >

o
N
©

6TH

YTH
€10

+

R LDWIDE
PROTEIN DATA BANK

w_ 0



Full wwPDB X-ray Structure Validation Report 4V8P

Page 82

EVID
(445}
T7IA
o¥TV

9€TY

CETA
TETS
0€TA

8CTA

T8M
081

LLT
9LN
SLA
YLA

6VIV
8¥IL
LYTT

S¥10

60S RIBOSOMAL PROTEIN L27A

e Molecule 32

7%

54%

38%

Chain CK:

SLA
TLA
€.d

0 o
0 ©
I>- =

SPI
42!
EVH
[47:
6€D
9€X

62D

LT3

SCH

(44
Tey
0zd
6TH
819D
LTH

YTH
€19
(45

64
8L
LA

€S

88L

LLI
9LN

671V
8¥IL

60S RIBOSOMAL PROTEIN L27A

e Molecule 32

8%

54%

D
N
.3‘:

36%

Chain EK

0.1

89N

€94

Tod
09K

LS%

SGSA

£399

TSH
0SM

S¥I
42!
E€VH
[47:

6€D
8€D

9eN

ey

62D
8¢H
LTH

SCH

Tey
0zd
6TH
819

V1H

™
—
o

Nm-ooou
- n o

TTTH
0T