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MIDNE = - Flybase References

1. Zhao, Z., Zhao, X., He, T., Wu, X., Lv, P, Zhu, A.J., and Du, J. (2021). Epigenetic
regulator Stuxnet modulates octopamine effect on sleep through a Stuxnet-Polycomb-Octf32R

cascade. EMBO Rep 22, €47910. 10.15252/embr.201947910.

2. Du, J., Zhang, J., He, T., L1, Y., Su, Y., Tie, F., Liu, M., Harte, P.J., and Zhu, A.J. (2016).
Stuxnet Facilitates the Degradation of Polycomb Protein during Development. Dev Cell 37,
507-519. 10.1016/j.devcel.2016.05.013.
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Stuxnet Facilitates the Degradation of Polycomb Protein during Development
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MIDN#1Socs36EE R F#HEAFEE - Uniprot

Q8INY1 - Q8INY1_DROME

Protein® | Suppressor of cytokine signaling at 36E, Amino acids | 737
isoform D Protein | Predicted

Gene' | Socs36E existence?
Status® UniProtKB unreviewed (TrEMBL) Annotation @

o score!

Organism® | Drosophila melanogaster (Fruit fly)
Q8SXD4 - MIDN_DROME ®
Protein* | Midnolin homolog Amino acids | 1122
Gene' | stx Protein | Evidence at protein level
existence’

Status® UniProtKB reviewed (Swiss-Prot)
Annotation 4/5

Organism’ | Drosophila melanogaster (Fruit fly)

score?
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SMART
Domains within Drosophila melanogaster protein MIDN_DROME (Q8SXD4)

Midnolin homolog
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Domains within Drosophila melanogaster protein Q8INY1 DROME (Q8INY1)

Suppressor of cytokine signaling at 36E, isoform D
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SOCS36ELE#IFM - phyre

Top model

Model (left) based on template c2izvA ==

— = [ ()

Top template information * %m kg \ﬁzz /o

PDB header:transcription 0 .
Chain: A: PDB Molecule:suppressor of cytokine signaling 4; * 61 /OEI‘J}%'—EIJ?&TEI\
PDBTitle: crystal structure of socs-4 in complex with elongin-b and N
elongin-c at2 2.55a resolution 79!']%7%’?'2

PDB Entry: PDBe RCSB PDB;

Confidence and coverage
Confidence: 100.0% Coverage:

163 residues ( 22% of your sequence) have been modelled with
100.0% confidence by the single highest scoring template.

Additional confident templates have been detected (see Domain
analysis) which cover other regions of your sequence.

339 residues ( 46%) could be modelled at >90% confidence using
multiple-templates.

You may wish to try resubmitting your sequence in "intensive" mode
to model more of your sequence.

Warning: 61% of your sequence is predicted disordered. Disordered
regions cannot be meaningfully predicted.

Image coloured by rainbow N — C terminus m

Model dimensions (R): X:46.960 Y:46.362 Z:44.589 Lnteractive 3D view in Jomol _
For other options to view your downloaded structure offline see the

FAQ
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« KEBIFHIHTR
MATFX,
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Model Confidence:
[l Very high (pLDDT > 90)
Confident (90 > pLDDT > 70)
Low (70 > pLDDT > 50)

Very low (pLDDT < 50)
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(1) Q8WXH5 - SOCS4 HUMAN
. FENZERPDBLEM2izv, EphyreXtSOCS36E & &A% F B8R ;
Q& ZESOCS4 HUMANFR EXE R HIZE274-437T L HER (£1440 aa)

(2) 054928 - SOCS5 MOUSE
. GENZERNPDBZ#2n34, ANMRAEME; RB=E

SOCS5 MOUSE K E&F

T 5

5175-244 6 T & TS (£1K536 aa)
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Top model

Model (left) based on template dic3ta

Top template information * %%E A ﬁ 7% y

Fold: beta-Grasp (ubiquitin-like) s
Superfamily: Ubiquitin-like S0 fax

Family: Ubiquitin-related

PDB entry: PDBe RCSB PDB; ubiquitin-like4s

Confidence and coverage

Confidence: 98.3% Coverage:

FaigpYzERs (58
75 residues ( 7% of your sequence) have been modelled with 98.3% Ny
confidence by the single highest scoring template. 69-1 431&%%@&)

Additional confident templates have been detected (see Domain .
analysis) which cover other regions of your sequence. s 78% E"Jﬁﬁ”?&ﬁi

145 residues ( 13%) could be modelled at >90% confidence using e
multiple-templates. S Fe R [X
You may wish to try resubmitting your sequence in "intensive" mode

to model more of your sequence.

Warning: 78% of your sequence is predicted disordered. Disordered

regions cannot be meaningfully predicted.

Image coloured by rainbow N — C terminus Interactive 3D view in JSmol
Model dimensions (A): X:27.217 Y:37.430 Z:30.973 For other options to view your downloaded structure offline see the
FAQ
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« KEBIFHIHTR
MATFX,
ML RZE

Model Confidence:

[l Very high (pLDDT > 90)
Confident (90 > pLDDT > 70)
Low (70 > pLDDT > 50)

Very low (pLDDT < 50)
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ZDOCK SERVER

ZDOCK M-ZDOCK Help Tools References

Input Protein 1 PDB File v \ Choose File \No file chosen

Input Protein 2 PDB File v | | Choose File | No file chosen

Enter your email: [

- l

MIDNF1Socs36ERIEHF 5']#%&&2*1"];& ER{EEXD, B%

WM EREERIRE, XMLURITREER 7 X ﬁ)?l/)UA
MENFIFHELE R T ASH ZEZ B8 EEEE.




=. \NE{EMLE I, Socs36EFMIDNEI E{EX &

- B{EMKRIEIEZE, EsyNRIER
« SOocs36EFIMIDN R XN [EIREH X RBIEK
« AJRERY AT IR EY

Al




e Srco4B
@ Pmel\CG18135

IntActiIEE

{EMR IR

i EloC
b o upd3
3
\ | \
N\ I
CG8068 LN S 5 dome
— Il Socs36E
Culxs N/ hop
» 1 i ..
EloB
™ ' Stat92E
N\ AL cu i
7
STRINGHEEE

HEEEEURIGIE, AIEES

H, HEAi@EgxXgslEmiiEnxes{Ex
AFEES, HttiFEE—LHIWIE.



OIMIDNF1Socs36E S B BHEHAE




SOCS36ERIEEHMAGZ L ER - MAGA

i/ — . 23 SOCS3|MOUSE Mus musculus
MUSCLE#1TZ FHILL ST, NJIEER —2{ 00 | ‘ X
49| 0.0 SOCS3|RAT Rattus norvegicus : § 1| BA
e oS0 RAT Rt roneg YHERPEHEIY s
- OMO sapiens =~
o o P Socs36ERY A FRY[ER
SOCS3|BOVIN Bos taurus
=4 =
0.0 0.0
100 = SOCS3|CANLF Canis lupus familiaris = E IESOCS5
0.5 .
91 00 SOCSS3|CHICK Gallus gallus
0.1 . [SOCS1|HUMAN Homo sapiens
100 0.0
0.6 461'1 SOCS1|MOUSE Mus musculus
0.0 0.0 0.0 SOCS1|RAT Rattus norvegicus
— —___[SOCS2]HUMAN Homo sapiens
100 i@ SOCS2|MOUSE Mus musculus
04 4| 00 0'0 SOCS2|RAT Rattus norvegicus
0.0 476@ SOCS2|PIG Sus scrofa
0.0 O'O SOCS2[BOVIN Bos taurus
4%@ SOCS6|HUMAN Homo sapiens
100 0.0 0'0 SOCS6|PONAB Pongo abelii
96| 03 T SOCS6|MOUSE Mus musculus
0.2 —IOOE SOCS7/HUMAN Homo sapiens
% 0.5 ___|soCs7|MOUSE Mus musculus
0.0
0.1 Q8INY1 DROME Drosophila melanogaster Sra- I
0.2
92 SOCS5|{MOUSE Mus musculus
04 100| 0.0 SOCS5|BOVIN Bos taurus
: 0.0
9 01 — SOCS5|HUMAN Homo sapiens
0.1 : SOCS4|MOUSE Mus musculus
100 0.0
SOCS4|BOVIN Bos taurus
0.1 91 0.0
0.0 485@ SOCS4|PONAB Pongo abelii
0.0 SOCS4/HUMAN Homo sapiens




Flybase Ortholog

Homo sapiens (Human) (9) L3
Species\Gene Symbol Score Source
Best Score Best
Reverse og
Score . é}' "
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EsyN “Find a path”

Advanced tools —

Interactions Network Statistics Find a Path Batch

Warning: If the network is changed after the calculation, the results shown might not be correct. X

Select & Calculate View Shortest Path Details Network Parameters Reset Style

Results of pathway analysis

Number of nodes: 12; Number of edges: 28;

Source: MIDN
Target: SOCS5
Distance: 3

MIDN — DDX58
DDX58 — CULS
CUL5 — SOCS5
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Input: MIDN, SOCS1, SOCS2, SOCS3, SOCS4, SOCS5, SOCS7, SOCS6
AL Input: MIDN, ELAVL, SOCS7, CULS5,

I B oy e SOCS6, NR4A1, DDX58, SOCS?2,
, / i T g
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