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2.2 RKikEBEE

phmmer  hmmscan  hmmsearch jackhmmer

protein alignment/profile-HMM vs protein sequence databhase

Alignment/HMM(s) HIER3/E [3.3 | Now 2018]
NAME SET

4CC PFODBSE. 34

DESC SET domzin

LENG 105

a
PF00856.hmm .

ALFH  amine
RF ves
M no

W- } @QHMMERsearch HITZ R E R =,
FTEMEEHIERE.

Sequence database UniProt (2025 _01) o
Cut off @ E-value () Bit Score
Sequence Hit
Significance E-values 0.01 0.03
Sequence Hit
Report E-values 1 1

Tools: EMBL - HMMER
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Use Ctrl + Scroll to zoom, drag to move around.
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RERKEH [ SET NG 4 Rice Genome Annotation Project
o Funded by the NSF
5% SET SN g 4

G Pfam: PF00856.21 f &&Pfam/InterPro B
# BE: 42 | [ BRAH:49

Home ¥ Rice Gene Annotation ~ Analyses/Tools ¥ Genome Browser Downloads

Pfam Profile Search

There are 49 gene models matched with Profile PF00856

EnsemblPlants v siast | BioMart | Tools | Downloads | Help & Docs | Blog

— B ol
ﬁla- oryza sativa Japonica Group (lRGSP-1 .U) \ 4 Chr8 [LOC_0s08g10470.2 |histone-lysine N-methyltransferase ASHR2, putative, expressed PF00856.21|SET [1.3e-06

i,

New Search
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= Gene (34)
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3.1 BRI T

TEtools-1l (Toolbox for Biologists) v2.390 — O >
Sequence Toolkit BLAST GO &KEGG Graphics | Others| About ?Report [lHelpa: ‘@
( [x| About TBtools r [x| Protein Paramter Calc Big File Previewer r
\ N -
Table/Text File Manipulator 4 ]% ]T..l-TthO|SHI\JPI‘OtEI n Paramter Calc
. Gene Expression L
Protein Paramter C ’ : L e
Phylogenetics ¢ Needleman Wunsch (Global Alignment) IjJ EU?TGEE;/J_( ﬁge" EE. E EI\JE ZE EE{,K’I‘QE
. - Simple Ka/Ks Calculator Protein Pairwise Similarity Matrix
Set Input Protein Sequence File in Fasta Format £:|: N I&I
Web-Lab ¥ Protein Pal ter Calc ~
File Input r Paste Input | € Famer JJ\" = | %IEID\
Simple HMM Search One Step Build a ML Tree
MEME Suite Wrapper b Simple Tree View
D:wiazal\gene_sequences (2).fasta HTS Data }| Unrooted Tree Viz

Sequence ID Number of Amino Acid Molecular Weight Theoretical pl Instability Index | Aliphatic Index Grand Average of Hydropathicity

LOC_0s01g11952. 1 991 110892. 19 8. 18 54. 95 69. 76 —0. 435
LOC_0s01g46700. 1 1015 115458. 34 6.4 54.71 64. 86 -0. 649
L0OC_0s01g26340. 1 343 36701.65 6.11 66. 42 71.52 -0.239
LOC_0s01g329620. 1 736 80094. 31 6. 08 39.29 70. 62 —0. 436
LOC_0s01g65730. 1 495 54878. 4 4.81 42.71 90. 26 -0. 342
L0OC_0s01g70220. 1 663 T73282. 41 T.71 48. 04 78.22 —0. 476
LOC_0s01g73460. 1 385 43528. 88 9.09 70.36 63. 87 —0. 643
LOC_0s01g74500. 1 290 32370.09 5.87 42.94 94. 24 -0. 067
L0OC_0s02g34850. 1 790 86803. 7 7.25 47. 92 71.96 —0.61
LOC_0s02g39800. 1 219 24980. 64 8.355 47.91 63. 48 —0. 354
LOC_0s02g40770. 2 741 82440. 63 8.21 30. 27 75.05 —0. 491
LOC_0s02g47900. 1 231 59499. 56 6. 07 46. 08 77.98 —-0. 329
LOC_0s02g49326. 1 502 56348. 58 9.03 55. 08 92. 11 -0. 249
LOC_0s03g07260. 1 536 57699. 73 6. 27 35.24 90. 21 —0.16
LOC_0s03g19480. 1 895 99862. 93 8 51.02 63. 74 —0.704
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3.1 BBV RD

Distribution of Amino Acid Number in Proteins Distribution of Theoretical pl in Preteins Distribution of Molecular Weight in Proteins
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Tools: ProtParam; TBtools
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3.2 W ZAREE AT

WoLF PSORT

Protein Subcellular Localization Prediction

about WoLF PSORT WolLF PSDRTC:":)L V(‘: links Example Output

Please select an organism type:
O Animal

® Plant

O Fungi

Please select input method:
@® From Text Area P S OR T

O From File

Input Filename:

FAIEX

Text Area: Enter multifasta format protein sequence(s) here.

bl 'y
MLASR IPLERCTAAAVVP LPGELEMEEGP TPP AGGGEG SCAAVVP AKRRRERVVP SRFRDSVVSL
PLPP AKKGRP AKKAAARBGGDGEVTDVEVRAVEQQG ATAAAFGAVETAVWPGDERP AQTEEELYR
ACRNIRRSSSSSGFSGSVVTSLSNAGG SVAPEGKP VVWVVECKPKREGGDKKEDF TWPEDFVLGDV
VHARSGKKCP AWP AVVIDPLLHAP AVVLNSC TPGALCVMFFGF SSGGHGRDTGWTKQGMIFPFVD
TLDRFQGUAL TKLKANRFR A TEEAFLAERGFCELEMDEG CSLEK SVNDQSVPDGLOEGSGSHND
QECQSEAQVVGESTGCCDSCONRVPPK IAKKKK QAGEQLLCRECDKLLASKQYCG ICKK IWHHTD
GGNWYCCDECQIWVHVECDL TCINMEDLENADYF CPDCK SERE TVPPVEQMN TP SSECASTSKE
KLPEMIPVF CFGHDGMYLPKEHMILCQCNSCKER LMSL SEWERE TGSREKNWEMSVELESHGDPL ¥
YTLLDDIPCANVESSTP S INKEELLELLANSFRPVNARWTTERCAVCRWVEDWDTNEITICNRCY
r

Subcellular Localization

Number of Proteins

1 1 1
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& & c
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3.3 IERRZSRIFIN

# LOC_0s08214660. 1 Length: 544 # LOC_0s08g34370. 1 Length: 523
# LOC_0s08g14660. 1 Mumber of predicted TMHs: 0 # LOC_0s08g34370. 1 Number of predicted TMH=s: O
# LOC_0s08g14660. 1 Exp number of Ahs in TMHs: 4. 67808990599953 # LOC_0s08234370. 1 Exp number of Ahs in THHs: . 5302005000550
# LOC_0s08g14660. 1 Exp number, first 60 Ads: 0.01955 # LOC_0s08g34370. 1 Exp number, first 60 Aks: 0O
# LOC_0s0B8g14660. 1 Total prob of N-in: 0. 20268 # LOC_0s08g34370. 1 Total praob of N-in: 0. 00293
LOC_0s08g14660. 1 THHMNZ. 0 outside 1 544 LOC_0s08g34370, 1 THHMMZ. O outside 1 523
TMHMM posterior probabilities for LOCs08g14860.1 TMHMM posterior probabilities for LOC,s08g34370.1
i.2 . - T T - 1.2
1 — — 1 |
0.8 b 1
> 0.8 1
= =
@ 0.6 1 5
e T 0.6 ]
a E
0.4 E a
0.4 r E
0.2 + 1
m 0.2 - d
0 1 i i L
100 200 300 400 500 0 . . . . .
transmembrane inside outside 100 200 300 400 500
transmembrane inside outside

B TMHMMITN, (NERNERSEEREM,
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3.4 {R<F Motif o#7

Name p-value Motif Locations
w v LOC_0s01g11952.1  4.92e-50 B
: l..elskYe !
2
> s LOC_0s01g46700.1  1.47e-47 mOE
‘gl’;- :";.-t— —bgggg:r-_e?:g S 2~ v—§ --'E‘b g
TMPmME e PP EINEREIREERRRINAIERE AR LOC_0Os01g56540.1  7.70e-21 =
LOC_0s01g59620.1  3.11e-65 m OF
5 A R EL LOC_Os01g65730.1  3.42e-6 |
'ﬂXT\'fftﬁ Jazi L -'&'E ,&1:.19 P -0 ' '
- NP e T - " s 0 R38RERRRS LOC_0s01g70220.1  1.25e-42 Hm EA
; LOC_0s01g73460.1  1.44e-16 N
=7 R i [
| I D Teks NYA E'LN c LOC_0s01g74500.1  1.87e-9
=15 gl - L !-ﬂ sens B0 -2 | i
" NPW e erwmegzo TR S ECRBRERINAIRRERA LOC_0s02g34850.1  3.69e-48
LOC_0s02g39800.1  1.54e-53 mEE
LOC_0s02g40770.2  4.31e-36 m
LOC_0s02g47900.1  1.97e-56 B
LOC_0s02g49326.1  4.13e-9 H
LOC_0s03g07260.1  4.94e-16 B
=g =yu=l = ‘H 4=/ —n H ZAN - R
RIS B R B TR Motif) o w1550
LOC_0s03g20430.1  7.80e-24 L
S <54\
I, ETFARETEEE =T TIE, LOC_0s03g497302  4.926-10 C
LOC_0s04g34610.1  1.92e-10 |
LOC_0s04q34976.2  4.50e-51 BB

Motif Symbol Motif Consensus
1. B KTCNECWCLRALEPIRAGSEVCEYVCEW]
2. ] HIMIFAKRDIPPGEELTYDYG
3. [ 7 LFELSLEYVIDATRKCNVARFINHSCSPN
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3.5 BT Staim B ERul

COG0478

NOG008962

Your Input: 3 3 5
g 588
@ COG2940  SET domain-containing protein (function unknown) = % $25 8 g
COG5531 : Se3SELS
L 0 =
58 xsss S
N A . = S 0O+ x @
Predicted Functional Partners: TE38538¢88
COGO0666  Ankyrin repeat . ® & & ® 0965
NOGO08950 non supervised orthologous group e » & o 0908
COGO055  FoFi-type ATP synthase, beta subunit e & o @ 0903
" COGO0055 COG5531 DNA-binding SWIB/MDM2Z domain . e o 089
' COG0478  RIO-like serine/threonine protein kinase fused to N-terminal HTH domain e » o o (.887
NOGOO08968 non supervised orthologous group e ¢ o 03884

NOGO08962 non supervised orthologous group
@ COGD0457  Tetratricopeptide (TPR) repeat

e = o o 0883
B e o 0881

e « « 0881
e« & & @& (03880

COG0484  DnadJ-class molecular chaperone with C-terminal Zn finger domain

COGO0553 Superfamily Il DNA or RNA helicase, SNF2 family

tR4EProtein Family by Name (COG2940) #H{T&EiaisEEFuml,

Tools: STRING
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3.6 EFEGEA D

Genome-Wide Identification, Phylogenetic and Co-
Expression Analysis of OSSET Gene Family in Rice

Zhanhua Lu, Xiaolong Huang, Yidan Ouyang [&], Jialing Yao

Published: June 7, 2013 + nttps//doi.org/10.137 1/journal.pone. 0065426 =
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rice. PL0oS One. 2013:8(6):e65426. Published 2013 Jun 7. doi:10.1371/journal.pone.0065426 @ fQsesirs
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Distance metrics: Euclidean
Linkage: COMPLETE

rice. PLoS One. 2013:8

e
e?2
el
ed
e5

Stem 2
Panic
Panic
Panic
Panic

Endosperm 1
Endosperm 2
Endosperm 3

Panic
Hull
Stamen
Spikelet

sSET]

OsSET2

OsSET43 |

OsSET24 |

sSETH

OsSETI3

CSSET0 |
sSETIS

DsSETE

OsSETIE
OsSETIS

S TT————
00 25 S0 TS5 100 125

Al

A3

0.014

0.012

0.01

0.008

0.006

0.004

0.002

0.014

0.012

0.008

0.006

0.004

0.002

e B N W B WV o8 u ®

:265426. Published 2013 Jun 7. doi:

OsSET3

root stem leaf Fleaf

EN7 EN14 EN21

OsSET11

iil

root stem leaf Fleaf

P4

s3

ENT EN14 EN21

09
08
07
06
05
04
03
0.2
0.1

OsSET9

M _as

root stem leaf Fleaf P4

83

ENT EN14 EN21

OsSET15

Ini_i

root stem leaf Fleaf P4

83

EN7 EN14 EN21

OsSET19

root stem leaf Fleaf

P4

EN7 EN14 EN21

0.7

06

05

04

03

0.2

0.1

0.018

OsSET24

oot stem leaf Fleaf P4

ENT EN14 EN21

OsSET26

root stem leaf Fleaf

2

———

EN7 EN14 EN21

0.016
0.014
0.012

0.01
0.008
0.006
0.004
0.002

OsSET39

i

root stem leaf Fleaf P4

83

1371/journal.pone.0065426

EN7T EN14 ENZ21

AEOsSETEH
HNRXEFHRA
SR, B
Eix%.%iﬁiﬁ‘
SEZMERHIE.

TG b $ PO

CHINESE ACADEMY OF AGRICULTURAL SCIENCES




3.7 RAZRRHA DT
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rice. PLoS One. 2013;8(6):e65426. Published 2013 Jun 7. doi:10.1371/journal.pone.0065426 e



lysine N-methyltransferase activity
protein-lysine N-methyltransferase activity
protein methyltransferase activity

histone methyltransferase activity

protein alkylation

protein methylation

obsolete histone methylation
peptidyl-lysine methylation
MN-methyltransferase activity

% macromolecule methylation
g obsolete histone modification
O obsolete covalent chromatin modification
methyltransferase activity

transferase activity, transferring one-carbon groups

peptidyl-lysine modification

methylation

epigenetic requlation of gene expression
chromatin organization

chromosome organization

protein maodification process

GO Enrichment Bubble Plot
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Lysine degradation

Glycine, serine and threonine metabolism

KEGG Pathway
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KEGG Enrichment Bubble Plot
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INGESREE

INGS -

1 EFTHRERRARFETE: BEGEHRHMM &8, FHZ55 RGAP, EnsemblPlants ZEY) & FAEHEELLRT,
RAMINKIES SET S ERRELE 42 MR, BT 2V S FEHIEHIE.
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THANKS FOR LISTENING!
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