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If you love flanking regions...
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aph(3')-I111

Aminoglycoside resistance
gene.

Gene sequence is identical.
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Host

Pig (Vetforlig 11)
Human (ODID)

Species
Enterococcus faecalis

. Enterococcus faecium
Metagenome

. Staphylococcus epidermidis

Streptococcus agalactiae
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Tree Alignment
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Cluster by host.
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Flankophile

snakemake

8. flankophile <
<> Source
¢  Commits

Branches

T4 Pull requests
€ Pipelines
& Deployments
€ Jiraissues
D@  Security

B Downloads
Graphs
Reports

{3 Repository settings
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Here's where you'll find this repository’s source files. To give your users an idea of

Is master ~ Files ~ | Filter files Q

Name Size

bin

example_output

> PR RN

input

README.md 18.45 KB
B snakefie 31.98 KB
B config.yaml 1,69 KB
B environmentyaml 3508
B quick_startmad 316 KB

what they'll find here,

Last commit

3 days ago

2022-07-18

2022-09-21

2022-07-18

4 days ago

2022-08-15

2022-08-15

2022-07-18

2022-09-21

dd a description to your repository.

Message

edit README

plot

more suited for bigger datasets

more suited for bigger datasets

v.0.0.5

quick

Patrick Munk

How to run Flankophile

Computerome user? - quick guide for running Flankophile
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Single
I N p Ut isolates

Combined

- Assemblies, genomes or individual Single Flankophile pipeline results

contigs in fasta format isolates
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Meta

genome

Meta

genome

» A reference database in fasta format. One
For example Resfinder DB Health
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HE

What you get

Tsv gene observations

A 8 c [} E F G H | J K L ™M N o »
WFILE__ |SEQUENCISTART END  STRAND GENE  COVERAG COVERAG GAPS  %COVERA %IDENTIT DATABASIACCESSIO Assembly Gene_observation_ID

1
2 [Jhome/prNODE_19¢ 3692 4687 + 10000 9960  user.db cfxa6 1 Ceffort MCI1
3 /home/prNODE_28i 5121 6605+ 10000 9993 user.db lsa(E)_1Jeffort_MCi2
4 /mome/prNODE_10: 2224 3390+ 10000 9983 user db tet(X)_2 reffort MCi3
5 | /home/pr NODE_10¢ 3603 4403 10000  100.00 user_db erm(F)_3_effort_MCi4
6 |/home/prNODE 297 2823 3626 - Inu(B)_2_1-804/804 10000 10000 user db Inu(B)_2_effort MCis
7 /home/prNODE 297 3680  5164- Isal€)_1 1 1-1485/14 10000 10000 user db lsa(E)_1_ieffort_MCI6
8 |/nome/prNODE 241 1854 3020+  11-1167/11 10000 (99.83  user.db tet(x) 2 teffort MCi7
9 [/home/prNODE 243 3233 4033 erm(F)_3_1-801/801 100.00  100.00 ermiF)_3_etfort MCi8
10 /home/pr NODE 68 1571 2386+ sul2_2_AY1-816/816 10000 100.00 user_db sul2_2_AYeffort SI_i9
11 /home/prNODE 68, 2447 3250+ aph(3°)-1£ 1-804/804 10000 10000 user.db aph(3“)-ikeffort SI_i10
12 /home/prNODE 68 3250 4086 + 10000 9988  userdb aph(6)-id_effort SI_

13 /home/prNODE_ 44, 4380 5182+ 9988 10000 user.db aph(3")-lteffort SI_i12
14 /home/prNODE 44 5182 6018+ 10000 100.00  user_db

15 /home/prNODE 23, 20155 20957 9988 10000 user_db

16 /home/prNODE 52, 12934 13407 + dfrA1_10_1-478/a78 10000 9979  user.db dfrAl_10_effort SI_i15
17 /home/pr NODE 52, 15973 16764 - sul3_2_A11-792/792 10000 10000 user.db sul32 Aleffort Si

18 /home/prNODE 66, 1988 2803 + sul2_3_HC1-816/816 10000 100.00 user.db sul23 HCeffort Si

19 /home/prNODE 66 2864 3667 + aph(3”)-1t 1-804/804 10000 100.00 user db aph(3")-itetfort SI_i18
20 /home/prNODE 66, 3667 4503 + aph(6)-1d_1-837/837 10000 10000 user db aph(6)-Id_effort SI_i19
21 /home/prNODE 66, 5750 6223+ dfrAl_10_1-474/478 10000 9979  userdb dfrAl_10_effort SI_120
22 /home/prNODE 66, 7585 8as1+ sull_5_EU1-867/867 10000 9989  user db sullS_EUeffort SI_i21
23 |/home/prNODE_S7. 5187 6053 - sull_S_EU1-867/867 10000 99.89  user.db sullS_EUeffort S

24 |/home/prNODE 57, 7415 7888 dirAl_10_1-474/474 10000 99.79  user db

25 /home/prNODE_S7. 9135 9971 aph(6)-1d_1-837/837 100.00 10000 user.db aph(6)-id_effort_sI_i24

@ 0_blaSHV_187_1_LN515533 File folder
@ 1_blaTEM_57_1_F)}405211 File folder
@ 2 blaQXA 486 1_AY307426 File folder
@ 3_blaCMY_109_1_AJT46169 File folder
@ 4 blaOXY_2 2 2 _AJ371867 File folder
@ | 5_blaLEMN25_1_HQ709169 File folder
& b_ceph_b_FR682022 File folder
& T_tet_M_4_X75073 File folder
& 8_blaOKP_B_3_1_AMO51152 File folder
@ 9_blaCTX_M_1_1_DQ915955 File folder
@ 10_blaPAQ_3_FI666073 File folder
@ 11_tet_ 0_2 M20925 File folder
@ 12_mechA_6_BX5T1856 File folder
@ 13_blaDHA_17_1_KM087850 File folder
@ File folder

14_aph_3__la_3 EF015636
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Cluster 1_blaTEM_57_1_FJ405211 - distance tree based on flanks only sequences
D | = ] = |
A 8 c ) 3 F s H 1 3 3 L M N o »
1 [WIE__JSEQUENCISTART END  STRAND GENE  COVERAG COVERAGGAPS  %COVERAIDENTIT DATABASIACCESSIO Assembly Gene_observation_ID
2 Jhome/prNODE 1%¢ 3692 4687+ 10000 9960  user.db cfxa_1 Ceffort MCIL
3 /home/prNODE 287  $121 6605+ 10000 9993  userdb ) )
4 [home/prNODE_10: 2224 3390+ tet(X)_2_11-1167/11 10000 9983  userdb @ prokka 16-08-2022 12:46 File folder
5 /home/prNODE10¢ 3603 4403 erm(F)_3_1-801/801 10000 100.00 userdb erm(F)_3_effort MCi4 f . . . r e W [
B | Mome/prNODE 291 2823 3625.- Inu(B).2..1-804/804 10000 10000 user.db Inu(B).2.,effort MCIS & 1_blaTEM_57_1_FJ405211 flanks_with_gene_dist 16-08-2022 12:46 FLANKS_WITH_GE... T8 KB
7 /home/prNODE 297 3680 5164- Isa(€)_1_1-1485/14 10000 10000 user_db isa(E)_1_} effort MCI6 &) 1_blaTEM_57_1_FJ405211 flanks_with_gene fasta 08-2022 12:45 FLAMKS_WITH_GE... 461 KB
8 |/nome/prNODE 241 1854 3020+ tet(X)_2_11-1167/11 10000 95.83  userdb tet(x)_2_teffort MCi7 -
9 | /home/pr NODE_24: 3233 4033 - erm(F)_3_1-801/801 100.00  100.00 user_db erm(F)_3_effort_MCGi8 h] 1_blaTEM_57_1_FJ403271 flanks_with_gene_tree -2022 12:46 FLANKS_WITH_GE... 4KB
10 /home/prNODE 68 1571 2386+ sul2_2_AY1-816/816 10000 100.00 userdb sul2 2 Aveffort si_io T, -
11 /nome/prNODE 68, 2047 3250+ aph(3°}-1£1-804/804 10000 10000 user.db aph(3°}-iteffort SI_110 & 1_blaTEM_37_1_FJ403211.gggenes 16-08-2022 12:45 GGGENES File 12KB
12 /home/prNODE 68, 3250 4086 + aph(6)-1d_1-837/837 10000 99.88  user.db aph(6)-id_effort SI_i11 . - 6-08-2022 12:46
13 /home/prNODE_ 44, 4380 5182+ aph(3")-1t 2-804/804 = 9988 10000 userdb aph(3)-lteffort SI_i12 @ 1_blaTEM_57_1_FJ405211 just_gene dist 16-06-2022 1245 JUSTGENEDISTF..
14 /home/pr NODE 44 5182 6018 + aph(6)-1d_1-837/837 100.00 100.00  user_db aph(6)-1d_effort ¢ & 1_blaTEM_57_1_FJ405211 just_gene fasta 16-08-2022 12:46 JUST_GENE_FASTA... 104 KB
15|/nome/pr NODE 23, 20155 20957 aph(3%)-1£ 2-804/804 9988 100.00 user_db aph(3}-iteffort - . - -
16 /home/pr NODE_52. 12934 13407 + dfrAl_10_1-474/a78 10000 99.79  user db dfrAl_10_effort s h] 1_blaTEM_37_1_FJ403211 just_gene_tree 16-08-2022 12:46 JUST_GEME_TREEF...
17 /home/prNODE 52, 15973 16764 - sul3_2_AJ1-792/792 10000 10000 user.db sul32 Aleffort " R e prveen
18 /home/prNODE_ 66, 1988 2803 + sul2_3_HC1-816/816 10000 10000 user db sul2_3 HCeffort ¢ @ 1_blaTEM_57_1_FJ405211.masked_gene_dist 16-08-2022 12:45 MASKED_GEME_DI... 1
19 fhome/prNODE 66, 2864 3667+ aph(3)-1£1-804/304 10000 100.00 userdb aph(3")-lkeffort Si_i18 &l 1_blaTEM_57_1_FJ405211.masked_gene fasta 16-D8-2022 12:46 MASKED GEME F...
20 [home/prNODE 66, 3667 4503 + aph(6)-1d_1-837/837 10000 10000 user_db aphis)-id_effort SI_i19
21 fhome/prNODE 66 5750 6223 + dfrA1_10_1-474/a78 10000 9979  user.db dfrAl 10_effort SI_120 &) 1_blaTEM_57_1_FJ405211.masked_gene_tree 16-08-2022 12:46 MASKED_GEME_T...
22 [home/prNODE 66, 7585 8451+ sull_S_EU1-867/867 10000 99.89  user.db sullS_EUeffort SI_i21 o ) i . > Target — et B % ident
23 /home/prNODE S7. 5187 6053 - sull_S_EU1-867/867 10000 9989  user db sull S EUeffort SI_i22 1_blaTEM_57_1_FJ405271 tsv 16-08-2022 12:46 tsv_auto._file 7 - == ;9: - .E:Zcf ity
24 /home/prNODE 57. 7415 7888 AirA1_10_1-474/474 10000 9979 user_db dfrAl_10_effort SI_i23 - S
25//home/prNODE 7. 9135 9971~ aph(s}-1d_1-837/837 10000 10000 user.db aph(s)-id_effort_Si_i2a
@ 0 blaSHV_187_1_LN515533 16-08-2022 12:45 File folder
@ 1_blaTEM_57_1_FJ405211 16-08-2022 12:46 File folder
@ 2 blaDXA_486 1_AY397426 16-08-2022 12:47 File folder
@ 3_blaCMY_109_1_AJT46169 16-08-2022 12:45 File folder
@ 4 blaOXY_2 2 2 _AJ371867 16-08-2022 12:46 File folder
@ | 5_blaLEMN25_1_HQ709169 16-08-2022 12:46 File folder
@ 6_cepA_b_FR682022 16-08-2022 12:45 File folder
& T_tet_M_4_X75073 16-08-2022 12:47 File folder
@ 8_blaOKP_B_3_1_AM051152 16-08-2022 12:47 File folder
@ 9 blaCTX_M_1_1_DQ915933 16-08-2022 12:48 File folder
@ 10_blaPAO_3_FJ666073 16-08-2022 12:49 File folder
@ 11_tet_O_2 M20925 16-08-2022 12:47 File folder
@ 12_mechA_6_BX5T1856 6-08-2022 12:46 File folder
@ 13_blaDHA_17_1_KM087850 6-08-2022 12:46 File folder
@ 14.aph_3_ la 3 EFD15636 6-08-2022 12:45 File folder
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Ready made plot from Flankophile

Cluster 45_erm_G__1_M15332 - distance tree based on flanks only sequences

| Tree ‘ | Alignment |

Gene

. e
. mer(D)_3_AF227520

TARGET

Target — Reference DB % identity

. erm{G)_1_M15332_100_%

erm(G)_1_M15332_80.32_%

erm(G)_1_M15332_00.46_%

erm{G)_1_M15¥32_90.50_%

erm{G)_1_M15332_606.73_%

erm(G)_1_M15332_90.86_%
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Cluster 53_aph_3___1ll_1_M26832 - distance tree based on flanks only sequences

| Tree | | Alignment |

Gene annotation
20 [
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Gene annotation with

1. Your reference
database
26301 -

2. Uniprot -
3. Isfinder — .
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Config file — no flags
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Logos

131 Emily Scher, Ph.D. Retweeted
Aine O'Toole @AineToole - Apr 1
¥ ! Announcement for pangolin users: pangolin v4.0 released today! A
huge thank you to @rmcolq, @AngieHinrichs and @DrEmilyScher for their
contributions and help getting this new version out!
Available now at github.com/cov-lineages/p... @PangoNetwork

D 1 70 Q 203 8

Show this thread
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| am looking for Take home message
* Feedback on documentation | would love to help you get started with
« Suggestions for paper Flankophile
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Thank you
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