"Judge not, that you be not judged" Bible, Matthew, ch.7

Structure Factor Check
3L70

Date: 27-DEC-09

PDB code: 3L70

Title: CYTOCHROME BC1 COMPLEX FROM CHICKEN WITH TRIFLOXYSTROBIN BOU

Crystal

Cell parameters:

a: 169.61 A b: 181.99 A «c: 24054 A

a: 90.00 3: 90.00
Space group: P 21 21 21

y: 90.00

M odel

32653 atoms (19 water molecules)

Number of chains:

Volume not occupied by model: 62.0 %

51

Structure Factors
I nput
Nominal resolution range: 58.3 - 2.68 A
Reflections in file: 204662
Unique reflections above 0: 204662
above b: 197005
above 3: 125837
SFCHECK
Nominal resolution range: 58.3- 2.75A
\O5max. from input data, min. from author\05
Used reflections: 191524
Reflections out of resolution: 13138
Completeness: 99.3 %
R_stand(F) = g(F)>/<F>: 0.063

Anisotropic distribution of Structure Factors
ratio of eigen values: 1.0000 0.5090 0.501

B_overall (by Patterson): 45.AN2
Optical resolution: 2.05A
Expected opt. resol. for complete data set: 2.05
Estimated minimal error: 0.069 A

<B> (for atomic model): 65.6 A"2
a(B): 20.61 A2
Matthews coefficient: 4.06
Corresponding solvent % : 69.47
Refinement
Program: CNS 1.1
Nominal resolution range: 25.0- 2.75 A
Reported R—factor: 0.267
Number of reflections used: 191247
Reported Rfree: 0.30
Sigma cut-off: N.A.

Model vs. Structure Factors

R-factor for all reflections: 0.310
Correlation factor: 0.861
R-factor: 0.309
for F>2.00
nom. resolution range: 24.99 — 2.75A
reflections used: 184829
Rfree: 0.332
Nfree: 9231
R-factor without free—refl.: 0.307
Non free-reflections: 175598
<u> (error in coords by Luzzati plot): 0.491
Estimated maximal error: 0.300 4
DPI: 0.319 A
Scaling
Scale: 0.474
Bdiff: -8.04

Anisothermal Scaling (Beta):
9.6532 -2.3386 —2.0464 0.0000 0.0000 0.4

Solvent correction — Ks,Bs: 0.696 250.083
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Local estimation

V NA. (GLY) 2-8: r
- Backbone 104
1. Shift
i i 1.0
Side chain or base 204
0 =0.1354A 3.0-
m<o08 0.804

Backbone 0.90+

2. Density correlation -
Side chain or base0.90+

W>30 W>15 1.54
Backbone

3. Density index

Side chain or base 72|

<Dens> = 0.0721,06 = 0.0098

Side chain or base 30.
60.

B> 60. 60.
e -l

1.00, v
5. Connect 0.5&W S

AATYAQTLQNIPETNVTTLDNGLRVASEESSQPTCTVGVWIGAGSRYENEKNNGAGYFVEHLAFKGTKKRPCAAF
— i I — — — —

residue number hat b = = o b 2

chain identifier ~ |A

VN.A. (GLY) g-g: L
- Backbone 104 L

1. Shift e r
o 1o VRV A A O A A A e e PO PO A T

Side chain or base 20 L

0 =0.1354A 3.0~ -

m<o0s8 0.80 r
packbene Olg&m—wmﬂﬂfﬂﬂmmwi

2. Density correlation =

Side chain or base).90 L
0.80- L

W>30 @>15
Backbone

3. Density index

gl il IniA 1 il
Side chain or base %g;ﬂj W}"—U O = A UJ—HJ H—UJ U—U_IV LU_{_U—"LiM I:IIE

B> 60. 60.
Backbone 30.

<Dens> = 0.0721,0 = 0.0098
Swie chain orbase 30“ _ :I:[l
60. —

4. B-factor

1.00 w
5. Connect 0.501 -

EKEVESMGAHFNGYTSREQTAFY I KALSKDMPKVVELLADVVQNCALEESQIEKERGVILQELKEMDNDMTNVTEF
— - - — -

residue number b o o — I ™ <
— — — — —

chain identifier ~ |A
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Local estimation (2)

2. Density correlation

Side chain or baseQ.90+

VNA. (GLY) 2-8: L
- Backbone 1:07 L
1. Shift
) ) 1-0*MMW’
Side chain or base 204 L
0 =0.1354A 3.0- .
m<o038 0.807
Backbone 0.904

I =
’_\:l:‘=l:I‘:\:|v=‘:|

0.80-

>30 W>15 T
3. Density index E
Side chain or base 28:

<Dens> = 0.0721,6 = 0.0098 1.5-
B> 60. 60.7

Backbone 30.
4. B-factor

Side chain or base 30.

60.-
1.00
5. Connect 0.501 T T -
DYLHATAFQGTALARTVEGTTENIKHLTRADLASY IDTHFKAPRMVLAAAGG| SHKELVDAARQHFSGVSFTYKE
residue number S 5' ,i' 0‘_0' 5' S ﬂ m
~ - - — - N [aV) N
chain identifier ~ |A

V N.A. (GLY)

Backbone
1. Shift

Side chain or base
0 =0.1354A
m<038 0.8

Backbone 0.9
2. Density correlation e —— VR o m e se = ey vE e = o

Side chain or base).9l -

H>30 @>15
Backbone

3. Density index
Side chain or base
<Dens> = 0.0721,0 = 0.0098

W > 60.
Backbone
4. B-factor
Side chain or base 30_. I:DE_U» :I]M
60. — — =
1.00
5. Connect

o.s&T -

residue number

chain identifier

SFCHECK 7.03.16
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Local estimation (3)

Backbone
2. Density correlation

Side chain or baseQ.90+

VNA. (GLY) 2-8: L
- Backbone 1:07 |
1. Shift
: ; 1.0+
Side chain or base 204 L
0 =0.1354A 3.0- .
m<08 0.80 r

0.904

0.80-

H>30 @>15
Backbone

3. Density index

5)
0
5)

L,
L,
0.
0.
1.

Slde Chain * base g:wwmw
<Dens> = 0.0721,6 = 0.0098 1.5-
B> 60. 60.
4. B-factor 1
Side chain or base 30.—]M M/I_U_LL M
60.- _ —
1.00 B
5. Connect 0.50- B
HKLCHSFQTFNTSYSDTGLFGFHFVADPLSIDDMMFCAQGEWMRLCTSTTESEVKRAKNHLRSAMVAQLDGTTPV
residue number 5' : &' S :r' S 5‘ l:'
) ™ ™ ™ %] 3] ™ ™
chain identifier ~ |A
V N.A. (GLY)
Backbone
1. Shift
Side chain or base
0 =0.1354A
m<o0s 0.807

Backbone
2. Density correlation

Side chain or base).90

0.80-
W>30 W>15 157
Backbone 0:57
3. Density index -
Side chain or base 28:
<Dens> = 0.0721,0 = 0.0098 1.5-
> 60. 60.
Backbone 30.
4. B-factor
Side chain or base 30.
60.
1.00
5. Connect 0.50+ T
CETIGSHLLNYGRRISLEEWDSRI SAVDARMVRDVCSKY I YDKCPALAAVGPIEQLLDYNRIRSGMYWI GAED
residue number b b 3 b S = g R
™ 13} < < < < <
chain identifier ~ |A B

SFCHECK 7.03.16
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Local estimation (4)

2. Density correlation

womamosol U FTEYT VT T Y

packbone Ogoﬂl_m_v—l_‘_lﬂ_‘—c—v—v—l_t_\(m—m r—i_l_‘_l—._l_rr_l_.—‘_;—,_’_l_l—._:—‘ |

VNA. (GLY) 2-8: L
- Backbone 1:07 |

1. Shift
- 1,0 RV M VP MR P Ve VA RV VE,
Side chain or base 204 L
0 =0.1354A 3.0- .
m<o0s8 0.80 r

W>30 @>15

<Dens> = 0.0721,0

3. Density index

Backbone

1.0+
0.5

Side chain or base -
= 0.0098

el s ARl T

Y TR

2. Density correlation

Side chain or base).90 D I . I I I D I l:I] r

0.80-

W> 60. 60. ]
Backbone 30.
4. B-factor =
Side chain orbase 30-v_v-v-v[ l m J:7
60. LH = L L
1.00
5. Connect 0.50 +
LEITKLPNGLI IASLENFSPASRIGVFIKAGSRYETTANLGTAHLLRLASPLTTKGASSFRITRGIEAVGGSLSV
residue number 8 g 8 8 ,‘2 8 8
chain identifier B
V N.A. (GLY)
Backbone
1. Shift
Side chain or base
0 =0.1354A
m<os 0.807 r
Backbone 0.904 -

Backbone .
3. Density index *
b o [
Side chain or base ggjﬁ U—U—u 0 u U—‘ LLU LH_U_UJ—U_LU—UJ u_u MJ_'—M u—U—U U u u—t
<Dens> = 0.0721,0 = 0.0098 15

W > 60. 60. [ 1
4. B-factor
s 1 hinnny
60. —
1.00
5. Connect

0.50+ r

SFCHECK 7.03.16
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Local estimation (5)

Backbone
2. Density correlation

seewemes] T 1TTH'RAT TITT

VNA. (GLY) 2-8: L
- Backbone 1:07 L
1. Shift
: ; 1.0
Side chain or base 20 L
0 =0.1354A 3.0- .
W<o0.8

W>30 @>15 %g B
o Backbone O:5 H’ L
3. Density index 0s] DM pE S © o e B
Side chain or base 1'07 L
<Dens> = 0.0721,6 = 0.0098 1.5- -

B> 60. 60. B

BaCkbone 3O]I:.:
4. B-factor =
Side chain or base 30_lI
60.
1.00
somes 03 T |
NPLYCPDYRIGKITSEQLHHFVQNNFTSARMALVGIGVKHSDLKQVAEQFLNIRSGAGTSSAKATYWGGEI REQN
residue number 8 > 8 8 8 8 <Or
— - N [aV) N N N
chain identifier B
VN.A. (GLY) g-g: L
- Backbone 1:07

1. Shift e r
) _ 1.0V O MOV S P VMV SV e ROV A VRV
Side chain or base 20 L
0 =0.1354A 3.0- -
m<o0s 0.807 i
Backbone o,g&ﬂ_‘w "
2. Density correlation = 0 m= T =7
sie raiorbas0.80] || ET I W T WD EE' il I
0.80- =

H>30 E>15 %'8: (]
3. Density ndex O'Sfﬂﬂ

Sidechainorbaseg'g: J—u Lw LU U L~ vl—lvu LU/UJ Lu e w Lu_w
<Dens> = 0.0721,0 = 0.0098 1.5-
> 60. 60.

Backbone 30.
4. B-factor B

Side chain or base 30.4

60.- =
1.00— L]

5. Connect 0.50- W ﬂ> i

residue number

chain identifier

SFCHECK 7.03.16
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Local estimation (6)

VNA. (GLY) 2-8: L
- Backbone 1:07 L
1. Shift
1.0+
Side chain or base 204 L
0 =0.1354A 3.0- -
m<08 0.80+

Backbone 0.90+

Mi

2. Density correlation

L oA e o
seommwonf = T IR CTEYHFRTT T TR

W>30 W>15 1-8’
Backbone 1.0

o 0.5+
3. Density index

= OO &=
Side chain or base 8 8 M \/:Eq—u_u_u Lr W D:EU D—U o U_U\/U W:
<Dens> = 0.0721,6 = 0.0098 1.5- B
> 60. 60.
Backbone 30.

Side chain or base 30.

60.

1.00

5. Connect 0.50

[ M

E
residue number

chain identifier B

YTI SQAAHAGEV I RAAMNQLKAAAQGGVTEEDVTKAKNQLKATYLMSVETAQGLLNEIGSEALLSGTHTAPSVV
o o o o o o o

™ < 0 O ~ [o0) (o2}
™ (2] ™ ™ ™ ™ ™

VN.A. (GLY) g-g: L
. Backbone 101 T T Eeneln=nEl=nnY

1. Shift 5 [ ] P A O
1.0 I

Side chain or base 20 L

0 =0.1354A 3.0- =
m<08 0.801 i

Backbone 0.904

2. Density correlation e
Side chain or base).90

0.80

| N[ N |
BETITIFT 7y 7™ 7|

W’

H>30 @>15 1.59
Backbone 1.07

e 1771

o 0.5
3. Density index

o L ks M Bl 1 1 |
<Dens> = 0.0721,0 = 0.0098 1. 5

> 60.
Backbone
4. B-factor
Suie chain erbase 30 -'_ _

1Mo
e

100
> Connedt >0 W W [
AQKIDSVTSADVVNAAKKFVSGKKSMAASGDLGSTPFLDEL] [MAPNIRKSHPLLKMINNSL IDLPAPSNISAW
residue number | S 9 Q S = b by s
< < < < - N ®

chain identifier B

C
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Local estimation (7)

0.80- =

V NA. (GLY) 2-8: r
S ) n=nananilinanneanunlin=nnnngazainnz]=sinninnnnunnnliiansininie s nonnnnanny
1. Shift
o chanor baso -0 LIS PP B PR S ]V EE L PO T
Side chain or base 204 L
0 =0.1354A 3.0~ L
m<o0s 0.80 r
Backbone 0.90+ -
- - e | Ty S o U . (N SO o NN i I R

2. Density correlation = L e e a S A B R

Side chain or base).90- L

H>30 E>15
Backbone

3. Density index

Side chain or base

L,
L,
0.
0.
1.

<Dens> = 0.0721,06 = 0.0098

5)
0
5)

> 60.
Backbone
4. B-factor
Side chain or base 30.*ﬁWMMMMWM@W{,
60.- -
1.00
5. Connect 0.50- -
NFGSLLAVCLMTQILTGLLLAMHYTADTSLAFSSVAHTCRNVQYGWL IRNLHANGASFFFICIFLHIGRGLYYGS
residue number b= o b 2 = by §
chain identifier  |C
V N.A. (GLY)
Backbone
1. Shift
Side chain or base
0 =0.1354A
m<os 0.807
Backbone 0.90+1
2. Density correlation 7{% o
Side chain or base).90 q :D:—W ]]:D -

H>30 @>15
Backbone
3. Density index
Side chain or base
<Dens> = 0.0721,0 = 0.0098
W > 60.
Backbone
4. B-factor =
Side chain or base 30. AU_D_U—LDI[f
60.- L L L
1.00 L
5. Connect 0.50 -
YLYKETWNTGVILLLTLMATAFVGYVLPWGQMSFWGATVITNLFSAIPY I GHTLVEWAWGGFSVDNPTLTRFFAL
residue number b b - 3 o o 2 b=
— — — — — — — —
chain identifier C
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Local estimation (8)

0.80- =

VNA. (GLY) 2-8: B
P tannsalinnalnnaaninn=aungAninnasnannniinznnagAnnzA=unan=ninnlninanninnniia}

1. Shift
seonanorsase 10 ] LPLALL L] [ LPCHC O LR D I PO P O PO
Side chain or base 20 L
o =0.1354A 3.0- -
m<o08 0.80 M
Backoone 099 r—v—v—ﬂ_l_!—v—'—l_ﬂ_’:—\_.—m |
2. Density correlation L SRR L
Side chain or base0.90+ U =

H>30 W>15 -g
Backbone '5
3. Density index
<Dens> = 0.0721,0 = 0.0098 5
m> 60. 60.7 T P — r
e s e T A T T T
4. B-factor
SN 111110111111 | OO e
60.- - - u = L
1.00
5. Connect 0.50 +
HFLLPFAITAGITIIHLTFLHESGSNNPLGI SSDSDKIPFHPYYSFKDILGLTLMLTPFLTLALFSPNLLGDPENF
residue number o g o b o ;' b
— N N N N N N
chain identifier  |C
V N.A. (GLY)
Backbone
1. Shift
Side chain or base
0 =0.1354A
m<os 0.807
Backbone 0.90+1
2. Density correlation — == e =
Side chain or base).90+ -

H>30 @>15
Backbone

3. Density index
Side chain or base
<Dens> = 0.0721,0 = 0.0098

M > 60. [
4. B-factor & = =
60.- — _ L
1.00
5. Connect 0.50 -
TPANPLVTPPHIKPEWYFLFAYAILRSI PNKLGGVLALAASVLILFLIPFLHKSKQRTMTFRPLSQTLFWLLVAN
residue number o 2 o b=y 3 hat b b=
~ ~ I Q ® ™ ™ ©
chain identifier C

SFCHECK 7.03.16
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Local estimation (9)

0.80-

VNA. (GLY) 2-8: L
W nalnnniiSnnannmnnnnaBniiiinann=ainialinnnntnnninfi=csnannniilnnnnnnnnnnlni}

1. Shift
Side chain or base 20 L
0 =0.1354A 3.0 -
m<038 0.80 i
Backbone 0.90 r
2. Density correlation TPV O = I:D—s\j—‘jj::::v:‘jj—l—u‘u VEI_H = e SN —==D:,
Side chain or base).90 r

H>30 E>15
Backbone

3. Density index

Side chain or base

L,
L,
0.
0.
1.
L,

<Dens> = 0.0721,06 = 0.0098

5)
0
5)
5
04
5,

W > 60. 60.7

Backbone 30.5 |
4. B-factor

Side chain or base 30.*M/H—UM/LIM_VM u V.Mw7

60.- — —
1.00
5. Connect 0.50 ( L
LLILTWIGSQPVEHPFI I IGQMASLSYFTILLILFPTIGTLENKMLNY] [GELELHPPAFPWSHGGPLSALDHSS
residue number g o ° = = b by
%) ™ ™ ™
chain identifier  |C D

T N.A. (GLY)

Backbone
1. Shift

Side chain or base
0 =0.1354A
<08 Qe

Backbone 0.90+
2. Density correlation e

Side chain or base).90

0.80-

H>30 E>15 1
Backbone é
3. Density index
Side chain or base g B
<Dens> = 0.0721,0 = 0.0098 1
B> 60. 60.
Backbone 30.
4. B-factor &
Side chain or base 30.
60.-
1.00
5. Connect 0.50

residue number

chain identifier

SFCHECK 7.03.16
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Local estimation (10)

VNA (GLY) 2-8: B
W nn=nnllEanannninnnsnnin=aiannlinialin=nasnanniinnaiAnnnninnnnnnlnaNunnlunns
1. Shift

o .oV =V I [ e [ e e B e

Side chain or base 204
0 =0.1354A 3.0- =
m<o0s8 0.801 i
Backbone 0.90+ i ﬁ__‘—l_‘m ,.—ﬂ_l—_l_l_ﬂ—‘(i
2. Density correlation I e O —— =
Side chain or base).90 [
0.80 I I L

H>30 E>15
Backbone

3. Density index

15
1.0
0.5
0.
1.

Slde Chain * base :m
<Dens> = 0.0721,6 = 0.0098 .
> 60.

Backbone
4. B-factor

Side chain or base 30_,W m

60.- —
1.00
5. Connect 0.50 +
ARAANNGALPPDLSY | VNARHGGEDYVFSLLTGYCDPPAGVVVREGLHYNPYFPGQAIGMAPPIYNEILEYDDGT
residue number = o b o :r' b bl N
~ - — - - — - -
chain identifier D

V N.A. (GLY)

Backbone
1. Shift

Side chain or base
0 =0.1354A
m<os 0.807 r

Backbone 0.90+1 -
2. Density correlation = E——————— —— ==

Side chain or base).90+ -

H>30 @>15
Backbone

3. Density index

<Dens> = 0.0721,0 = 0.0098

Side chain or base

W > 60.
Backbone

4. B-factor e ——
60.- il — e
1.00

5. Connect 0.50 -

PATMSQIAKDVCTFLRWAAEPEHDQRKRMGLKMLL | SALLTSLLYYMKRHKWSVLKSRKMAYRPPK] [VHNDVTV
residue number o > 3 4 N bt s
= — « N ~ « N

chain identifier D E
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Local estimation (11)

0.80-

V NA. (GLY) 2-8: r
e o o H e T e e o H e

1. Shift
o onan or base 1-0- I P PR A FOA A O P e e o,
Side chain or base 204 L
0 =0.1354A 3.0~ L
m<o0s 0.80 r
Backbone 0.90+ i

: i e P o, o N ) = s BN

2. Density correlation T =t = == 55 L
Side chain or base).90- L

H>30 E>15
Backbone

3. Density index

5 r
.0 r
.5 -

Swie chamorbese SWW:
<Dens> = 0.0721,6 = 0.0098 5 —
H> 60. 60.7

Backbone 30.4
4. B-factor

Side chain or base 30.+ J_U_U_I;J; M il

60.-
1.00 r
5. Connect 0.50 W*
PDFSAYRREDVMDATTSSQTSSEDRKGFSYLVTATACVATAYAAKNVVTQF| SSLSASADVLALSKIEIKLSDI P
residue number - by - g o b 2 =
chain identifier  [E
V N.A. (GLY)

Backbone
1. Shift

Side chain or base
0 =0.1354A
m<o08 0.801

Backbone
2. Density correlation

Side chanr basq).9(¥jv. I]::’VD:.:I:[:D D:l] ETW I I
0.80-

H>30 M>15 %'8:

Backbone 0.5
3. Density index

Side chain or base gg
<Dens> = 0.0721,0 = 0.0098 15
B> 60. 60.

Backbone 30.
4. B-factor

60.
1.00 r

> connedt ool Mk crmre AT O ) Tt

residue number

chain identifier

SFCHECK 7.03.16
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Local estimation (12)

Backbone
2. Density correlation

0.90+

Side chain or base0.90+

V NA. (GLY) 2-8: r
Backbone 1:

1. Shift
Side chain or base

0 =0.1354A

m<o08 0.801

H>30 E>15
Backbone

3. Density index

<Dens> = 0.0721,06 = 0.0098

Side chain or base

> 60.
Backbone
4. B-factor
Side chain orbase 30 m m
1.0(}
5. Connect o0l ] il L s e [
CPCHGSHYDASGRIRKGPAPYNLEVPTYQFVGDDLVVVG [GRLMDRIRKWYYNAAGFNKYGLMRDDTLYEDDDV
residue number =1 Q Q =3
8 ":1 ‘0_01 2 =] N ™ <
chain identifier  [E F
V N.A. (GLY) 2-8*
Backbone -l L
1. Shift
Side chain or base
0 =0.1354A
m<o038
Backbone
2. Density correlation =
Side chain or base).90

H>30 @>15
Backbone

3. Density index

<Dens> = 0.0721,0 = 0.0098

Side chain or base

W > 60.
Backbone
4. B-factor
Side chain or base 30.
60.-
1.00
5. Connect 0.50

residue number

chain identifier

SFCHECK 7.03.16
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Structure Factor Check
3L70

Local estimation (13)

2. Density correlation

Side chain or baseQ.90+
0.80-

VNA. (GLY) 2-8: L
- Backbone 1:07 L

1. Shift
e chai o base 1-0] L L EE T EEH A= A S e S e,
Side chain or base 20 L
0 =0.1354A 3.0- -
m<os 0.80 r
Backbone 0.90+ |

WWWWWWWT[

L,
L,
0.

H>30 @>15
Backbone

3. Density index

5o
0,
5-

[T ) -

Side chain or base ggiﬂ:m:l]_.: Wi
<Dens> = 0.0721,0 = 0.0098 15- - =
W> 60. 60.

Backbone 30.

4. B-factor
60. -
1.00 r
5. Connect 0.50 ‘F—
ARVRHI I TYSLSPFEQRAIPNIFSDALPNVWRRFSSQVFKVAPPFLGAYLLYSWGTQEFERLKRKNPADYENDQ

residue number N m % g uN) % Q

chain identifier |G
V N.A. (GLY)

Backbone
1. Shift

Side chain or base
0 =0.1354A
m<os 0.80

Backbone 0.90+1

2. Density correlation

Side chain or base).90
0.80-

1.
1.
0.

W>30 @>15
Backbone

3. Density index

5
0
5

Side chain or base 28:
<Dens> = 0.0721,0 = 0.0098 1.5-
> 60. 60.

Backbone 30.-

4. B-factor B

Side chain or base 30.4

60.-

1.00

5. Connect 0.50-

residue number

chain identifier

SFCHECK 7.03.16
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Structure Factor Check

3L70

Local estimation (14)

VNA. (GLY) 2-8: L
- Backbone 1:07 L

1. Shift =
) , 1.0 UJJ—LLLH_M_\JWWU MMUA_L{_L
Side chain or base 204 L
0 =0.1354A 3.0- .
m<os 0.80 r
Bacboe e M—M __.—‘Hii

2. Density correlation -
Side chain or base0.90+
0.80-

MT™ ey rey s

W>30 W>15 1-8’
Backbone 1.0+

" 051
3. Density index e
Side chain or base

0.5
1.0+
<Dens> = 0.0721,6 = 0.0098 1.5-

H>60. 60.
BaCkbone 30_ IW
4. B-factor

Side chain or base 30.
60.-

1.00-
5. Connect 0.50

residue number

chain identifier

........... RPLLCRESMSGRSARRDLVAGI SLNAPASVR|
N [\ N

Yo}

©

~

ALLRQAYSAL
=

J

FRRTSTFALTVVLGAVLFER
< <

-

N

V N.A. (GLY) 3.0
Backbone

1. Shift 5 T
i chai o base 1.0 T LI LE L M0 [P OO S L S

Side chain or base 20 L

0 =0.1354A 3.0- =
W<08 0.80q r

Backbone 0.90+1

2. Density correlation E
Side chain or base).90
0.80-

mm
I LN e | I

W>30 @>15

3. Density index

1.5
1.0
ecktone O'SM
0
1

=
Side chain or base g: LU_H W w o u—‘—u—u . L‘_MJ uw LY WL r
<Dens> = 0.0721,0 = 0.0098 1.5 o L
M > 60. 60.+ _ —
Sy |
4. B-factor E L
60.-
1.00 w o
5. Connect 0.50- m [] |

I

residue number

chain identifier
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Structure Factor Check

3L70

Local estimation (15)

Backbone 0.90+

V NA. (GLY) ] 2-8: r
ackbone 104
1. Shift
Side chain or base 51 |
0 =0.1354A
m<o08 0.804

2. Density correlation -
Side chain or base0.90+
0.80-

Hl>30 @>15
Backbone

3. Density index

Side chain or base
<Dens> = 0.0721,6 = 0.0098
> 60.
Backbone
4. B-factor
Side chain orbase SOM _
60. el
1.00 1] L
SRYENEKNNGAGYFVEHLAFKGTKKRPCAAFEKEVESMGAHFNGYTSREQTAFY I KAL%KDMPKVVELCI;)ADVVQN
residue number [32] (32} [ (4] [0}
© ~ © o S o
chain identifier [N
V N.A. (GLY)
Backbone
1. Shift
Side chain or base
0 =0.1354A
m<os 0.807 r

Backbone 0.90+1

2. Density correlation E

IFEFTE ™ " " T™Tr I
Side chain or base).90+ L
0.80- L

H>30 @>15 1.59
Backbone 1.04

o 0.5
3. Density index

ERERE

= =
Side chain or base gg: v J U U u_N_u_u O LU w W LL:

<Dens> = 0.0721,0 = 0.0098 1.5- -
H>60. 60. T
4. B-factor = YR

60. — —

1.00
5. Connect 0.50- -

residue number

chain identifier N

CALEESQIEKERGVILQELKEMDNDMTNVTFDYLHATAFQGTALARTVEGTTENIKHLTRADLASYIDTHFKAPR,
(8] (82 o™ o [32) o™ (32 [a2)

[92] < n © N~ [ee] o
- — - - - - -

SFCHECK 7.03.16
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3L70

Local estimation (16)

VNA. (GLY) 2-8: L
- Backbone 1:07 L
1. Shift
: ; 1.0+
Side chain or base 204 L
0 =0.1354A 3.0- .
m<o0s8 =

Backbone

0.80
o n | iodhll oflon o e

2. Density correlation

e
1T«
Side chain or base0.90+ L
0.80- L

H>30 @>15
Backbone

3. Density index
Side chain or base
<Dens> = 0.0721,6 = 0.0098

Backbone 30.
4. B-factor
60.
1.00
5. Connect 0.50- W H i
MVLAAAGG| SHKELVDAARQHFSGVSFTYKEDAVPILPRCRFTGSEI RARDDALPVAHVALAVEGPGWADPDNVV
residue number 8 2 m g g 8 8
N [aV) N N N N N
chain identifier [N
V N.A. (GLY)
Backbone
1. Shift
Side chain or base
0 =0.1354A
m<o038 0.807
Backbone 0.90+
2. Density correlation
Side chain or base).90+
0.80-
m>30 B>15 13
Backbone 0:5
3. Density index
Side chain or base gg:
<Dens> = 0.0721,0 = 0.0098 1.5-
B> 60. 60.~
Backbone 30.1
4. B-factor
Side chain or base 30.4
60.-
1.00
5. Connect 0.50- -

residue number

chain identifier

SFCHECK 7.03.16
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Structure Factor Check
3L70

Local estimation (17)

VNA. (GLY) 2-8: L
- Backbone 1:07 L

1. Shift
N I il e E ey AR | o N R R
Side chain or base 204 L
0 =0.1354A 3.0- -
m<08 0.80+ r

Backbone

o0l plle oMmen e oWl aleom ol anl

2. Density correlation -

]::EEQfD T = EEIVEITIV% R i
Side chain or base0.90+ D::ﬂ] LF‘_,—Ii—
0.80-

Hl>30 @>15
Backbone

3. Density index

i Pl i Dl 11 1§

Side chain or base 28 W VI—U U WWWWI
<Dens> = 0.0721,6 = 0.0098 1.5
B> 60. 60.7

Backbone 30.

4. B-factor

Side chain or base 30.

| I
AR CEEEERRE A EEEREREE A

i
1N

60.—— —
1.00 -
5. Connect 0.50- -
LCTSTTESEVKRAKNHLRSAMVAQLDGTTIPVCET IGSHLLNYGRRI SLEEWDSRI SAVDARMVRDVCSKY [ YDKC|
residue number 4 3 Q 3 2 2 9
™ ™ ™ ™ ™ < <
chain identifier [N
V N.A. (GLY) 3-8* r
Back >
) ackbone 104
1. Shift 7
Side chain or base %8:
0 =0.1354A 3.0-
m<o038 0.80q

Backbone

2. Density correlation E
Side chain or base).90

0.80-

B>30 B> 15 LS

Backbone 0:5

3. Density index

Side chain or base gg:
<Dens> = 0.0721,0 = 0.0098 1.5-
M > 60. 60
Backbone 30.1
4. B-factor e
Side chain or base 30.4
60.-

1.00
5. Connect 0.50-

residue number

chain identifier N

PALAAVGPIEQLLDYNRIRSGMYWI
(8] (82 (]

o o <
< < <

CPGAEDLEITKLPNGLIIASLENFSPASRIGVFIKAGSRYETTANLGT
o [ee) o © o)
~ N ™ < Lo

o

SFCHECK 7.03.16




Structure Factor Check
3L70

Local estimation (18)

Backbone
2. Density correlation

0.80
OIQGI‘_’M N ) [P, mﬂﬂwmi

Side chain or baseQ.90+

VNA. (GLY) 2-8: L
- Backbone 1:07 |

1. Shift
B vo ] LA [ V0OV PP OO A H R A OO
Side chain or base 204 L
0 =0.1354A 3.0- .
m<o0s8 =

WTWWWi

0.80- —
W>30 W>15 %g
o Backbone O:5
3. Density index e
Side chain or base ggi:l:ﬂ:u:l]_m U—D\/L
<Dens> = 0.0721,0 = 0.0098 15- i
W > 60. 60.7 N T TTTT]
4. B-factor
Side chain or base 30.*MM m -
60.- = = -
1.00
5. Connect 0.50- -
AHLLRLASPLTTKGASSFRITRGIEAVGGSLSVYSTREKMTYCVECLRDHVDTVMEYLLNVTTAPEFRPWEVTDL
residue number 2 2 8 3 § ?. § a
chain identifier O
V N.A. (GLY)
Backbone
1. Shift
Side chain or base
0 =0.1354A
[W<o0.s8 0.801 i
Backbone 0.904 |
2. Density correlation E
Side chain or base).90

0.80-

m>30 M>15 T

Backbone g‘)
3. Density index

Side chain or base g
<Dens> = 0.0721,0 = 0.0098 1.5-
W > 60. 60

Backbone 30.1
4. B-factor

Side chain or base 30.4

60.-
1.00

5. Connect 0.50- -

residue number

chain identifier

SFCHECK 7.03.16
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Structure Factor Check
3L70

Local estimation (19)

2. Density correlation

VNA. (GLY) 2-8: L
- Backbone 1:07 L
1. Shift
: ; 1.0
Side chain or base 204 L
0 =0.1354A 3.0- .
m<o0s8 0.80 r
Backbone 0.904

B O ) ) P

H>30 @>15
Backbone

3. Density index
Side chain or base
<Dens> = 0.0721,6 = 0.0098

ol e RN USSRl RS e L
0.80- L

1.5+
1.0+
0.5+

0.5+
1.04
5=

o] Dickasnin 1 [0 ssetting N0 St oni
[T 7 Tap =g "

j—‘:'TCD_\_H—DV_VD—‘—U’

6

Side chain or base 30.

W 60. 60.
0.

1.005 T
5. Connect 0.50} ﬂ_ﬂ“ -
LKSVAEQFLN IRSGAGTSSAKATYWGGE I REQNGHSLVHAAVVTEGAAVGSAEANAFSVLQHVLGAGPLIKRGSS
residue number = 2 3 @ 2 3 ® 2
N N ~N N N N N N
chain identifier O
V N.A. (GLY)
Backbone
1. Shift
Side chain or base
0 =0.1354A
m<o038 0.80q r
Backbone 0.9+ =

2. Density correlation
Side chain or base).9l
0.8

i N

W>30 @>15
Backbone

3. Density index
Side chain or base 0
<Dens> = 0.0721,0 = 0.0098

1.0

et L | ) [

W > 60. 60.
4, B-factor
60.
1.00 ] ] ]
5. Connect 0.50 ﬂ ﬂ i

residue number

chain identifier

SFCHECK 7.03.16
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Structure Factor Check
3L70

Local estimation (20)

VNA. (GLY) 2-8: B
- Backbone 1:07 ~
1. Shift
; i 1.04 -
Side chain or base 204
0 =0.1354A 3.0-
m<o0s8 0.80 - [

Backbone 0.90% ﬂ m ] . D] D o H [7

2. Density correlation - L

Side chain or base0.90+ U—]_U—‘—U—‘

3
i
:
-
:

H>30 W>15 %g: B
Backbone 0.5 -

3. Density index

] VE \/ = H P =
Side chain or base 88: LD:D_T—W q_u U\/ U_M/D VU_LD:U]::
15

<Dens> = 0.0721,06 = 0.0098

Side chain or base 30.
60.

W 60. 60.

1.00- - N
5. Connect 0.50 W ﬂT |

ATYLMSVETAQGLLNEIGSEALLSGTHTAPSVVAQKIDSVTSADVVNAAKKFVSGKKSMAASGDLGSTPFLDEL
[>o} [« [} @ [ee] e} @© [eo]

residue number © ~ 0 > o — N (3]
™ ™ ™ ™ < < < <

chain identifier O

VNA. (GLY) 39 B
- Backbone 104
1. Shift
) . 1.0
Side chain or base 204
0 =0.1354A 3.0-
m<08 0.807

Backbone 0.904

2. Density correlation E
Side chain or base).90

0.80

H>30 @>15 157
Backbone 1.0

L 0.5+
3. Density index
Side chain or base

0.5
1.04
<Dens> = 0.0721,0 = 0.0098 1.5-

W > 60. 60.
4. B-factor
60.

1.00q

APNIRKSHPLLKMINNSLIDLPAPSNISAWWNFGSLLAVCLMTQILTGLLLAMHYTADTSLAFSSVAHTCRNVQY
N N o o o o N

residue number (N N N ™ < 0 © ~

chain identifier P

SFCHECK 7.03.16
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Local estimation (21)

VNA. (GLY) 2-8: L
- Backbone 1:07 L

1. Shift

. : 1.0+

Side chain or base 20 L
0 =0.1354A 3.0- -
m<038 0.80 i
Backbone 0.90+ I

: : n ol Ol 0 o m . [ [ 0
2. Density correlation

—~ =
Side chain or base0.90+ W WW v = W N U—\/ I I L

0.80-

3. Density index

Side chain or base

H>30 m>15 T r
Backbone 0:5
0.
1.

<Dens> = 0.0721,06 = 0.0098

F I "I T

Side chain or base 30. v[I:I:]—L
60.- _ =

1.00
5. Connect 0.50

B> 60. 60. =
4. B-factor l

GWL I RNLHANGASFFFICIFLHIGRGLYYGSYLYKETWNTGVILLLTLMATAFVGYVLPWGQMSFWGATVITNLF
o N N N N N N

o — N [32] <
® © — — — — —

residue number

chain identifier [P

V N.A. (GLY) g-g: r
Backbone :0

1. Shift
Side chain or base

0 =0.1354A

m<os 0.80

Backbone 0.90+

2. Density correlation e
Side chain or base).90

0.80

H>30 @>15
Backbone

3. Density index

Side chain or base

<Dens> = 0.0721,0 = 0.0098

W > 60.
Backbone
4. B-factor
Side chain or base 30_“
60.
1.00
5. Connect 0.50 -

AIPYIGHTLVEWAWGGFSVDNPTLTRFFALHFLLPFAIAGITIIHLTFLHESGSNNPLGI SSDSDKIPFHPYY S
N N N N N N N

S

residue number [ © ~ ® ) o — N
~ — — — — N [aV) N
P

chain identifier

SFCHECK 7.03.16
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Local estimation (22)

Backbone
2. Density correlation

VNA. (GLY) 2-8: B
- Backbone 104
1. Shift
i i 1.0+
Side chain or base 204
0 =0.1354A 3.0
m<o0s8 0.804

0.90+4

Side chain or baseQ.90+

H>30 @>15
Backbone

3. Density index

Side chain or base

0.5+
1.04

<Dens> = 0.0721,6 = 0.0098 1.5-
> 60. 60.
Backbone 30.
4. B-factor
Side chain or base 30.
60.
1.00 i
5. Connect 0.50 +
FKDILGLTLMLTPFLTLALFSPNLLGDPENFTPANPLVTPPHIKPEWYFLFAYAILRSIPNKLGGVLALAASVL I
residue number % % f})‘ % ﬁ % g
N N N N N N N
chain identifier [P
V N.A. (GLY)
Backbone
1. Shift
Side chain or base
0 =0.1354A
W<08 0.807
Backbone 0.90+
2. Density correlation E
Side chain or base).90
0.80-
m>30 B>15 13
o Backbone 05
3. Density index
Side chain or base gg:
<Dens> = 0.0721,0 = 0.0098 1.5
B> 60. 60.~
Backbone 30.1
4. B-factor e
Side chain or base 30.4
60.-
1.00
5. Connect 0.50- i i
LFLIPFLHKSKQRTMTFRPLSQTLFWLLVANLLILTWIGSQPVEHPFI I IGQMASLSYFTILLILFPTIGTLENK
residue number & 3 N & S 2 Q 5
%) ™ ™ ™ %) ™ ™ ™
P

chain identifier

SFCHECK 7.03.16
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Local estimation (23)

V NA. (GLY) 3.0 r
Backbone %8: B
1. Shift o
) ) 104 HH i
Side chain or base 204
0 =0.1354A 3.07
m<o038 0.80 r
Backbone 0.90+

2. Density correlation

Side chain or baseQ.90-
0.80-

154
H>30 W>15 ot

0.54

Backbone

3. Density index

== | dF

Side chain or base (]?8: I D L
<Dens> = 0.0721,6 = 0.0098 1.54 =
H> 60. 60.

Backbone 30.

4. B-factor
60.
1.00 r
5. Connect 0.50- T( -
MLNY] [GELELHPPAFPWSHGGPLSALDHSSVRRGFQVYKQVCSACHSMDYVAFRNLIGVTHTEAEAKALAEEVE
residue number — b b = = o by
chain identifier [P Q
VN.A. (GLY) g-g’ C
- Backbone 1:0: L
1. Shift = r
: ) 1_07EDV‘_‘—UVLMUMQ HM—DEQ]DDDD:D:‘—U—L‘M = 00 = r

Side chain or base 20 L
0 =0.1354A 3.0- -
m<o038 0.80q r

Backbone 0.90+ I

2. Density correlation

) . W D Fv = o MW VI:I:
Side chain or base).9l L
0.8 L

W>30 @>15
Backbone

3. Density index
Side chain or base 0.
<Dens> = 0.0721,0 = 0.0098

1.54
1.0+
0.5+

5,
1.04
1.5-

W > 60. 60.
Backbone 30.
4, B-factor
60.
1.00 w
5. Connect 0.501

residue number

chain identifier

SFCHECK 7.03.16
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Local estimation (24)

VNA. (GLY) 2-8: L
- Backbone 1:07
1. Shift
: ; 1.0
Side chain or base 204
0 =0.1354A 3.0-
m<08 0.80

Backbone 0.90+

2. Density correlation
Side chain or baseQ.90+

0.80-
m>30 @>15 i
o Backbone 0.5
3. Density index &
Side chain or base 88:
<Dens> = 0.0721,6 = 0.0098 1.54
H> 60. 60.
Backbone 30.
4. B-factor
Slde Chain * base Som
60. —
1.00 L
5. Connect 0.50- 5
EGLHYNPYFPGQAIGMAPPIYNEILEYDDGTPATMSQIAKDVCTFLRWAAEPEHDQRKRMGLKMLL I SALLTSLL
residue number S S ,F\' o‘_o' 5' S :
- - - — - N [aV)
chain identifier
VN.A. (GLY) g-g:
- Backbone 1:07
1. Shift 5
. . 1.0
Side chain or base 204
0 =0.1354A 3.0-
m<o0s 0.807

Backbone 0.90+

2. Density correlation e
Side chain or base).90

0.80

m>30 W>15 1
Backbone O.
3. Density index
Side chain or base gg:
<Dens> = 0.0721,0 = 0.0098 1.5

W > 60. 60
Backbone 30.1 W
4. B-factor
Side chain or base 30,]1
60.

1.00
5. Connect 0.501 "

YYMKRHKWSVLKSRKMAYRPPK| [VHNDVTVPDFSAYRREDVMDATTSSQTSSEDRKGFSYLVTATACVATAYAA
residue number | & - o - = o o H |—|
BN N

chain identifier  |Q R

24

— N ™ < [Te]
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Local estimation (25)

Backbone
2. Density correlation

Side chain or baseQ.90+

VNA. (GLY) 2-8: L
; packbone l:oiﬁWWHWWWWWTHWWﬂWi
1. Shift
‘ . o ofo
Side chain or base 204 L
0 =0.1354A 3.0- -
m<08 0.80

0.90+

0.80-

H>30 W>15 1-8
o Backbone (%5
3. Density index e
Side chain or base 88:
<Dens> = 0.0721,6 = 0.0098 1.5
W> 60. 60.7
Backbone 30.1
4. B-factor
Side chain or base 30.
60.-
1.00
5. Connect 0.50-
KNVVTQFISSLSASADVLALSKIEIKLSD I PEGKNVAFKWRGKPLFVRHRTQAETNQEAEVDVSKLRDPQHDLDR
residue number b N = =
© ~ © o S o o
chain identifier R
V N.A. (GLY) =
Backbone L
1. if =
Sl VERT
Side chain or base L
0 =0.1354A L
m<os 0.807 r
Backbone 0.90+1 -

2. Density correlation

Side chain or base).9l

e Bnn o A Moon Bl L A6 05
PP T " H TITTT

W>30 @>15
Backbone

3. Density index

stechanorbase®5] T UUWWW ov BE=OQO= “VMF ~

T e

| e

1.0

residue number ™ < o © ~ © [}

chain identifier R
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<Dens> = 0.0721,0 = 0.0098 1.5
B> 60. 60.
Backbone 30.
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1.00
s s [T it T T
GRL
S

VKKPEWVILVGVCTHLGCVPIANSGDFGGYYCPCHGSHYDASGRIRKGPAPYNLEVPTYQFVGDDLVVVG
— — — — — - -

— - - — - - —




Structure Factor Check
3L70

Local estimation (26)

V NA. (GLY) 2-8: r
- Backbone 104
1. Shift
i i 1.0
Side chain or base 204
0 =0.1354A 3.0-
m<038 0.80

Backbone 0.90H

2. Density correlation &
Side chain or baseQ.90+

0.80-

W>30 W>15 1-8’
Backbone 1.0+

" 0.5
3. Density index
Side chain or base

0.5
1.0+
<Dens> = 0.0721,6 = 0.0098 1.5-

Backbone 30.
4. B-factor
Side chain or base 30_-
60.

1.00; —
5. Connect 0.50 S

MDR | RKWYYNAAGFNKYGLMRDDTLYEDDDVKEALKRLPEDLYNERMFRIKRALDLSLKHRILPKEQWVKYEEDK
o o o o (=] o o

residue number I 8 1S4 2 38 4 2

chain identifier S

V N.A. (GLY)
Backbone
1. Shift
Side chain or base
0 =0.1354A
W<08 0.80q

Backbone 0.90+1
2. Density correlation

oo O ST AT T

H>30 W>15 1.59
Backbone

3. Density index -

T o 7 AR (T T Fr
st s 1 o ik |

Side chain or base

W > 60. 60.
4. B-factor
60. —

1.00

5. Connect 0.50 W | L

PYLEPYLKEVIRERLEREAWNKK THFGNLARVRHI ITYSLSPFEQRAIPNIFSDALPNVWRRFSSQVFKVAPP]
i o 1= S [V o o o
residue number 3 S o N — ~ 3] <

chain identifier S r

SFCHECK 7.03.16




Structure Factor Check
3L70

Local estimation (27)

VNA. (GLY) 2-8: B
- Backbone 104
1. Shift
1.0+
Side chain or base 204
0 =0.1354A 3.0-
m<o0s8 0.80+

Backbone 0.90+

2. Density correlation
Side chain or baseQ.90+

T TT'IW TI T TETIE

H>30 m>15 A
o Backbone 0.5

3. Density index

i ’:[D Oy & =T
Side chain or base 8 87J—v \/u Lu—u
<Dens> = 0.0721,6 = 0.0098 1.54

M > 60. 60'

BaCkbone _ _
4. B-factor

Slde Chaln x base 30 ]v-v_ —

100 1
omes 1% Il ST AT T

FLGAYLLYSWGTQEFERLKRKNPADYEND| [ELVDPLTTIREHCEQTEKCVKARERLELCDARVSSRSHTEEQCT
residue number ¥ 3 N N I S 9 S
chain identifier [T U
V N.A. (GLY) 3-8* r
Backbone 1'0: [
1. Shift 7 OOV VI =0 S0
Side chain or base %8: B
0 =0.1354A 3.0- L
m<os 0.807 r
Backbone 0.90+ =

2. Density correlation E

e T T mmrre™

oo SUMEANGHITMD ol o 1010 e et e, (i) ol

3. Density index 0 S © e U = Ve Wuwuuuﬂ,

Side chain or base

0.5+
1.0
<Dens> = 0.0721,0 = 0.0098 1. 5

H > 60.
4. B-factor
60.

1.00

EELFDFLHARDHCVAHKLFNKLKl |. ... ........ RPLLCRESMSGRSARRDLVAGISLNAPASVR ALLRQ|
o N [} n Lo Yo}

residue number o ~

™ [Te) © N~

chain identifier U w

SFCHECK 7.03.16




Structure Factor Check

3L70

Local estimation (28)

VNA. (GLY) 3.0 L
Backbone %8: L

1. Shift ' OO0 mweolclL
: ; 1.04 -

Side chain or base 204 L

0 =0.1354A 3.0- -
m<os 0.80 r
Backbone 0.90-] D "

= — = = L

2. Density correlation -
Side chain or base0.90+
0.80-

W>30 W>15 1-8’
Backbone 1.0

. . 0‘57
3. Density index
Side chain or base

0.5
1.0+
<Dens> = 0.0721,6 = 0.0098 1.5-

Backbone 30.
4. B-factor
Side chain or base 30_-
60.

1.00 r
5. Connect 0.50- -

AYSALFRRTSTFALTVVLGAVLFERAFDQGADA I FEHLNEGKLWKHIKHKYEASE OO OHHH

residue number g, b3 3 3 3 9 8 8 g B

i i R R N

chain identifier g g
VNA. (GLY) 3.09 i
Backbone 58: L
1. Shift 1 = 0= O _- m 000D = O @ O - o c=LHI
: ) 1.0 =
Side chain or base 20 L
0 =0.1354A 3.0- L
m<o038 0.80q r
Backbone 0.90q D F
2. Density correlation H e == 0_ --08 D D o - D =
Side chain or base).90 -
0.80 =

H>30 @>15 157
Backbone 1.09
T 051 | O = = O

3. Density index — - - - - - - = - =
Side chain or base 237 L
<Dens> = 0.0721,0 = 0.0098 1.5- =
B> 60. 60.7 r
Backbone 30 —] D D D H
4. B-factor = =
Side chain or base 30.4 F
60.- =
1.004 r
5. Connect +

0.501

residue number

g
N
chain identifier E

SFCHECK 7.03.16

[O2011]

[Q 5011

[© 2003

[© 2091

M 5011

([M2005 ]

[T 501-]

[T 5021

(T 2010

(T 3001

(T 3002

(T 3007

(T3011]

(T 501-]

(T 3005




Structure Factor Check
3L70

Local estimation (29)

2. Density correlation

VNA. (GLY) 2-8: r
T Y R |

1. Shift e =
; i 1.0 -

Side chain or base 204 L

0 =0.1354A 3.0~ L
m<08 0.80, r
Backbone 0.90+ r

Side chain or baseQ.90+ r
0.80- -

H>30 W>15 1
Backbone é
3. Density index
Side chain or base

0.
1.
<Dens> = 0.0721,6 = 0.0098 1.

5o
0,
5-

5-
0
5

4. B-factor

B> 60. 60.

Side chain or base 30.+ L
60.- L

1.00- =
5. Connect 0.50 -

residue number

chain identifier

SFCHECK 7.03.16

WWWWWWWWWWW W W|
N

o]
™




