DMNTHEMZRERBMABITARZNHNER

Effects of DMNT on adult and larval behavior of Spodoptera frugiperda
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ATGAATTCGTTTCTTCAGAGCTTAGAGAATCCAGCGCGACCTTTCCTAGGTCCARACTACTGGATTCTA
AAGAARATGGGATTACTTTTACCTAAAAGCAAATTGGGCACAATATTGTACATTTTCTTGCACGAGACT
GTCACATTTTTTGTCGTTACTCAGTACATGGAGTTGTACGTAATCAGATCAGATTTAGATCTCGTATTG
ACTAACATGAAGATTTCCATGTTAAGCGTGGTTTGCATTGTTAAAGTGAACACCTTCGTCTTGTGGCAA
AAGCATTGGCGTGAGGTATTGGACTACATTACAGAAGCTGATAATTTTGAACGGCAAAGTGAGGATCCA
GGCAAGATTCAGATAGTTGAAGCTTACACTARATACTGCCGGCGGCTCACGTACTTTTACTGGGTTTTG
GTCAGCACAACCTTCTTGACAACTACATGTTCACCACTGATGCGATATTTGTCGTCATCGACTTTTAGA
GAGAACATGCGAAATGGTACAGAACAATTTCCGCACATCTTCAGTTCGTGGATGCCATTTGATAAGTAC
CACTCGCCGGGATGTTGGATCACAGTCCTGTGGCACACAGTACTTTGTGCTTATGGTGCCGCGATTATG
GCGGCCTACGACACTTGTATCGTAGTAACGATGGTATTCTTTGGAGGAAAACTGGATCTACTTCGTGAG
AGGTGCAAACACATGTTCGGTTCTTACGGCACTGTAATCACCGACAAGCAGTGCGAGGAGGTAGTACGA
CAGCTGCACGGCATCCATATCATGCTAATAAAGTACTCAAGATTATTTAATTCACTGCTGTCGCCAGTC
ATGTTTTTCTACATGGTCATGTGTTCACTCATGCTTTGTGCGAGCGCCTACCAACTGACTTCCGCTCAG
AATGCCGCGCAGAAGCTTCTGATGGCAGAGTATTTAATTTTTGGAATCGCGCAACTTTTCGTCTTTTGT
TGGCACAGCAACGATGTTTTAATTAAAAATGAGAACATGACGTCAGGTCCATTTGARAGCAACTGGTAC
ACAGCTAACTGTCGACAGAAGAAAGACGTGCTACTTCTGTCGGGGCAGCTTCGCATCAAGAACATTTTT
ACCGCTGGGCCGTTCGCCAACCTTACTCTGCCGACCTTCATTAATATACTCAAAGGGGCTTACAGCTAT
TACACATTGCTGAGGAAATAN

Sf OR 29(Spodoptera frugiperda Odorant Receptor 29)
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FAExpasy R &0iF &4 3t SFOR29FICDNAIFITERIE, ERRAENSERFS T H: Expasy-translate

Translate is a tool which allows the translation of a nucleotide (DNA/RNA) sequence to a protein sequence.

Output format
DNA or RNA sequence O \Verbose: Met, Stop, spaces between residues

@® Compact: M, -, no spaces
acagaagctgataattttgaacggcaaagtgaggatecaggcaagattcagatagttgaagettacactaaatactgecggeggetcacgtacttittactge - (jlnchjdes nutﬂeoﬁdeasequence
gttttggtcagcacaacctictigacaactacatgttcaccactgatgegatattitgtcgtcategacttttagagagaacatgcgaaatgztacagaacaa ~ .
tttccgecacatcttcagttcgtggatgccatttgataagtaccactcgecgggatgttggatcacagtectgtggcacacagtactttgtgcttatggtace O lIncludes nucleotide Sequence, no spaces
gogattatggeggectacgacacttgtategtagtaacgatggtattettiggagzaaaactggatctacttegtgagaggtacaaacacatgtteggttct DNA st d

strands

tacggcactgtaatcaccgacaagcagtgogaggagstagtacgacagctgcacggcateccatatcatgctaataaagtactcaagattatttaaticacty
ctgtcgocagtcatgttittictacatggtcatgtgttcactcatgetitgtgegagegectaccaactgacticegetcagaatgecgegcagaageticts
atggcagagtatitaatttitggaatcegegcaacttittegtettitgttggcacagcaacgatgttitaattaaaaatgagaacatgacgtcaggtccattt
gaaagcaactggtacacagctaactgtcgacagaagaaagacgtgctactictgtcggggcagettegcatcaagaacatttitaccgetgggzecgttegec
aaccttactctgcoegaccticattaatatactcaaaggggcttacagctattiacacattgctgagzaaataa

forward reverse

Genetic codes - See NCBI's genetic codes

Standard v
reset TRANSLATE!
Results of translation
= Open reading frames are highlighted in red
= Select your initiator on one of the following frames to retrieve your amino acid sequence Download all the translated frames

~5'3" Frame 1
MNSFLQSLENPARPFLGPNYWILKEMGLLLPKSKLGTILYIFLHETVTFEFVVTQYMELYVIRSDLDLVLTNMKTI SMLSVVCIVEVNTFVLWQKHWREVLDY ITEADNFERQSEDPGKIQIVEAYTEKYCRRLTYF
YWVLVSTTFLTTTCSPIMRYLSSSTFRENMRNGTEQFPHIFSSWMPFDEYHSPGCWITVLWHTVLCAYGAATMAAYDTCIVVTMVFFGGRLDLLRERCKHMFGSYGTVITDEQCEEVVRQLHGIHIMLIKYSREL
FNSLLSPVMFFYMVMCSIMILCASAYQOLTSAQNARQKLIMAEYL.IFGIAQLFVFCWHSNDVLIKNENMT SGPFESNWY TANCRQKKDVLLLSGQLRIKNI FTAGPFANLTLEPTFINILEKGAYSYYTLLRE -

\

>SfruOR29
MNSFLQSLENPARPFLGPNYWILKKMGLLLPKSKLGTILYIFLHETVTFFVVTQYMELYVIRSDLDLVLTNMKISMLSVVCIVKVNTFVLWQKHWREVLDYITEADNFERQSEDPGKIQI
VEAYTKYCRRLTYFYWVLVSTTFLTTTCSPLMRYLSSSTFRENMRNGTEQFPHIFSSWMPFDKYHSPGCWITVLWHTVLCAYGAAIMAAYDTCIVVTMVFFGGKLDLLRERCKHMFG
SYGTVITDKQCEEVVRQLHGIHIMLIKYSRLFNSLLSPVMFFYMVMCSLMLCASAYQLTSAQNAAQKLLMAEYLIFGIAQLFVFCWHSNDVLIKNENMTSGPFESNWYTANCRQKKD
VLLLSGQLRIKNIFTAGPFANLTLPTFINILKGAYSYYTLLRK-
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We are aiming to switch to the new UniProt website on Monday, May 9. Please
explore and share your feedback. 1zke me to.the new. website. B

UniParc 2022 01 results

UniParc is a comprehensive and non-redundant database that contains most of the publicly available A UPI is never removed, changed or reassigned. UniParc contains only protein sequences. All other x
protein sequences in the world. Proteins may exist in different source databases and in multiple copies in information about the protein must be retrieved from the source databases using the database cross-
the same database. UniParc avoids such redundancy by storing each unigue sequence only once and giving references.
it a stable and unique identifier (UPI).
@ Help D UniParc help video B Other tutorials and videos & Downloads
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RefSeq XP_ 055459403 Spodoptera frugiperda (Fall armyworm) 2020-07-25 2021-11-05
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Search PANTHER FAMILY INFORMATION ®

T A http://www.pantherdb.org/panther/

| ‘m Subfamilies: 10

PANTHER Links: Iﬁ_:

Quick links
Tree MSA
thle genome function PTH R21137§3§
VIEWS PANTHER GO-slim Molecular .
— -~ plfactory receptor activity
Genome statistics Function:
Data Version PANTHER GO-slim Biological I€sponse to chemical - Z 332
Process: detection of stimulus G - Ei' ‘x
PANTHER API sensory perception of chemical stimulus —
FAQ PANTHER GO-slim Cellular integral component of membrane
How to cite PANTHER Component: plasma membrane
Recent publication PANTHER protein class: G-protein coupled receptor

describing PANTHER

Pathway Categories: Mo pathway information available

News Genes: 359

Click for additional info. Downloads: HMM (HMMER format)
Newsletter subscription GENES ASSIGNED TO THIS FAMILY

Enter yvour Email: Species Count

| Anopheles gambiae 83 M ttz[lz?ﬁﬂi ﬂXﬂ E
m Drosophila melanogaster 60 %Hﬁ%ﬂ% ﬂﬂﬂg’ E
Tribolium castaneum 216 jlﬁj:u/ \ﬁ ?ﬁﬁ E

“POLERED




EMBL_EBI HOME | SEARCH | BROWSE | FTP | HELP | ABOUT P‘Qm

keyword search E

_— i Ab = 5

s L
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| Summary

Domain organisation
Pfam includes annotations and additiocnal family information from a range of different scurces. These sources can be accessed via the tabs below.
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Alighments No Wikipedia article = Pfam  InterPro

HMM logo

Trees

7tm Odorant receptor

This family is composed of 7 transmembrane receptors, that are probably drosophila odorant receptors.

Curation & model
Species

Structures

AlphaFold Structures Internal database links
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Similarity to PfamA
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PDB entry 6C70: Cryc-EM
structure of Orco

7 transmembrane=7tm
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Deposition Author(s): Butterwick, J.A., Kim, KH., Walz, T., Ruta, V.
Funding Organization(s): National Institutes of Health/National Institute Of Allergy and Infectious Diseases (NIH/NIAID)
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Ala (4) 36 4. 5%
A 55 1w (EEELEE) Number of amino acids: 805
_ _ B Ao () 41 518 (4 FE) Molecular weight: 91951.48
Amino Acid composition cln (@ 38 4.7% (43 F3K) Formula: CaossHe386N110201203Ss1
Glu (E) 39 4. 8%
Gly (G) 43 3. 3%
Lo EmmEmEE=
Lew 4) 68 8.4 (=EER) Leu  8.4%
Met (1) 32 4. 0% (22 RER) Ser 7.8%
Phe (F) 37 4. 6% ral
ro [- :] 37 4. 6% (i%@ﬁﬂ&) ASﬂ 72%
Eer [igfl 33 ?.g%
Thr (T) 45 5. 6% K. _
M 13 L (3RS ZFH &) Theoretical pl: 8.61
vr (Y) 3 4. 1%
Val (V) 49 6. 1%
oo D 0 o.08 (T2 ZEF5#) Instability index: 40.24
- o ATA0EREHRAENITRE
@ o 0. 0%

X 0 0. 0% (,'E‘,'\Slzi’;_l,;f—:7k’|'$) GRAVY: -0.356
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FUN 2 B 2 B 7K M ii—F FExpasy TN ProtScale T B

Using the scale Hphob. / Kyte & Doolittle, the individual values for the 20 amino acids are:

vs: 2.500 Gln: -3.200
eu: 3.800 Lys: —-3.900
hr: =0.700 Trp: -0.900
0

Ala: 1.800 Arg: -4.500 Asn: -3.500 Asp: -3.3500
Glu: -3.500 Glv: -0.400 His: -3.200 Ile: 4.500
Met: 1.900 Phe: Z.800 Pro: -1.600 Ser: —0.800
Tyr: -1.300 Val: 4.200 : -3.500 : -3.500 : -0.4
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ProtScale output for user sequence ProtScale output for user sequence
T T ]_.ﬁ T T

Score
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