@ MolSoft

Working with sequences,
alignments, and linking to 3D
structure.

|ICM-Pro



LOAD AND DISPLAY PROTEIN
KINASE STRUCTURES



& 2phk Molsoft icm 3.7-2a [NewProject *] (1 object)

1. Enter

search string
llZ * hk”

Load a kinase structure from the PDB.




& 1q16 Molsoft icm 3.7-2a [NewProject *] (2 objects)

Load another kinase structure from the
PDB.

none
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[ display \-f labels \/ meshes \ [ search \/ ligand \/ mavie \

2 (3]
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Workspace Panel

&

no selection
= ohjects

PN Zphk  [1]XR; 264
L *

(2 items)

277 A 3 sites PHKGT_RABIT

Bt 5

subunit of each
structure and the
ligand. Click on
blue box to
display/undisplay

Al

E

ANN

3. Right click here
to change
background color
to white

G oo da @

D

2. Click on the
center button

GRS DA P

X

Terminal

icm/ 1gle>
icm/ lgl6>
icmd lgle>
iem/ 1glé>
iem/ 1gléx
iem/ 1glé>
icm/ 1glé>
icm/ 1glé>

undisplay store a lglé.hmn
undisplay store a_lglé.bmnz
undisplay store a_lgl6.csod

cool a Zphk.a

cool a Zphk.aatp

center static

color background rgh={255,255,255}

|

<
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1. Click and hold [~ "=
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Windows  Help
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Color each kinase structure ribbon a
different color.

[

@
L — s
‘Workspace Panel "I"
2 - i@ color, p
no selection 4
o - obiects (2 \tems) secondary structure z
i njm Qphk [1] WR- 9 BA Unlink Color from Alignment secondary structure segment Q
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. a 277A 3 sites PHES Link Calar ta Alignment e .
=] 7A assign sec. structure
~[Jamn M manganese + " bfactar 1. o]
-[Jamn2 M manganese; "o
E aatp H adenogine—E'—t smooth ribben e . i 2
SD0agal 1 cheers 2. Color by Object %
-3 phosphorylase kinase; © wide smooth ribbon access'b'l'ty_ + =
s ]W (86 water roleculed  CYinders rdrophebicty L
SRR 1B [2)3R, 244 protein worm Pty - T
il MEaC N —
Bla 2014 4sites KPEG | DHAvem™ ser fiskd +
el batp  H adenosine-5-t  Display Chain Bracks » sligriment — o
I:‘ bmn M manganese + Display Chain Break Labels > Y \
8
-Jbmn2 M manganese
|:| csod  H sulfate-ion (S undisplay other representations - ﬁ
@ phosphorylase Kkinase: c display complete residuss T
@[ W (104 water moleculg__ 2% 1 G
transparent zi
®
. kol
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Y
A
W
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P X
al E
X ||icm/ 1glé> undisplay store a_lglé.hmni -
& |icm/ lglé> undisplay store a_lglé.csod |
icm/1gle> cool a_Zphk.a
iem/1glé> eool a_Zphk.aatp
iem/ 1glé> center static o
& |[tem/ 1glé> eolor background rgh={255,255,255} 1
E iem/ 1glés color Resia *.//DD) object ribbon | |
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Superimpose the kinase structures.

[ display \/ light \\/ labels \/ meshes \/ search \/ ligand \/ movie \

]

V) ZEee) U@EE B B E

=

‘Workspace Panel & X
28 2 Mol 2 Ohj

CIb 74
~-[Jamn M manganese +2
-[Jamn2 M manganese +2

v aatp H adenosine-5-triphosphate
o[ Jagol H glycerol

1. Double click
here

Gphosphorylase kinase; chain: a; fragmer

].batp H adenosme ' tnphosp
-[Jbmn M manganese +2
~[Jbmn2 M manganese +2

o[ Jcsod4 H sulfate-ion (S0O4--)
-3 phospharylase kinase; chain: a; fragmet
a[ W (104 water molecules)

2. Press the
control key and
double click here

____J%

3. Press the
superimpose
button

Info> 6 50%Dev=0.5 wRmsd=0.3 Rwsd=0.3 for 60.0% (665
Info> 7 50%Dev=0.5 wRmsd=0.3 Rmsd=0.3 for 59.9% (664
Info> 8 S50%Dev=0.5 wRmsd=0.3 Rwsd=0.3 for 60.1% (666
Info> 9 50%Dev=0.5 wRwmsd=0.3 Rwsd=0.3 for 60.1% (666

icm/1glé> center static
1cmf1q16> [ |

erminal

of
of
of
of

1108
1108
1108
1108

atons)
atons)
atons)
atons)

Info> 666 of 1108 atoms superimposed (i_Zout and i_out), rmsd_partial unweighted=0.348, rmsd_full weighted=0.261 (r_2out and r_out)

ALK

. Atoms in: as_out and asZ_out.

3

Option 'output' for deviat:

|

Al

[

GHMRLES DAMeH me0llid Sode O

0 . .@ . E]. WelcornetoICM
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EXTRACT SEQUENCES FROM PDB
STRUCTURES AND LOAD NEW
SEQUENCES FROM SWISSPROT



File Edt Wiew Biginfo Tools Homology Chemistry Docking  MolMechanics  Windows — Help

DEHR NG TGO ABr P iM MEwEODA0WR] ITEEELL

Extract sequences from PDB.

A ZE0@): e | MEE: () EE

display \-f labels \/ meshes \ [ search \/ ligand \/ mewie \
{ EEE Q) | eI | @ | = (@)

| Workspace Panel [

no selection
= ohjects (2 items)
SR 2phk  [1] 3R, 264

CiB T e TN
- e i i
~[damn W M3 convert OB Chain,.. \\ 1. nght CIICk and
Ean;nz HM ! Skin Mesh '
(B g e 1) select Extract
% E’Vhos;(agaorwas Packet 4 S
C o wat
SRR 1ol (23] et ' e
-E a == 10| sniced '
eflbaty H ad

Ebmn M g @) Center -
~[Jbmn2 W ][l oefaut ispl \I H :
o e~ Right click and

-8 phosphorylas

DIATPMAIR A = o oo select Extract

..Qphk_a 77 Amin Copy ko another Cbiject

@-1gI6_ay 281 Aming  Mave from Object Sequence

/

“g Meighbars. ..

Select

\\ -~ /& \

3. Sequences are
listed here

B0 P WVPa O

@ DA

b BE X o

Al |%2 [= o
Info> 666 of 11058 atoms superimposed (i_Zout and i_out), rmsd partial unweighted=0.348, rmsd full weighted=0.Zel (r_Zout and r_out). itoms in: as_out and &sZ out. Option 'output' for deviat:a
icm/ 1glé> center static |
icm/ 1glé> make sequence Mol( a 2phk.a/"Gl4/n )

Info> sequence 2phk a extracted or updated

icm/ 116> make sequence Mol a 1glé.a/"S1l/n ) =
Info> sequence 1gl6é_a extracted or updated -
iemf 1gl6s I ~

<
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Edt VYiew Bioinfo Tools Homology —Chemistry Docking  MolMechanics  Windows — Help

New... ci+M (B R R
CQpen... Chrl+0 ligand \

Open with Password. ..
Extract from ICE. ..

1. File/Load/Swissprot

directly from UNIPROT

Load additional kinase sequences

B R ——

Convert to Local Database, .,

Save Project... from Multiple Object File...

Save Project As... PFam Algnment...

Sawe Project compatible with TCM 3_5...

Save with Passward. .. All Images from Cir. ..
Export R Electron Density Map. ..
30 Mesh in KMEZ or COLLADA Format from Google
Close Project
sphate
% Quick Image
wirite Image. .. a, fragmer
&, Preferences...
Recent Files » JKFEG_R
Recent PDE Codes » |Sphate
Guit I

E==sequences (7 items)

Ha

s Josod  H sulfate-ion (S04--)

~3 phosphorylase kinase; chain: a; fragmer
s W (104 water molecules)

g-2phk_a 277 Amino 3 sites
w-1gB_a 281 Amino 4 sites

Al |%2 =

2. Enter uniprot code

) Swissprot

MK14_HUMAN

e,

SwissID

[] Load References
help

E.g. GCDA_ACIFE,IL2_HUMAN

Ok

3. Repeat step 2 for
these codes
KCC2A_HUMAN
PIM1_HUMAN

o x|

| Terminal

Q

TIrg B UEICE POR_&  EALLECLED UL UPHECED
icm/ 1glé> make sequence Moli a 1glé.a/"511/n
Info> sequence 1glé_a extracted or updated
icmw/ 116> 5_out=Name ("newlli”, unidque)
icmd 1glex 1f alignMethod == 4 alignMethod = 1
icwd 1glé> group sSequence selection Ss_nut
Info>r 2 (of 2) sequences grouped in  'newlli
Info> alignment newili autolLinked to a Zphk.a
Infor alignment newili autoLinked to a lglé.a
icm/1glé> align §5_out

Info> aligmment 'newlli' (2 sequences, 251 wide, ID= 99.6 pP=60.5 ) created

icmf 1gle> delete gul alignment
icm/ 1q16z [

- CHK2_HUMAN

HCNCRUIE SR oXt AFe

@ DA

-
-

%

ER

10

|

[

£
® E0o @e]=]4)
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FQO| He e P g M

meshes

Align all the kinase sequences.

[ e\ o This indicates that the

.B t . . -.')? “

Workspace Panel

— structure is linked to

no selection

¥ Znhk

-[Jamn
[Jamn2

o[ anol

1 1q6

M e

[

al|gnments
Lnewdli %8

= ohjects (2 items)
(1R
g-Ela ==2phk_a
m{]h TA
M manganese +2

M manganese +2
i aatp H adenosine-5-triphosphate
H glycerol
-8 phosphorylase kinase; chain: a; fragmet
w[ W (86 water mol

1 manganese +2
M rmanganese +

the alignment called

@ TR _I newAli

1. Double click here to
select all sequences

277 Amino 3 sites T | §,‘ \

281 Amino 4 sites

360 Amino £
478 Aming

404 Aming 1 Iign sequences in background v . ‘ @ :
Align sequs - %
543 Amino ! ’

Group sequences

Residue Content

i .
”""Q 3. Aligned sequences

.| will be displayed here.

Assign Swissprok Mames

4 Mol 2 Obj

X Pratect ~
g | Infox the Newick t _
X lete
|| Info> alignment 'ne de)] created i
£ licw/ 1q16> I w
2l
x| /88 i\ > //
) ight click and =
2. Right click an
select “Align
AN S #G.G.. VL E HAERLH#. ... #0800 E# . 8f+.8. . 8. #8088 oo —HE #0000, #
1 S » ENFEPEEILGRGVSSVVRRCIHEP TCEEYAVEI IDVTGGGEF S AEEVQELREA—-TLEEVD ILREVSG-HPN I IQLED TYETN TFFFLVFDLNEE-GELF - —-DYTLTEEVTL
1 equenCEs ENFEPEEILGRGVISVWRRCIHEP TCEKEYAVEI IDVTGGGEF 3 AEEVQELREA—-TLEEVD ILREV3G-HPN I IQLED TYETNTFFFLVFDLIEE-GELF - —-DYLTEEVTL
EEFQLFEELGEGAF SVWRRCVEVLAGQE T ALK INTE---ELSARDHQELE--———- REARICRLLK--HPNIVRELHDSISEEGHHYLIFDLVTG-GELF- —EDIVAREYY

169 FVNTELVGEGERRPLNNNSE IALSLSRNEVFVFFDLTVDDOSVTPEALRDEY INSETLGEGACGEVEL AFERETCEEVAIKI ISKR-——-KF AIGSARELADPALNVETE IE ILEELN--HPC I IKIFNFFDAED-Y T IVLELHEG-GELF ————-————- DEVVGIHERL

1 MSOERPTFYROELNET I---TMEVPEREONL S PV GSGATGEWC AAF D TETGLEVAVEELSR-———————— PFOSTITHAEKRTYRELRLLEHNE--HENVIGLLDVF TPARSL-—————— EEFNDVYLVTHLMGADLNN IVECQEL =

88 LEVGHNLLSEINSLAHLRAAPCHNDLHATELAPGEEFKEPLE-—---————- SOEOVGPLLGSGGE GOV Y SGIRVIDNLPVAIEHVEED ————— RISDUGELPNGTRVPHEVVLLEEVSSGFSGVIRLLDUFERPDSFVLILERPEPVODLE —————————— LFITERGLL
2 000000 B, HL. . F.$HH. . EHHRDEE. NEHE. .. ... .. BEE.DFG. .. oveeeennnns PR U SO -3 S BT GHEE . .o B G Fe B LB H. ..
z 112 SEEETREINRALLEVICALERLNIVERDLEPENILLDDDMN-—- IELTDEGFSCOLDEGEELR-—SVCGTESHL ABE I IECS DN GYGEEVD IS TGV INY TLL AGSPEF - HRKQHLHLRHIHSGNY GSPEVLDTSDTWEDLWSRFLVWOROERTTAEEALL
5
%‘ 109 SEEETREINRALLEVICALHELNIVHRDLEPENILLDDDMN---IELTDEGFSCOLDPGEELR—-EVCGTPSYLAPE I IECSMNDNHPGYGREVDHUS TGV INYTLLAGEPPFU-HREQNLNLENINS G T GSPEUDDYSDWKDLVSRFLWQPQKRYTlE:EALA w
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LINKING SEQUENCE ALIGNMENT TO
STRUCTURE



File:

Edit  View Bioinfo Tools Homology —Chemistry Docking  MaolMechanics  Windows — Help

DEEHE NG TGO BB PfImM e« BD4098 TF 5821
display \/light "/ Tabels \/ meshes |/ search |/ ligand \/ movie

conservation.

-B BB

Color alignment by sequence

‘Workspace Panel

no

= objects (2 items)

E==sequences (B items)

=4 alignments (1 item) v

selection A

B 2phk  [1]XR: 2EA
BEla =2phk 2 Ernewali 2774 3=
a b 7A
-Jamn W manganese +2
-[Jamn2 M manganese +2
H adenosine-S'-triphosphate
#{ Jagol H glycerol
-5 phosphorylase kinase; chain: a; fragmet
[Iw¥ (86 water molecules)
WigE  [2)%% 244
a ==1gli_a FEonewsli 2814 4 sit
wlbatp H adenosine-&-triphnsphate
-Jbmn W manganese +2

[Jbmn2 W manganese +2
g Jesod  H sulfate-ion (504--)
-5 phosphorylase kinase; chain: a; fragmet
m W (104 water molecules)

2phk_a 277 Amino 3 sites

1giE_a 281 Amino 4 sites
MET4_HUMAN - 360 Amino 33 sites

CHKZ_HUMAN 543 Amino 53 sites

A (g8 = E

1cms Lglo align 3 ourc

1. Click here to see
alignment tools panel.

mEUL P Ot

Y 4

; Infor the Newick trees is saved in  s_out i
= || Infor alignment 'newlli' (6 sequences, 717 res.wide] created
£ i/ 1g16> I z
El¢
X S@ nestdli %}/
e P T TN S SR BRHEL B, #. . YA ~¥iew options A
1glé a 1 STHGFYEMBEPKE I sevllRRC THEPTCKE IIDVTGGGSFSAEEVQE 7 tite —E
Zphk_a 1 GFYENMEFKE IL| SSVBRRC THEPTCKE IIDVTGGGSFSAEEVQE sequence offset [ ruer [ ] order
KCCZ A HUMAN 1 MATITCTRF TEEfQLFEELEKE A F SVBRR.CVEVL AGOE IINTE---KLSARDHQK —— e @
CHKZ HUMAN 134 DEYRTYSKKHFRIFREVGPKNSYIAYIEDHSGNGTFVNTELVGKGKRRPLNNNSE IALSLSRNKVFVFFDL TWDDQSVYPRALRDEM INSKTLE =8 ACGEMKL AFERKTCE] IISKR---KFAIGSARE
MKL14 HUMAN 1 MSOERFTF YROELNKTI---WEVPERMONLSPVESELTGSMC AAF DTRTGLE KLSR-———————- PFQS ] wez
PIN1_HUMAN 53 TRSHSHSHSPRHSLRHSPGSGSCGSSSGHRPCADILEVGHLLSKINSLAHLRAAPCHNDLHATEL APGEEEEPLE—————————— SOMCOVGPLLE=BGr ol S IRVSDNLPVl IREVERD————— RISDWGE Se (i (Y e
- [ Tree only [ unaligned
[ view Differences  [] Horizontal scroll
Strength(SD%)l Y
Colar canservation v u —
#
"""" H Selection
56 1mEATL 2. Select Color:conservation.
zphk_a 53 LREL--TLEEVDILREVSG-HPNIIQLKDTYETHTFFFLVFDLHKK-GELF-———-—-——- [[] Propagate to ALL sequences
KCCZ A HUMAN 57 LE------ ARICRLLE--HPNIVRLHDS ISEEGHHYL IFDLYTG-GELF——-——————— EDIVAREYY By Consensus % v
|| CHRZ_HmMAN 264 ADPALNVETHIE TLKKLE--HPCIIKIKNFFDAED-¥YIVLELNEG—-GELF-————————— LEPENVL.SSOEEDCLTRT HSKTL--GETSL EEEEE TS
2| MEL4_HUMAN 62 IIHARRTYRELRLLEKHNE--HENVIGLLDVFTPARSL-———-—— EEFNDVYLVTHLMGADLNN IVECQELTDDHVQFL IO IBRGLEY IS AD T IHEBT Br =Ml v —-1-EDCELE L EEET ARHTD - - - DEN
£|| prm1_munan 171 LPNGTEVE LLEEVSSGFSGVIRLLDUFERPDSFVL ILERPEPYQDLF —————————— DF ITERGALOEEL ARSFFUCVEE AvRHCENCGVLERN IR EM 1L I - DLNRGEL B IBBE=GALLE-—-D TV [ —
.?_E b
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cking  MolMechanics  Windows — Help

I S e EHE AWK

e

1. Click and hold

Color structure ribbons by alignment.

Dark green = fully conserved.

: L BEaSmnni)
o@)E) (@51 | @ | IS
Workspace Panel "I"
- i@ color. Q
no selection
n secondary structure z
=-f objects (2 itemns
: =Jm me(( [1] ){)R- 9 BA Uniirk Color Fram Alignment secondary structure segment =
TInhk ' t_ Link Calar ta Alignment residug «
=:p a = NEiM molecule i
assign sec, structure abject
M manganese + h bfackar o]
-[Jamn2 M manganese | oo
D H ] g- 5 smooth ribbon OCeupancy &
n aatp adenosine-&'-t - residue order an
|:| agal H ghyceral wide ribbon - A5
wide smooth ribbon accessibiliy
& phosphorylase kinase; cf lrrs hydrophobicky -
(86 water malecules ; —
E . polarity
[2) %R, 24A e e HEoC T
=1gl6_a tE news e user field -I'-
Blbatp H adenosine-5-t  pisplay Chain Bracks » T
~[Jbmn W manganese +|  bisplay Chain BreakLabels b %
~-Jbmn2 M manganese | N
|:| csod  H sulfate-ion (Sf undisplay other representations E
@ phosphoryase kinase; cf display complete residugs
' lect
B W (104 water moleculs__ 5% G
=== sequences (F items) transparent = 7}
2-2phk_a 277 Amino 3 sites -
1gl6_a 201 Amino 4 sites . =
MITA, HUMAN 00 Arr 36 s o 2. Color by alignment *
KCC2A HUMAN - 478 Amino 16 sites oy
PIMT_HUMAN - 404 Amino 17 sites 3
CHKZ_HUMAMN - 543 Amino 88 sites
=¥ alignments (1 item) &
Al % == = A
® 1nTO THE NEWICK TrEE 1 aved In _Dut 2
g | Infor aligmment 'newlhli' (6 sequences, 717 res.wide) created W
= |[icm/1glé> color ribbon Res(a *.//DD) aligmment 3
£ |iem/ 1glex I v
2 >
x sav nesdli
g @ A View options ~
...................................................................................... Touo HG.G. Ve B G EREELE L L = F =
1gl6_a 1 STHGF YEMBEPEEIL =3svfllRRC IHEPTCRE IIDVTGGGSFSAEEVOE ] title e [l el
2phk_a 1 GFYEMMEPEETL, SEVlRRC THEPTCKE TIDVTGGGSFSLEEVQE sequence offset [ rer [ order
KCCZL HUMAN 1 MATITCTRFTEESCOLFEELEKE L F SVlRRCVEVL AGOE I INTE-—-KLZARDHOK Comment: [] 1 Oz Ols
CHEZ_HUMAN 134 DEYRTYSEEHFRIFREVGERNSYIAYIEDHSGHGTFVHNTELVGKGERRPLNNNSE IALS LS INEVFVFFDL TVD DSV YPRALRDEM INSKTLESMACCEMKL AFERKTCE IISKR-——KFAIGSARE O ' Tt 3
ME14_ HUMAN 1 MSQERDTF ¥ROELMETI-— WEVPERSCHLSDVE =B 17 cofc i aFDTRTGLE KLSR— PFOS e
PIN1 HUMAN 53 TRSHSHSHSDRESLRESDGSCSCOSSSCHRPCADILEVGMLLSKINSLAHLRAAPCHNDLEATELAPGKEKEPLE-————————— SOOVGPLLESBGF coMYSGIRVSDNLPVE I BHVERD ————— RISDWGE S i mtepse
- [ Tree only [ Unaligned
[] View Differences [ ] Hatizontal scral
B B
Color |c0nservat|on v" & ] =
fdc 0ocoooo E#.##+. 8. .. 8. HEE. .. B ..., flooooocoooos =ffficcocoooocooo Hoocoo Ho=coooo HH.HL. # . HHH. . HHHRDEE. NEEH. . ... ... HEH.DFG............ Selection
1glé_a 56 LREL--TLEBWDILREVSG-HPMIIOLKDTYETHTFFFLVFDLMEE-GELF-————————— EvIcALBRLNT LErEfi LoD IR FSCOLDPGEKLE
2phk_a 53 LREA--TLEBVDILREVSG-HPNIIOLKDTYETMNTFFFLVFDLMKE-GELF-- —-DYLTEEWTLSERETREIMRALEEVICALERLNT EMILLDDDM-—— IHL FSCOLDPGEELR [[] Propagate to ALL sequsnces
KCCz A HUMAN §7 LE-———— ARICRLLE--HPMIVRLHDS ISEEGHHYL IFDLVTG-GELE-— EDIVAREYYSEADASHCIQOINEAVLHCHONS ENLLLASKLEGAAVEL LLIEVE-GEQOA By Consensus b v
|| cHEz_HumMM 264 ADPALNVETEIEILEELN--HPCIIKIKMFFDAED-YYIVLELMEG-GELF--------—- DEVVGNERLEE ATCELYF Y OMBL AVOYLEENGIT LLSSOEEDCL IRT HSKIL--GETSL [ = ][ — ][ = ]
£ || mrR14 HUMAN 62 IIHAERTYRELELLEHNE--HENVIGLLDVFTFARSL——————- EEFNDVYLVTHLMGADLNN IVKCQKLTDDHVQFL IYQIBRGLEY IHSAD T ] Lav--H-EDCELEIL
E|| PIN1_HUMAN 171 LENGTEVE LLEEVSS6FS6VIRLLDWFERFDSFVLILERFEFWODLE -————————— DF ITERGALOEEL ARSFFUCVEE AVEHOBNC GV ILI--DLNRGEL] Preferences
% w w
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IDENTIFY SEQUENCE CONSERVATION IN
LIGAND BINDING POCKET



File Edt Wiew Biginfo Tools Homology — Chemistry MaolMechanics  Windows

DEHR NG TQO KB FfIM mMEsEHBAIIS TF

Docking Help

Select residues surrounding ligand

[ search \f Iiaand [ movie \
5 | W)

b2 | @

binding pocket.

| e
ight click ligand in th £
1. Right click on ATP ligand in the 2
. ] m
first object .
2 b<]
n Si»—w—u P ISP ERCRTNTY PR Y =
A5
o[ Jagol H glycero  aZrhksste
% phosphorylase kin Skin Mesh 3 1‘
v W (BB water mil & Tooks » -
B folE R oo » L
¥ . H adenog  Edt 4 T
Dbmn il mangs Advanced 3 %
~[Jbmn2 M mang -
m Jcsnd  H o sulfate &) Center G reen a8
-3 phosphorylase kir [l Defauk Display -
m W (104 water ) ,, £2Y
X Connect to Molecule
== sequences (B items) > crosses = 3
FTTAMIND 3 2 & Extract Ligand. ., s ﬁa
L]
ZBTAMING 4 & ap et as Ligand ra h ICaI
M 4_HUMAN 360 Ar —
KoC2a HUMAN - 473 Copy to another Object . <y
PIMI_HOMAN 404 Arr  Move from Object selection
CHKI_HUMAN 543400
=¥ alignments (1 tem) |
gg id=27 nd Select
= Undisplay Ato:
INTOF SlIQHNENT *HEW
x Delete :ETI UT B ~
i i olecule B
g ?cm£1q16> color rlhhm. Rename. .. 2 *
& |[iom/ 1glé> as_graph = 1L — Chiject fa_*.%/ 3
£ |licm/ 1q16> [ e
il Flexible Side Chai >
exiole Side ains
; EV newAli | Backbone Carbons
,,,,,,,,,,,,,,,,,,,,,, by Smarts Patkern ##A#K##@’—‘ Wiews options s
iqlé_a 1 RRCIHEPTCKE IIDVTGGGSFSAEEVQE [] ttle e () el
Zphk_a 1 RRCIHEPTCKE IIDVTGGGSFSAEEVQE sequence offset [ ruer [ order
ECCZ A HUMAN 1 RRCWEVLLGQE IINTE---ELSARDHOK En— T Oz s
CHE2_HUNAN 134 DKYRTYSKKHFRIFREVGPKNSYIAYIEDHSGNGTFVNTELVGKGKRRPLNNNSEIALM LCGEMEL AFERETCE ITSKR O ' S =
NE14_ HUMAN 1 176l A FDTRTGLEVEVRKLSE- e
PIN1 HUNAN 53 TRSHSHSHSE . . . GFoslYS G IRVSINL PVl IHHVE KD [¥] Sync with werkspace
B Notice selection is returned to L] res only A r7ler=
[] View Differences  [] Horizontal scrall
o . L] o - 1
—| Strength (5090
alignment - highlighted in blue 9
Color |c0nservatl0n v " & ] =
e naanana Ef. g8+ 8. . 8. HE.#.. . #..... flsaaaananaan —#F. .. #..... #.-..... ##. #L. . f.#4H. . #HHRDEE. NEHE. . ... ... #EH.DFG............ Selaction
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