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Query: sp|P53742|NOG2_YEAST B20180109ACFE4208EAFA842A78A1B3BA7138A03D996171Q
P53742 NOG2_YEAST - Nucleolar GTP-binding protein 2 - Saccharomyces ce...

80 60,
Identity %

- View alignment 97

20 0

sp|P53742|NOG2 YEAST

E-value: 0.0
Score: 2,533

100

Q6FWS1 NOG2_CANGA - Nucleolar GTP-binding protein 2 - Candida glabrata...

- View alignment

E-value: 0.0

Score: 2,268 sp|Q75DA4|NOG2 ASHGO

— 1§ Ident.: 88.6%
50

Q75DA4 NOG2_ASHGO - Nucleolar GTP-binding protein 2 - Ashbya gossypii ...

- View alignment Sp|Q6CSPI9INOG2 KLULA

E-value: 0.0

L sp|Q6C036|NOG2 YARLI

Score: 2,118

Q6CSP9 NOG2_KLULA - Nucleolar GTP-binding protein 2 - Kluyveromyces la...

- View alignment

E-value: 0.0
Score: 2,112

e Ldent.: 82.0% L Spl014236INOG2 SCHPO

Q6C036 NOG2_YARLI - Nucleolar GTP-binding protein 2 - Yarrowia lipolyt...

- View alignment

E-value: 0.0
Score: 1,824

014236 NOG2_SCHPO - Nucleolar GTP-binding protein 2 - Schizosaccharomy...

- View alignment

E-value: 0.0
Score: 1,607
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## Target MVKPKYKGRSTINPSKASTNPDRVQGAGGQNM RDRATIRRLNMYRQ KERRNSRGKIIKPLQYQ SIVASGIVARVEPNIKWEG &2
54.78% s 3ict.l.c|--KEKEKSRRIREGD--TKDGNLEVEG--ENFY-RDSKERVEFLNMYTSGKEIRNKKGNLIRAASFQ-DSTIED--ARVQPDREWEG 79
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TargetNIRVIKQSSLOKFQEEMDIVMED P YKV VMEQSKELPMSLLHDRIRPHN LEVHILDTESFETTFGPESQREREPHNLFASDMQSLIENA 1467

3joct.l.cNTRVISQLDALQHFRSALGETI QKD I Y VL LEENKLPMSLLEEKDADESFEKARILDTESYADAFGPEAQEKREPELAASNLEDLVEAT 164
3Jjct.l.cHTRVICQ LQHF KEDTY QW KLPMSLL K ILDTES FGPEAQRKEEPELAAS L la4
Target EMSTESYDQGKEDRDL VT EDTGVENEAQEEIYKEGOSERIWGELYEVIDSSDVVVQVLDARDPMGTRSPH 236
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-
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-
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Target| DD AEESSSEPEEENVGHN D ITEAVIKALDEK IAKYQKFLDKAKAKKEF SAVEISKEGLSEKIFAKPEEQRETLEEDVDDRAPSKEEGEKER

Target | KAQREEEQEHSHNEAPRALT SKEERRRAVEQQRFEEVGVREYYETHNVENRNENEEKTNDSEGQKEKHKEREEFRQEQ

3qct.l.c




ANENOG25E B ARR

Templates Quaternary Structure Sequence Similarity Alignment of Selected Templates More -
* Hame = Title ¥ Coverage ¥ldentity + Method =Oligo State = Ligands
# & &  3jct1c  Mucleolar GTP-binding protein 2 ]||_ | B473 EM hetero-54- 2xGTPS 4xZN
mer & @ 2xmclE
vy 3jct1.c Mucleolar GTP-binding protein 2 l_ | &B7TB1 EM hetero-54- 2xGTPS 4xZN W
mer 4 @ 2xncl
3cnnA Putative uncharacterized protein [ ||||.|] | 3451  X-ray, 235 monomer v 1xGTPE v
3cnolA Putative uncharacterized protein [ ||||.|] | 3451  ¥-ray, 2.34% monomer & 1% GOPE W
3cnl 1.4 Putative uncharacterized protein [ ||||.|] | 3451 ¥-ray 204 monomer 1% GNPET v
3cnoclA  Putative uncharacterized protein [ IR | 28563  ¥-ray 234 monomer 1xcDPE v
3enl 1.4  Putative uncharacterized protein [ IR | 28563  ¥-ray 2.04 monomer 1xENPE v
3cnnlA Putative uncharacterized protein [ IR | 2563  X-ray, 234 monomer 1xGTP W
2rcn1.A  Probable GTPase engc  THINN | 1952  Heray 225 monomery 1xGDPE 1xZN W
@ 1xmelE
Suz4.1.0)  Small ribosomal subunit biogenesis GTPase [ TR | 2000 EM hetero-20- 1xGEME 1xZN W
Rsgh mer & K
o no2.1.5  Small ribosomal subunit biogenesis GTPase [ TR | 2000 EM hetera-18-  BxMCGCE 1xZN W
Rsgh mer & @ 1xenPl
Zykr1y PUTATIVE RIBOZOME BIOGEMESIZ GTPASE [ THNINR | 189.08 EM, 9.84 hetero-21- Mone b
REGA mer &

60S ribosomal protein L4-A
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SMTLID  3jctic SMTLID 3jctic
Title  MNucleolar GTP-binding protein 2 Title  MNucleolar GTP-binding protein 2
Coverage [N Coverage [N
Identity 5781 Identity 354.78
Similarity 047 Similarity 0.46
Ligands 2 x GTP4 ¥ ZN2 x MG Ligands 2 xGTP4xZN2 x MG
Method EM 0.004 Method EM 0.00A
Oligo State  monomer Oligo State  monomer

Found By @ BLAST Found By @ HHblits




NOG2 HumanZ5#a7aim

Oligo-State €& Ligands € GMQE @ QMEAN @
N 2;: Monomer None 0.51 -5.91'¢
.-l': 5
‘,4;( Global Quality Estimate Local Quality Estimate Comparison ~
3 - QMEAN [} ] 591 Top model
- g CB [ [ M -0s62 I PP .
= I Ml SV vy | s s—
Allatom T | Ml -1.03 1T e I i :
. i £ .
Solvation|i [ os7 ; Model (left) based on template d1puia
Torsion || J-5.95 I 5 5
Top template information
Fold:P-loop containing nucleoside triphosphate hydrolases
ETrEE Sy @ DesEnpnon Superfamily:P-loop containing nucleoside triphosphate hydrolases
3jct1.c 54.76% Nucleclar GTP-binding protein 2 v Family:G proteins
Confidence and coverage
Model-Template Alignment A Confidence: 100.0% Coverage:
$Hu KPKYKGRSTINPSKASTNPDRVOGAGGONMRDRATIRRELNMYRQ KERRNSRGKIIKPLOYOSTVASGTVARVEPNIKWFGNTRVIKOSSLOKFOQEEMDTVME 10 243 residues ( 33% of your sequence) have been modelled with 100.0%
R RVEG RD LNMY KEIRNHXGNLI 0 ARV POREWFGNTRVISQDALQHF confidence by the single highest scoring template.
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You may wish to submit your sequence to Phyrealarm. This will automatically
scan your sequence every week for new potential templates as they appear in
the Phyre2 library.

Interactive 3D view in JSmol
Image coloured by rainbow N — C terminus For other options to view your downloaded structure offline see the FAQ
Model dimensions (R): X:56.137 Y:44.047 Z:69.196
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Phosphorylation
Yeast NOG2 | S S S GTPase domian
1 60 85 155 212 373 486
Acetylation Phosphorylation
Human NOG2 M GTPase domian S
1 207 368 504 565 571
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Modified positions
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« NOG2 Human Swiss-Model
« H=1CyskkH, 75l ACys257, Cys336, Cys362
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HIME THINOG2

o XFINOG2ER DLl T/KIMERT, A TEGBERBPAFEFELR, AT
LA R FRM T 7N EF, WIRIESRBTRE

» EEUKRG TR, AEIZEKD FHREE =E|fn7m)\ﬁ’3a% <1




GBI, XKiDiZle] !



AR/

N o SR T
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e (’ Jé}'/ =2 5_,{\* %7 Nog2 binds at the centre of the pre-60S patrticle,
L o via interaction of its GTPase domain and carboxy
- = (C)-terminal domain with a multi-helical junction ,
s B ! o vl making extensive contacts with H93, H62, H64,
B S H67, H69 and H71 of 25S ribosomal RNA (rRNA),
“,_;‘3':“1‘*:\,'5 N L and Bud20. This interaction stabilizes H69 and
g | L H71in a nearly 180° -flipped position compared
e oe @ Pl N SRl with their mature forms17. In addition, the C-
e G K - terminal extended loop of Rpf2 (residues 275-300)
| . & is inserted into the interface of Nog2—-GTPase
2l % D domain—C-terminal domain and H69-H71 , also
[ ‘ (7/( contributing to the displacement of H69—H71.
W \'i-::\ By Bud20 ‘ , ,
s ~;¥~?{ {ry’f:-)?,—{: :192‘\“““‘.\
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Gao N et al. Nature. 534, 133-137 (2016)
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« [Tool] WebLab-Eprimer32
« [Database] default
« [Product size range] 1400-2000

7 Start Len Tm GC%  Sequence

1 PRODUCT SIZE: 1400
FORWARD PRIMER 28 26 58.27 46.15 AGACGTATTCGTGAAGGTGACACCAA

REVERSE PRIMER 1402 26 57.17 46.15 TTTTCTTCCCCTTCCTTITTCAGGTGG
2 PRODUCT SIZE: 1400

FORWARD PRIMER 28 26 58.27 46.15 AGACGTATTCGTGAAGGTGACACCAA

REVERSE PRIMER 1401 27 58.12 44 44 TTTTCTTICCCCTTCCTITTCAGGTGGA

3 PRODUCT SIZE: 1400

FORWARD PRIMER 29 20 48. 00 GACGTATTCGTGAAGGTGACACCAA

[
=]
[
Ll

44 44 TTTTTCTTCCCCTICCTTTTCAGGTGG

[y
=]
[
[

REVERSE PRIMER 1402 27
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Tyr (v). Val (V) Ala (A)

Trp (W)

Cys (C)
GiIn (Q)

Phe (F)

Met (M)
Glu (E)
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MGTGKKEKSRRIREGDTKDGNLRVKGENFYRDSKRVKFLNMY TSGKEIRNKKGNLIRAAS
FQDSTIPDARVQPDRRWFGNTRVISQDALQHFRSALGETQKDTYQVLLRRNKLPMSLLEE
KDADESPEARILDTESYADAFGPKAQRKRPRLAASNLEDLVEATNEDITKYEEKQVLDAT
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