RRAGOT1ERANSHESIIEES
Structural and functional analysis

of AGO1 in sorghum bicolor

GO3/MHARkR: FiEdE. 2. EAX. IRP
iCIRA: TR
2022.01.23




1 wsus

Contents 2 ERAGOUNEIISINEESMT




ESHUE

ﬁﬁd‘uﬁm




R & 7 Ml 74 2 e E V) AR ST

Biotechnology Research Institute, CAAS

®

(YuY etal.,2019) &D




¥ L

sodbEa
P =

. ] 3% -y -
g RER R FREEVEARHRA
Biotechnology Research Institute, CAAS
BRI

AGOsH] LA EYIRYE

S -a=

AGOsH LAERNEFF NEEEEYIRIMIZEES].
AGOsA] LI/ I ER SRR, FHTEmEEhEITIsE,

AGO1R] LAz R

55

IR

|

LR

AGO1Z=5sRNAFIsiRNANSHIEE A

AGO1IZREZ RS RITE R BRERE.







® 3
'@ BRACOIEAIER §) Erunsmenstany

Bl PYSy IV VIV IRV AR Y VY Sy F

< EES18841protein coding

—— Reverse strand 6.24 kb

‘DU F
-rich_Ago1 “ 1 785

fam

Piwi

0 100 '200 '300 '400 '500 '600 '700 '800 '900 '1000 '1100




@ ) F s 2 7T e
‘W BRACOIEAIER (8) rezensnsnssuay

AGO1

AGO1 122109.21 50.23




® )R s 7T o
‘B ERACOLEAER (§) sazunsmenmrany

Secondary Structure Composition

17.0

17.67%
Other
¥ Secondary Structure
(RePROF)
Other
Helix
O il il 1 alE 1 ilN il |

Strand




o 3 L s 77 i
@ SRAGOIERMTMEE (&) raxunymensrany

=2 (PredictProtein) #ArE7T (Uniprot)




J ) F3 2k RS
=m0 ) COBEEE (&) smssmemennrany

protein argonaute 1B

99
protein argonaute 1C
100 _
100 L——— protein argonaute 1D
100 protein argonaute PNH1
00 protein argonaute MEL1
100 protein argonaute 12
A protein argonaute 18
protein argonaute 16
o0 protein argonaute 4A
100 protein argonaute 4A-like
100 protein argonaute 4B
protein argonaute 7
100 protein argonaute 2



g o ] 7% ol R 3 B A W R B 5L R

_| . . |
_. KEMWAG O 11&“*&‘1*@@ o Biotechnology Research Institute, CAAS

100 —— protein argonaute 1B Sorghum bicolor
100 protein argonaute 1B Zea mays
protein argonaute 1B-like Panicum virgatum # Globba radicalis
100 100 L—— protein argonaute 1B Setaria talica Oryza brachyantha
100 — protein argonaute 1B Oryza sativa Japonica Group —: Oryza sativa
protein argonaute 1B Oryza brachyantha Hordeum vulgare
99 protein argonaute 1B-like Triticum dicoccoides Triticum dicoccoides
99| | protein érgonaute 1B Brachypodium distachyon s d Aegflops tauschii
86 protein argonaute 1B Hordeum vulgare L
protein argonaute 1A-like Hordeum vulgare ° E— Bmm'y P Odm’.n dfsmmy on
100 protein argonaute 1A Aegilops tauschii —— Setaria palm’fom
protein argonaute 1A Elaeis guineensis — Pamcumfau”ei
- protein argonaute 1B Elaeis guineensis \ _: Sorghum bicolor
100 —— protein argonaute 1B-like Zingiber officinale Zeq mays
= 100 protein argonaute 1B-like Zingiber officinale o Flaeis gumeem,‘s
protein argonaute 1-like Nelumbo nucifera o Nelumbo nucifem
99 protein argonaute 1-like Gossypium hirsutum + . .
o Gossypium hirsutum
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Name p-value Motif Locations

XP_002440411.1:1-1109 6.70e-272 [ ] [] T
XP_002454847.1:68-1028  9.70e-276 L] [ ] T
XP_021305176.1:107-1048  9.05e-273 [ 1 [ ] | Emal .
XP_002437230.2:119-981  7.47e-266 [ ] [ 1 N .
XP_021307894.1:211-1083  2.45e-252 [ ] [ ] T
XP_021317550.1:388-1259  5.13e-249 [ ] L] T
XP_002461596.1:190-1036  3.24e-242 [ ] [ ] T
XP_021312482.1:99-935 2.18e-168 [ 1 [ ] BT
XP_002465102.2:258-1152  4.82e-189 [ 1 [ ] BT
XP_002440386.1:48-909 9.91e-213 [ ] [ ] T
XP_021312391.1:21-900 1.24e-210 [ 1 [ ] T

Motif Symbol Motif Consensus
NILPGTVVDSKEICHPTEFDFYLCSHAGIKGTSRPTHYHYVLWDENGFSADELOTLTHNLCY TYARCTRAVSVVEPAY YAHL
FEESTGREPQRIIFYRDGVSEGQFYQVLLHELDATIRKAC

GVESWREGFYQSLEPTOMGLSLNIDVSTTAFVEPLEVIDF

PSIAAVVASODWPEVTKYRALVSAQSHROQEIIEDLF

PNYLPMEVCKIVEGQRYSEKLNDEQVSSLLEETCORPQERE

LEEGYQPEVTFIVVOKRHHTRLFPENHN
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Name
XP_002440411.1

XP_008648679.1
XP_039836219.1
XP_012700084.1
XP_044967481.1
XP_003580340.1
XP_006652649.1
XP_015636292.1
XP_037423671.1
XP_044951401.1
XP_020179599.2

p-value Motif Locations
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Identity= 43.33%
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ESPSLM. . YVTLSRSFFS. KKFChNGVEI GRELESV ChGESIENI 81 CSTSFYCSI PWWKFVCL. . CLGLTNPACPFSCRCRLKLKKALRGVRVETTFCC. »
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helicase family, Dicer subfamily
Multiple rna-binding
domain-containing protein 1
DNA-dependent RNA polymerase.
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