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¥ @ Other_File 4 NC_041379.1 Gyrodactylus gurleyi N/A N/A Gyrodactylidea Gyrodactylidae N/A Gy
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> extract_results Open in file explorer
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b | mafft results < " N N
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. = Import to Concatenate Sequence PP——
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b 7 files & Import to Convert Sequence Format m—
> @ = Number Of Sequences For A Flank Position: |19 V} Allowed Gap Positions: ‘W\th Ha V}
flowchart [&' nads_mafft_NT_removed_chars.fas i e
» 1l recycled [ nads_mafft NTfas Maximum Number Of Contiguous Nonconserved Positions: |~ 8 Use Similarity Matrices: [Yes ||
[&f nads_mafft AA removed chars.fas
- - - Save Options
& nad5_mafft_AAfas —
= Generic File Extension: |_gb | Characters Per Line In Results And Parameters File: |~ 60
[’ nads_mafft.fas.log
[ nads5_mafftfas Selected Blocks: [Save v] Results And Parameters File: |Save v]
‘, —— —_—
5/ nad4L_mafft NT_removed_charsfal | nonconserved Blocks: [Don't Save || Mask File With The Selected Blocks: [Don't Save ||
| nadaL_mafft NT.fas Bomtome 7] |—7W
[ nad4L_mafft AA removed charsfat | Un92PPed Alignment; [Don't Save v Postscript File With The Selected Blocks: |Don't Save v
~
L_:{ naddL_mafft AAfas Run
[’ nad4L_mafft.faslog B Start v X Stop
[& nad4L_mafft.fas .
[&' nad4_mafft_NT_removed_chars.fas Progress
By e e 0%
< HIEG
@ Show |
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¥ [ GenBank_File Name Size Type Date Modified "|
v 77 files v 2020 11 16-21 54 27 e R
» .data [Z Open
» extract_results Open in file explorer |@ Input ‘ -
- Hles: v|
» Gblocks_results o) 2 D Input: 12 files: atp6_mafft_NT_removed_chars_gb.fasta, cox1_mafft_NT_removed_ +]
P [ MACSE results — (5] Sort | Try to drag your alignments file and drop here if you want to use custom files )
» mafft_results ‘= Import to Concatenate Sequence @)
b T flowchart & Import to Convert Sequence Format Parameter
bl recycled & nadS_mafft NT removed chars.fas g| W) Phylip Format [W] Fasta Format [W] Axt Format (for KaKs_Calculator2)
¥ % Other_File [ nad5_mafft_NT removed,_chars.fas [ Sequence Statistics File (B Paml Format [8] Nexus Format (interleave)
b T files ? nad4l_mafft_ NT_removed_chars_gb.f @ Nexus Format (sequential) E] Nexus Format (interleave: delimit by genes)
> [E] flowchart ' naddl_mafft NT_removed_chars.fas { | xport file name: [concatenation 9) |
P 1 recycled & \ J
Iif nad4l_mafft_NT_removed_chars.fas Brzer g
B nadd_mafft NT_removed chars gbfq Figure height: 5cm Figure width: &cm Label size: 15
| nad4_mafft_NT_removed_chars.fas_g|
& nad4_mafft NT_removed_chars.fas Label angle: 45 Label position: |start V} Label color: #9c997
& nad3_mafft_NT_removed_chars_gb.fa
® nad3_mafft_NT_removed_chars.fas_g| X Run
¥ nad3_mafft NT_removed_chars.fas > Start o Y X Stop
& nad2_mafft_NT_removed_chars_gb.fa
| nad2_mafft_NT_removed_chars fas_g| Progress
& nad2_mafft_NT_removed_chars.fas 0%
& nad1_mafft_NT_removed_chars_gb.fa
v
< >« > |
Concatenate Sequence ¥r Q

& 8. ZEFE I

LBV G2 Z R X 741, " PANH PhyloSuite Hf)"Concatenate sequence”

DIREHEAT Z R KT A A B, Al 8 Fos:
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N
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v GenBank_File Name N o
v files ¥ 2020 11 16-21 55 32 Input
» .data [ Open Alignment File: |21 concatenation.phy
4 concatenate_results o) Open in file explorer
b | extract results . Tree File: [& optionall (in newick format)
» Gblocks_results N Click here to learn more about PartitionFinder2
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FEFRF#F44$440uto InputF#$Ff$aF4d# 3
charset Subsetl = 1-444\3;

charset SubsetZ = Z-444%3 446-624\3; =

charset Subset3 = 627-1032\3 3-444\3; . E E_h%)\ .

charset Subsetd — 445-624\3; PartitionFinder2it 3 A7

charset Subsetd = 447-624\3; E‘iﬂ‘:% E%B&&ﬁﬂ

charset Subsetfé = 625-1032\3;
charset SubsetT = 626-1032\3;

partition PartitionFinder = 7:5ubsetl, Subset2, Subset3, Subsetd, Subsets, &
set partition=PartitionFinder;

lset applyto=(l) nst=6 rates=invgamma;

lset applyto=(2) nst=6 rates=gamma;

lset applyto=(3) nst=€ rates=gamma;

1set applyto=({4) nst=€ rates=ganma;

lset applyto=(5) nst=€ rates=gamma; W
< >
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