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1. Get Data

Get Data
Lpload File from your computer

1.1 Click the Upload File, then click the Choose local file at the pop-up window,

select the object files to upload, Click the Start, then click the Close to close

the pop-up window.

Download from web or upload from disk
Reqular Composite Collection
You added 1 file(s) to the queue. Add more files or click 'Start’ to proceed.
Name Size Type Genome Settings Status
O tets_primers.txt 1.6 KB suto-de.. |+ | Q[ Additional 5. |+ &+
Type (setall): fta-detect - Q Genome (setall): | Additional Species...

L

1.2 The uploaded data would display in the right of the website.

History — T
search datasets 0

Unnamed history

4 shown

5.22 KB [

[E} 4: tetC Drimer5.txt]<—@+g—— Prepare to Upload
[{_". 3: tetB nrimers.txt]W— Uploading
[2: teth primers.txt ]4—@{—:—— Successfully Uploaded

1
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1.3 Once the file is successfully uploaded, the dataset can be viewed, saved and

deleted.
6: tetE primers.txt # E] View
12 lines dataset
& tabular, #EEEE: 2 content
uploaded tabular file
(1] Save
the
1 2
12 [

tetE_1F TTEGCECTATATACAATGEAT
tetE_1R COACAACCTATACGATCTEA
tetE_2F GETCAGATCGCATAGETCET
tetE_2R GCATATEGAGEATATAGTTT

tetE_3F ATOAACCACACTGTIATGEATG
3

2. Primer Assessment

Primer Assessment

Primer Coverage BLASTH
program to calculate the
nurnber of matched sequences
in targeted database

Primmer Specificity BLASTH
program to calculate the
nurmber of matched sequences
in targeted database

Edit
dataset
attributes

Delete
the
dataset

View
dataset

information

2.1 Prepare the tab-delimited txt file as requested, and upload it to the pipeline.

Input File Format (tab-delimited txt file):
The content of each colomn {3 colomns, no headline in the tstfile):

PrimerName PrimerSequence PrimerPairblumber{drabic numerals, from 1 ton)

= tetd 1F CCOCGCTITGGGTCATT 1
« tetd 1R CCGCGCTITGGGTCATT 1
» tetd 2F CCGCGCTITGGGTCATT 2
s tetd 2R CCGCGCTITGGGTCATT 2
« tetd BF CCGCGCTITGGGTCATT 6
= tetd BR CCOCGCTITGGGTCATT 6
LI

Notice:

""" "is not permitted here.

Please do not use any symbals like ",","(",")","#","-" in your sample names. They will cause some potential errors. You can replace them with

Example File:

tetG_1F CATCAGCGCCGGTCTTATG
tetG_1R CCCCATGTAGCCGAMCCA
tetG_2F  GCAGAGCAGGTCGCTGG
tetG_Z2R  CCYGCAAGAGAAGCCAGAAG

| I o B R

Degenerate Primer




2.2 Select the Primer sequence file to do primer coverage calculation, and then

choose the corresponding database (both database already integrated in

SDARG or own database is acceptable) to do primer coverage calculation.

When calculating the primer coverage, 0 or 1 Mismatch is allowed, the Paired
Calculating is optional, paired is proper for primer pairs, this option would
output both the coverage of single primer and coverage of primer pairs, while

the unpaired only output the coverage of each primer. Click Execute.

Primer Coverage BLASTn program to calculate the number of matched sequences in targeted database (Galaxy ¥ersion ~ Options
1.0.0)

Primer sequence file{txt)

[ @ 0O |30:tetG_primers_testtxt
Database in SDARG or other database
Tetracycling

Tetracycline groups

tetG
Mismatch

0 (Mismatch not allowed)
Paired Calculating

Paired

¥ Execute

Example of Database in SDARG-er-other-database:

If the primers are targeted tetG gene (Tetracycline resistance gene), we can
firstly select the AR group - Tetracycline from the first option, then select the
ARG type — tetG from the second option, chose 0 mismatch and paired

calculation, execute.

Primer Coverage BLASTn program to calculate the number of matched sequences in targeted database (Galaxy ¥ersion - Ophions
1.0.0)

Primer sequence file{txt)

[ | & O | 30: tetG_primers_test.txt
Database in SDARG or other database
Tetracycline

| Q
Multidrug

Polymycin

Sulfonamide

Tetracenomycin

Tetra (=]
Thimethoprim
Thiopeptide

Tunicamycin
I
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Primer Coverage BLASTn program to calculate the number of matched sequences in targeted database (Galaxy Yersion - Qptions
1.0.0)
Primer sequence file(txt)

O]t | o

Database in SDARG or other database

30: tetG_primers_test txt -

Tetracycline -

Tetracycline groups

tetG
Mi||
T teta
P& tetp
Al tetc

l tetD
tetE

oo

Tha| tetH

prim ted

There are two output file, one is the BLASTn result, and the other is the

coverage calculation result in txt file.

J2: Coverage.txt an | "
31: BLASTn.txt ® & n

# BLASTH 2.2.31+

# Guery: tetG ?R_1_ Length 20_ Degenerate_ l_Fosition_1_ FR_2

# Database: mergedatabase

# Fields: query id, subject id, % identity, aligrment length, mismatches, gap opens, g start, g end s start, s. end, evalue, bit seore

# 18 hite=fyund

tetG 2R} 1 [ength 20 Degenerate_1_ Position_1_FR_Z ARIDBI942] [tetz|tetracyeline  100.00 20 0 0 1 20 239

374

tetG 2R} 1 [ength 20 Degenerate_1_ Position_1_FR_Z ARIDBI942] [tetz|tetracyeline  100.00 20 0 0 1 20 215
_lLength 20 Degenerate 1 Position 1 FR 2 ARTDB19424 [tetz|tetracyeline  100.00 20 0 0 1 20 191
_lLength 20 Degenerate 1 Position 1 FR 2 ARIDB19434 [tetz|tetracyeline  95.00 20 1 0 1 20 239
_lLength 20 Degenerate 1 Position 1 FR 2 ARIDB1943( [tetz|Tetracyeline  95.00 20 1 0 1 20 239
_lLength 20 Degenerate 1 Position 1 FR % ARIDB19414 [tetgz|Tetracyeline  95.00 20 1 0 1 20 239
_lLength 20 Degenerate 1 Position 1 FR % ARIDB19407 [tetg|tetracyeline  95.00 20 1 0 1 20 239
_lLength 20 Degenerste_1_ Position_1_FR_2 ARTDBA39EY [tetg|tetracycline  95.00 20 1 0 1 20 239

2R 1 length 20 Degenerate_1_Position_1_FR_2 ARTDOI9404 [tetg|tetd  95.00 20 1 0 1 20 239 220

_lLength 20 Degenerste_1_ Position_1_FR_2 ARIDDI940Y [tetg|tetracycline  95.00 20 1 0 1 20 215
_length_20_ Degenerate_1_ Position_1_FR_2 ARTDD1944 [tetg|tetracycline  95.00 20 1 0 1 20 191
_length_20_ Degenerate_1_ Position_1_FR_2 ARTDS1944( [tetg|tetracycline  95.00 20 1 0 1 20 191
_length_20_ Degenerate_1_ Position_1_FR_2 ARIDS1944] [tetg|tetracycline  95.00 20 1 0 1 20 191
_Length 20 Degenerate_ 1 Pozition_1_FR_2 ARIDO1943] [tetz|tetracycline  95.00 20 1 0 1 20 191

tetG PRI 1 length 20 Degenerate_ 1 Pazition_1_FR_2 ARTDOI94LY [tetz|tetracycline  95.00 20 1 0 1 20 191

31.9

tetG PRI 1 length 20 Degenerate_ 1 Pazition_1_FR_2 ARIDOIS4LE [tetz|tetracycline  95.00 20 1 0 1 20 191

31.9

tetG 2R 1 lLength 20 Degenerate_1_ Position_1_FR_2Z ARIDBI941Y [tetz|tetracycline  95.00 20 1 0 1 20 191

31.9

tetG 2R 1 lLength 20 Degenerate_1_ Position_1_FR_2Z ARIDBI940) [tetz|tetracycline  95.00 20 1 0 1 20 191

31.9

# BLASTH 2.2 31+

# Ouery] tet 2R_?_ Length 20_ Degenerate_l_Fosition_1_ FR_Z

# Databsse: mergedatabase

# Fields: query id subject id % identity, alignment length. mismatches, |gap opens, g start. g end = . end, evalue, bit seore

# 18 hits fomd

tetG 2R 2 Wength 20 Degenerate_1_ Position_1_FR_Z ARIDB19434 [tetg|tetracyeline  100.00 20 0 0 1 20 239

374

tetG ZR| 2 length 20 Degenerate 1 Position 1 FR_Z ARTDB1943( [tetz|Tetracyeline  100.00 20 0 0 1 20 239

220

196

172

220

220

220

220

220

104
196

172

172

172

172

172

172

172

172

220

220

Ze 6

Ze 6

Ze 6

le—04

le—04

le—04

le—04

1e—04

3.9
1e—04

1e—04

le—14

le—14

le—14

le—14

le—14

Le—04

Le—04

Ze 6

Ze6

31: BLASTn.txt @& &

The file contains the detailed information of the
sequences matched to each primer sequence. In the example file, tetG_2R

(CCYGCAAGAGAAGCCAGAAG) 1s a degenerate primer, correspond to two traditional




primers (CCCGCAAGAGAAGCCAGAAG and CCTGCAAGAGAAGCCAGAAG), hence in the

BLASTn result, there are[two tetG_2R primers]displayed.

Primer Coverage

tetG IF 0.22
tet6_IR .19 Submitted Primer Sequence Result — single primer
teth_ .
tet6 2R 0.17
PRIMER Pair Coverag
! o1 Submitted Primer Sequence Result — primer pairs
Primer Database
Primer Names Forward Frimer Coverage of Forward Primer (%) Specificity of Forward Frimer (%) Reverse Primer Coverage of
Reverze Primer (%) Specificity of Reverse Primer (%) Coveraze of Primer Pairs (%) Specificity of Primer Pairs (%)
tetG_1  GUTCGGTGGTATCTCTGCTC T0.00 100,00 AGCAACAGAATCGGGAMCAC 67,00 100,00 &Y.00 100. 00
TETG_ 2 TCEICCET TRUUGETIORE P2 P S R 1| [ (B E U W .Y 16 = 1S B - e 11 R 14 1€ P 1 i
tetG_3 CATCAGCGCCGGTCTTATG 23.00 100,00 CCCCATGTAGCCGAACCA 18.00 100,00 19,00 100. 00 tetG Primer database
tetG_4 GCAGAGCAGGTCGCTGE 16.00 100.00 CCYGCAAGAGAAGCCAGALG 17.00 100.00 16.00 100. 00
tetG_ 5 TTTCGGATTCTTACGGTC 16.00 100,00 TCCTGCGATAGAGCTTAGA 156.00 100,00 15.00 100. 00 .
tetG_6 CAGCTTTCGGATTCTTACGG 16.00 100,00 GATTGGTGAGGCTCGTTAGC 16.00 100,00 15,00 100. 00 Integrated Primer
tet;_ T GUTCGGTGGTATCTCTGCTC 70,00 100,00 CAAMGCCCCTTGUTTGTTAC 16.00 100,00 15,00 100. 00
tetG_8 GETGCTTCTGGCTTCTCTTG 3.00 100,00 CAATGGTTGAGGCAGCTACA 7.00 io0.00 1,00 100. 00 Qua“ty Report
tetG_9 CATTGCCCTGCTIGATCG T.00 T7.78  TIGGTGAGGCTTGTALGC 2.00 io0.00 1,00 100. 00
32: Coverage.txt @ #F X . .
The file displays both the coverage of the input

primer pairs of fetG gene, and the coverage of the previous collected tetG gene
primers, in this case, the users can choose the primers with higher coverage.

Example of Database ir-SDARG-er other database:

If the primers are targeted fetG gene (Tetracycline resistance gene), we can

either select database as above, or we can firstly upload own database

33: tetG_nucl | # R

database.fast i
alaBase.lasla , and select Others (own database) option, then select

the uploaded database as the targeted database in the primer coverage

calculation, execute.

Primer Coverage BLASTn program to calculate the number of matched sequences in targeted ~ Options
database (Galaxy ¥Yersion 1.0.0)

Primer sequence file(txt)
[4] & | OO |20 tetG_primers_test.txt -
Database in SDARG or other database

Others (own database) o

Tetracenomycin
Tetracycline
Thimethoprim
Thiopeptide

Tunicamycin

Yancomycin




Primer Coverage BLASTn program to calculate the number of matched sequences in targeted ~ Options
database (Galaxy ¥Yersion 1.0.0)

Primer sequence file{txt)
[ ] &1 | [ | 30: tetG_primers_test.txt -
Database in SDARG or other database
Others (own database) o
Database{FASTA) If the primers target ARGs, there is no need to select your own database

3| 1 0|23 tetG_nucl_database.fasta -
Mismatch
0 (Mismatch not allowed) h

Paired Calculating

Paired hd

' Execute

There are also two output files as above, one is the BLASTn result, and the

other is the coverage calculation result in txt file.

23: Coverage.txt A A

34: BLASTn.Ext @ A

Primer Cowverage
tetiz_1F 0.23
tetiz_LE 0,19
tetz_2F 0. 16
tetz_ZR 0,17

FRIMEE Fair Coverage
1 n.1s
2 0. 1a

33: Coverane.txt :
The difference is that in the -AL4L file, only the

coverage of the submitted primers are displayed in the result.

2.3 The primer specificity calculation is similar to the primer coverage calculation.

3. Sequence Annotation

Sequence Annotation

Mucleotide Seguence
Snnotation -- Blasth program o
guery nucleotide sequences in
SDARG

Protein Sequence SAnnotation --
HMMsearch program to search
protein sequences against HMM
models of SDARG




3.1 Prepare the FASTA format file as requested, and upload it to the pipeline.

Example File:

»ARIDB22840 | dibydropteroate synthase [Escherichia colil

ATCCCCATCG TEG ARG TORC TECGGARGCCE ACGCCATGG TEACGE TG T TCGGCAT IC TR AATC TCACCGARGACTCCTTC T TCRATGAG AGCCGGCGGC TAGACCCUGCCGECGL TG TCACCHOGGIG
ATCGARATGCTGCGAG TCOGATCAGATG TCE TEGATG TCGGACCEGCCGCCAGCCATCCRGACGCAGGCC TG TATCGCCGGrUGATGACATC AGACG TAT TRCGCCGCTCTTAGACGCCC TG TCCGAT
CAGATGCACCETGTTTCAATCGACAGUT TCC AACCAGARACCC AGCGCTATGCGC TCALG CGCaGCE TEGEC TACCTCAMCCATATCCAAGE ATTTCC TGACCC TGCGCTCTATCCCGATAT TRC TG AG
GCEGACTECAGGCTEG TEE TTATGCACTCAGCCCAGCGEGATEGCATCGCCACCCGCACCGE TCACC T TOACCCGAAGACGCGCTOGACCAG AT TG TECGG TTCTTCRACGCCCRGE TTTCCGCCTTG
CEACGEAGCHEGG TCGCTECCEACCGEC TCATCC TCEATCCGEGGEATGGGATTTTTCT TR AGCCCCOTACCEGARACATCGC TG CACG TECTG TCGAACCT TCALLAGC TG ALG TCGECE TTGRGGCTT
CCGCTATTGG TCTCEG TG TCGCGGARATCCT TCT TRGGCGCCACCG TIGGCC T ICC TG TAAAGGATCTEGG TCCAGCGAGCCTTECGGCGGAACT TCACGCGATCGGUAATGGCGL TEAC TACG TCCEC
ACCCACGCGCC TG AGATC TECE AAGUGC AL TCACCT TCTCGE AAMCCCTCOCGALAT T TCRCAG TCGCEACGCCAG AGACCEAGGE TTAGATCATGCCTAG
»ARIDB22880|dibydropteroate synthaze [Enterobacter cloacae)

ATCCCCATCG TGGALG TOGC TRCGGARGCCG ACGCCATEG TCACGE TG TTCGGCAT TC TR ALTC TCACCCASGACTCCTTC T TCGATGAG AGCOGGCEGC TAGACCCCGCCGECEI TG TCACCECGEIG
ATCGARA TGO TGCGAG TOGGATCAGACG TOG TEGATG TCGGACCEECCGCCAGCCATOCG GACGCEAGGOC TG TATCGCCGGCCGATCAC ATC AT ACG TATTGCGCOGCTC TTAGACGCCC TG TCCGAT
CAGATGCACCG TG TTTCAATCGACAGCT TOC AACCGGARACCC AGOGCTATGCGC TCAMGCRCGGECE TEGGC TACCTEALCCATATCCAAGE AT T TCC TGACCC TECGCTC TATCCCGATAT TGC TGAG
GCEGACTECARGCTEG TG TTATGCACTCAGCGCAGC GGG ATEGCATCGCCACCCGCACTGG TCACC TTCGACCCRAAGACGURCTCRACGAG AT TG TGCGG TIC T TCGAGG LG CRG G TTTCCRCCTTG
CEACGEAGCHEEG TCGCTRCCGACCGEC TCATCC TCCATCCGEGGEATEGGATTTTTCT TR AGCCCCRCACCEGARACATCGCTRCACG TCCTG TCRAACCT TCALLAGC TG ARG TCGGCE TTGRGGCTT
CCGCTATTGG TCTCEG TE TCOCEGALATCCT TCT TGGGCGCCACCE TTGGCCT TCC TG TAAMGGATC TEGE TCCAGCEAGCCTTECEGCGCALCT TCACGCGATCCECAATGGCEE TEAC TACG TCCGC
ACCCACGCGCCTCCAGATC TECGALGCGC AL TCACCT TCTCGE AAMCCCTCGCCALAT T TCECAG TCGCEACECCAG ACACCEAGGE TTAGATCATGOCTAG

3.2 Select the nucleotide sequence file to do BLASTn with the integrated SDARG
nucleotide sequence database, chose the proper E-value (better < 10-2), and

Execute.

Nucleotide Sequence Annotation -- Blastn program to query nucleotide sequences in SDARG ( Galaxy Version 1.0.0) ~ Options
nucleotide sequence file(FASTA)
[ & 0O | 245 nucl_testfasta -

E-value

0.0001

The result is as following, the test example sequence should be annotated as

sull gene:



Quersy= ARIDA22840|dihydropteroate synthase [Ezcherichia colil
Length=876
Score E

Sequencesz producing zignificant alignments: (Bits) Value
gi| | 29867132 | gb | ABFATTTT. 1| DRE1TE26 |sull Figh 3. 00E-164 Sull (... 1581 0.0
gi| 90265407 |emb [CATTTOR9. 1| CTO25834 =sull High 3. 00E-164 sulld... 1581 0.0
gi| |902A5368 | emb [CATTTOS0. 1| CTO25834 sull High 3. 00E-164 sulld... 1581 0.0
gi||86721160]¢h |ABCTAOS3. 1| CPOOO252 |sull Eigh 3. 00E-164 dihydr... 1581 0.0
gi| |B20773496 | zb | AKGO0356. 1| KPT42958 sull High 3. 00E-164 dihyd... 1581 0.0
gi| | TERE4TT23 | gb|ATS16031. 1| KEP116299 =ull High 3. 00E-164 dihyd... 1581 0.0
gi| | TEEE26620|zb |ATS10216. 1] KP453778 sull High 3. 00E-164 dihwd... 1581 0.0
gi| | 762229514 |dbj |BAGESSS3. 1] LCO30435 =ull High gene 3.00E-164... 1581 0.0
gi| 700587998 | b | ATUS4565. 1| EMA4968] =ull High 3. 00E-164 dihyd... 1581 0.0
gi||693581793|dbj |BAPAE5TI. 1| APO14680 sull High 3.00E-164 dihy... 1581 0.0
gi| |693581787|dbj |BAPASEAT. 1| APO14650 sull High 3. 00E-164 dihy... 1581 0.0
gi| |690385531 |zb |AIRT2316. 1] EMO23773 sull High 3. 00E-164 dihwd... 1581 0.0
gi| |6413085833 | gb |ATAGE14, 1] KT510410 sull Middle 3.00E-164 sul... 1581 0.0
gi| |633250752|dbj |BAOTA444, 1| AB926431 sull High 3. 00E-164 =ulf... 1581 0.0
zi| 593804565 | zb | AHLAR236. 1| EFO017283 sull High 3. 00E-164 dihyd... 1581 0.0
gi| |GTEBT056E | emb |CDFAA134, 1| HGO03695 sull High gene 3.00E-164... 1581 0.0
gi| |572099405|dbi |BAGZTE1T7. 1] ABS98038 =ull High 3. 00E-16d sulf... 1681 0.0
gi| |546201598 | dbj |BANETI41. 1] APO13367 sull High gene 3.00E-164... 1581 0.0
gi| |537T06514|dbj |BANS1907. 1| ABS46538 sull High 3. 00E-164 dihy... 1581 0.0
gi| 528172304 | b | AG527666. 1| CPODGG3] sull High 3.00E-164 Dihyd... 1581 0.0
gi||514883720 | gb | AGOAZ23T4. 1| JX442974 =ull High gene 3.00E-164 ... 1581 0.0
gi| [462916543 | zb|AGG19217. 1] KC189478 sull High gene 3.00E-164 ... 1581 0.0
gi| 444506920 | gb |AGELL1239, 1] TOU86150 sull High 3. 00E-164 dihyd... 1581 0.0
gi| 443417939 | enb [CCOA1950. 1| HFG46976 sull High_gene 3.00E-164... 1581 0.0
gi| 429345522 | b | AFIB4491. 1| JX98862] sull High_gene 3.00E-164 ... 1581 0.0
gi| |410066879 | ¢b | AFVEE080. 1| JX517203 sull High 3.00E-164 dihyd... 1581 0.0
gi| 407804968 | b |EEFTA221. 1| JH930404 sull High gene 3.00E-164 ... 1581 0.0
gi||394349075 | ¢b | AFN3E097. 1| CPO03624 =sull High 3. 00E-164 Dihyd... 1581 0.0
gi||394348984 | ¢b | AFN3E00G. 1| CPO03624 =ull High 3. 00E-164 Dihyd... 1581 0.0
gi| 386721348 | b |AFIT2853. 1| JQ364967 sull High_gene 3.00E-164 ... 1581 0.0
gi||280714704 | gb | AFEO2T26. 1| JRA3979] =ull High gene 3.00E-164 ... 1581 0.0
gi||377806718|zb | AFBTA403. 1| THATE148 sull High 3. 00E-164 Dihwd... 1581 0.0
gi| 374413623 | gb |AET40T46. 1| THAST470 sull High gene 3.00E-164 ... 1581 0.0
gi||374413610]|gb |AET40733. 1| THAST470 sull High gene 3.00E-164 ... 1581 0.0
gi||374413594 |zb |AET40T17. 1| JHAST4T0 sull High gene 3.00E-164 ... 1581 0.0
gi| | 266819162 | gb | AEXO0R42, 1| JF27499] =ull High gene 3.00E-164 ... 1581 0.0

'

3.3 Select the protein sequence file to do HMMsearch with the integrated SDARG

Hidden Markov Models database, and Execute.

Protein Sequence Annotation -- HMMsearch program to search protein sequences against HMM models of SDARG { Galaxy ~ Cptions
Yersion 1.0.0)

Protein Sequence file(FASTA)

(1 = I | 249 prot_testfasta -

Example File:

»ARIDE23383 | sull |dihydropteroate synthasze, partial (plasmid) [Proteus mirabilis]

ARVSALRRSGVAADRLILDPGMGFFL SPAPETSLHVL SNLGKLE SALGLPLLVSVERK SFLGATVGLPVEDLGE ASLAARL HATGNGADTVR THAPGDLRES AT TFSETLARFRSRDARDRGLDHA
»ARIDE23346 | sull | dihydropteroate synthaze type 1. partial [Salmonella enterica subsp. enterica serovar Pullorum]

CRLYVIHSAQRDG TATRTGHLEPENALDE IVRFFE ARV SALQRSG VAADRL ILNPGMGFFLSPAPET SLHVL SNLQKLE SAWG LPLLVSVSRESFLGATVGLPVEDLGPASL AAELHATGNG ADYFEE
»ARIDA23108|2ull|Sull, partial [Pseudomonaz asruginosal

CRLYVMHSAQRDG TATRTGHLEPEDALDE IVRFFEARVSALFRSG VAADFL ILDPGMGFELSPAPET SLHVL SNLQKLE SALGLPLLVSVERK SFLGATVGLPVEDLGPASL AAEL HATGNG ADVVETHAPG
DLESAITF SETLAKFRSRDARDRGLDHA




Output result:

Query: aac2i [M=207]
Scores for complete sequences (score 1ncludes all domains .
——— full zequence -——  -—— best 1| domain — —#dom—
E-value =zcore biasz E-value =zcore bias exp N Sequence Dezcription

[Ho hitz detected that =zatisfy reporting thresholds]

Domain anncotation for each sequence (and alignments):

[Mo targetzs detected that zatizfy reporting thresholds]

Internal pipeline statistics summarsy:

Query model (=) 1 {207 nodes)

Target sequences: 3 (413 residues searched)

Pazsed MSV filter: {0); expected 0.1 (0.02)

Fazzed biasz filter: (0); expected 0.1 (0.02)

Fazzed Vit filter: (0); expected 0.0 (0.001)

Pazsed Fuwd filter: (0); expected 0.0 (le-05)

Initial search space (I): [actual number of targets]

Domain zearch space (domZ): [rumber of targets reported ower threshold]
# CPU time: 0.01w 0.01=s 00:00:00,02 Elapsed: 00:00:00.09

# Mofszec: 0.95

o P Y o Y e e i e

i
Guersy: aac2ia [M=178]
soores tor complete zequences (zcore includes all domains!:
——— full =equence ——— ——— best | domain — —#dom—
E-value =core bias E-value =zcore bias exp N Sequence Description

[Ho hits detected that satisfv reporting thresholds]

Domain ammotation for each zequence (and alignmentz):

[No targets detected that satisfy reporting thresholds]




Query: sull  [M=283]
) 1A o Ty NIRRT 00 £ e T T R T AN F-A R A
— full zequence — — best 1 domain — —#dam—
E—value seore bias E—value score bias exp N Sequence Desoription

1.1e—82 265.4 0.0 1.2e82 2662 0.0 1.
Jefid 204.8 0.0 J.4efi4 2046 0.0 1.
1.8e57 1326 0.0 1.9«—57 1326 0.0 1.

ARTTIEZ3108 | sull [Sull, partial [Pseudomonas aeruginesa)
ARTDEZ3346 |sull [dilardropteroate synthase type 1, partial [Salmon
1 ARTDGZ3383 |sull [dilerdropteroate synthase, partial (pla=mid) [Pre

oo o

Deomain anmotation for each sequence (and alizmments):
»» ARIDSZ3105 |sull [Sull, partial [Pzeudomenaz aeruginesal
# score bias  e—Evalue i-—Evalue hmmfrom hmm to alifrom ali to envfrom env to ace

1! 26682 0.0 1.Z2e82 1. 2462 124 283 . ] 1 160 [] 1 160 [] 1.00

Alignments for each domain:
= domain 1 score: 266.2 bits; conditional E—value: 1.Z2e82
sull 124 crlvemrzagrdGiatrtGhlRpedal dEivrffearvealrrsgraadrlildptmegfflzdapetslhvlanlgklkzalslelly 211
crlvym+sagrdGiatr tGhiRpedal dEivr ffearvsalrrssvaadrlildpGmeffls+apetslhvlsnlgklksalzl+11w
ARTDEZ3108 |sull [Sull, 1 CRLVVMHSAARDGTATRTGHLRFEDALNETVEFFEARVSAL RRSGYAATIRT TLNFMGFFLSFAFPETSLHVISHLART KSALGLFLLY 85
@ FF

sull 212 svsrksfleatvglpvlkdlGeazlaselhal engadvvrvhalgdlrsal tfeilakfrerdardrvldes 233
srorksflzatvelprkdlGrasl aselhai gngadyrr thatgdlrsal tfretl akfrerdardr +1d+a

ARTDEZ23108 |sull [Sull, 89 SYSEESFLGATVGLPVEDLGPASLAAELHATGHGATY VETHAPGILRSATTFSETLAKFRSEDARDRGLIHA 160

997 FP

¥ ARTDA23345 |sull |dikydropternate swynthase twpe 1. partial [Salmonella enterica subsp. enterica serovar Fullorum]
# score bias c~Evalue 1—Evalue homfrom hmm to alifrom ali to envfrom env to ace

1! 2046 0.0 3.d4e64 3.de6d 124 280 .. 1 127 [ 1 128 [1 0,99

Mignments for each domain:
= domain 1 =core: 204.6 bits; conditional E—value: 3.de+4
sull 124 orlwymrsagrdGiatrtGhiRpedal dBivrffearvsalrregraadrlildpimgffl sdapet=lbvlenlgl]l 201
crlvr+tzagrdGiatrtGhlRpetal dEivrff+arvzal tregrasdrlil +pomgffl s+apet=lhvl=nlqkl
ARTDBZ3346 |sull [dihydropteroate 1 CRLVVIHSAQEDGIATETGHLEPENALDEIVEFFEARVSALARSGVAADRLILNPGMGFFLSPAPETSLHVLSHLAEL 75
a3

sull 202 ksalglrllvsverksflzatvzlprkdlGeasl aselbal snzadwrr 250
kza zl#llveverksflzatrzlprkdlGrazlaselhal snzad+r
AEIDEZ3346 |zull [dilordroptercate 79 KSANGLPLLVSVSRESFLGATVGLFVEILGEASLAKELHATGHGATIVFE 127
95 P

3 ARTDE23353 |sull |dihydroptercate synthasze, partial (plasmid) [Proteus mirabilis]

The output file of protein sequence annotation displays the result of the
submitted sequence to each ARG type in SDARG, and part of the results are as
above, we can annotate this test example sequence as su/l gene related protein

sequences.

Example Dataset:
If there is any problem with the format of uploading file, please see example dataset

in the 2019 Example Dataset folder from the Shared Data in pipeline:

http://mem.rcees.ac.cn:8083/library/list#folders/F40876639881ca029.
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