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1 Overall quality at a glance (i)

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

The reported resolution of this entry is 3.00 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
Ramachandran outliers I I T 0.2%
Sidechain outliers I ] T 4 .9%

Worse Better

I Percentile relative to all structures

[ Percentile relative to all EM structures

Metric Whole archive EM structures
(#Entries) (#Entries)
Ramachandran outliers 154571 4023
Sidechain outliers 154315 3826

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

Mol | Chain | Length Quality of chain
58%
— —
1 X1 363 88% . 11%
1 X7 363 - 88% ST
1 X9 363 | T — ——
8%
1 XF 363 r— 89% 11%
8%
1 XI 363 | " .
58%
S — —
1 XK 363 88% S 1%
88%
™
2 Al 290 87% . 11%
9%
2 AT 290 — 89% 11%
8%
2 A9 290 r— 89% 11%

Continued on next page...
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Mol | Chain | Length Quality of chain
2 AF 290 88% BT
2 Al 290 88% 11%
88%
2 AK 290 87% 11%
21%
3 B1 232 94% N
3 B7 232 - 93% 6% -
3 B9 232 - 93% 6% -
10%
3 BF 932 | 5o
10%
3 BI 932 | o
21%
e -
3 BK 232 94% .
74%
e —
4 C1 162 94% 6%
4 C7 162 = 93% 7%
4 9 162 = 93% 7%
4 CF 162 | ™ =
4 CI 162 | ™ =
77%
e
4 CK 162 94% 6%
7%
4 E1l 162 95% 5%
4 E7 162 94% 6%
4 E9 162 94% 6%
4 EF 162 - 99%
4 EI 162 - 99%
7%
4 EK 162 95% 5%
.
4 Gl 162 98%
4 G7 162 94% 6%
4 G9 162 . 94% 6%
4 GF 162 | ™ "

Continued on next page...
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Mol | Chain | Length Quality of chain
4 GI 162 - 99%
52%

P —

4 GK 162 98%
5%
4 I1 162 99%
4 I7 162 = 93% 6% -
4 19 162 | " F7 —
4 IF 162 | " 5o,
4 II 162 . 99%
6%
4 IK 162 99%
36%

I
4 K1 162 99%

=
4 K7 162 93% 7%
4 K9 162 . 93% 7%
4 KF 162 | = 5o,
4 KI 162 | =

35%
4 KK 162 98%
73%
4 M1 162 96%
4 M7 162 . 94% 6%
4 M9 162 . 94% 6%
4 MF 162 | = 5o,
4 MI 162 - 99%
73%
4 MK 162 96%
85%

5 D1 172 96% .

=
5 D7 172 86% 14%
5 D9 172 = 86% 14%

13%
5 DF 172 99%
2%

5 DI 172 99%

Continued on next page...
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Mol | Chain | Length Quality of chain
84%
5 DK 172 26% N
39%
5 F1 172 24% 6%
5%
5 F7 172 - 87% 13%
5%
5 F9 172 - 88% 12%
0%
5 FF 172 | o
9%
5 FI 172 | T
36%
5 FK 172 93% 6% -
33%
5 H1 172 97% .
5 H7 172 = 87% 13%
5 H9 172 - 87% 13%
5 HF 172 = 99%
5 HI 172 = 99%
26%
5 HK 172 97% N
31%
5 J1 172 94% 6%
5 J7 172 = 88% 12%
5 J9 172 = 88% 12%
5 JF 172 = 99%
5 JI 172 = 99%
33%
5 JK 172 93% 6% -
10%
5 L1 172 | 77 :
5 L7 172 - 87% 13%
5 L9 172 - 87% 13%
8%
5 LF 172 r— 98%
5%
5 LI 172 — 98%
2%
5 LK 172 | 5T .

Continued on next page...
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Mol | Chain | Length Quality of chain
52%
I "
5 N1 172 95% 5% .
5 N7 172 . 88% 12%
5 N9 172 = 88% 12%
7%
5 NF 2 | o
5%
5 NI 172 | = T
58%
P — "
5 NK 172 95% 5% .
10%
6 A3 164 r— 96%
100%
s
6 AA 164 95% 5%
100%
Ty —
6 AC 164 95% ..
100%
Ty —
6 AE 164 95% ..
100%
L s
6 AG 164 90% %% -
7%
I
6 Al 164 95% 5%
27%
T —
6 AL 164 95% 5%
100%
1y
6 AN 164 95% 5%
5%
6 AO 164 — 96%
100%
1y —
6 AQ 164 90% 8% -
86%
. -
6 B4 164 89% 10%
84%
. "
6 BD 164 89% 10%
1%
T —
6 C3 164 95% 5%
100%
gy
6 CA 164 95% 5%
10%
6 CB 164 99%
99%
Ty
6 CC 164 24% 5% -
59%
- paeand
6 CE 164 24% 5% -
T00%
1y e—
6 CG 164 87% 1%

25%

T —
6 CJ 164 98%

Continued on next page...
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Mol | Chain | Length Quality of chain
28%
I
6 CL 164 98%
1%
6 CM 164 — 99%
100%
e
6 CN 164 95% 5%
1%
T ————
6 CO 164 95% 5%
100%
1 —
6 CcQ 164 87% 1% -
55%
P —
6 D4 164 85% 14%
55%
—
6 DD 164 85% 14%
78%
T —
6 E3 164 93% 7%
100%
gy
6 EA 164 96% .
34%
e
6 EB 164 99%
100%
1y —
6 EC 164 93% 6% -
100%
1y
6 EE 164 93% 6% -
100%
1 e—
6 EG 164 88% 10% -
8%
6 EJ 164 E—— 99%
17%
6 EL 164 | TE— o
32%
T ———
6 EM 164 99%
100%
e
6 EN 164 96% .
7%
T —
6 EO 164 93% 7%
100%
1y —
6 EQ 164 88% 10% -
71%
=
6 F4 164 84% 16%
68%
e
6 FD 164 83% 16%
1%
|
6 G3 164 96%
100%
1y
6 GA 164 95% 5%
%
I
6 GB 164 96%
96%
I
6 GC 164 93% 6% -

Continued on next page...
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Mol | Chain | Length Quality of chain
98%
1
6 GE 164 93% 6% -
100%
1y e—
6 GG 164 88% 10% -
5%
6 GJ 164 94% 6%
5%
6 GL 164 95% 5%
1%
T ————————
6 GM 164 96%
100%
- e
6 GN 164 95% 5%
41%
T —
6 GO 164 96%
100%
1y —
6 GQ 164 88% 10% -
82%
e
6 H4 164 85% 14%
81%
ey
6 HD 164 85% 15%
4%
6 13 164 93% 7%
100%
1y
6 IA 164 95% 5%
13%
6 1B 164 99%
99%
.
6 IC 164 95% ..
99%
gt
6 1E 164 95% ..
100%
1y —
6 1G 164 89% 9% -
5%
6 1J 164 - 93% 7%
5%
6 IL 164 - 93% 7%
15%
6 IM 164 99%
100%
gy
6 IN 164 95% 5%
16%
6 10 164 — 93% 7%
100%
T
6 IQ 164 89% 9% -
95%
T ——
6 J4 164 87% 13%
8%
6 J5 164 97%
8%
6 J8 164 96%

Continued on next page...
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Mol | Chain | Length Quality of chain
95%
1y m—
6 JD 164 87% 12%
6 K3 164 = 94% 6%
100%
e
6 KA 164 95% 5%
7%
6 KB 164 99%
99%
Ty
6 KC 164 94% 6%
100%
-
6 KE 164 94% 6%
100%
1y —
6 KG 164 88% 10%
2%
6 KJ 164 95% 5%
2%
6 KL 164 95% 5%
6%
6 KM 164 99%
100%
Iy
6 KN 164 95% 5%
6 KO 164 - 94% 6%
100%
1 e—
6 KQ 164 88% 10% -
88%
- pa
6 L4 164 85% 13%
89%
.
6 LD 164 86% 13%
56%
T
6 M2 164 95% 5%
5%
6 MB 164 99%
76%
T —
6 MJ 164 96%
76%
T —
6 ML 164 96%
5%
6 MM 164 99%
55%
T
6 MR 164 95% 5%
84%
e
6 01 164 99% .
13%
6 02 164 93% 7%
5%
6 o7 164 95% 5%
9%
6 09 164 95% 5%

Continued on next page...
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Mol | Chain | Length Quality of chain
30%
.
6 OB 164 99%
0%
6 OF 164 98%
9%
6 oI 164 | 5o
27%
I
6 0J 164 99%
85%
e
6 OK 164 99% .
25%
6 OL g | —— e
31%
.
6 OM 164 99%
12%
6 OR 164 — 95% 5%
77%
-
6 Q1 164 99%
23%
e
6 Q2 164 94% 6%
6 Q7 164 | ™ 555, 5%
6 Q9 164 | ™ 555, 5%
51%
.
6 QB 164 98%
27%
.
6 QF 164 98%
26%
I
6 QI 164 98%
32%
e
6 QJ 164 98%
78%
|
6 QK 164 99%
33%
.
6 QL 164 98%
8%
I
6 QM 164 98%
24%
.
6 QR 164 96%
85%
T
6 S1 164 99% .
18%
6 S2 164 — 98%
6 S7 164 | ™ 27
6 S9 164 - 96%
58%
6 SB 164 99%

Continued on next page...
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Mol | Chain | Length Quality of chain
23%
I ——
6 SF 164 98%
24%
T —
6 SI 164 98%
6 SJ 164 —_— 5o
84%
.-
6 SK 164 99% .
6 SL 164 & 96%
57%
6 SM 164 99%
19%
6 SR 164 96%
96%
N e
6 U1l 164 99% .
41%
|
6 U2 164 95% 5% .
5%
6 U7 164 - 95% 5%
7%
6 U9 64 | = 555, 5%
20%
I
6 UB 164 99%
24%
I
6 UF 164 98%
24%
T —
6 Ul 164 98%
6 UJ 164 — 5o
97%
e,
6 UK 164 99% .
6 UL 164 & 96%
6 UM 164 & 99%
41%
T — "
6 UR 164 95%
96%
N e
6 W1 164 99% .
52%
.
6 W2 164 97%
6 W7 164 - 96%
6 W9 164 | ™ 27
8%
6 WB 164 r— 99%
2%
6 WF 164 98%

Continued on next page...
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Mol | Chain | Length Quality of chain
3%
6 WI 164 r— 98%
30%
T —
6 WJ 164 97%
96%
e
6 WK 164 99% .
27%
T ——
6 WL 164 97%
9%
6 WM 164 — 99%
54%
—
6 WR 164 96%
1%
6 YB 164 r— 99%
98%
]
6 YJ 164 98% .
98%
|
6 YL 164 98% .
10%
6 YM 164 r— 99%
99%
I -
6 71 164 99% .
5%
6 77 164 - 96%
5%
6 79 164 - 96%
8%
6 7ZF 164 99%
9%
6 71 164 | 5o
99%
e
6 7K 164 99% .
92%
L s
6 aB 164 99% .
89%
e
6 aJ 164 96% .
87%
e
6 alL 164 96% .
91%
..
6 aM 164 99% .
100%
T
6 bl 164 99% .
29%
.
6 b7 164 95% 5%
29%
.
6 b9 164 95% 5%
37%
.
6 bF 164 98%
36%
6 bl 164 98%

Continued on next page...
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Mol | Chain | Length Quality of chain
T00%
1
6 bK 164 99% .
93%
==
6 cJ 164 96% .
93%
.
6 cL 164 95% 5%
99%
9
6 d1l 164 99% .
24%
——
6 d7 164 95% 5%
25%
T —
6 d9 164 95% 5%
93%
.
6 dB 164 99% .
66%
S —
6 dF 164 98%
68%
.
6 dl 164 98%
99%
N =
6 dK 164 99% .
92%
..
6 dM 164 99% .
90%
..
6 eJ 164 98% .
91%
..
6 eL 164 98% .
99%
9
6 f1 164 99% .
35%
T ———
6 7 164 96%
37%
T ——————
6 9 164 96%
98%
™
6 B 164 99% .
79%
e —
6 F 164 97% .
77%
e —
6 il 164 97% .
99%
-
6 K 164 99% .
98%
T
6 M 164 99% .
93%
ey
6 gJ 164 98% .
93%
.
6 gl 164 98% .
100%
- ______u
6 hl 164 98% .
30%
—
6 h7 164 95% 5%

Continued on next page...
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Mol | Chain | Length Quality of chain
28%
I
6 h9 164 95% 5%
98%
M
6 hB 164 99% .
91%
..
6 hF 164 98% .
91%
.
6 hl 164 98% .
T00%
g™
6 hK 164 99% .
96%
.
6 hM 164 99% .
85%
. ..
6 iJ 164 96% .
86%
. ..
6 iLL 164 96% .
99%
. 4
6 J1 164 99% .
3%
. .
6 j7 164 96%
75%
. .
6 j9 164 96%
98%
. |
6 iB 164 98% .
65%
. P —
6 jF 164 98%
68%
. S —
6 jI 164 98%
99%
. 3
6 jK 164 99% .
97%
. .
6 iM 164 99% .
T00%
e
6 kJ 164 96% .
100%
1y
6 kL 164 96% .
100%
™
6 11 164 99% .
27%
.
6 17 164 95% 5%
25%
.
6 19 164 96%
73%
T
6 1B 164 98%
57%
.
6 IF 164 98%
57%
I
6 1T 164 98%

99%

6 IK 164 99%

Continued on next page...
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Mol | Chain | Length Quality of chain
73%
I
6 IM 164 97%
100%
1y
6 mJ 164 97% .
100%
1y
6 mL 164 97% .
100%
-
6 oJ 164 98% .
100%
I
6 oL 164 98% .
100%
1y
6 qJ 164 96% .
100%
1y
6 qL 164 96% .
100%
1y
6 sJ 164 96% .
100%
gy
6 sl 164 96% .
100%
ey
6 uJ 164 97% .
100%
gy
6 ul 164 97% .
100%
e
7 A5 177 90% 10% -
100%
L
7 A8 177 90% 10% -
8%
7 B3 177 95% 5%
79%
. eee——
7 B5 177 80% . 18%
80%
Y e
7 B8 177 80% . 18%
100%
1y
7 BA 177 94% 5% .
100%
1y
7 BC 177 93% 7%
100%
1 ym—
7 BE 177 93% 7%
100%
gy m—
7 BG 177 94% 6%
35%
e
7 BJ 177 97%
34%
e
7 BL 177 97%
100%
1y —
7 BN 177 94% 5% .
8%
7 BO 177 95% 5%

100%
7 BQ 177 94% 6%
Continued on next page...
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Mol | Chain | Length Quality of chain
82%
]
7 C4 177 82% 16%
100%
1y —
7 C5h 177 91% 8% -
100%
1 —
7 C8 177 91% 8% o
82%
]
7 CD 177 82% 16%
7%
7 D3 177 92% 8%
100%
1y ey
7 DA 177 95% ..
29%
T —
7 DB 177 98%
98%
1y
7 DC 177 92% 8%
98%
e
7 DE 177 92% 8%
100%
gy —
7 DG 177 93% 7%
7%
I
7 DJ 177 98%
28%
I
7 DL 177 98%
29%
T —
7 DM 177 98%
100%
I
7 DN 177 95% ..
19%
7 DO 177 92% 8%
100%
e
7 DQ 177 93% 7%
69%
...
7 E4 177 82% 17%
69%
...
7 ED 177 82% 16%
31%
T —
7 F3 177 93% 7%
27%
.
7 F5 177 80% . 18%
25%
.
7 F8 177 80% . 18%
100%
T ym—
7 FA 177 94% 6%
16%
7 FB 177 — 98%
99%
g m—
7 FC 177 90% 10%
99%
-
7 FE 177 90% 10%

Continued on next page...
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Mol | Chain | Length Quality of chain
T00%
1y
7 FG 177 93% 7%
1%
7 FJ 177 — 93% 7%
0%
7 FL 177 r— 93% 7%
16%
7 FM 177 — 98%
100%
e
7 FN 177 94% 6%
2%
T —
7 FO 177 93% 7%
100%
1 ym—
7 FQ 177 93% 7%
90%
T —
7 G4 177 80% 18%
59%
.
7 G5 177 80% . 18%
58%
|
7 G8 177 80% . 18%
90%
Ty —
7 GD 177 81% 18%
76%
|
7 H3 177 92% 8%
24%
I
7 H5 177 80% . 18%
24%
T —
7 HS 177 80% . 18%
100%
I —
7 HA 177 94% 6% -
24%
——
7 HB 177 97%
99%
T ——
7 HC 177 90% 10%
99%
.
7 HE 177 90% 10%
100%
1 ym—
7 HG 177 93% 7%
9%
7 HJ 177 88% 12%
9%
7 HL 177 88% 12%
25%
.
7 HM 177 97%
100%
1y
7 HN 177 94% 6% -
76%
|
7 HO 177 92% 8%
100%
e
7 HQ 177 93% 7%

Continued on next page...
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Mol | Chain | Length Quality of chain
75%
I
7 14 177 88% 11%
5%
7 15 177 89% 11%
16%
7 18 177 89% 11%
74%
T ——
7 1D 177 88% 11%
7%
7 J3 177 93% 7%
T00%
- e
7 JA 177 95% 5%
27%
T —
7 JB 177 97%
100%
1 ye—
7 JC 177 92% 8%
100%
gy —
7 JE 177 92% 8%
100%
gy —
7 JG 177 93% 7%
2%
7 JJ 177 96%
1%
7 JL 177 96%
27%
T —
7 JM 177 97%
100%
1y
7 JN 177 95% 5%
8%
7 JO 177 93% 7%
100%
e
7 JQ 177 93% 7%
95%
I —
7 K4 177 82% 17%
2%
T —
7 K5 177 89% 11%
2%
T —
7 K8 177 89% 11%
95%
I
7 KD 177 82% 16%
2%
7 L3 177 93% 7%
23%
e
7 L5 177 80% . 18%
23%
I
7 L8 177 80% . 18%
100%
1
7 LA 177 96% ..
10%
7 LB 177 99%

Continued on next page...
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Mol | Chain | Length Quality of chain
94%
T
7 LC 177 92% 8%
95%
-
7 LE 177 92% 8%
100%
e
7 LG 177 93% 7%
0%
7 LJ 177 98%
0%
7 LL 177 98%
10%
7 LM 177 99%
100%
1
7 LN 177 96% ..
13%
7 LO 177 93% 7%
100%
gy —
7 LQ 177 93% 7%
24%
e
7 M3 177 76% 7% 18%
85%
Ty -
7 M4 177 83% 15%
85%
Ty -
7 MD 177 82% 16%
24%
I
7 MO 177 76% 7% 18%
38%
T —
7 N2 177 96%
78%
T ——
7 N3 177 76% 6% 18%
5%
7 NB 177 96%
2%
T —————————
7 NJ 177 98%
74%
T —
7 NL 177 98%
6%
7 NM 177 97%
7%
T
7 NO 177 76% 6% 18%
38%
.
7 NR 177 96%
51%
I
7 P1 177 98%
24%
I "
7 P2 177 97%
9%
7 P7 177 93% 7%
8%
7 P9 177 93% 7%

Continued on next page...
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Mol | Chain | Length Quality of chain
53%
.
7 PB 177 99%
8%
7 PF T R =
7 PI 177 e 55%
26%
T —
7 PJ 177 95% 5%
54%
T ———————————
7 PK 177 98%
23%
T —
7 PL 177 95% 5%
50%
P —
7 PM 177 99%
24%
e "
7 PR 177 97% ..
94%
e
7 R1 177 98% .
33%
e
7 R2 177 98%
7 R7 177 | 55 ™
7 R9 177 = 93% 7%
27%
T —
7 RB 177 96%
5%
7 RF I R =
7 RI 177 = 99%
26%
——
7 RJ 177 98%
93%
7 RK 177 98%
25%
T —
7 RL 177 98%
26%
T —
7 RM 177 96%
34%
I
7 RR 177 98%
85%
7 T1 177 99%
10%
7 T2 77 | 57, :
2%
7 T7 177 | CE7 7
8%
7 T9 177 r— 93% 7%
31%
T —
7 TB 177 97%

Continued on next page...
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Mol | Chain | Length Quality of chain
T1%
7 TF 177 98%
2%
7 TI 177 98%
3%
7 TJ 177 98%
85%
..
7 TK 177 99% .
4%
7 TL 177 — 98%
32%
T —
7 T™ 177 97%
10%
7 TR 7 | 57 :
90%
.
7 V1 177 98% .
64%
.
7 V2 177 96%
5%
7 V7 177 94% 6%
5%
7 V9 177 94% 6%
70%
I
7 VB 177 97%
24%
I
7 VF 177 98%
26%
T —
7 VI 177 98%
31%
T —
7 V] 177 99%
88%
.
7 VK 177 98% .
30%
T ——
7 VL 177 99%
1%
T —
7 VM 177 97%
64%
P —
7 VR 177 96%
24%
e
7 X2 177 95% 5%
16%
7 XB 177 — 99%
16%
7 XJ A R 5o,
16%
7 XL 177 — 99%
14%
7 XM 177 — 99%
24%
T —
7 XR 177 95% 5%
Continued on next page...
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Mol | Chain | Length Quality of chain
92%
..
7 Y1 177 99% .
10%
7 Y7 177 93% 7%
0%
7 Y9 177 93% 7%
8%
7 YF 177 99%
8%
7 YI 177 99%
93%
..
7 YK 177 99% .
10%
7 7B 177 97%
97%
M
7 ZJ 177 98% .
96%
e
7 7L 177 98% .
10%
7 7ZM 177 97%
98%
|
7 al 177 98% .
10%
7 a7 177 93% 7%
1%
7 a9 177 92% 8%
22%
—
7 aF 177 98%
21%
——
7 al 177 98%
98%
|
7 aK 177 98% .
89%
.
7 bJ 177 97% .
87%
..
7 bL 177 97% .
100%
Y™
7 cl 177 99% .
79%
|
7 c7 177 93% 7%
74%
I
7 c9 177 93% 7%
97%
T
7 cB 177 98% .
76%
.
7 cF 177 97%
76%
I
7 cl 177 97%
100%
-
7 cK 177 99% .

Continued on next page...
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Mol | Chain | Length Quality of chain
57%
™
7 cM 177 98% .
95%
.
7 dJ 177 98% .
96%
.
7 dL 177 98% .
100%
I
7 el 177 99% .
16%
7 e’ 177 — 92% 8%
16%
7 e9 177 —— 92% 8%
64%
—
7 eB 177 96%
50%
—
7 el 177 98%
59%
.
7 el 177 98%
100%
-
7 eK 177 99% .
66%
T
7 eM 177 96%
80%
e
7 tJ 177 97% .
79%
T,
7 L. 177 97% .
99%
]
7 gl 177 99% .
78%
T ——
7 g7 177 93% 7%
7%
T ———————
7 g9 177 93% 7%
99%
Ty
7 gB 177 96% .
59%
P —
7 gF 177 99%
56%
S —
7 gl 177 99%
99%
]
7 gK 177 99% .
99%
- ma
7 gM 177 96% .
96%
T
7 hJ 177 97% .
96%
™
7 hL 177 97% .
100%
. -
7 il 177 99% .
4%
7 i7 177 | 7 ™

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

Mol | Chain | Length Quality of chain
5%
7 19 177 — 93% 7%
88%
. ..
7 iB 177 98% .
86%
. ..
7 iF 177 98% .
86%
. ..
7 il 177 98% .
100%
. I
7 iK 177 99% .
87%
. ..
7 iM 177 98% .
80%
. e
7 jd 177 97% .
81%
. T
7 jL 177 97% .
100%
-
7 k1 177 99% .
40%
.
7 k7 177 93% 7%
70%
.
7 k9 177 93% 7%
95%
]
7 kB 177 95% 5%
38%
T —
7 kF 177 98%
70%
T ——
7 kI 177 98%
100%
I
7 kK 177 99% .
98%
Iy
7 kM 177 95% 5%
100%
e
7 1J 177 94% 6%
100%
-
7 1L 177 94% 6%
100%
Y™
7 ml 177 99% .
21%
I
7 mY7 177 94% 6%
23%
e
7 m9 177 94% 6%
85%
..
7 mB 177 98% .
80%
T
7 mF 177 98% .
80%
T,
7 ml 177 98% .
100%
-
7 mK 177 99% .

Continued on next page...
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Mol | Chain | Length Quality of chain
86%
..
7 mM 177 98% .
100%
e
7 nJ 177 95% 5%
100%
e
7 nL 177 95% 5%
100%
1y
7 pJ 177 95% 5%
100%
e
7 pL 177 95% 5%
T00%
1y
7 rJ 177 96% .
100%
1y
7 rLL 177 96% .
100%
s
7 tJ 177 95% 5%
100%
gy
7 tL 177 95% 5%
100%
gy
7 vJ 177 95% 5%
100%
Iy
7 vL 177 95% 5%
33%
.
8 e2 303 79% 18%
33%
I
8 eR 303 79% 18%
27%
T — —
9 03 405 91% %
27%
T —— —
9 00 405 91% 7%
58%
T ————
10 d4 342 85% 13%
52%
T ———————————
10 dD 342 85% 13%
25%
T ——
11 D5 327 25% 75%
25%
T ——
11 D8 327 25% 75%
27%
.
12 E5 288 71% 29%
26%
.
12 E8 288 71% 29%
6%
13 k6 288 93% 6% -
5%
13 kH 288 93% 6% -
71%
g
14 MA 333 69% . 29%
71%
.
14 MG 333 67% . 29%

Continued on next page...
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Mol | Chain | Length Quality of chain
71%
g
14 MN 333 69% . 29%
T1%
I
14 MQ 333 68% . 29%
5%
15 bB 490 76% 22%
5%
15 bM 490 75% 22%
76%
e ——
16 AB 273 86% S 3%
77%
1 E——
16 AM 273 86% S 3%
69%
.. —
16 wJ 273 79% 7% - 13%
68%
e —
16 wL 273 79% 7% - 13%
87%
e
16 xJ 273 79% 7% - 13%
87%
T
16 xLL 273 80% 7% . 13%
7%
17 | BB 990 | — e
16%
17 | BM 990 | — o
1%
17 | yJ 200 | 5o —
1%
17 yL 290 r— 86% S
79%
18 MC 316 78% 10% - 11%
80%
18 ME 316 78% % - 11%
8%
19 zJ 498 — 73% 26%
7%
19 zL, 498 — 72% 26%
7%
20 | AP 61 | 55 e
14%
20 CP 161 — 93% 6% -
2%
20 | EP 61 | 53 —
5%
20 GP 161 — 93% 6% -
5%
20 JP 61 | = 727 —
7%
20 | KP 61 | F7 —
20 | NP 61 | = 7 o—

Continued on next page...
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Mol | Chain | Length Quality of chain
6%
20 PP 161 | — m——
6%
20 RP 161 93% 6% -
20 | TP 161 | = 55% 6% *
6%
20 cP 161 e 93% 6%
15%
20 eP 16] | — — —
13%
20 | gP 61 | 55% o
5%
20 iP 161 | = o 6% °
5%
20 1P 161 | 2 6% °
9%
20 | mP 161 | ) 6% °
20 | pP 161 | 55% ST
9%
20 P 161 | — 5% -
6%
20 tP 161 o 93% 6% .
6%
20 vP 161 | — m——
6%
21 BP 161 | — =
11%
21 DP 161 I 94% 6%
21 FP 161 - 93% 7%
8%
21 HP 161 I 94% 6%
21 IP 161 . 94% 6%
8%
21 LP 161 |- T 6% -
9%
21 MP 161 94% 6%
9%
21 OP 161 94% 6%
21 QP 161 | ™ — —
21 SP 161 | ™ — 6%
21 UP 161 u 94% 6%
10%
21 dP 161 94% 6%

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

Mol | Chain | Length Quality of chain
21 fP 161 - 94% 6%
5%
21 hP 161 | = — =
9%
21 | P 161 | 535 6% *
21 kP 161 k 94% 6%
9%
21 nP 161 I 94% 6%
9%
21 oP 161 — 93% 7%
7%
21 qP 161 — 94% 6%
21 sP 161 | ™ 94% 6%
21 uP 161 | = 94% 6%
21 wP 161 | "® — 6%
22 VP 161 | ™= T -
929 xP 161 | ™ — =
5%
23 | WP 173 | == —
6%
23 | yP 173 | = o
24 XP 132 69% . 30%
24 zP 132 k 69% . 30%
6%
25 1P 879 - 95% -
6%
25 | YP 879 | 95% —
12%
26 2P 159 — 82% . 17%
12%
2% 7P 150 | — S
11%
27 3p ogg | o T
11%
27 aP ogg | o T
28 AP 253 | == — T
28 bP 253 . 80% . 18%

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-

WO RLDWIDE
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ria:
Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
21 | MEN LP 71 - X - -
21 | MEN jP 71 - X - -
21 | MEN kP 71 - X - -
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2 Entry composition (i)

There are 32 unique types of molecules in this entry. The entry contains 944670 atoms, of which
0 are hydrogens and 0 are deuteriums.

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

e Molecule 1 is a protein called Phycobilisome 31.8 kDa linker polypeptide, phycoerythrin-ass
ociated, rod.

Mol | Chain | Residues Atoms AltConf | Trace
1 Al 324 ggt;;l 1(%3 41§1 426 g 0 0
1 AT 324 ggt;;l 16%3 41§1 426 g 0 0
1 X9 324 ggt;?l 16(2)3 41;31 4(836 g 0 0
1 XF 324 ggt;;l 16%3 41§1 4(836 g 0 0
LAl T I 0 0
L] xR T e 0 0

e Molecule 2 is a protein called R-phycoerythrin gamma chain, chloroplastic.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
2 Al 257 1987 1226 368 378 15 0 0

Total C N O S
2 AT 257 1987 1226 368 378 15 0 0

Total C N O S
2 A9 257 1987 1226 368 378 15 0 0

Total C N O S
2 AF 257 1987 1226 368 378 15 0 0

Total C N O S
2 Al 257 1987 1226 368 378 15 0 0

Total C N O S
2 AK 257 1987 1226 368 378 15 0 0

e Molecule 3 is a protein called Phycobilisome rod-core linker polypeptide.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#entry_composition
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Mol | Chain | Residues Atoms AltConf | Trace
3 Bl 221 15?711 1 1(597 31;8 351)5 ZSL 0 0
3 B7 230 ?ggan 12%6 31§1 351)8 ZSL 0 0
3 B9 230 ?ggl 12%6 31§1 328 ZSL 0 0
3 BF 231 Tl‘gft;;l 12ClQ 31§2 351)9 ZSL 0 0
3 BI 231 Tl‘gft;;l 12ClQ 31§2 329 ZSL 0 0
3 BK 221 ?Z t?ZI 1 1C97 31§8 325 ZSL 0 0
e Molecule 4 is a protein called C-phycocyanin alpha subunit.

Mol | Chain | Residues Atoms AltConf | Trace
4 Cl1 162 111(2) t2‘?31 7(713 21(\)]9 220 2 0 0
4 El 162 ?thaéBl 7(7}3 21(\)]9 251)0 2 0 0
4 Gl 162 ?2);&81 7?3 21(\)19 251)0 2 0 0
4 1 162 ?gt;gl 7?3 21(\)19 220 g 0 0
4 Kl 162 ?gt;;l 7(713 21(\)19 22() g 0 0
4 M 162 ?gt;;l 7(7]3 21(\)19 220 g 0 0
4 7 162 ?gt;Sl 7(7]3 21(\)19 22() g 0 0
4 k7 162 ?ggzl 7?3 21(\)19 22() 2 0 0
tl 6| e g a0 o | 0 |
T 162 | 0% 7 a0 210 6 0 0
1) KT 162 | 0% 7 a0 210 6 0 0
1) M 162 | 0% 7 a0 210 0 0 0
1) 162 | 0% 7 a0 210 0 0 0
1) B 162 | 0% 7 a0 210 6 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
4] & 162 ?g;asl 7(713 21(\)19 220 g 0 0
4B 162 ?g;asl 7(733 21519 220 g 0 0
4K 162 ?g;agl 7(733 21(\)19 220 g 0 0
4 M 162 ?2);&81 7?3 21(\)19 220 2 0 0
ICEECEE - PR
4] B 162 ?2);&81 7?3 21(\)19 220 2 0 0
4| GF 162 ?2);&81 7(;3 21(\)19 220 2 0 0
¢ IF 162 ?gtzasl 7(733 21819 251)0 g 0 0
1| KF 162 ?gtzasl 7?3 21(\)19 220 g 0 0
4 MEF 162 ?gtzasl 7(7j3 21(\)19 220 2 0 0
4 da 162 ?gtzasl 7(7j3 21819 220 2 0 0
4 B 162 ?gtzasl 7(;3 21519 220 2 0 0
4 d 162 ?g;asl 7(;3 21(;]9 220 2 0 0
41 162 ?g;asl 7(733 218]9 220 g 0 0
4] K 162 ?gtzasl 7(713 21(;]9 220 g 0 0
4] M 162 ?gg;l 7(733 21(\;9 220 g 0 0
4] CK 162 ?g;asl 7?3 21(\;9 220 g 0 0
4| EK 162 111;23;1 7(713 218]9 220 2 0 0
4| GK 162 f(z)gasl 7(733 215]9 220 g 0 0
4] K 162 ?g;asl 7(733 218]9 220 2 0 0
4] KK 162 ?ggasl 7(733 21§9 220 2 0 0
Continued on next page...
gPDB
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Mol | Chain | Residues Atoms AltConf | Trace
4 MK 162 ?gt;;l 7(713 21(\)19 220 g 0 0
e Molecule 5 is a protein called C-phycocyanin beta subunit.
Mol | Chain | Residues Atoms AltConf | Trace
g bl 172 1;(2);&21 7;]6 21;]4 2?3 ES 0 0
g Fl 172 ?(Q)t?a; 7g6 21;]4 2(5)3 S 0 0
g H1 172 ?gt;;l 756 21;14 2C5)3 S 0 0
g J1 172 ?2)%1 756 21;14 2(5)3 S 0 0
g L1 172 ?gt;;l 756 21;14 2(5)3 S 0 0
g N1 172 ?gt;;l 7;16 21;14 2(5)3 S 0 0
g b7 172 ?gt;;l 726 21;14 2(5)3 S 0 0
g k7 172 ?gt?azl 726 21;14 2(5)3 S 0 0
g HT 172 ?2)%1 726 21;14 2(5)3 S 0 0
o T 2|00 e ow 235 o ; ;
5| 2|00 e v 295 o 0 0
b | N7 I e P 0 0
5| D9 2|00 g6 w295 o 0 0
| R e P 0 0
| 9 2|00 g6 o 295 o 0 0
g 79 172 111(2)1072l 7(8]6 21;4 2(5?3 S 0 0
g L9 172 11jgjc7a2l 7?6 21;4 2(5)3 S 0 0
g N9 172 1113167512l 726 21;14 2(5)3 S 0 0
Continued on next page...
sPrpe
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Mol | Chain | Residues Atoms AltConf | Trace
g DF 172 ?gt;;l 7;16 21;14 2(5)3 3 0 0
g FE 172 ?gt;;l 7;]6 21;14 2(5)3 S 0 0
g HE 172 ?gt;;l 7;]6 21;14 2(5)3 S 0 0
g ¥ 172 r‘1th7‘{&21 7§6 21;14 2(5)3 S 0 0
g LE 172 ?2)?21 7(836 21;14 2(5)3 S ¥ 0
5 | NF 2|00 e w295 o 0 0
5 | DI 2|00 e w295 o 0 0
| H I e P 0 0
5 | H 2|00 e oa 295 o 0 0
5 I A P 0 0
5| M 2|00 g6 o 295 o 0 0
g N 172 111(2);321 7(8]6 2214 2(5?3 S 0 0
g DK 172 1113167512l 7;36 21;4 2(5)3 S 0 0
g FK 172 112?21 736 21;]4 2(5)3 g 0 0
g HK 172 112?21 736 21;]4 2(;3 g 0 0
g K 172 112?21 736 21;]4 2(;3 g 0 0
g LK 172 rfg%l 736 21;14 2(;3 g 0 0
g NK 172 rfg%l 736 21;14 2(5)3 S 0 0
e Molecule 6 is a protein called Phycoerythrin alpha subunit.

Mol | Chain | Residues Atoms AltConf | Trace
0 Ol 164 ?gg%l 7(739 211]9 225 ? 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
0 Q1 164 Tl‘gf")?)l 7C719 21119 225 g 0 0
0 51 164 Tl‘g g%l 7C739 21119 225 3 0 0
0 Ul 164 ng%l 7(7]9 21119 225 3 0 0
0 Wi 164 r{gt;)l 7?9 21119 251)5 3 0 0
0 21 164 r‘1F(2)t5é(1)1 739 21119 225 3 0 0
0 bl 164 ?2);%1 7(;9 21119 225 3 0 0
0 dl 164 ilrgg%l 7(;9 21119 225 § 0 0
0 fl 164 ?(2);{(%)1 7(739 21119 225 ? 0 0
0 bl 164 ?(Q)t;(i)l 7?9 21119 251)5 ? 0 0
0 i 164 qu; g%l 7(;9 21119 251)5 ? 0 0
0 i 164 111(2):’5:81 7(;9 21119 225 ? 0 0
o M2 |16t | g g s 7 | 0|0
0 02 164 r{ggl 7(739 21119 224 ? 0 0
0 Q2 164 111;;%1 7(739 21119 225 ? 0 0
0 52 164 rfggl 7?9 211]9 224 ? 0 0
0 vz 164 rfggl 7?9 2T9 224 ? 0 0
0 w2 164 rf;g%l 7?9 21119 225 ? 0 0
0 A3 164 11“;;%1 7?9 21119 225 ? 0 0
0 3 164 rfgt;)l 7(739 21;]9 225 ? 0 0
0 k3 164 ?ggaol 7(719 21;]9 225 g 0 0
0 G3 164 ?ggaol 7(719 21;]9 225 g 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms AltConf | Trace
0 13 164 ?gg%l 7(719 21119 2(25 g 0 0
0 K3 164 ?gg%l 7C739 21119 2(25 3 0 0
0 B4 164 ilrgg%l 7C739 21119 2(25 3 0 0
0 bi 164 r‘lrgg%l 7?9 21119 251)5 3 0 0
0 b 164 ilrgg%l 739 21119 225 3 ¥ 0
0 Ha 164 ?2);%1 7(;9 21119 225 3 0 ¥
0 I 164 ilrgg%l 7(;9 21119 225 g 0 0
0 L 164 ?2);%1 7(739 21119 251)5 ? 0 0
0 15 164 ?(Q)t;(%)l 7?9 21119 251)5 ? 0 0
0 o7 164 qugg%l 7(;9 21119 251)5 ? 0 0
0 Qr 164 111(2):’5:(1)l 7(739 21119 225 g 0 0
R T T R I
0 vt 164 1113;1 7(739 21119 225 ? 0 0
0 Wi 164 1113;1 7(739 21119 225 ? 0 0
0 zt 164 ?gg%l 7?9 21119 225 ? 0 0
0 b7 164 11132581 7?9 21119 225 g 0 0
0 a7 164 ?;g%l 7?9 21119 225 ? 0 0
0 f7 164 11“;;%1 7?9 21119 225 ? 0 0
0 b7 164 rfgt;)l 7(739 21119 225 ? 0 0
0 7 164 1;(2) t58401 7(739 21119 225 g 0 0
0 7 164 ?(2)?01 7(739 21119 225 g 0 0

Continued on next page...
grDRe
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Mol | Chain | Residues Atoms AltConf | Trace
0 18 164 ?gg%l 7(719 21119 2(25 g 0 0
0 09 164 ?gg%l 7C739 21119 2(25 3 0 0
0 Q9 164 ilrgg%l 7C739 21119 2(25 3 0 0
0 59 164 r‘lrgg%l 7?9 21119 251)5 3 0 0
0 U9 164 ilrgg%l 739 21119 225 3 ¥ 0
0 W9 164 ?2);%1 7(;9 21119 225 3 0 ¥
0 9 164 ilrgg%l 7(;9 21119 225 g 0 0
0 b 164 ?2);%1 7(739 21119 251)5 ? 0 0
0 d9 164 ?(Q)t;(%)l 7?9 21119 251)5 ? 0 0
0 9 164 qugg%l 7(;9 21119 251)5 ? 0 0
0 ho 164 111(2):’5:(1)l 7(739 21119 225 g 0 0
R T T R I
0 1 164 1113;1 7(739 21119 225 ? 0 0
0 AA 164 1113;1 7(739 21119 225 ? 0 0
0 CA 164 ?gg%l 7?9 21119 225 ? 0 0
0 EA 164 11132581 7?9 21119 225 g 0 0
0 GA 164 ?;g%l 7?9 21119 225 ? 0 0
0 IA 164 11“;;%1 7?9 21119 225 ? 0 0
0 KA 164 rfgt;)l 7(739 21119 225 ? 0 0
0 CB 164 1;(2)?01 7(739 21119 225 g 0 0
0 EB 164 ?(2)?01 7(739 21119 225 g 0 0

Continued on next page...
grDRe
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Mol | Chain | Residues Atoms AltConf | Trace
0 GB 164 ?gg%l 7C719 21119 225 g 0 0
0 1B 164 ?gg%l 7C739 21119 225 g 0 0
0 KB 164 rfgg%l 7(739 21119 225 3 0 0
0 MB 164 r‘lrgt;g)l 7?9 21119 251)5 3 0 0
0 OB 164 r‘lrgg?)l 7(;9 21119 225 g ¥ 0
0 QB 164 ?2);%1 7?9 21119 225 3 0 ¥
0 5B 164 r‘1F(2)t5&(L)l 7(;9 21119 225 § 0 0
0 uB 164 ?(2);{81 7(739 21119 251)5 ? 0 0
0 WEB 164 ?(2);%1 7?9 21119 251)5 ? 0 0
0 YB 164 qugt;)l 7(;9 21119 251)5 ? 0 0
6 aB 104 ?(2);%1 7(;9 21119 225 ? 0 0
L I T T R I
0 B 164 11132?31 7(739 211]9 225 ? 0 0
0 hBs 164 ?gg%l 7(739 211]9 225 ? 0 0
0 1B 164 1113 t5%1 7?9 211]9 225 ? 0 0
0 1B 164 11132581 7?9 21119 225 g 0 0
0 AC 164 ?;gzl 7(7]9 21119 225 ? 0 0
0 cC 164 rf;g%l 7?9 21119 225 ? 0 0
0 EC 164 rfgt;(;l 7(739 21;]9 225 s 0 0
0 GC 164 rllﬂgt5aol 7(739 21;]9 225 s 0 0
0 1€ 164 ?ggaol 7(719 21;]9 225 g 0 0
Continued on next page...
grDRe
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Mol | Chain | Residues Atoms AltConf | Trace
0 KC 164 Tl‘gf")?)l 7C719 21119 225 g 0 0
0 BD 164 Tl‘gg%l 7C739 21119 225 3 0 0
0 bb 164 ng%l 7(7]9 21119 225 3 0 0
0 FD 164 r{gt;)l 7?9 21119 251)5 3 0 0
0 HD 164 r‘1F(2)t5é(1)1 739 21119 225 3 0 0
0 D 164 ?2);%1 7(;9 21119 225 3 0 0
0 LD 164 ilrgg%l 7(;9 21119 225 § 0 0
0 AR 164 ?(2);{(%)1 7(739 21119 225 ? 0 0
0 CE 164 ?(Q)t;(i)l 7?9 21119 251)5 ? 0 0
0 EE 164 qu;g%l 7(;9 21119 251)5 ? 0 0
0 GE 164 111(2):’5:81 7(;9 21119 225 ? 0 0
6 |16 | o o a7 | 0|0
0 KE 164 1113;1 7(739 21119 225 ? 0 0
0 OF 164 111;;%1 7(739 21119 225 ? 0 0
0 QF 164 111;;%1 7?9 21119 225 ? 0 0
0 SF 164 111;;%1 7?9 2T9 225 ? 0 0
0 UK 164 rf;g%l 7?9 21119 225 ? 0 0
0 WE 164 11“;;%1 7?9 21119 225 ? 0 0
0 2 164 rfgt;)l 7(739 21;]9 225 ? 0 0
0 bE 164 ?ggaol 7(719 21;]9 225 g 0 0
0 dF 164 ?ggaol 7(719 21;]9 225 g 0 0

Continued on next page...
$roe



Page 40

Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
0 ¥ 164 ?gg%l 7(719 21119 2(25 g 0 0
0 bt 164 ?gg%l 7C739 21119 2(25 3 0 0
0 ¥ 164 ilrgg%l 7C739 21119 2(25 3 0 0
0 ¥ 164 r‘lrgg%l 7?9 21119 251)5 3 0 0
0 AG 164 ilrgg%l 739 21119 225 3 ¥ 0
0 ¢G 164 ?2);%1 7(;9 21119 225 3 0 ¥
0 EG 164 ilrgg%l 7(;9 21119 225 g 0 0
0 GG 164 ?2);%1 7(739 21119 251)5 ? 0 0
0 1G 164 ?(Q)t;(%)l 7?9 21119 251)5 ? 0 0
0 kG 164 qugg%l 7(;9 21119 251)5 ? 0 0
0 O 164 111(2):’5:(1)l 7(739 21119 225 g 0 0
R R T T R I
0 o1 164 1113;1 7(739 21119 225 ? 0 0
0 Ul 164 1113;1 7(739 21119 225 ? 0 0
0 Wi 164 ?gg%l 7?9 21119 225 ? 0 0
0 21 164 11132581 7?9 21119 225 g 0 0
0 bl 164 ?;g%l 7?9 21119 225 ? 0 0
0 dl 164 11“;;%1 7?9 21119 225 ? 0 0
0 fl 164 rfgt;)l 7(739 21119 225 ? 0 0
0 hi 164 1;(2)?01 7(739 21119 225 g 0 0
0 i 164 ?(2)?01 7(739 21119 225 g 0 0

Continued on next page...
grDRe
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Mol | Chain | Residues Atoms AltConf | Trace
0 a 164 Tl‘gf”)%l 7?9 21119 2(25 g 0 0
0 AJ 164 Tl‘gg%l 7?9 21119 2(25 g 0 0
0 CJ 164 Tgt;(%)l 7C739 21119 2(25 3 0 0
0 B 164 ng%l 7?9 21119 251)5 3 0 0
0 GJ 164 r‘1F(2)t5?)1 7?9 21119 225 3 0 0
0 b 164 ?2);%1 7(;9 21119 225 3 0 ¥
0 kJ 164 r‘1F(2)t5&(L)l 7(7j9 21119 225 § 0 0
0 MJ 164 ?(2);%1 7(739 21119 251)5 ? 0 0
0 0J 164 ?(Q)t;)l 7?9 21119 251)5 ? 0 0
0 QJ 164 qugt;(%)l 7(739 21119 251)5 ? 0 0
0 5] 164 111(2);{(1)l 7(;9 21119 225 5 0 0
R I I S R
0 WJ 164 r{gg%l 7(739 21119 225 g 0 0
0 Y 164 rfg;)%l 7(739 21119 225 ? 0 0
6 o) 164 ?ggél 7(739 211]9 225 ? 0 0
6 ¢ 164 ?5?81 7(7]9 2T9 225 ? 0 0
6 ¢ 164 fi?%l 7?9 21119 225 ? 0 0
6 &) 164 1{3?51 7(719 21119 225 ? 0 0
0 i 164 rfgt;(l)l 7(739 21;]9 225 ? 0 0
0 kJ 164 ?2);&01 7(739 21;]9 225 ? 0 0
6| ml 164 ?2)?01 7(719 21119 225 g 0 0
Continued on next page...
grDe
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Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
0 oJ 164 ?gg?)l 7(719 2?9 225 g 0 0
0 al 164 33?31 7C739 2?9 225 g 0 0
0 ) 164 ?gg?)l 7(7]9 2?9 225 ? 0 0
0 ul 164 ?gg?)l 7?9 2?9 251)5 ? 0 0
0 OK 164 ?2);%1 7(7j9 21119 225 S 0 0
0 QK 164 ?2);%1 739 21119 225 g 0 0
0 SK 164 r‘1F(2)t5&(L)l 7(7j9 21119 225 § 0 0
0 UK 164 ?(2);{81 7(739 21119 225 g 0 0
0 WK 164 ?(Q)t;)l 7?9 21119 251)5 ? 0 0
0 2 164 qugt;)l 7(;9 21119 251)5 ? 0 0
0 bK 164 111(2):’5:81 7(739 21119 225 ? 0 0
6 | Ak | w5 g g e 7| 0 |0
0 fK 164 11132?31 7(7]9 211]9 225 ? 0 0
0 bk 164 Iljggél 7(739 211]9 225 ? 0 0
0 K 164 1122581 7?9 211]9 225 ? 0 0
0 1K 164 11215)581 7?9 2T9 225 ? 0 0
0 AL 164 ?;gzl 7?9 21119 225 ? 0 0
0 CL 164 11“32281 7?9 21119 225 ? 0 0
0 EL 164 rfgt;(;l 7(739 21;]9 225 ? 0 0
0 GL 164 rl1ﬂ(2)t5840l 7(739 21;]9 225 g 0 0
0 IL 164 ?(2)?01 7(719 21;]9 225 g 0 0
Continued on next page...
sPrpe
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Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
0 KL 164 %g%l 7C719 21;]9 225 g 0 0
0 ML 164 ?gg%l 7C739 21119 225 3 0 0
0 OL 164 ?gg%l 7(739 21119 225 3 0 0
0 QL 164 ng%l 7?9 21119 251)5 3 0 0
0 SL 164 ?2);%1 7?9 21119 225 3 0 0
0 uL 164 ?2);%1 739 21119 225 § 0 0
6 | WL 164 ?2);%1 7(;9 21119 225 § 0 0
0 YL 164 ?2);%1 7(739 21119 225 g 0 0
0 al 164 ?(2);%1 7?9 21119 251)5 ? 0 0
0 cb 164 ?;g%l 7(7j9 21119 225 ? 0 0
0 el 164 ?(2);%1 7(;9 21119 225 ? 0 0
0 gl 164 ?(2);%1 7(;9 21119 225 S 0 0
0 il 164 ?gg%l 7(739 21119 225 g 0 0
0 kL 164 ?gg%l 7(739 211]9 225 S 0 0
0 ml 164 ?ggél 7(739 211]9 225 ? 0 0
0 oL 164 ?5?81 7(7]9 2T9 225 ? 0 0
0 ak 164 fi?%l 7?9 21119 225 ? 0 0
0 sk 164 1{3?51 7(719 21119 225 ? 0 0
0 ul 164 q1?(2)?)1 7(739 21;]9 225 5 0 0
6 | CM 164 ?ggaol 7(739 21119 225 g 0 0
6 | EM 164 ?ggaol 7(739 21119 225 g 0 0
Continued on next page...
gPrDE
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Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
0 GM 164 Tl‘gg?)l 7(719 21119 2(25 g 0 0
0 M 164 Tl‘gg%l 7C739 21119 2(25 3 0 0
0 KM 164 ?ggzl 7C739 21119 2(25 3 0 0
0 MM 164 r{gg(l)l 7?9 21119 251)5 3 0 0
0 OM 164 ilrgg%l 7(;9 21119 225 3 0 0
0 WM 164 ?2);%1 7?9 21119 225 3 0 0
0 SM 164 r‘1&2)?(1)1 7(;9 21119 225 g 0 0
0 UM 164 ?2);{(%)1 7(739 21119 251)5 g 0 0
0 WM 164 ?(Q)t;(i)l 7?9 21119 251)5 ? 0 0
0 M 164 qugg%l 7(;9 21119 251)5 ? 0 0
6| aM 164 ?(2);%1 7(;9 21119 225 ? 0 0
o |16t | g s 7 | 0|0
0 M 164 ?gg%l 7(739 21119 225 g 0 0
0 hM 164 r{gg%l 7(739 21119 225 ? 0 0
0 M 164 rfgg%l 7?9 21119 225 ? 0 0
0 1M 164 rf;g%l 7?9 21119 225 g 0 0
0 AN 164 ?;g%l 7?9 21119 225 ? 0 0
0 CN 164 11“;;%1 7?9 21119 225 ? 0 0
0 EN 164 rfgt;)l 7(739 21119 225 ? 0 0
0 GN 164 1;(2);&01 7(739 21119 225 s 0 0
0 IN 164 ?(2);&01 7(739 21119 225 g 0 0
Continued on next page...
$roe
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Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
0 KN 164 ?gg%l 7(719 21119 225 g 0 0
0 AO 164 ?gg%l 7C739 21119 2(25 g 0 0
0 cO 164 rfgt;)l 7(739 21119 2(25 3 0 0
0 EO 164 r‘lrgt;g)l 7?9 21119 251)5 3 0 0
0 GO 164 ?gg?)l 7(7j9 21119 225 3 ¥ 0
0 10 164 ?2);%1 7(;9 21119 225 § 0 ¥
0 KO 164 r‘1F(2)t5&(1)1 7(;9 21119 225 § 0 0
0 AQ 164 ?2);{(%)1 7(739 21119 251)5 ? 0 0
0 cQ 164 ?(2);%1 7?9 21119 251)5 ? 0 0
0 EQ 164 qugt;)l 7(739 21119 251)5 ? 0 0
0 GQ 164 111(2)1’5:81 7(739 21119 225 ? 0 0
R T T R I
0 KQ 164 11132?31 7(739 21119 225 g 0 0
0 MR 164 ?gg%l 7(739 211]9 225 ? 0 0
0 OR 164 1113231 7?9 211]9 224 ? 0 0
0 QR 164 Iljggél 7?9 2T9 225 s 0 0
0 SR 164 ?gfl?)l 7(7]9 21119 224 g 0 0
0 UR 164 rfggl 7?9 21119 224 s 0 0
0 WR 164 rfgt;(;l 7(739 21119 225 s 0 0

e Molecule 7 is a protein called B-phycoerythrin beta chain.



Page 46 Full wwPDB EM Validation Report EMD-31393, TEZX

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
7 Pl 177 1294 800 225 257 12 0 0

Total C N O S
7 R1 177 1294 800 225 257 12 0 0

Total C N O S
7 11 177 1294 800 225 257 12 0 0

Total C N O S
7 Vvl 1 1300 804 225 259 12 2 0

Total C N @) S
7 Yl 177 1294 800 225 257 12 0 0

Total C N O S
7 al 177 1294 800 225 257 12 0 0

Total C N O S
7 cl 177 1294 800 225 257 12 0 0

Total C N O S
7 el 177 1294 800 225 257 12 0 0

Total C N O S
7 gl 177 1294 800 225 257 12 0 0

) Total C N O S
7 il 177 1297 802 225 258 12 1 0

Total C N O S
7 kl 1 1294 800 225 257 12 0 0

Total C N O S
7 ml 1 1294 800 225 257 12 0 0

Total C N @) S
7 N2 1 1294 800 225 257 12 0 0

Total C N O S
7| P2 1 1297 802 225 258 12 1 0

Total C N O S
7 R2 1 1294 800 225 257 12 0 0

Total C N O S
7 T2 1 1294 800 225 257 12 0 0

Total C N O S
7 V2 1 1294 800 225 257 12 0 0

Total C N O S
7 X2 1 1294 800 225 257 12 0 0

Total C N O S
7 B3 1 1294 800 225 257 12 0 )

Total C N O S
7 D3 177 1294 800 225 257 12 0 0

Total C N O S
7 k3 177 1294 800 225 257 12 0 0

Total C N O S
7 H3 L 1294 800 225 257 12 0 0

Continued on next page...




Page 47

Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
7 I3 1 Tl‘gft)zl 8?)10 21;15 2(5)7 1S2 0 0
7 L3 1 Tl‘gft)zl 8%30 21;15 2(5)7 182 0 0
7 M3 146 r‘1F(())ESE;;1 6?4 115\;7 2(1)3 181 0 0
7 N3 146 fgga; 6?4 11;17 2(1)3 181 0 0
[ T 00 w0 o o5 1 0 0
7 k4 1 ?2)2;11 8%0 21;15 2(5)7 1S2 0 0
7 G4 1 r‘1&2)2)&;11 8(030 2215 2(537 1S2 0 0
’ 1 1 ?2);{;1 8(52 2215 2?8 1S2 1 0
7 k4 1 ?(Q)E;jll 8%0 21;]5 287 182 0 0
7 Ma 1 quggjll 8(50 21;]5 287 182 0 0
TBs U6 | ot g 1a o3 1 0 0
7 ks 146 111((;21 6?4 11;)]7 2(1)3 181 0 0
’ G5 146 11?)25?)1 6(534 11;37 2(1)3 181 0 0
7 Ho 146 Iljgggl 6(534 11;]7 2(1)3 181 0 0
7 15 1 rfggzl 830 21;]5 2(5)7 182 0 0
7 K3 17 rfggil 830 21;]5 2(;7 182 0 0
7 Lo 146 r{gtfia; 6?4 115\3]7 2(1)3 181 0 0
7 AS 1 11“;;11 8%0 21;]5 2(5)7 132 0 0
7 5 1 rfggil 8(030 21;]5 2(5)7 132 0 0
7 b7 1 1;(2);11 8(030 21;]5 2?7 182 0 0
7 RT 1 ?(2);21 8(010 21;]5 2(537 182 0 0

Continued on next page...
$roe
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Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
7 17 1 ?gst)zl sgo 21;15 2(5)7 182 0 0
7 Vi 1 33511 8%0 21;15 2(5)7 182 0 0
7 YT 1 fgfﬁl sgo 21;5 2(5)7 182 0 0
7 at 1 ?;gil sgo 21;15 2(5)7 182 0 0
[ 1 ?2);11 Sgo 21;15 2(5)7 1S2 0 0
7 er 1 ?2);11 8%0 21;]5 2(5)7 1S2 0 0
7 &7 1 ?2);11 8(030 21;]5 2(;7 1S2 0 0
’ i 1 ?2);;1 8(52 21;I5 2?8 1S2 1 0
7 k7 1 ?z)gil 8%0 21;]5 287 1S2 0 0
7 m7 1 ?ggil sgo 21;5 287 182 0 0
[ 146 ?82%1 6?4 12]7 2(1)3 181 0 0
7 I8 146 ?82%1 6?4 11;7 2(1)3 181 0 0
’ G8 146 ?8?51 6(;4 11;7 2(1)3 1S1 0 0
7 Hs 146 ?())t(sasl 6(;4 115\317 2(1)3 1S1 0 0
7 18 1 fgtgil 8%0 21;15 2(5?7 182 0 0
7 K8 17 ?ggil 8%0 21;15 2(5?7 1S2 0 0
7 L8 146 ?8?51 6?4 115\3]7 2(1)3 181 0 0
7 A8 1 1;;;11 8%0 21;15 2(5)7 1S2 0 0
7 8 1 quggil 8%0 21;15 2(5)7 1S2 0 0
7 P9 1 ?ggil 8%30 21;15 2(5)7 1S2 0 0
7 R9 1 fgtgil 8%0 21;15 2(537 182 0 0
Continued on next page...
grbB
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Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
7 19 1 ?SZT sgo 21;]5 2(5)7 182 0 0
7 V9 1 33511 sgo 21;15 2(5)7 182 0 0
7 Y9 1 fggil sgo 21;5 2(5)7 182 0 0
7 al 1 ?;gil sgo 21;15 2(5)7 182 0 0
[ 1 ?2);11 Sgo 21;15 2(5)7 1S2 0 0
’ e L ?2);11 8%0 21;]5 2(5)7 1S2 0 0
7 &9 1 ?2);11 8(030 21;]5 2(;7 1S2 0 0
’ 9 L ?2);{;1 8(52 21;I5 2?8 182 L 0
’ k9 1 ?ggil 8%0 21;I5 287 1S2 0 0
’ m L ?ggil sgo 21;5 287 182 0 0
’ BA 1 ?(2);11 8(030 21;]5 2(5)7 182 0 0
’ DA 1 ?(2);11 8(0]0 21;]5 2%)7 182 0 0
’ FA 1 fgtgil 8%30 21;]5 2(5)7 1S2 0 0
’ HA 1 ?gg;l 8(032 21;15 2(5)8 1S2 L 0
’ A 1 ?3511 8%0 21;15 2(;7 182 0 0
’ LA 1 ?ggil 8%0 21;5 2(5?7 1S2 0 0
7 bB L fgf)%l 8%4 21;]5 2(539 182 2 0
7 B L 112;1 8%2 21;]5 2(5)8 1S2 L 0
7 HB L ql?gg?)l 8(034 21;]5 2(5)9 1S2 2 0
’ B L ?ggaol 8(034 21;]5 2(5)9 1S2 2 0
’ LB L ?ggaol 8(014 21;]5 2(539 182 2 0
Continued on next page...
gPDB
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Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
7| NB L ?gg?)l 8%4 21;15 2(5)9 182 2 0
7 PB 1 33511 sgo 21;15 2(5)7 182 0 0
7| RB 1 ?gg;l 8%2 21;15 2(5)8 182 1 0
’ 1B L ?gga; 8%2 21;15 2(5)8 182 1 0
7| VB 1 ?gg?)l 8%4 21;5 2(5)9 182 2 0
T %8B L ?gg%l 8%4 21;I5 2(5)9 1S2 2 0
[ L ?gg%l 8(034 21;]5 2(;9 1S2 2 0
’ cB L ?2);{;1 8(52 21;]5 2?8 1S2 L 0
[ L %E)%l 8%4 2215 289 182 2 0
T 8B 1 ?gg%l 8(54 21;]5 289 182 2 0
7| B L ?gg%l 8(034 21;]5 2(5)9 1S2 2 0
’ kB L ?gg%l 8(0]4 21;]5 2%)9 182 2 0
[ L ?gg%l 8%4 21;5 2(5)9 182 2 0
’ BC 1 fgtgil 830 21;5 2(5)7 1S2 0 0
7| be 1 fgtgil 8%0 21;15 2(5?7 1S2 0 0
’ FC 1 ?ggil 8%0 21;15 2(;7 1S2 0 0
7| HC 1 ?;gil 8%0 21;]5 2(537 182 0 0
7 1€ L 1;;;11 8%0 21;15 2(5)7 1S2 0 0
7 LC L ql?ggil 8(030 21;15 2(5)7 1S2 0 0
T oD L ?ggil 8(030 21;5 2(5)7 182 0 0
[ 1 fgtgil 8(010 21;5 2(537 182 0 0
Continued on next page...
gPDB
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Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
7 GD 1 Tl‘g ft)zl 8%0 21;15 2(5)7 182 0 0
7 D 1 Tl‘; ft;;l 8%2 21;15 2(;8 182 1 0
7 KD 1 ?g E)Zl 8%0 21;15 2(5)7 182 0 0
7 MD 1 ?; gjll 8%0 21;15 2%)7 182 0 0
7 BE 1 ?2) t9illl 8%0 21;15 2(5)7 182 0 0
7 bE 1 ?2);11 8%0 21;]5 2(5)7 1S2 0 0
7 FE 1 ?2);{?11 8(030 2215 2(;7 182 0 0
7 HE 1 r‘lr(2)gjll 8(50 2215 287 132 0 0
7 JE 1 rAIF(Q)E;ZI 830 21;]5 287 132 0 0
7 LE 1 ?;gil 8(50 21;]5 2(;7 182 0 0
7 PE 1 ?(2);?11 8(()jO 21;15 2(;7 182 0 0
7 RE 1 r{g gzl 8(030 21515 2(5?7 182 0 0
7 TF L7 r{g gjll 8%)]0 21;5 2(5)7 182 0 0
7 V¥ L7 rfg g%l 8%34 21;15 2(5)9 182 2 0
7 Y¥ 17 ?g gzl 8%0 21;15 2(5)7 182 0 0
’ al 17 fggil 8%0 21;15 2(;7 1S2 0 0
’ ek 17 ?ggil 8%0 21;]5 2(537 182 0 0
’ ek L 112;11 8%0 21;]5 2(5)7 1S2 0 0
7 gl L ql?ggil 8(030 21;]5 2(5)7 1S2 0 0
7 iF 1 ?2) 587“1 8%32 21;]5 2?8 182 1 0
7 kE 1 ?(2) gzl 8%30 21;]5 2?7 182 0 0

Continued on next page...
sPrpe
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Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
7 mb 1 ?;st)zl sgo 21;I5 2(5)7 182 0 0
T | BG 1 ?;gzl 8%0 21;15 2(5)7 1S2 0 0
[ 1 TZZT sgo 21;5 2(5)7 182 0 0
7 FG 1 ?ggil sgo 21;15 2(5)7 182 0 0
7| HG 1 ?2)5;1 8%2 21;5 2(5)8 1S2 1 0
’ G L ?2);11 8%0 2215 2(5)7 182 0 0
’ LG 1 ?ggil 8(030 2215 2(;7 1S2 0 0
’ Pl 1 ?ggil 8(50 21;I5 2?7 1S2 0 0
’ Rl 1 ?ggil 8%0 2215 287 1S2 0 0
’ 11 1 ?ggil 8(50 21;5 287 1S2 0 0
[ L ?gg%l 8(034 21;]5 2(5)9 1S2 2 0
’ ¥l 1 ?2);11 8(030 21;5 2%)7 182 0 0
’ al 1 fgtgil 8%30 21;5 2(5)7 182 0 0
’ cl 1 ?;gzl 8(0]0 21;5 2(5)7 1S2 0 0
’ el 1 ?3511 8%0 21;5 2(;7 182 0 0
7 el 17 fggil 8%0 21;15 2(;7 1S2 0 0
7 il 1 ?;g? 8%2 21;]5 2(;8 182 L 0
7 Kl L 1;;;11 8%0 21;15 2(5)7 1S2 0 0
7 ml L ql?ggil 8(030 21;]5 2(5)7 1S2 0 0
7 BJ L ?ggil 8(010 21;15 2(5)7 182 0 0
7 bJ 1 ?gtgil 8(030 21;15 2(537 182 0 0
Continued on next page...
gPDB
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Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
7 FJ 1 33511 sgo 21;15 2(5)7 182 0 0
7 HJ 1 33511 sgo 21;15 2(5)7 182 0 0
7 1] 1 33511 sgo 21;5 2(5)7 182 0 0
7 LJ 1 ?ggil Sgo 21;15 2(5)7 182 0 0
7 NJ 1 ?2);11 SSO 21;15 2(5)7 1S2 0 0
’ b L ?2)5;1 8%2 21;]5 2(5)8 1S2 L 0
’ RJ 1 ?2);11 8(030 21;]5 2(;7 1S2 0 0
’ T 1 ?2);11 8(50 21;]5 2?7 1S2 0 0
’ vl 1 ?2);11 8%0 21;5 287 1S2 0 0
’ XJ 1 ?gg;l 8(52 21;5 288 1S2 L 0
’ zJ 1 ?2);11 8(030 21;]5 2(5)7 1S2 0 0
’ bJ 1 ?2);11 8(0}0 21;]5 2?7 182 0 0
’ dJ 1 fgtgil 8%]0 21;5 2(5)7 182 0 0
’ & 1 fgtgil 8(0]0 21;5 2(5)7 1S2 0 0
’ hJ 1 fgtgil 8%0 21;15 2(5?7 1S2 0 0
’ i L ?g;l 8%2 21;15 2(;8 1S2 L 0
7 1 1 ?Ztgil 8%0 21;15 2(537 182 0 0
7 nJ L 112;11 8%0 21;]5 2(5)7 1S2 0 0
7 pJ 1 ql?ggil 8(030 21;]5 2(5)7 1S2 0 0
7 rJ L ?ggil 8(030 21;]5 2(5)7 1S2 0 0
7 tJ 1 fgtgil 8(010 21;15 2(537 182 0 0

Continued on next page...
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Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
7 vl 1 ?;st)zl sgo 21;I5 2(5)7 182 0 0
7 PK 1 ?5511 Sgo 21;15 2(5)7 182 0 0
7 RK 1 33511 sgo 21;]5 2(5)7 182 0 0
7 TR 1 ?;E)Zl sgo 21;15 2(5)7 182 0 0
[ 1 ?gg%l 8%4 21;15 2(5)9 1S2 2 0
T YK 1 ?2);11 sgo 21;]5 2(5)7 1S2 0 0
7 ak 1 ?2);11 8(030 21;]5 2(;7 1S2 0 0
7 ck 1 ?2);11 8(50 21;]5 287 1S2 0 0
7 ek 1 ?2);11 8%0 21;]5 287 1S2 0 0
7 gk 1 ?ggil sgo 21;5 287 182 0 0
7 ik 1 ?2)?;;1 8(0]2 21;]5 2(5)8 182 1 0
7 kK 1 ?2);11 8(0]0 21;5 2(5?7 182 0 0
7| mK 1 fgtgil 8%30 21;5 2(5)7 182 0 0
7 BL 1 fgtgil 8(030 21;15 2(5)7 1S2 0 0
7 bL 1 fgtgil 8%0 21;15 2(;7 182 0 0
7 FL 17 ?ggil 8%0 21;15 2(5?7 1S2 0 0
7 HL 17 ?;gil 8%0 21;]5 2(537 182 0 0
7 JL 1 11“2511 8%0 21;]5 2(5)7 132 0 0
7 LL 1 fggil 8(030 21;]5 2(5)7 1S2 0 0
7 NL 1 ?ggil 8(030 21;]5 2(5)7 1S2 0 0
7 PL 1 ?gg;l 8(012 21;]5 2(538 182 1 0
Continued on next page...
grbB



Page 55

Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
7 RL 1 Tl‘g ft;jll 8%0 21;15 2(5)7 182 0 0
7 T 1 Tl‘; ft;jll 8%0 21;15 2(5)7 182 0 0
7 VL 1 ?g gzl 8%0 21;5 2(5)7 1S2 0 0
7 AL 1 ?g 5371 8%2 21;15 2%)8 182 1 0
7 2L 1 ?2) ?t;ll 8%0 21;15 2(5)7 182 0 0
7 bL 1 ?2);11 8%0 2215 2(5)7 1S2 0 0
7 dL 1 ?2);{?11 8(030 2215 2(;7 182 0 0
7 fL, 1 ilrggil 8(50 2215 2?7 182 0 0
7 bl 1 ilrggil 850 21;]5 287 132 0 0
7 L 1 ?gg;l 8(032 21;5 288 182 1 0
7 I 1 ?(2);?11 8(0]0 21;]5 2(5?7 132 0 0
! nk 17 ?(2);11 8(0]0 21;]5 2(5?7 182 ¥ 0
7 pl 1 fgtgil 8%30 21;5 2(5)7 182 0 0
’ ik 17 ?;gzl 8(0]0 21;5 2(5)7 1S2 0 0
7 ¢ 17 ?g gzl 8%0 21;15 2(5)7 182 0 0
’ vk 17 fggil 8%0 21;15 2(;7 1S2 0 0
7 bM L7 rfg 8%1 8%4 21;]5 2(;9 182 2 0
7 FM 1 rf; g}?l 8%2 21;]5 2(5)8 132 1 0
7 HM 1 rfg g?)l 8%34 21;]5 2(5)9 182 2 0
7 M 1 rfg gaol 8%34 21;]5 2?9 182 2 0
7 LM 1 ?g ga()l 8%34 21;]5 2?9 182 2 0

Continued on next page...
sPrpe
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Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
7 NM 1 Tl‘g E)E(L)l 8%4 21;15 2(5)9 182 2 0
7 PM 1 Tl‘; ft;jll 8%0 21;15 2(5)7 182 0 0
7 RM 1 ?g gé;l 8%2 21;5 2(5)8 1S2 1 0
7 ™ 1 ?g 5371 8%2 21;15 2%)8 182 1 0
7 VM 1 rfg g%l 8%4 21;15 2(5)9 182 2 0
T M T a0 sor 25 20 12 2 0
T T a0 sor 25 20 12 2 0
T M 177 ?2);{;1 8(52 21;]5 2?8 1S2 ! 0
T M T a0 son 25 2 12 2 0
T &M T a0 son 25 20 12 2 0
TM T a0 son 25 2 12 2 0
7 kM 1 r{g g%l 8(034 21;5 2(5?9 182 2 0
T mM 177 ?gg%l 8%4 21;5 2(5)9 182 2 0
7 BN L7 rf; gzl 8(030 21;15 2(5)7 182 0 0
7 DN 17 ?g gzl 8%0 21;15 2(5)7 182 0 0
7 FN L7 ?; g&;ll 8%0 21;15 2(5)7 182 0 0
7 HN L7 rf; 5%71 8%2 21;]5 2(;8 182 1 0
7 IN 1 rf; gil 8%0 21;]5 2(5)7 132 0 0
7 LN 1 ?2) gil 8(030 21;]5 2(5)7 182 0 0
7 BO 1 ?ggil 8%30 21;]5 2?7 182 0 0
7 bo 1 ?(2) gzl 8%30 21;]5 2?7 182 0 0

Continued on next page...
sPrpe
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Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
7 FO 1 ?gft)zl 8%0 21;15 2(5)7 1S2 0 0
7 HO 1 ?gft)zl 8%30 21;15 2(5)7 1S2 0 0
7 10 1 ?ggzl SE)JO 21;15 2(5)7 1S2 0 0
7 LO 1 ?ggil SSO 21;15 2(5)7 182 0 0
7 MO 146 ?8?51 6?4 1217 2?3 181 0 0
T NO 6| 00 g s 913 ) 0 !
’ BQ 1 ’fgft)il 8(030 2215 2(;7 182 0 0
’ bQ 1 ?2);11 8(50 21;I5 227 182 0 0
’ FQ 1 ?(2);11 8%0 2215 287 182 0 0
’ HQ L qu;gf;l 8(032 21;]5 288 182 L 0
’ 1Q 1 111(2)154111 SCOjO 21;]5 2(5?7 182 0 0
’ LQ 1 111(2);%11 8(()jO 2215 2(5?7 182 0 0
’ NR 1 Iljgg?ll 8%30 21;I5 2(5)7 182 0 0
’ PR 1 Iljgg;l 8(032 21;]5 2(5)8 182 L 0
’ RR 1 Iljggzl 830 21;]5 2(;7 182 0 0
’ TR 1 Iljggil 830 21;]5 2(;7 182 0 0
7 VR 1 rfggj‘l 8%0 21;15 2(537 182 0 0
7 XR L rf;gil 8%0 21;15 2(5)7 1S2 0 0

e Molecule 8 is a protein called Phycobilisome 31.8 kDa linker polypeptide, phycoerythrin-ass
ociated, rod.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 e2 248 1932 1217 336 369 10 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 eR 248 1932 1217 336 369 10 0 0

e Molecule 9 is a protein called Phycobilisome 31.8 kDa linker polypeptide, phycoerythrin-ass

ociated, rod.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
I 03 375 2873 1809 488 563 13 0 0
Total C N O S
I 00 375 2873 1809 488 563 13 0 0

e Molecule 10 is a protein called Phycobilisome 27.9 kDa linker polypeptide, phycoerythrin-a

ssociated, rod.

Mol | Chain | Residues Atoms AltConf | Trace
10 4 291 ggft)zl 1525 41(\)I7 4?0 181 0 0
10 db 291 gggzl 1525 41(\)17 4(5)0 181 0 0

e Molecule 11 is a protein called CaRSPs2.

Mol | Chain | Residues Atoms AltConf | Trace
1 D5 81 T605téiL 1 4?7 11113 1C2)2 2 0 0
1 b8 81 T(;O;Z l 4?7 11113 1(2)2 2 0 0

e Molecule 12 is a protein called CaRSPsl1.

Mol | Chain | Residues Atoms AltConf | Trace
12 £S5 20 rfggaol 10(5)4 21;18 2;)9 S 0 0
12 k8 20 rllﬂggiol 1(%4 21;18 2;)9 S 0 0
e Molecule 13 is a protein called FAS1 domain-containing protein.

Mol | Chain | Residues Atoms AltConf | Trace
13 k6 285 rgcl)ga; 133)9 3129 4(34 1SO 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 kH 285 2182 1399 369 404 10 0 0

e Molecule 14 is a protein called R-phycoerythrin gamma chain, chloroplastic.

Mol | Chain | Residues Atoms AltConf | Trace
14 MA 238 rllﬂgf’)all 1 1(310 3128 351)8 1S5 0 0
14 MG 238 ?gf’)all 1 1(310 314\58 351)8 1S5 0 0
14 MN 238 ?;5?1 1 1(310 3118 328 1S5 0 0
14 MQ 238 ?;5?1 1 1C40 314\58 351)8 1S5 0 0

e Molecule 15 is a protein called Phycobilisome 32.1 kDa linker polypeptide, phycocyanin-ass
ociated, rod.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 bB 380 2961 1867 514 565 15 0 0
Total C N O S
15 bM 380 2961 1867 514 565 15 0 0

e Molecule 16 is a protein called R-phycoerythrin gamma chain, chloroplastic.

Mol | Chain | Residues Atoms AltConf | Trace
16 | AB 238 ?gtﬂl 11022 325 322 1S5 0 0
16wl 238 ?gtﬂl 11(322 3@5 351)2 1S5 0 0
16 xJ 238 ?gtﬂl 11(322 3@5 3(4)2 1S5 0 0
16 | wlL 238 ??111 11(322 31;,15 351)2 1S5 0 0
16 XL 238 ?Ztﬂl 11(322 315215 322 1S5 0 0
16 | AM 238 ??111 11(;2 31:;]5 322 1S5 0 0

e Molecule 17 is a protein called R-phycoerythrin gamma chain, chloroplastic.
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Mol | Chain | Residues Atoms AltConf | Trace
17 BB 250 1;8831 11(534 3126 3(5)8 1S4 0 0
17y 250 ?(93831 11(;4 3126 3(5)8 1S4 0 0
NS 250 33831 11(;4 3116 3(5)8 1S4 0 0
17 BM 250 Tl‘ggzl 11C84 314\116 3(5)8 1S4 0 0

e Molecule 18 is a protein called Phycobilisome 27.9 kDa linker polypeptide, phycoerythrin-a

ssociated, rod.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 MC 280 2196 1391 382 413 10 0 0
Total C N O S
18 ME 280 2196 1391 382 413 10 0 0

e Molecule 19 is a protein called Phycobilisome 31.8 kDa linker polypeptide, phycoerythrin-a

ssociated, rod.

Mol | Chain | Residues Atoms AltConf | Trace
191 2 370 ggg?l 15%3 51;]4 520 1S4 0 0
191 =L 370 ggg?l 15%3 51;]4 520 1S4 0 0
e Molecule 20 is a protein called Allophycocyanin alpha subunit.
Mol | Chain | Residues Atoms AltConf | Trace
20 AP 160 1;(2);&51 7%8 21111 229 g 0 0
20 cP 160 ?(Q)t;gl 7%8 21111 2?’))9 g 0 0
20 EP 160 ?(2);&51 7%8 21111 229 g 0 0
20 GP 160 ?g;a; 7%8 21;]1 2(539 g 0 0
20 P 160 ?g;a; 7%8 21;]1 2(?39 g 0 0
20 KP 160 ?gt;;l 7%)8 2T1 2(??9 g 0 0
Continued on next page...
$roe
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Mol | Chain | Residues Atoms AltConf | Trace
20 NP 160 ?g;a; 7%18 21111 2(?39 g 0 0
20 PP 160 ?g;a; 7%38 21111 2(??9 3 0 0
20 RP 160 ?gt;; 7%38 21111 2(?39 3 0 0
20 TP 160 ?2);&51 7%8 21111 2(??9 3 0 0
20 cb 160 ?2)5351 7%8 21111 2(?39 3 ¥ 0
20| eF 160 | 0% e a1 230 0 0
20| 8P 160 ?2);21 7(638 21111 2(:39 3 0 0
20| 1P 160 | 0% 765 a1 230 0 0
201 1P 160 | 0% 765 a1 230 0 0
20 | wmP 160 | 100 65 a1 230 0 0
20| pP 160 335? 7(638 21111 2(??9 ? 0 0
20 1P 160 335?,1 7(6]8 21111 229 ? 0 0
20| tP 160 ?gt;gl 7(6]8 211]1 2(3?9 ? 0 0
20 Vb 160 ?g;a; 7(6]8 211]1 2(3?9 ? 0 0
e Molecule 21 is a protein called Allophycocyanin beta subunit.
Mol | Chain | Residues Atoms AltConf | Trace
21 | DF 61| 100 767 206 210 7 0 0
21 | FP 61| 100 767 206 210 7 0 0
21| BP L I 0 0
21 | HP L 0 0
2t IP L 0 0
Continued on next page...
sPrpe
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Mol | Chain | Residues Atoms AltConf | Trace
21 LP 161 ?;;%1 7%7 21(\)16 220 g 0 0
21| MP 161 ?;;%1 7%37 21(\)16 220 3 0 0
21 | OP 161 ?;;%l 7%7 21(\)16 220 3 0 0
211 QP 161 ?g;%l 7%7 21(\)16 251)0 3 0 0
21 SP 161 ?2);%1 7%7 21(\)16 220 3 0 0
21 UP 161 ?2);%1 7(637 21(\)16 220 3 0 0
21| dP 161 ?2);%1 7(57 21(\)16 220 g 0 0
21 | P 161 ?gtz%l 7(637 21(\)16 251)0 ? 0 0
21| bP 161 ?z)tz%l 727 21(316 220 ? 0 0
2Lk 161 fSZ%I 727 21(\)16 220 ? 0 0
21 | kP 161 ?gtz%l 7%7 21(\)16 220 ? 0 0
21 nP 161 ?gtz%l 7(57 21(\)16 220 S 0 0
21} oP 161 ?g;%l 727 21(\)]6 220 ? 0 0
2L aP 161 ?g;%l 7(637 21(\)16 220 ? 0 0
211 sb 161 ?gtz%l 727 21516 220 ? 0 0
21 ) b 161 ?gt;gl 727 21(\JIG 220 ? 0 0
21 wb 161 ?;;%1 727 21(\J]6 220 ? 0 0
e Molecule 22 is a protein called Allophycocyanin gamma subunit.

Mol | Chain | Residues Atoms AltConf | Trace
22 | VP 160 ?gtﬁ%l 8%]8 21(;]7 220 § 0 0
22 xP 160 ?gtﬁ?)l 8%38 21(\)17 220 2 0 0
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e Molecule 23 is a protein called Allophycocyanin beta 18 subunit.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S

23 WP 173 1376 881 230 261 4 0 0
Total C N O S

23 1 yP 173 1376 881 230 261 4 0 0

e Molecule 24 is a protein called Phycobilisome 7.8 kDa linker polypeptide, allophycocyanin-

associated, core.

Mol | Chain | Residues Atoms AltConf | Trace
24 xP 92 E);g l 4?3 11;17 1(?35 ? 0 0
24| 2P vz 0 a5 17 13 s 0 0

e Molecule 25 is a protein called Phycobilisome linker polypeptide.

Mol | Chain | Residues Atoms AltConf | Trace
25 Yr B4 E(;g%l 43CQS 1?]69 1;.45 1S4 0 0
25 1P B4 E(;t;il 4??28 1?69 1;.45 1S4 0 0

e Molecule 26 is a protein called Lrc4.

Mol | Chain | Residues Atoms AltConf | Trace
26 ZP 132 ?8811 6§1 11;19 181 2 0 0
26 2P 132 ?8811 6§1 11;19 181 2 0 0

e Molecule 27 is a protein called LRC5.

Mol | Chain | Residues Atoms AltConf | Trace
21 | aP 203 112;1 11(5390 3155 3(7)5 g 0 0
27 3P 253 rfggil 11(5390 3215 3(7)5 s 0 0

e Molecule 28 is a protein called FAS1 domain-containing protein.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 bP 207 1537 985 260 287 5 0 0
Total C N O S
28 4P 207 1537 985 260 287 5 0 0

e Molecule 29 is PHYCOERYTHROBILIN (three-letter code: PEB) (formula: Cs3H4oN4Og).

PEB

oz

o

Mol | Chain | Residues Atoms AltConf
29 | Al 1 ngal ?g) 12 (6) 0
29 | Al 1 ngal ?g) 12 (6) 0
29 | Al 1 ngal 3(; 12 (6) 0
29 | DI 1 ngal ?g) 12 Cﬁ) 0
29 | Fl1 1 ngal 303 11 (6? 0
29 | HI 1 TZ?I 3% 11 (6) 0
29 J1 1 TZ?I ?S)) 11 (6) 0
29 | L1 1 ngal ?S)) 11 (6) 0
29 | NI 1 ngal 3(; 11 8 0
29 | 01 1 ngal 303 lj (6? 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
29 | 01 1 ngal 3% 12 (g 0
29 | P1 1 ngal 3% 12 (g 0
29 | P1 1 ngal 3(; 12 (g 0
29 | P1 1 ngal ?g) 12 (g 0
IR
IS I
29 | RI1 1 ngal 3% 12 (6) 0
29 | RI1 1 ngal ?g) 12 (6) 0
29 | RI1 1 ngal ?g) 12 (g 0
29 | s1 1 ngal ?g) 12 (g 0
29 | s1 1 ngal ?g) 12 (g 0
29 | T1 1 ngal ?g) 12 (g 0
29 | T1 1 ngal ?% 12 (6) 0
29 | Ul 1 ngal ?g) 12 (6) 0
29 | Ul 1 ngal ?g) 12 (6) 0
29 | Ul 1 ngal 3% 12 (6) 0
29 | Vi1 1 ngal 3% 12 Cﬁ) 0
29 | Vi1 1 ngal ?S)’ 11 Cﬁ) 0
29 | V1 1 ngal 3C3 11 (6) 0
29 | W1 1 TZ?I ?S)) 11 (6) 0
29 | W1 1 ngal ?S)) 11 (6) 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
29 | Y1 1 ngal 3% 12 (6? 0
29 | Y1 1 ngal 3% 12 (g 0
29 | 71 1 ngal 3(; 12 (g 0
29 | 71 1 ngal ?g) 12 (g 0
29 | 71 1 ngal ?g 12 (g 0
29 | al 1 ngal 3% 12 (g 0
29 | al 1 ngal 3% 12 (6) 0
29 | al 1 ngal :g 12 (6) 0
29 | b1 1 ngal ?g) 12 (g 0
29 | b1 1 ngal ?g) 12 (g 0
29 | ¢l 1 ngal ?g) 12 (g 0
29 | ¢l 1 ngal ?g) 12 (g 0
29 | ¢l 1 ngal ?% 12 (6) 0
29 | d1 1 ngal ?g) 12 (6) 0
29 | d1 1 ngal ?g) 12 (6) 0
29 | el 1 ngal 3% 12 (6) 0
29 | el 1 ngal 3% 12 Cﬁ) 0
29 | el 1 ngal ?S)’ 11 Cﬁ) 0
29 f1 1 TZ?I 3C3 12 (6) 0
29 f1 1 TZ?I ?S)) 12 %) 0
IR HIE

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
sln] 0 |WOVT] o
sl [ e
29 | hi | ngal ?S)) 12 (g 0
29 | h1 1 ngal 303 12 (g 0
29 i1 1 thgal 3(; 12 (g 0
29 i1 1 ngal 3% 12 (g 0
29 i1 1 ngal 3% 12 (6) 0
IR K
IR K
IR K
29 | ki 1 ngal ?g) 12 (g 0
29 | ki 1 ngal ?g) 12 (g 0
29 | ki 1 ngal ?% 12 (6) 0
29 11 1 ngal ?g) 12 (6) 0
29 11 1 ngal ?g) 12 (6) 0
29 | ml 1 ngal ?g 12 (6) 0
29 | ml 1 ngal 3(; 12 (6) 0
2 | €2 1 ngal ?S)’ 11 Cﬁ) 0
29 e2 1 ngal 3C3 11 (6) 0
29 | M2 1 TZ?I ?S)) 11 (6) 0
29 | M2 1 nga‘l ?S)) 12 (6) 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
29 | N2 1 ngal 3% 12 (6? 0
29 | N2 1 ngal 3% 12 (g 0
29 | N2 1 ngal 3(; 12 (g 0
29 | 02 | ngal ??3 12 g 0
29 | 02 1 ngal ?g 12 (g 0
29 | P2 1 ngal ?g 12 (g 0
29 | P2 1 ngal ?g 12 (6) 0
s @ SV
IS I
29 | R2 1 ngal ?g) 12 (g 0
29 | R2 1 ngal ?g) 12 (g 0
29 | R2 1 ngal ?g) 12 (g 0
29 | $2 1 ngal ?% 12 (6) 0
29 | $2 1 ngal ?g) 12 (6) 0
29 | T2 1 ngal ?g) 12 (6) 0
29 | T2 1 ngal 3% 12 (6) 0
29 | T2 1 ngal 3% 12 Cﬁ) 0
29 | U2 1 ngal ?S)’ 11 Cﬁ) 0
29 | U2 1 ngal 3C3 11 (6) 0
29 | V2 1 TZ?I ?S)) 11 (6) 0
29 | V2 1 ngal ?S)) 11 (6) 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
29 | V2 1 ngal 3% 12 (6? 0
29 | W2 1 ngal 3% 12 (g 0
29 | W2 1 ngal 3(; 12 (g 0
29 | X2 1 ngal ?g) 12 (g 0
29 | X2 1 ngal ?g 12 (g 0
29 | A3 1 ngal 3% 12 (g 0
29 | A3 1 ngal 3% 12 (6) 0
29 | B3 1 ngal ?g) 12 (6) 0
29 | B3 1 ngal ?g) 12 (g 0
29 | B3 1 ngal ?g) 12 (g 0
29 | €3 1 ngal ?g) 12 (g 0
29 | €3 1 ngal ?g) 12 (g 0
29 | D3 1 ngal ?% 12 (6) 0
29 | D3 1 ngal ?g) 12 (6) 0
29 | D3 1 ngal ?g) 12 (6) 0
29 | E3 1 ngal 3% 12 (6) 0
29 | E3 1 ngal 3% 12 Cﬁ) 0
29 | F3 1 ngal ?S)’ 11 Cﬁ) 0
29 | F3 1 ngal 3C3 11 (6) 0
29 | F3 1 TZ?I ?S)) 11 (6) 0
29 | G3 1 ngal ?S)) 11 (6) 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
29 | a3 1 ngal 3% 12 (6? 0
29 | H3 1 ngal 3% 12 (g 0
29 | H3 1 ngal 3(; 12 (g 0
29 | H3 1 ngal ?g) 12 (g 0
29 I3 1 ngal ?g 12 (g 0
29 I3 1 ngal 3% 12 (g 0
29 I3 1 ngal 3% 12 (6) 0
29 | I3 1 ngal ?g) 12 (6) 0
29 | I3 1 ngal ?g) 12 (g 0
29 | I3 1 ngal ?g) 12 (g 0
29 | K3 1 ngal ?g) 12 (g 0
29 | K3 1 ngal ?g) 12 (g 0
29 | L3 1 ngal ?% 12 (6) 0
29 | L3 1 ngal ?g) 12 (6) 0
29 | M3 1 ngal ?g) 12 (6) 0
29 | M3 1 ngal 3% 12 (6) 0
29 | M3 1 ngal 3% 12 Cﬁ) 0
29 | N3 1 ngal ?S)’ 11 Cﬁ) 0
29 | N3 1 ngal 3C3 11 (6) 0
29 | N3 1 TZ?I ?S)) 11 (6) 0
29 | B4 1 ngal ?S)) 11 (6) 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
29 | B4 1 ngal 3% 12 (6? 0
29 | 4 1 ngal 3% 12 (g 0
29 | (4 | ngal ?S)) 12 (g 0
29 | 4 | ngal ??3 12 g 0
29 | D4 1 ngal ?g 12 (g 0
29 | D4 1 ngal ?g 12 (g 0
29 | E4 1 ngal ?g 12 (6) 0
29 | E4 1 ngal ?g) 12 (6) 0
29 | E4 1 ngal ?g) 12 (g 0
29 | T4 1 ngal ?g) 12 (g 0
29 | T4 1 ngal ?g) 12 (g 0
29 | G4 1 ngal ?g) 12 (g 0
29 | Q4 1 ngal ?% 12 (6) 0
29 | a4 1 ngal ?g) 12 (6) 0
29 | H4 1 ngal ?g) 12 (6) 0
29 | H4 1 ngal 3% 12 (6) 0
29 14 1 ngal 3% 12 Cﬁ) 0
29 14 1 ngal ?S)’ 11 Cﬁ) 0
29 14 1 ngal 3C3 11 (6) 0
29 J4 1 TZ?I ?S)) 11 (6) 0
29 J4 1 ngal ?S)) 11 (6) 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
29 | K4 1 ngal 3% 12 (6? 0
29 | K4 1 ngal 3% 12 (g 0
29 | K4 1 ngal 3(; 12 (g 0
29 | 14 1 ngal ?g) 12 (g 0
29 | L4 1 ngal ?g 12 (g 0
29 | M4 1 ngal ?g 12 (g 0
29 | M4 1 ngal ?g 12 (6) 0
29 | M4 1 ngal ?g) 12 (6) 0
29 | B5 1 ngal ?g) 12 (g 0
29 | B 1 ngal ?g) 12 (g 0
29 | B 1 ngal ?g) 12 (g 0
29 | F5 1 ngal ?g) 12 (g 0
29 | F5 1 ngal ?% 12 (6) 0
29 | F5 1 ngal ?g) 12 (6) 0
29 | a5 1 ngal ?g) 12 (6) 0
29 | a5 1 ngal 3% 12 (6) 0
29 | a5 1 ngal 3% 12 Cﬁ) 0
29 | Hs 1 ngal ?S)’ 11 Cﬁ) 0
29 | H5 1 ngal 3C3 11 (6) 0
29 | H5 1 TZ?I ?S)) 11 (6) 0
29 15 1 ngal ?S)) 11 (6) 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
29 | 15 1 ngal 3% 12 (6? 0
29 15 1 ngal 3% 12 (g 0
29 | 5 | ngal ?S)) 12 (g 0
29 | 5 | ngal ??3 12 g 0
29 | K5 1 ngal ?g 12 (g 0
29 | K5 1 ngal 3% 12 (g 0
29 | Kb 1 ngal 3% 12 (6) 0
29 | L5 1 ngal ?g) 12 (6) 0
29 | L5 1 ngal ?g) 12 (g 0
29 | L5 1 ngal ?g) 12 (g 0
29 | A5 1 ngal ?g) 12 (g 0
29 | A5 1 ngal ?g) 12 (g 0
29 | A5 1 ngal ?% 12 (6) 0
29 | €5 1 ngal ?g) 12 (6) 0
29 | C5 1 ngal ?g) 12 (6) 0
29 | €5 1 ngal 3% 12 (6) 0
29 | A7 1 ngal 3% 12 Cﬁ) 0
29 | A7 1 ngal ?S)’ 11 Cﬁ) 0
29 | A7 1 ngal 3C3 11 (6) 0
29 | D7 1 TZ?I ?S)) 11 (6) 0
29 | F7 1 ngal ?S)) 11 (6) 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
29 | HT 1 ngal 3% 12 (6? 0
29 | J7 1 ngal 3% 12 (g 0
20 | L7 1 ngal 3(; 12 (g 0
20 | N7 1 ngal ?g) 12 (g 0
29 | O7 1 ngal ?g 12 (g 0
29 | 07 1 ngal 3% 12 (g 0
29 | P7 1 ngal 3% 12 (6) 0
29 | P7 1 ngal ?g) 12 (6) 0
29 | P7 1 ngal ?g) 12 (g 0
slw | 1 | o]
slw | 1 o]
29 | R7 1 ngal ?% 12 (g 0
29 | R7 1 ngal ?% 12 (6) 0
29 | R7 1 ngal ?g) 12 (6) 0
29 | 87 1 ngal ?g) 12 (6) 0
29 | 87 1 ngal 3% 12 (6) 0
29 | T7 1 ngal 3% 12 Cﬁ) 0
29 | T7 1 ngal ?S)’ 11 Cﬁ) 0
29 | T7 1 ngal 3C3 11 (6) 0
29 | U7 1 TZ?I ?S)) 11 (6) 0
29 | U7 | ngal ?S)) 12 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | V7 1 ngal 3% 12 (6? 0
29 | V7 1 ngal 3% 12 (g 0
29 | V7 | ngal ?S)) 12 (g 0
29 | wr | ngal ??3 12 g 0
29 | W7 | ngal ?g 12 g 0
29 | Y7 1 ngal 3% 12 (g 0
29 | Y7 1 ngal 3% 12 (6) 0
29 | Y7 1 ngal ?g) 12 (6) 0
29 | 77 1 ngal ?g) 12 (g 0
29 | 77 1 ngal ?g) 12 (g 0
29 | a7 1 ngal ?g) 12 (g 0
29 | a7 1 ngal ?g) 12 (g 0
29 | a7 1 ngal ?% 12 (6) 0
29 | b7 1 ngal ?g) 12 (6) 0
29 | b7 1 ngal ?g) 12 (6) 0
29 7 1 ngal 3% 12 (6) 0
29 7 1 ngal 3% 12 Cﬁ) 0
29 7 1 ngal ?S)’ 11 Cﬁ) 0
29 7 1 ngal 3C3 11 (6) 0
29 47 1 TZ?I ?S)) 11 (6) 0
29 e7 1 ngal ?S)) 11 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 e7 1 ngal 3% 12 (g 0
29 e7 1 ngal 3% 12 (g 0
29 | 7 | ngal ?S)) 12 (g 0
29 | 7 | ngal ??3 12 g 0
ANV
IEANE LS S
IEANE LS S
29 | h7 1 ngal ?g) 12 (6) 0
29 | h7 1 ngal ?g) 12 (g 0
29 i7 1 ngal ?g) 12 (g 0
29 i7 1 ngal ?g) 12 (g 0
29 i7 1 ngal ?g) 12 (g 0
RS I
IEAE S I
29 | k7 1 ngal ?g) 12 (6) 0
29 | k7 1 ngal 3% 12 (6) 0
29 | k7 1 ngal 3% 12 Cﬁ) 0
29 17 1 ngal ?S)’ 11 Cﬁ) 0
29 17 1 ngal 3C3 11 (6) 0
29 | m7 1 TZ?I ?S)) 11 (6) 0
29 | m7 1 ngal ?S)) 11 (6) 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
29 | m7 1 ngal 3% 12 (g 0
29 | B8 1 ngal 3% 12 (g 0
29 | BS 1 ngal 3(; 12 (g 0
29 | BS 1 ngal ?g) 12 (g 0
29 | T8 1 ngal ?g 12 (g 0
29 | F8 1 ngal 3% 12 (g 0
29 | T8 1 ngal 3% 12 (6) 0
29 | a8 1 ngal ?g) 12 (6) 0
29 | a8 1 ngal ?g) 12 (g 0
29 | a8 1 ngal ?g) 12 (g 0
29 | HS 1 ngal ?g) 12 (g 0
29 | HS 1 ngal ?g) 12 (g 0
29 | HS 1 ngal ?% 12 (6) 0
29 I8 1 ngal ?g) 12 (6) 0
29 I8 1 ngal ?g) 12 (6) 0
29 I8 1 ngal 3% 12 (6) 0
29 | I8 1 ngal 3% 12 Cﬁ) 0
29 | I8 1 ngal ?S)’ 11 Cﬁ) 0
29 | K8 1 ngal 3C3 11 (6) 0
29 | K8 1 TZ?I ?S)) 11 (6) 0
29 | K8 | ngal ?S)) 12 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | L8 1 ngal 3% 12 (6? 0
29 | L8 1 ngal 3% 12 (g 0
29 | L8 1 ngal 3(; 12 (g 0
29 | A8 1 ngal ?g) 12 (g 0
29 | A8 1 ngal ?g 12 (g 0
29 | A8 1 ngal 3% 12 (g 0
29 | 8 1 ngal 3% 12 (6) 0
29 | 8 1 ngal ?g) 12 (6) 0
29 | 8 1 ngal ?g) 12 (g 0
29 | A9 1 ngal ?g) 12 (g 0
29 | A9 1 ngal ?g) 12 (g 0
29 | A9 1 ngal ?g) 12 (g 0
29 | D9 1 ngal ?% 12 (6) 0
29 | F9 1 ngal ?g) 12 (6) 0
29 | H9 1 ngal ?g) 12 (6) 0
29 | Jo 1 ngal 3% 12 (6) 0
29 | L9 1 ngal 3% 12 Cﬁ) 0
29 | N9 1 ngal ?S)’ 11 Cﬁ) 0
29 | 09 1 ngal 3C3 11 (6) 0
29 | 09 1 TZ?I ?S)) 11 (6) 0
29 | P9 1 ngal ?S)) 11 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | P9 1 ngal 3% 12 (6? 0
29 | P9 1 ngal 3% 12 (g 0
IR
IR
29 | R9 1 ngal ?g 12 (g 0
29 | R9 1 ngal 3% 12 (g 0
29 | R9 1 ngal 3% 12 (6) 0
29 | S9 1 ngal ?g) 12 (6) 0
29 | S9 1 ngal ?g) 12 (g 0
29 | T9 1 ngal ?g) 12 (g 0
29 | T9 1 ngal ?g) 12 (g 0
29 | T9 1 ngal ?g) 12 (g 0
29 | U9 1 ngal ?% 12 (6) 0
29 | U9 1 ngal ?g) 12 (6) 0
29 | Vo9 1 ngal ?g) 12 (6) 0
29 | Vo9 1 ngal 3% 12 (6) 0
29 | Vo9 1 ngal 3% 12 Cﬁ) 0
29 | Wo9 1 ngal ?S)’ 11 Cﬁ) 0
29 | W9 1 ngal 3C3 11 (6) 0
29 | Y9 1 TZ?I ?S)) 11 (6) 0
29 | Y9 1 ngal ?S)) 11 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | Y9 1 ngal 3% 12 (6? 0
29 | 79 1 ngal 3% 12 (g 0
29 | 79 1 ngal 3(; 12 (g 0
29 | a9 1 ngal ?g) 12 (g 0
29 | a9 1 ngal ?g 12 (g 0
29 | a9 1 ngal 3% 12 (g 0
29 | b 1 ngal 3% 12 (6) 0
29 | bY 1 ngal ?g) 12 (6) 0
29 c9 1 ngal ?g) 12 (g 0
29 c9 1 ngal ?g) 12 (g 0
29 c9 1 ngal ?g) 12 (g 0
29 | dg 1 ngal ?g) 12 (g 0
29 | dg 1 ngal ?% 12 (6) 0
29 €9 1 ngal ?g) 12 (6) 0
29 €9 1 ngal ?g) 12 (6) 0
29 €9 1 ngal 3% 12 (6) 0
29 9 1 ngal 3% 12 Cﬁ) 0
29 9 1 ngal ?S)’ 11 Cﬁ) 0
e[ 1 [V o
e [ 1 [TV o
I K

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
29 | b9 1 ngal 3% 12 (6? 0
29 | ho 1 ngal 3% 12 (g 0
29 9 1 ngal 3(; 12 (g 0
29 9 1 ngal ?g) 12 (g 0
29 9 1 ngal ?g 12 (g 0
s o | L oY
s o [ 1 oY
29 | k9 1 ngal ?g) 12 (6) 0
29 | k9 1 ngal ?g) 12 (g 0
29 | k9 1 ngal ?g) 12 (g 0
29 19 1 ngal ?g) 12 (g 0
29 19 1 ngal ?g) 12 (g 0
29 | mY 1 ngal ?% 12 (6) 0
29 | m9 1 ngal ?g) 12 (6) 0
29 | m9 1 ngal ?g) 12 (6) 0
29 | AA 1 ngal ?g 12 (6) 0
29 | AA 1 ngal 3(; 12 (6) 0
29 | BA 1 ngal ?S)’ 11 Cﬁ) 0
29 | BA 1 ngal 3C3 11 (6) 0
29 | BA 1 TZ?I ?S)) 11 (6) 0
29 | CA 1 nga‘l ?S)) 12 (6) 0

Continued on next page...



Page 82

Full wwPDB EM Validation Report

EMD-31393, TEZX
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Mol | Chain | Residues Atoms AltConf
29 | CA 1 ngal 3% 12 (g 0
29 | DA 1 ngal 3% 12 (g 0
29 | DA 1 ngal 3(; 12 (g 0
29 | DA 1 ngal ??3 12 (g 0
20 | EA 1 ngal ?g 12 (g 0
20 | EA 1 ngal ?g 12 (g 0
29 | TFA 1 ngal ?g 12 (6) 0
29 | TFA 1 ngal ?g) 12 (6) 0
20 | TFA 1 ngal ?g) 12 (g 0
29 | @A 1 ngal ??3 12 (g 0
29 | @A 1 ngal ??3 12 (g 0
29 | HA 1 ngal ?g) 12 (g 0
20 | HA 1 ngal ?% 12 (6) 0
20 | HA 1 ngal ?g) 12 (6) 0
20 | IA 1 ngal ?g) 12 (6) 0
29 | IA 1 ngal 3% 12 (6) 0
20 | JA 1 ngal 3% 12 Cﬁ) 0
20 | JA 1 ngal ?S)’ 11 Cﬁ) 0
29 | JA 1 ngal 3C3 11 (6) 0
29 | KA 1 TZ?I ?S)) 11 (6) 0
29 | KA 1 nga‘l ?S)) 12 (6) 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
29 | 1A 1 ngal 3% 12 (6? 0
29 | LA 1 ngal 3% 12 (g 0
29 | LA 1 ngal 3(; 12 (g 0
29 | MA | ngal ??3 12 (g 0
29 | MA 1 ngal ?g 12 (g 0
29 | MA 1 ngal ?g 12 (g 0
29 | AB 1 ngal ?g 12 (6) 0
29 | AB 1 ngal ?g) 12 (6) 0
29 | AB 1 ngal ?g) 12 (g 0
29 | BB 1 ngal ?g) 12 (g 0
29 | CB 1 ngal ?g) 12 (g 0
29 | CB 1 ngal ?g) 12 (g 0
29 | DB 1 ngal ?% 12 (6) 0
29 | DB 1 ngal ?g) 12 (6) 0
29 | DB 1 ngal ?g) 12 (6) 0
29 | EB 1 ngal 3% 12 (6) 0
29 | EB 1 ngal 3% 12 Cﬁ) 0
29 | FB 1 ngal ?S)’ 11 Cﬁ) 0
29 | FB 1 ngal 3C3 11 (6) 0
29 | FB 1 TZ?I ?S)) 11 (6) 0
29 | aB | ngal ?S)) 12 (6) 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
29 | GB 1 ngal 3% 12 (6? 0
29 | HB 1 ngal 3% 12 (g 0
29 | HB 1 ngal 3(; 12 (g 0
29 | HB 1 ngal ?g) 12 (g 0
29 | 1B 1 ngal ?g 12 (g 0
29 | 1B 1 ngal ?g 12 (g 0
29 | JB 1 ngal 3% 12 (6) 0
29 | JB 1 ngal ?g) 12 (6) 0
29 | JB 1 ngal ?g) 12 (g 0
29 | KB 1 ngal ?g) 12 (g 0
29 | KB 1 ngal ?g) 12 (g 0
29 | KB 1 ngal ?g) 12 (g 0
29 | LB 1 ngal ?% 12 (6) 0
29 | LB 1 ngal ?g) 12 (6) 0
29 | LB 1 ngal ?g) 12 (6) 0
29 | MB 1 ngal 3% 12 (6) 0
29 | MB 1 ngal 3% 12 Cﬁ) 0
29 | NB 1 ngal ?S)’ 11 Cﬁ) 0
29 | NB 1 ngal 3C3 11 (6) 0
29 | OB 1 TZ?I ?S)) 11 (6) 0
29 | OB | ngal ?S)) 12 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | PB 1 ngal 3% 12 (6? 0
29 | PB 1 ngal 3% 12 (g 0
IR
IR
IR
29 | RB 1 ngal 3% 12 (g 0
29 | RB 1 ngal 3% 12 (6) 0
29 | RB 1 ngal ?g) 12 (6) 0
29 | SB 1 ngal ?g) 12 (g 0
29 | SB 1 ngal ?g) 12 (g 0
29 | TB 1 ngal ?g) 12 (g 0
29 | TB 1 ngal ?g) 12 (g 0
29 | TB 1 ngal ?% 12 (6) 0
29 | UB 1 ngal ?g) 12 (6) 0
29 | UB 1 ngal ?g) 12 (6) 0
29 | VB 1 ngal 3% 12 (6) 0
29 | VB 1 ngal 3% 12 Cﬁ) 0
29 | VB 1 ngal ?S)’ 11 Cﬁ) 0
29 | WB 1 ngal 3C3 11 (6) 0
29 | WB 1 TZ?I ?S)) 11 (6) 0
29 | XB 1 ngal ?S)) 11 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | XB 1 ngal 3% 12 (6? 0
29 | YB 1 ngal 3% 12 (g 0
29 | YB 1 ngal 3(; 12 (g 0
29 | YB 1 ngal ?g) 12 (g 0
29 | 7B 1 ngal ?g 12 (g 0
29 | 7B 1 ngal ?g 12 (g 0
29 | 7B 1 ngal ?g 12 (6) 0
29 | aB 1 ngal ?g) 12 (6) 0
29 | aB 1 ngal ?g) 12 (g 0
29 | aB 1 ngal ?g) 12 (g 0
29 | B 1 ngal ?g) 12 (g 0
29 | B 1 ngal ?g) 12 (g 0
29 | B 1 ngal ?% 12 (6) 0
29 | dB 1 ngal ?g) 12 (6) 0
29 | dB 1 ngal ?g) 12 (6) 0
29 | eB 1 ngal 3% 12 (6) 0
29 | eB 1 ngal 3% 12 Cﬁ) 0
am | 1 [ SVOl
s m | 1 [ SVOl
I
IR

Continued on next page...



Page 87

Full wwPDB EM Validation Report

EMD-31393, TEZX
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Mol | Chain | Residues Atoms AltConf
IV HIE
29 | 1B 1 ngal 3% 12 (g 0
29 | 1B | ngal ?S)) 12 (g 0
29 | iB 1 ngal ?g) 12 (g 0
29 | iB 1 ngal ?g 12 (g 0
29 | iB 1 ngal ?g 12 (g 0
s w1 oYY
w1 oY
29 | kB 1 ngal ?g) 12 (g 0
29 | kB 1 ngal ?g) 12 (g 0
29 | kB 1 ngal ?g) 12 (g 0
29 | 1B 1 ngal ?g) 12 (g 0
29 | 1B 1 ngal ?% 12 (6) 0
29 | mB 1 ngal ?g) 12 (6) 0
29 | mB 1 ngal ?g) 12 (6) 0
29 | mB 1 ngal 3% 12 (6) 0
29 | AC | ngal 3(; 12 Cﬁ) 0
29 | AC 1 ngal ??3 12 Cﬁ) 0
29 | AC | ngal 3C3 12 (6) 0
29 | BC 1 TZ?I ?S)) 11 (6) 0
29 | BC | ngal ?S)) 12 (6) 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
29 | BC 1 ngal 3% 12 (6? 0
29 | CC 1 ngal 3% 12 (g 0
29 | CC 1 ngal 3% 12 (g 0
29 | DC 1 ngal ??3 12 g 0
29 | DC 1 ngal ?g 12 (g 0
29 | EC 1 ngal 3% 12 (g 0
29 | EC 1 ngal 3% 12 (6) 0
29 | FC 1 ngal ?g) 12 (6) 0
20 | FC 1 ngal ?g) 12 (g 0
29 | FC 1 ngal ?g) 12 (g 0
29 | GC 1 ngal ?g) 12 (g 0
29 | GC 1 ngal ?g) 12 (g 0
29 | HC 1 ngal ?% 12 (6) 0
20 | HC 1 ngal ?g) 12 (6) 0
29 | HC 1 ngal ?g) 12 (6) 0
29 | 1IC 1 ngal 3% 12 (6) 0
29 | 1IC 1 ngal 3% 12 Cﬁ) 0
20 | JC 1 ngal ?S)’ 11 Cﬁ) 0
29 | JC 1 ngal 3C3 11 (6) 0
29 | KC 1 TZ?I ?S)) 11 (6) 0
29 | KC 1 ngal ?S)) 12 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | KC 1 ngal 3% 12 (6? 0
29 | LC 1 ngal 3% 12 (g 0
29 | LC | ngal ?S)) 12 (g 0
29 | LC | ngal ??3 12 g 0
29 | dD 1 ngal ?g 12 (g 0
29 | BD 1 ngal ?g 12 (g 0
29 | BD 1 ngal ?g 12 (6) 0
29 | CD 1 ngal ?g) 12 (6) 0
29 | D 1 ngal ?g) 12 (g 0
29 | D 1 ngal ?g) 12 (g 0
29 | DD 1 ngal ?g) 12 (g 0
29 | DD 1 ngal ?g) 12 (g 0
29 | ED 1 ngal ?% 12 (6) 0
29 | ED 1 ngal ?g) 12 (6) 0
29 | FD 1 ngal ?g) 12 (6) 0
29 | FD 1 ngal 3% 12 (6) 0
29 | @D 1 ngal 3% 12 Cﬁ) 0
29 | @D 1 ngal ?S)’ 11 Cﬁ) 0
29 | GD 1 ngal 3C3 11 (6) 0
29 | HD 1 TZ?I ?S)) 11 (6) 0
29 | HD 1 ngal ?S)) 11 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | 1D 1 ngal 3% 12 (6? 0
29 | 1D 1 ngal 3% 12 (g 0
29 | ID 1 ngal 3(; 12 (g 0
29 | JD 1 ngal ?g) 12 (g 0
29 | JD 1 ngal ?g 12 (g 0
29 | KD 1 ngal ?g 12 (g 0
29 | KD 1 ngal ?g 12 (6) 0
29 | KD 1 ngal ?g) 12 (6) 0
29 | LD 1 ngal ?g) 12 (g 0
29 | LD 1 ngal ?g) 12 (g 0
29 | MD 1 ngal ?g) 12 (g 0
29 | MD 1 ngal ?g) 12 (g 0
29 | MD 1 ngal ?% 12 (6) 0
29 | AE 1 ngal ?g) 12 (6) 0
29 | AE 1 ngal ?g) 12 (6) 0
29 | AE 1 ngal 3% 12 (6) 0
29 | BE 1 ngal 3% 12 Cﬁ) 0
29 | BE 1 ngal ?S)’ 11 Cﬁ) 0
29 | BE 1 ngal 3C3 11 (6) 0
29 | CE 1 TZ?I ?S)) 11 (6) 0
29 | CE 1 ngal ?S)) 11 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | DE 1 ngal 3% 12 (6? 0
29 | DE 1 ngal 3% 12 (g 0
29 | EE 1 ngal 3(; 12 (g 0
29 | EE 1 ngal ?g) 12 (g 0
29 | FE 1 ngal ?g 12 (g 0
29 | FE 1 ngal ?g 12 (g 0
29 | FE 1 ngal ?g 12 (6) 0
29 | GE 1 ngal ?g) 12 (6) 0
29 | GE 1 ngal ?g) 12 (g 0
29 | HE 1 ngal ?g) 12 (g 0
29 | HE 1 ngal ?g) 12 (g 0
29 | HE 1 ngal ?g) 12 (g 0
29 | IE 1 ngal ?% 12 (6) 0
29 | IE 1 ngal ?g) 12 (6) 0
29 | JE 1 ngal ?g) 12 (6) 0
29 | JE 1 ngal 3% 12 (6) 0
29 | KE 1 ngal 3% 12 Cﬁ) 0
29 | KE 1 ngal ?S)’ 11 Cﬁ) 0
29 | KE 1 ngal 3C3 11 (6) 0
29 | LE 1 TZ?I ?S)) 11 (6) 0
29 | LE 1 ngal ?S)) 11 (6) 0

Continued on next page...



Page 92

Full wwPDB EM Validation Report

EMD-31393, TEZX

Continued from previous page...

Mol | Chain | Residues Atoms AltConf
29 | LE 1 ngal 3% 12 (6? 0
29 | AF 1 ngal 3% 12 (g 0
29 | AF 1 ngal 3(; 12 (g 0
29 | AF | ngal ??3 12 (g 0
29 | DF 1 ngal ?g 12 (g 0
29 | FF 1 ngal ?g 12 (g 0
29 | HF 1 ngal ?g 12 (6) 0
29 | JF 1 ngal ?g) 12 (6) 0
29 | LF 1 ngal ?g) 12 (g 0
29 | NF 1 ngal ?g) 12 (g 0
29 | OF 1 ngal ?g) 12 (g 0
29 | OF 1 ngal ?g) 12 (g 0
29 | OF 1 ngal ?% 12 (6) 0
29 | PF 1 ngal ?g) 12 (6) 0
29 | PF 1 ngal ?g) 12 (6) 0
29 | PF 1 ngal 3% 12 (6) 0
IR
IR
29 | RF 1 ngal 3C3 11 (6) 0
29 | RF 1 TZ?I ?S)) 11 (6) 0
29 | SF | ngal ?S)) 12 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | SF 1 ngal 3% 12 (g 0
29 | TF 1 ngal 3% 12 (g 0
29 | TF 1 ngal 3(; 12 (g 0
29 | UF 1 ngal ?g) 12 (g 0
29 | UF 1 ngal ?g 12 (g 0
29 | UF 1 ngal 3% 12 (g 0
29 | VF 1 ngal 3% 12 (6) 0
29 | VF 1 ngal ?g) 12 (6) 0
29 | VF 1 ngal ?g) 12 (g 0
29 | WF 1 ngal ?g) 12 (g 0
29 | WF 1 ngal ?g) 12 (g 0
29 | YF 1 ngal ?g) 12 (g 0
29 | YF 1 ngal ?% 12 (6) 0
29 | YF 1 ngal ?g) 12 (6) 0
29 | 7ZF 1 ngal ?g) 12 (6) 0
29 | ZF 1 ngal 3% 12 (6) 0
29 | aF 1 ngal 3% 12 Cﬁ) 0
29 | aF 1 ngal ?S)’ 11 Cﬁ) 0
29 | aF 1 ngal 3C3 11 (6) 0
29 | bF 1 TZ?I ?S)) 11 (6) 0
29 | bF 1 ngal ?S)) 11 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | cF 1 ngal 3% 12 (g 0
29 | cF 1 ngal 3% 12 (g 0
29 | dF | ngal ?S)) 12 (g 0
29 | dF | ngal ??3 12 g 0
29 | dF 1 ngal ?g 12 (g 0
29 | eF 1 ngal ?g 12 (g 0
29 | eF 1 ngal ?g 12 (6) 0
29 | eF 1 ngal ?g) 12 (6) 0
- WV
. NIV HE
IS I
IS I
o | 1 YO
29 | hF 1 ngal ?g) 12 (6) 0
29 | hF 1 ngal ?g) 12 (6) 0
29 iF 1 ngal 3% 12 (6) 0
29 iF 1 ngal 3% 12 Cﬁ) 0
29 iF 1 ngal ?S)’ 11 Cﬁ) 0
NI
I
29 | KkF 1 ngal ?S)) 11 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | kF 1 ngal 3% 12 (6? 0
29 | kF 1 ngal 3% 12 (g 0
29 | IF | ngal ?S)) 12 (g 0
29 | IF | ngal ??3 12 g 0
29 | mF 1 ngal ?g 12 (g 0
29 | mF 1 ngal ?g 12 (g 0
29 | mF 1 ngal ?g 12 (6) 0
29 | AG | thgal ??3 12 (6) 0
29 | AG | thgal ??3 12 (g 0
29 | BG 1 ngal ?g) 12 (g 0
29 | BG 1 ngal ?g) 12 (g 0
29 | BG 1 ngal ?g) 12 (g 0
29 | ca 1 ngal ?% 12 (6) 0
29 | ca 1 ngal ?g) 12 (6) 0
29 | DG 1 ngal ?g) 12 (6) 0
29 | DG 1 ngal 3% 12 (6) 0
29 | DG 1 ngal 3% 12 Cﬁ) 0
29 | EC 1 ngal ?S)’ 11 Cﬁ) 0
29 | EG 1 ngal 3C3 11 (6) 0
29 | FG 1 TZ?I ?S)) 11 (6) 0
29 | FG | ngal ?S)) 12 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | FG 1 ngal 3% 12 (g 0
29 | aa 1 ngal 3% 12 (g 0
29 | aa 1 ngal 3% 12 (g 0
29 | HG 1 ngal ??3 12 g 0
29 | HG 1 ngal ?g 12 (g 0
29 | HG 1 ngal 3% 12 (g 0
29 | IG 1 ngal 3% 12 (6) 0
29 | IG 1 ngal ?g) 12 (6) 0
29 | JG 1 ngal ?g) 12 (g 0
29 | JG 1 ngal ?g) 12 (g 0
29 | JG 1 ngal ?g) 12 (g 0
29 | KG 1 ngal ?g) 12 (g 0
29 | KG 1 ngal ?% 12 (6) 0
29 | LG 1 ngal ?g) 12 (6) 0
29 | LG 1 ngal ?g) 12 (6) 0
29 | LG 1 ngal 3% 12 (6) 0
29 | MG 1 ngal 3% 12 Cﬁ) 0
29 | MG 1 ngal ?S)’ 11 Cﬁ) 0
29 | MG 1 ngal 3C3 11 (6) 0
29 | AI 1 TZ?I ?S)) 11 (6) 0
29 | AI 1 nga‘l ?S)) 12 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | AT 1 ngal 3% 12 (6? 0
29 | DI 1 ngal 3% 12 (g 0
29 | FI 1 ngal 3(; 12 (g 0
29 | HI 1 ngal ?g) 12 (g 0
29 J1 1 ngal ?g 12 (g 0
29 LI 1 ngal ?g 12 (g 0
29 | NI 1 ngal ?g 12 (6) 0
29 | oI 1 ngal ?g) 12 (6) 0
29 | oI 1 ngal ?g) 12 (g 0
29 | oI 1 ngal ?g) 12 (g 0
29 | PI 1 ngal ?g) 12 (g 0
29 | PI 1 ngal ?g) 12 (g 0
29 | PI 1 ngal ?% 12 (6) 0
IS S
s a | Y
29 | RI 1 ngal 3% 12 (6) 0
29 | RI 1 ngal 3% 12 Cﬁ) 0
29 SI 1 ngal ?S)’ 11 Cﬁ) 0
29 SI 1 ngal 3C3 11 (6) 0
29 | TI 1 TZ?I ?S)) 11 (6) 0
29 | TI 1 nga‘l ?S)) 12 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | U 1 ngal 3% 12 (6? 0
29 | UI 1 ngal 3% 12 (g 0
29 | UI 1 ngal 3(; 12 (g 0
29 | VI 1 ngal ?g) 12 (g 0
29 | VI 1 ngal ?g 12 (g 0
29 | VI 1 ngal 3% 12 (g 0
29 | WI 1 ngal 3% 12 (6) 0
29 | WI 1 ngal ?g) 12 (6) 0
29 | I 1 ngal ?g) 12 (g 0
29 | I 1 ngal ?g) 12 (g 0
29 | YI 1 ngal ?g) 12 (g 0
29 71 1 ngal ?g) 12 (g 0
29 71 1 ngal ?% 12 (6) 0
29 al 1 ngal ?g) 12 (6) 0
29 al 1 ngal ?g) 12 (6) 0
29 al 1 ngal 3% 12 (6) 0
29 bl 1 ngal 3% 12 Cﬁ) 0
29 bl 1 ngal ?S)’ 11 Cﬁ) 0
29 oI 1 ngal 3C3 11 (6) 0
29 oI 1 TZ?I ?S)) 11 (6) 0
29 dr 1 ngal ?S)) 11 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | dI 1 ngal 3% 12 (6? 0
29 | dI 1 ngal 3% 12 (g 0
29 el 1 ngal 3(; 12 (g 0
29 | e | ngal ??3 12 g 0
29 e 1 ngal ?g 12 (g 0
IS S
IR S
a | L YO
IS K
ala | L |V
29 hl 1 ngal ?g) 12 (g 0
29 hl 1 ngal ?g) 12 (g 0
29 il 1 ngal ?% 12 (6) 0
29 il 1 ngal ?g) 12 (6) 0
29 i1 1 ngal ?g) 12 (6) 0
o o | 1 [N el
oo | 1 ool
29 kI 1 ngal ?S)’ 11 Cﬁ) 0
29 kI 1 ngal 3C3 11 (6) 0
29 kI 1 TZ?I ?S)) 11 (6) 0
29 1T 1 ngal ?S)) 11 (6) 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
29 | 11 1 ngal 3% 12 (6? 0
29 | mlI 1 ngal 3% 12 (g 0
29 | mlI 1 ngal 3(; 12 (g 0
29 | I | ngal ??3 12 g 0
29 | AJ 1 ngal ?g 12 (g 0
29 | AJ 1 ngal 3% 12 (g 0
29 | AJ 1 ngal 3% 12 (6) 0
29 | BJ 1 ngal ?g) 12 (6) 0
29 | BJ 1 ngal ?g) 12 (g 0
29 | BJ 1 ngal ?g) 12 (g 0
29 | @I 1 ngal ?g) 12 (g 0
29 | @I 1 ngal ?g) 12 (g 0
29 | DJ 1 ngal ?% 12 (6) 0
29 | DJ 1 ngal ?g) 12 (6) 0
29 | EJ 1 ngal ?g) 12 (6) 0
29 | EJ 1 ngal 3% 12 (6) 0
29 | FJ 1 ngal 3% 12 Cﬁ) 0
29 | FJ 1 ngal ?S)’ 11 Cﬁ) 0
29 | FJ 1 ngal 3C3 11 (6) 0
29 | GJ 1 TZ?I ?S)) 11 (6) 0
29 | @I | ngal ?S)) 12 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | HJ 1 ngal 3% 12 (6? 0
29 | HIJ 1 ngal 3% 12 (g 0
29 1J 1 ngal 3(; 12 (g 0
29 1J 1 ngal ?g) 12 (g 0
29 1J 1 ngal ?g 12 (g 0
29 | JJ | ngal ?g 12 g 0
29 | JJ | th;‘l ?g 12 (6) 0
29 | JJ | ngal ??3 12 (6) 0
29 | KJ 1 ngal ?g) 12 (g 0
29 | KJ 1 ngal ?g) 12 (g 0
29 | LJ 1 ngal ?g) 12 (g 0
29 | LI 1 ngal ?g) 12 (g 0
29 | MJ 1 ngal ?% 12 (6) 0
29 | MJ 1 ngal ?g) 12 (6) 0
29 | NJ 1 ngal ?g) 12 (6) 0
29 | NJ 1 ngal 3% 12 (6) 0
29 | NJ 1 ngal 3% 12 Cﬁ) 0
29 | 0J 1 ngal ?S)’ 11 Cﬁ) 0
29 | 0J 1 ngal 3C3 11 (6) 0
29 | PJ 1 TZ?I ?S)) 11 (6) 0
29 | PJ 1 ngal ?S)) 11 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | PJ 1 ngal 3% 12 (6? 0
IR HIE
IR HIE
29 | RJ 1 ngal ??3 12 g 0
29 | RJ 1 ngal ?g 12 g 0
29 | RJ 1 ngal ?g 12 g 0
29 | 8J 1 ngal 3% 12 (6) 0
29 | 8J 1 ngal ?g) 12 (6) 0
29 | TJ 1 ngal ?g) 12 (g 0
20 | TJ 1 ngal ?g) 12 (g 0
20 | TJ 1 ngal ?g) 12 (g 0
29 | UJ 1 ngal ?% 12 (g 0
29 | UJ 1 ngal ?% 12 (6) 0
29 | VJ 1 ngal ?g) 12 (6) 0
29 | VJ 1 ngal ?g) 12 (6) 0
29 | WJ 1 ngal 3(?5 12 (6) 0
29 | WJ 1 ngal 3(; 12 Cﬁ) 0
29 | WJ 1 ngal ??3 12 Cﬁ) 0
29 | XJ 1 ngal 3C3 11 (6) 0
29 | XJ 1 TZ?I ?S)) 11 (6) 0
29 | XJ 1 ngal ?S)) 11 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | YJ 1 ngal 3% 12 (6? 0
20 | YJ 1 ngal 3% 12 (g 0
29 | ZJ 1 ngal 3(; 12 (g 0
29 | ZJ 1 ngal ?g) 12 (g 0
29 | ZJ 1 ngal ?g 12 (g 0
20 | al 1 ngal 3% 12 (g 0
20 | al 1 ngal 3% 12 (6) 0
29 | bJ 1 ngal ?g) 12 (6) 0
20 | bJ 1 ngal ?g) 12 (g 0
20 | bJ 1 ngal ?g) 12 (g 0
29 | ¢J 1 ngal ?g) 12 (g 0
2 | cJ 1 ngal ?g) 12 (g 0
20 | dJ 1 ngal ?% 12 (6) 0
29 | I 1 ngal ?g) 12 (6) 0
29 | I 1 ngal ?g) 12 (6) 0
2 | eJ 1 ngal 3% 12 (6) 0
2 | el 1 ngal 3% 12 Cﬁ) 0
29 £ 1 ngal ?S)’ 11 Cﬁ) 0
29 £ 1 ngal 3C3 11 (6) 0
29 £ 1 TZ?I ?S)) 11 (6) 0
I K
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Mol | Chain | Residues Atoms AltConf
slw] 2 [WENT]
29 | hJ 1 ngal 3% 12 (g 0
29 | hJ 1 ngal ?S)) 12 (g 0
29 | hJ 1 ngal ??3 12 g 0
29 iJ 1 ngal ?g 12 (g 0
29 iJ 1 ngal 3% 12 (g 0
IEEE S I
IR I
IEEE S I
20 | kJ 1 ngal ?g) 12 (g 0
20 | kJ 1 ngal ?g) 12 (g 0
29 1J 1 ngal ?g) 12 (g 0
29 1J 1 ngal ?% 12 (6) 0
29 1J 1 ngal ?g) 12 (6) 0
a w0 |V
w w1 [ CVO
29 | nlJ 1 ngal 3% 12 Cﬁ) 0
29 | nlJ 1 ngal ?S)’ 11 Cﬁ) 0
29 | nJ 1 ngal 3C3 11 (6) 0
29 | oJ 1 TZ?I ?S)) 11 (6) 0
29 | oI | ngal ?S)) 12 (6) 0
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Mol | Chain | Residues Atoms AltConf
s w] 2 [WENT]
IR
IR
IR
sl w | [N
29 rJ 1 ngal 3% 12 (g 0
29 rJ 1 ngal 3% 12 (6) 0
29 rJ 1 ngal ?g) 12 (6) 0
29 sJ 1 ngal ?g) 12 (g 0
29 sJ 1 ngal ?g) 12 (g 0
29 sJ 1 ngal ?g) 12 (g 0
29 £J 1 ngal ?g) 12 (g 0
29 £J 1 ngal ?% 12 (6) 0
29 | 1 ngal ?g) 12 (6) 0
29 | 1 ngal ?g) 12 (6) 0
29 | 1 ngal 3% 12 (6) 0
29 | vJ 1 ngal 3% 12 Cﬁ) 0
29 | vJ 1 ngal ?S)’ 11 Cﬁ) 0
29 | wl 1 ngal 3C3 11 (6) 0
29 | wl 1 TZ?I ?S)) 11 (6) 0
29 | wJ | ngal ?S)) 12 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | xJ 1 ngal 3% 12 (6? 0
29 | xJ 1 ngal 3% 12 (g 0
29 | xJ 1 ngal 3(; 12 (g 0
IR
29 2] 1 ngal ?g 12 (g 0
29 | AK 1 ngal ?g 12 (g 0
29 | AK 1 ngal ?g 12 (6) 0
29 | AK 1 ngal ?g) 12 (6) 0
29 | DK 1 ngal ?g) 12 (g 0
29 | FK 1 ngal ?g) 12 (g 0
29 | HK 1 ngal ?g) 12 (g 0
29 | JK 1 ngal ?g) 12 (g 0
29 | LK 1 ngal ?% 12 (6) 0
29 | NK 1 ngal ?g) 12 (6) 0
29 | OK 1 ngal ?g) 12 (6) 0
29 | OK 1 ngal 3% 12 (6) 0
29 | PK 1 ngal 3% 12 Cﬁ) 0
29 | PK 1 ngal ?S)’ 11 Cﬁ) 0
29 | PK 1 ngal 3C3 11 (6) 0
s 1 [V O
IR K
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Mol | Chain | Residues Atoms AltConf
29 | RK 1 ngal 3% 12 (6? 0
29 | RK 1 ngal 3% 12 (g 0
29 | RK 1 ngal 3(; 12 (g 0
29 | SK | ngal ??3 12 g 0
29 | SK 1 ngal ?g 12 (g 0
29 | TK 1 ngal ?g 12 (g 0
29 | TK 1 ngal ?g 12 (6) 0
29 | UK 1 ngal ?g) 12 (6) 0
29 | UK 1 ngal ?g) 12 (g 0
29 | UK 1 ngal ?g) 12 (g 0
29 | VK 1 ngal ?g) 12 (g 0
29 | VK 1 ngal ?g) 12 (g 0
29 | VK 1 ngal ?% 12 (6) 0
29 | WK 1 ngal ?g) 12 (6) 0
29 | WK 1 ngal ?g) 12 (6) 0
29 | YK 1 ngal 3% 12 (6) 0
29 | YK 1 ngal 3% 12 Cﬁ) 0
29 | 7K 1 ngal ?S)’ 11 Cﬁ) 0
29 | 7K 1 ngal 3C3 11 (6) 0
29 | 7K 1 TZ?I ?S)) 11 (6) 0
29 | aK 1 ngal ?S)) 11 (6) 0
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf
29 | aK 1 ngal 3% 12 (6? 0
29 | aK 1 ngal 3% 12 (g 0
29 | bK | ngal ?S)) 12 (g 0
29 | bK | ngal ??3 12 g 0
29 | K 1 ngal ?g 12 (g 0
29 | K 1 ngal ?g 12 (g 0
29 | K 1 ngal ?g 12 (6) 0
29 | dK 1 ngal ?g) 12 (6) 0
29 | dK 1 ngal ?g) 12 (g 0
29 | €K 1 ngal ?g) 12 (g 0
29 | oK 1 ngal ?g) 12 (g 0
29 | eK 1 ngal ?g) 12 (g 0
IS I
IS I
IS I
w w1 [T CVO
w w1 [V O
29 | hK 1 ngal ?S)’ 11 Cﬁ) 0
29 | hK 1 ngal 3C3 11 (6) 0
29 iK 1 TZ?I ?S)) 11 (6) 0
29 iK 1 nga‘l ?S)) 12 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | K 1 ngal 3% 12 (6? 0
ISR
IR
ISR
29 | kK 1 ngal ?g 12 (g 0
29 | kK 1 ngal ?g 12 (g 0
29 | kK 1 ngal ?g 12 (6) 0
29 | 1K 1 ngal ?g) 12 (6) 0
29 | 1K 1 ngal ?g) 12 (g 0
29 | mK 1 ngal ?g) 12 (g 0
29 | mK 1 ngal ?g) 12 (g 0
29 | AL 1 ngal ?g) 12 (g 0
29 | AL 1 ngal ?% 12 (6) 0
29 | AL 1 ngal ?g) 12 (6) 0
29 | BL 1 ngal ?g) 12 (6) 0
29 | BL 1 ngal 3% 12 (6) 0
29 | BL 1 ngal 3% 12 Cﬁ) 0
29 | CL 1 ngal ?S)’ 11 Cﬁ) 0
29 | CL 1 ngal 3C3 11 (6) 0
29 | DL 1 TZ?I ?S)) 11 (6) 0
29 | DL 1 ngal ?S)) 11 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | EL 1 ngal 3% 12 (6? 0
29 | EL 1 ngal 3% 12 (g 0
29 | FL 1 ngal 3(; 12 (g 0
29 | FL 1 ngal ?g) 12 (g 0
29 | FL 1 ngal ?g 12 (g 0
29 | GL 1 ngal 3% 12 (g 0
29 | GL 1 ngal 3% 12 (6) 0
29 | HL 1 ngal ?g) 12 (6) 0
29 | HL 1 ngal ?g) 12 (g 0
29 | IL 1 ngal ?g) 12 (g 0
29 | IL 1 ngal ?g) 12 (g 0
29 | IL 1 ngal ?g) 12 (g 0
29 | JL 1 ngal ?% 12 (6) 0
29 | JL 1 ngal ?g) 12 (6) 0
29 | JL 1 ngal ?g) 12 (6) 0
29 | KL 1 ngal 3% 12 (6) 0
29 | KL 1 ngal 3% 12 Cﬁ) 0
29 | LL 1 ngal ?S)’ 11 Cﬁ) 0
29 | LL 1 ngal 3C3 11 (6) 0
29 | ML 1 TZ?I ?S)) 11 (6) 0
29 | ML 1 ngal ?S)) 11 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | NI 1 ngal 3% 12 (6? 0
29 | NL 1 ngal 3% 12 (g 0
29 | NL 1 ngal 3(; 12 (g 0
29 | oL | ngal ??3 12 g 0
29 | OL 1 ngal ?g 12 (g 0
29 | PL 1 ngal ?g 12 (g 0
29 | PL 1 ngal ?g 12 (6) 0
29 | PL 1 ngal ?g) 12 (6) 0
IS S
IS S
29 | RL 1 ngal ?g) 12 (g 0
29 | RL 1 ngal ?g) 12 (g 0
29 | RL 1 ngal ?% 12 (6) 0
29 | sL 1 ngal ?g) 12 (6) 0
29 | sL 1 ngal ?g) 12 (6) 0
29 | TL 1 ngal 3% 12 (6) 0
29 | TL 1 ngal 3% 12 Cﬁ) 0
29 | TL 1 ngal ?S)’ 11 Cﬁ) 0
29 | UL 1 ngal 3C3 11 (6) 0
29 | UL 1 TZ?I ?S)) 11 (6) 0
29 | VL 1 ngal ?S)) 11 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | VL 1 ngal 3% 12 (6? 0
29 | WL 1 ngal 3% 12 (g 0
29 | WL 1 ngal 3(; 12 (g 0
29 | WL 1 ngal ?g) 12 (g 0
29 | XL 1 ngal ?g 12 (g 0
29 | XL 1 ngal ?g 12 (g 0
29 | XL 1 ngal ?g 12 (6) 0
29 | YL 1 ngal ?g) 12 (6) 0
29 | YL 1 ngal ?g) 12 (g 0
29 | 7L 1 ngal ?g) 12 (g 0
29 | 7L 1 ngal ?g) 12 (g 0
29 | 7L 1 ngal ?g) 12 (g 0
29 | aL 1 ngal ?% 12 (6) 0
29 | aL 1 ngal ?g) 12 (6) 0
29 | bL 1 ngal ?g) 12 (6) 0
29 | bL 1 ngal 3% 12 (6) 0
29 | bL 1 ngal 3% 12 Cﬁ) 0
29 | L 1 ngal ?S)’ 11 Cﬁ) 0
29 | L 1 ngal 3C3 11 (6) 0
29 | dL 1 TZ?I ?S)) 11 (6) 0
29 | dL 1 ngal ?S)) 11 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | dL 1 ngal 3% 12 (6? 0
29 | oL 1 ngal 3% 12 (g 0
29 | oL 1 ngal 3(; 12 (g 0
IR
. WV HIE
IS S
IS I
IS I
29 | nL 1 ngal ?g) 12 (g 0
29 | hL 1 ngal ?g) 12 (g 0
29 | nL 1 ngal ?g) 12 (g 0
29 iL 1 ngal ?g) 12 (g 0
29 iL 1 ngal ?% 12 (6) 0
IS I
IS I
s a1 [N ol
29 | kL 1 ngal 3% 12 Cﬁ) 0
29 | kL 1 ngal ?S)’ 11 Cﬁ) 0
29 1L 1 ngal 3C3 11 (6) 0
29 1L 1 TZ?I ?S)) 11 (6) 0
29 1L 1 ngal ?S)) 11 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | mL 1 ngal 3% 12 (6? 0
29 | mL 1 ngal 3% 12 (g 0
29 | nL 1 ngal 3(; 12 (g 0
29 | nL | ngal ??3 12 g 0
29 | nL 1 ngal ?g 12 (g 0
29 | oL 1 ngal ?g 12 (g 0
29 | oL 1 ngal ?g 12 (6) 0
IS I
IS K
IS K
IS I
sl a | L VO]
29 | 1L 1 ngal ?% 12 (6) 0
29 | 1L 1 ngal ?g) 12 (6) 0
29 | 1L 1 ngal ?g) 12 (6) 0
29 | sL 1 ngal 3% 12 (6) 0
29 | sL 1 ngal 3% 12 Cﬁ) 0
29 | sL 1 ngal ?S)’ 11 Cﬁ) 0
29 tL 1 ngal 3C3 11 (6) 0
29 tL 1 TZ?I ?S)) 11 (6) 0
29 | uL 1 ngal ?S)) 11 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | L 1 ngal 3% 12 (6? 0
29 | L 1 ngal 3% 12 (g 0
29 | VL 1 ngal 3(; 12 (g 0
29 | I, | ngal ??3 12 g 0
29 | wL 1 ngal ?g 12 (g 0
29 | wL 1 ngal ?g 12 (g 0
29 | wL 1 ngal ?g 12 (6) 0
29 | xL 1 ngal ?g) 12 (6) 0
29 | xL 1 ngal ?g) 12 (g 0
29 | xL 1 ngal ?g) 12 (g 0
IS I
29 | 4L 1 ngal ?g) 12 (g 0
29 | AM 1 ngal ?% 12 (6) 0
29 | AM 1 ngal ?g) 12 (6) 0
29 | AM 1 ngal ?g) 12 (6) 0
29 | BM 1 ngal 3% 12 (6) 0
29 | M 1 ngal 3% 12 Cﬁ) 0
29 | M 1 ngal ?S)’ 11 Cﬁ) 0
29 | DM 1 ngal 3C3 11 (6) 0
29 | DM 1 TZ?I ?S)) 11 (6) 0
29 | DM 1 ngal ?S)) 11 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | EM 1 ngal 3% 12 (6? 0
29 | EM 1 ngal 3% 12 (g 0
29 | FM 1 ngal 3(; 12 (g 0
29 | FM 1 ngal ?g) 12 (g 0
29 | FM 1 ngal ?g 12 (g 0
29 | GM 1 ngal 3% 12 (g 0
29 | GM 1 ngal 3% 12 (6) 0
29 | HM 1 ngal ?g) 12 (6) 0
29 | HM 1 ngal ?g) 12 (g 0
29 | HM 1 ngal ?g) 12 (g 0
29 | M 1 ngal ?g) 12 (g 0
29 | M 1 ngal ?g) 12 (g 0
29 | M 1 ngal ?% 12 (6) 0
29 | M 1 ngal ?g) 12 (6) 0
29 | M 1 ngal ?g) 12 (6) 0
29 | KM 1 ngal 3% 12 (6) 0
29 | KM 1 ngal 3% 12 Cﬁ) 0
29 | KM 1 ngal ?S)’ 11 Cﬁ) 0
29 | LM 1 ngal 3C3 11 (6) 0
29 | LM 1 TZ?I ?S)) 11 (6) 0
29 | LM 1 ngal ?S)) 11 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | MM 1 ngal 3% 12 (6? 0
29 | MM 1 ngal 3% 12 (g 0
29 | NM 1 ngal 3(; 12 (g 0
29 | NM 1 ngal ?g) 12 (g 0
29 | OM 1 ngal ?g 12 (g 0
29 | OM 1 ngal 3% 12 (g 0
29 | PM 1 ngal ?g 12 (6) 0
29 | PM 1 ngal ?g) 12 (6) 0
IS S
IS S
IS S
29 | RM 1 ngal ?g) 12 (g 0
29 | RM 1 ngal ?% 12 (6) 0
29 | RM 1 ngal ?g) 12 (6) 0
29 | SM 1 ngal ?g) 12 (6) 0
29 | SM 1 ngal 3% 12 (6) 0
29 | T™ 1 ngal 3% 12 Cﬁ) 0
29 | T™ 1 ngal ?S)’ 11 Cﬁ) 0
29 | TM 1 ngal 3C3 11 (6) 0
29 | UM 1 TZ?I ?S)) 11 (6) 0
29 | VM 1 ngal ?S)) 11 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | VM 1 ngal 3% 12 (6? 0
29 | VM 1 ngal 3% 12 (g 0
29 | WM 1 ngal 3(; 12 (g 0
29 | WM 1 ngal ?g) 12 (g 0
29 | XM 1 ngal ?g 12 (g 0
29 | XM 1 ngal ?g 12 (g 0
29 | YM 1 ngal ?g 12 (6) 0
29 | YM 1 ngal ?g) 12 (6) 0
29 | YM 1 ngal ?g) 12 (g 0
29 | ZM 1 ngal ?g) 12 (g 0
29 | ZM 1 ngal ?g) 12 (g 0
29 | ZM 1 ngal ?g) 12 (g 0
29 | aM 1 ngal ?% 12 (6) 0
29 | aM 1 ngal ?g) 12 (6) 0
29 | aM 1 ngal ?g) 12 (6) 0
29 | M 1 ngal 3% 12 (6) 0
29 | M 1 ngal 3% 12 Cﬁ) 0
29 | M 1 ngal ?S)’ 11 Cﬁ) 0
29 | dM 1 ngal 3C3 11 (6) 0
29 | dM 1 TZ?I ?S)) 11 (6) 0
29 | eM 1 ngal ?S)) 11 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | eM 1 ngal 3% 12 (6? 0
IR
IR
IR
IR
IS S
29 | hM 1 ngal ?g 12 (6) 0
29 | hM 1 ngal ?g) 12 (6) 0
29 | iM 1 ngal ?g) 12 (g 0
29 | iM 1 ngal ?g) 12 (g 0
29 | iM 1 ngal ?g) 12 (g 0
IS I
IS I
29 | kM 1 ngal ?g) 12 (6) 0
29 | kM 1 ngal ?g) 12 (6) 0
29 | kM 1 ngal 3% 12 (6) 0
29 | M 1 ngal 3% 12 Cﬁ) 0
29 | 1M 1 ngal ?S)’ 11 Cﬁ) 0
29 | mM 1 ngal 3C3 11 (6) 0
29 | mM 1 TZ?I ?S)) 11 (6) 0
29 | mM 1 nga‘l ?S)) 12 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | AN 1 ngal 3% 12 (6? 0
29 | AN 1 ngal 3% 12 (g 0
29 | BN 1 ngal 3(; 12 (g 0
29 | BN 1 ngal ?g) 12 (g 0
29 | BN 1 ngal ?g 12 (g 0
29 | CN 1 ngal 3% 12 (g 0
29 | CN 1 ngal 3% 12 (6) 0
29 | DN 1 ngal ?g) 12 (6) 0
29 | DN 1 ngal ?g) 12 (g 0
29 | DN 1 ngal ?g) 12 (g 0
29 | EN 1 ngal ?g) 12 (g 0
29 | EN 1 ngal ?g) 12 (g 0
29 | FN 1 ngal ?% 12 (6) 0
29 | FN 1 ngal ?g) 12 (6) 0
29 | FN 1 ngal ?g) 12 (6) 0
29 | GN 1 ngal 3% 12 (6) 0
29 | GN 1 ngal 3% 12 Cﬁ) 0
29 | HN 1 ngal ?S)’ 11 Cﬁ) 0
29 | HN 1 ngal 3C3 11 (6) 0
29 | HN 1 TZ?I ?S)) 11 (6) 0
29 | IN 1 ngal ?S)) 11 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | 1IN 1 ngal 3% 12 (6? 0
29 | JN 1 ngal 3% 12 (g 0
29 | JN 1 ngal 3(; 12 (g 0
29 | JN 1 ngal ?g) 12 (g 0
29 | KN 1 ngal ?g 12 (g 0
29 | KN 1 ngal ?g 12 (g 0
29 | LN 1 ngal ?g 12 (6) 0
29 | LN 1 ngal ?g) 12 (6) 0
29 | LN 1 ngal ?g) 12 (g 0
29 | MN 1 ngal ?g) 12 (g 0
29 | MN 1 ngal ?g) 12 (g 0
29 | MN 1 ngal ?g) 12 (g 0
29 | A0 | ngal ?% 12 (6) 0
29 | A0 1 ngal ?g) 12 (6) 0
29 | BO 1 ngal ?g) 12 (6) 0
29 | BO 1 ngal 3% 12 (6) 0
29 | BO 1 ngal 3% 12 Cﬁ) 0
29 | €O 1 ngal ?S)’ 11 Cﬁ) 0
29 | CO 1 ngal 3C3 11 (6) 0
29 | DO 1 TZ?I ?S)) 11 (6) 0
29 | DO | ngal ?S)) 12 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | DO 1 ngal 3% 12 (6? 0
29 | EO 1 ngal 3% 12 (g 0
20 | EO 1 ngal 3(; 12 (g 0
29 | FO 1 ngal ??3 12 g 0
29 | FO 1 ngal ?g 12 (g 0
29 | FO 1 ngal 3% 12 (g 0
209 | GO 1 ngal 3% 12 (6) 0
29 | GO 1 ngal ?g) 12 (6) 0
29 | HO 1 ngal ?g) 12 (g 0
29 | HO 1 ngal ?g) 12 (g 0
29 | HO 1 ngal ?g) 12 (g 0
29 | 10 1 ngal ?g) 12 (g 0
29 | 10 1 ngal ?% 12 (6) 0
29 | 10 1 ngal ?g) 12 (6) 0
29 | JO 1 ngal ?g) 12 (6) 0
29 | JO 1 ngal 3% 12 (6) 0
29 | JO 1 ngal 3% 12 Cﬁ) 0
29 | KO 1 ngal ?S)’ 11 Cﬁ) 0
29 | KO 1 ngal 3C3 11 (6) 0
29 | LO 1 TZ?I ?S)) 11 (6) 0
29 | LO | ngal ?S)) 12 (6) 0
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Mol | Chain | Residues Atoms AltConf
29 | MO 1 ngal 3% 12(6? 0
29 | MO 1 ngal 3% 12(8 0
29 | MO 1 ngal 3(; 12(5 0
29 | NO 1 ngal ??3 12(5 0
29 | NO 1 ngal ?g 12(5 0
29 | NO 1 ngal 3% 12(5 0
IS S
IS S
IS S
IS S
IS S
IS S
IS S
a o | 1 | SV
a o | o+ | SV
w o | 1 WSV O
IR
IR
wlr | 1 [ SYO
ar | 1 [T SYO
IRV

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

Mol | Chain | Residues Atoms AltConf
o | 1 [ CTOl,
o e | 1 [ oYol
s w | 1 [ ovol
o w | 1 [ ovol
s w | 1 [ oYol
IR S
IR S
IR S
IR S
IR S
o v | 1 |0l
IR S
o | 1 ool
o | 1 ool
o] 1 TNl
2| 1 [T OOl
2| 1 [T OOl
2| 1 [T OOl
2| 1 [T OOl
20 | R 1 TZ?I ?S)) 12(6) 0
29 | MR 1 ol 200 0

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

Mol | Chain | Residues Atoms AltConf
29 | MR 1 ngal 3% 12 (6? 0
29 | NR 1 ngal 3% 12 (g 0
209 | NR 1 ngal 3(; 12 (g 0
209 | NR 1 ngal ?g) 12 (g 0
209 | OR 1 ngal ?g 12 (g 0
209 | OR 1 ngal 3% 12 (g 0
29 | PR 1 ngal 3% 12 (6) 0
29 | PR 1 ngal ?g) 12 (6) 0
e | 1 | OO
e | 1 | OO
29 | RR 1 ngal ?g) 12 (g 0
29 | RR 1 ngal ?% 12 (g 0
29 | RR 1 ngal ?% 12 (6) 0
20 | SR 1 ngal ?g) 12 (6) 0
20 | SR 1 ngal ?g) 12 (6) 0
29 | TR 1 ngal 3% 12 (6) 0
29 | TR 1 ngal 3% 12 Cﬁ) 0
29 | TR 1 ngal ?S)’ 11 Cﬁ) 0
29 | UR 1 ngal 3C3 12 (6) 0
29 | UR 1 TZ?I ?S)) 12 (6) 0
29 | VR 1 ngal ?S)) 12 (6) 0

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

Mol | Chain | Residues Atoms AltConf
29 | VR 1 ngal 3% 12 (6? 0
29 | VR 1 ngal 3% 12 (g 0
29 | WR 1 ngal ?S)) 12 (g 0
29 | WR 1 ngal ??3 12 g 0
20 | XR 1 ngal ?g 12 (g 0
20 | XR 1 ngal 3% 12 (g 0
209 | XR 1 ngal 3% 12 (6) 0

e Molecule 30 is PHYCOUROBILIN (three-letter code: PUB) (formula: C33H4oN4Og) (labeled

as "Ligand of Interest" by depositor).

PUB

Mol | Chain | Residues Atoms AltConf
30 | Al 1 ngal ?g 12 (g 0
30 | Al 1 ngal ?g 12 (g 0
30 | A7 1 ngal 3% 12 (6) 0
30 | A7 1 ngal ?g) 12 (6) 0

Continued on next page...

WO RLDWIDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf
30 | A9 1 ngal 3% 12 (6? 0
30 | A9 1 ngal 3% 12 (g 0
30 | MA 1 ngal 3(; 12 (g 0
30 | MA 1 ngal ?g) 12 (g 0
30 | AB 1 ngal ?g 12 (g 0
30 | AB 1 ngal ?g 12 (g 0
30 | BB 1 ngal ?g 12 (6) 0
wlw | [ Ol
30 | AF 1 ngal ?g) 12 (g 0
30 | AF 1 ngal ?g) 12 (g 0
30 | MG 1 ngal ?g) 12 (g 0
30 | MG 1 ngal ?g) 12 (g 0
30 | Al 1 ngal ?% 12 (6) 0
30 | Al 1 ngal ?g) 12 (6) 0
wlw [ [yl
wlw | 1 STl
30 | xJ 1 ngal 3% 12 Cﬁ) 0
30 | xJ 1 ngal ?S)’ 11 Cﬁ) 0
IEEE RS K
IEEE RS I
30 | AK | ngal ?S)) 12 (6) 0

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

Mol | Chain | Residues Atoms AltConf
30 | AK 1 ngal 3% 12 (6? 0
30 | wL 1 ngal 3% 12 (g 0
30 | wL 1 ngal 3(; 12 (g 0
30 | xL 1 ngal ?g) 12 (g 0
30 | xL 1 ngal ?g 12 (g 0
IRV
IR
30 | AM 1 ngal ?g) 12 (6) 0
30 | AM 1 ngal ?g) 12 (g 0
30 | BM 1 ngal ?g) 12 (g 0
wlon | [V Ol
30 | MN 1 ngal ?g) 12 (g 0
30 | MN 1 ngal ?% 12 (6) 0
30 | MQ 1 ngal ?g) 12 (6) 0
30 | MQ 1 ngal ?g) 12 (6) 0

e Molecule 31 is PHYCOCYANOBILIN (three-letter code: CYC) (formula: C33HsoN4Og).
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cyc
Ao OF
T
Ho

Mol | Chain | Residues Atoms AltConf
31 | C1 1 ngal ?g) 12 (6) 0
31 | DI 1 ngal ?g) 12 (6) 0
31 | DI 1 ngal 3(;) 12 (6) 0
31 | E1 1 ngal 3(; 12 (6) 0
31 | F1 1 ngal 3% 11 Cﬁ) 0
31 | HI 1 ngal ?g) 11 Cﬁ) 0
31 I 1 TZ?I 3% 11 (6) 0
31 J1 1 TZ?I ?S)) 11 (6) 0
31 | Kl 1 nga‘l ?S)) 12 (6) 0
31| 11 1 ngal 3(; 11 8 0
31| Ml | ngal 303 lj (6? 0
31 | NI 1 ngal 3% 12 (6? 0
31| o7 | ngal 3% 12 (g 0
31 | D7 1 ngal ?S)) 12 (g 0

Continued on next page...

WO RLDWIDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf
31 | E7 1 ngal 3% 12 (g 0
31 | Fr 1 ngal 3% 12 (g 0
31| ar | ngal ?S)) 12 (g 0
31 | HY 1 ngal ?g) 12 (g 0
31 I7 1 ngal ?g 12 (g 0
31| J7 | ngal ?g 12 g 0
31 | K7 1 ngal 3% 12 (6) 0
31 | L7 1 ngal ?g) 12 (6) 0
31 | M7 1 ngal ?g) 12 (g 0
31 | N7 1 ngal ?g) 12 (g 0
31 | Q9 1 ngal ?g) 12 (g 0
31 | D9 1 ngal ?g) 12 (g 0
31 | E9 1 ngal ?% 12 (6) 0
31 | F9 1 ngal ?g) 12 (6) 0
31 | Q9 1 ngal ?g) 12 (6) 0
31 | HO 1 ngal 3% 12 (6) 0
31 19 1 ngal 3% 12 Cﬁ) 0
31 J9 1 ngal ?S)’ 11 Cﬁ) 0
31 | K9 1 ngal 3C3 11 (6) 0
31 | L9 1 TZ?I ?S)) 11 (6) 0
31 | M9 1 ngal ?S)) 11 (6) 0

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

Mol | Chain | Residues Atoms AltConf
31| N9 1 ngal 3% 12 (6? 0
31 | CF 1 ngal 3% 12 (g 0
31 | DF 1 ngal 3(; 12 (g 0
31 | EF 1 ngal ?g) 12 (g 0
31 | FF 1 ngal ?g 12 (g 0
31 | GF 1 ngal 3% 12 (g 0
31 | HF 1 ngal ?g 12 (6) 0
31 IF 1 ngal ?g) 12 (6) 0
31 | JF 1 ngal ?g) 12 (g 0
31 | KF 1 ngal ?g) 12 (g 0
31 | LF 1 ngal ?g) 12 (g 0
31 | MF 1 ngal ?g) 12 (g 0
31 | NF 1 ngal ?% 12 (6) 0
31 | CI 1 ngal ?g) 12 (6) 0
31 | DI 1 ngal ?g) 12 (6) 0
31 | EI 1 ngal 3% 12 (6) 0
31 FI 1 ngal 3% 12 Cﬁ) 0
31 | ar 1 ngal ?S)’ 11 Cﬁ) 0
31 HI 1 ngal 3C3 11 (6) 0
31 11 1 TZ?I ?S)) 11 (6) 0
31 J1 1 ngal ?S)) 11 (6) 0

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

Mol | Chain | Residues Atoms AltConf
31| KI 1 ngal 3% 12 (6? 0
31 LI 1 ngal 3% 12 (g 0
31 | MI 1 ngal 3(; 12 (g 0
31 | NI 1 ngal ?g) 12 (g 0
31 | CK 1 ngal ?g 12 (g 0
31 | DK 1 ngal ?g 12 (g 0
31 | EK 1 ngal ?g 12 (6) 0
31 | FK 1 ngal ?g) 12 (6) 0
31 | GK 1 ngal ?g) 12 (g 0
31 | HK 1 ngal ?g) 12 (g 0
31 | IK 1 ngal ?g) 12 (g 0
31 | JK 1 ngal ?g) 12 (g 0
31 | KK 1 ngal ?% 12 (6) 0
31 | LK 1 ngal ?g) 12 (6) 0
31 | MK 1 ngal ?g) 12 (6) 0
31 | NK 1 ngal 3% 12 (6) 0
31 | AP 1 ngal 3% 12 Cﬁ) 0
31 | DP 1 ngal ?S)’ 11 Cﬁ) 0
31 | CP 1 ngal 3C3 11 (6) 0
31 | FP 1 TZ?I ?S)) 11 (6) 0
31 | EP 1 ngal ?S)) 11 (6) 0

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

Mol | Chain | Residues Atoms AltConf
31 | BP 1 ngal 3% 12 (6? 0
31 | ap 1 ngal 3% 12 (g 0
31 | HP 1 ngal 3(; 12 (g 0
31 TP 1 ngal ?g) 12 (g 0
31 | JP 1 ngal ?g 12 (g 0
31 | KP 1 ngal ?g 12 (g 0
31 | MP 1 ngal ?g 12 (6) 0
31 | NP 1 ngal ?g) 12 (6) 0
31 | OP 1 ngal ?g) 12 (g 0
31 | PP 1 ngal ?g) 12 (g 0
AL S
31 | RP 1 ngal ?g) 12 (g 0
31 | Sp 1 ngal ?% 12 (6) 0
31 | TP 1 ngal ?g) 12 (6) 0
31 | UP 1 ngal ?g) 12 (6) 0
31 | VP 1 ngal 3% 12 (6) 0
31 | WP 1 ngal 3% 12 Cﬁ) 0
31 | XP 1 ngal ?S)’ 11 Cﬁ) 0
31 | YP 1 ngal 3C3 11 (6) 0
31 | P 1 TZ?I ?S)) 11 (6) 0
31 | P 1 ngal ?S)) 11 (6) 0

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

Mol | Chain | Residues Atoms AltConf
I
IRV K
31 | WP | ngal ?S)) 12 (g 0
31 iP 1 ngal 303 12 (g 0
IV
31 | kP 1 ngal ?g 12 (g 0
31 IP 1 ngal ?g 12 (6) 0
31 | mP 1 ngal ?g) 12 (6) 0
31 | uP 1 ngal ?g) 12 (g 0
31 | oP 1 ngal ?g) 12 (g 0
wlw | N
wlw | Y]
31 | 1P 1 ngal ?% 12 (6) 0
31 | P 1 ngal ?g) 12 (6) 0
31 | P 1 ngal ?g) 12 (6) 0
31 | wP 1 ngal 3% 12 (6) 0
31 | P 1 ngal 3% 12 Cﬁ) 0
31 | wP 1 ngal ?S)’ 11 Cﬁ) 0
31 | xP 1 ngal 3C3 11 (6) 0
IR
31 1P 1 nga‘l ?S)) 12 (6) 0

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

Mol | Chain | Residues Atoms AltConf
Total C N O
31 1P 1 43 33 4 6 0

EMD-31393, TEZX

e Molecule 32 is phenylmethanesulfonic acid (three-letter code: PMS) (formula: C;HgO3S).

PMS
03s
OH
025 Qois
S
c6
s~ NN
“ ~ el
c4 ~_ - c2
c3
Mol | Chain | Residues Atoms AltConf
Total C O S
32 k6 1 1 7 3 1 0
Total C O S
32 k6 1 1 7 3 1 0
Total C O S
32 kH 1 1 7 3 1 0
Total C O S
32 kH 1 11 7 3 1 0
gPDB
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3 Residue-property plots (i)

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

e Molecule 1: Phycobilisome 31.8 kDa linker polypeptide, phycoerythrin-associated, rod
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Chain X1: 88% C11%
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e Molecule 1: Phycobilisome 31.8 kDa linker polypeptide, phycoerythrin-associated, rod

) - —
Chain XT7: 88% 1%
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e Molecule 1: Phycobilisome 31.8 kDa linker polypeptide, phycoerythrin-associated, rod
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. = ——
Chain X9: 87% 1%

A104
K105
Q106
T291

< & o o 1

e Molecule 1: Phycobilisome 31.8 kDa linker polypeptide, phycoerythrin-associated, rod

L1320
K325
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8%

. .
Chain XF: 89% 11%
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e Molecule 1: Phycobilisome 31.8 kDa linker polypeptide, phycoerythrin-associated, rod
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e Molecule 1: Phycobilisome 31.8 kDa linker polypeptide, phycoerythrin-associated, rod
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COO & VOO0 00 & O 00 & O O O 90 9909999999090 O O OO > o o o

SO0 &

e Molecule 2: R-phycoerythrin gamma chain, chloroplastic

88%
. I
Chain Al: 87% . 11%
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e Molecule 2: R-phycoerythrin gamma chain, chloroplastic

19%

. I —
Chain AT: 89% 11%
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e Molecule 2: R-phycoerythrin gamma chain, chloroplastic
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. I
Chain A9: 89% 11%
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e Molecule 2: R-phycoerythrin gamma chain, chloroplastic
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e Molecule 2: R-phycoerythrin gamma chain, chloroplastic

52%
. ! ——
Chain AI: 88% 1%
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e Molecule 2: R-phycoerythrin gamma chain, chloroplastic
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e Molecule 3: Phycobilisome rod-core linker polypeptide
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e Molecule 3: Phycobilisome rod-core linker polypeptide
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e Molecule 3: Phycobilisome rod-core linker polypeptide
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e Molecule 3: Phycobilisome rod-core linker polypeptide

E42
L61
K65
E187
E227

10%

Chain BF: — 99% .
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PO © & & O P09V PPPPPGO 90O S0

e Molecule 3: Phycobilisome rod-core linker polypeptide

M228
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Chain BI: — 98% .
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e Molecule 3: Phycobilisome rod-core linker polypeptide

©
)
(=4

vi7
N223
V225

21%

. I -
Chain BK: 94% .

LA 3R 2 B I A E R B B EE BB CE  _CEEEIXEIE B A o L

[T}
I
E3

L 2 2

e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit

36%

. .
Chain K1: 99% .

e & O o Q@D © OO0 O O VPO VO VPO V909990 9900 O O O SO oo

COPOPPPPO & V00 00 & O O o o

e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit
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Chain E7: 94%
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e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit

6%
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Chain G9: . 94% 6%
I -I- I%-p-é <. ---I

e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit
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Chain CF: - 99%
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e Molecule 4: C-phycocyanin alpha subunit

Chain EF: - 99%

< & & o

e Molecule 4: C-phycocyanin alpha subunit

Chain GF: - 99%
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E116 0
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e Molecule 4: C-phycocyanin alpha subunit

Chain IF: . 99%
M

e Molecule 4: C-phycocyanin alpha subunit

E116

Chain KF: = 99%
11

e Molecule 4: C-phycocyanin alpha subunit
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Chain MF: = 99%
> o o o

e Molecule 4: C-phycocyanin alpha subunit
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e Molecule 4: C-phycocyanin alpha subunit
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