}‘ BioEdit Sequence Alignment Editor

File Edit Sequence Alignment View Accessory Application RNA  World Wide Web  Options  Window Help Open bOth Sequences for primers 1 and 2; pUt trace file and
=g seqguence file to see them together for one sample

A barcoding\Nina\Seq_results_020119\s2_e-Primerl.a

,'_E’ et (e : 52_s-Primer2 |File: C:'Users'alina Dropbox'alina UMD Lab Isopods_DNA barcoding Nina'Seq_results_020119's2_s-Primer2 abl

590 600 610 620 630 640 650 660 670 680 690 700
ACCTAACTCTGTTCGAATTAATATTCTGAGAGCGGTTCCCACCCTCCCAGATCAAGCACCGAAGATAAAATATAATGTTCCAATATCTTTINNNNNNN NGNNNNANDMNNANACCCNNAAAATITN

% DNA sequence from C:\Users\alina\Dropbox\alina\UMD\Lab\Isopods DNA barcoding\NinaSeq_resuits 020119\s2_e-Primer2.abT
B & |CouierNew ~l1n B 1 total sequences
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s2 e-Primer2? GATCATTTCCANGQALACTCCCAGGTTGACCTAACTCTGTTCGEATTAATATTCTGAGAGCGGTTCCCACCCTCCCAGATCAAGCACCGARGATARAATATAATGTTCCAARTATCTTTNNNNNNNNNGNNNNANNNNANACCCNNARRATTN

Scroll both files to t d; click on the sequence file; put the cursor at the position you
want to delete; change mode to ‘Edit’; click on ‘delete’
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}9 ABI Chromatogram: C:\Users\alina\Dropbox\alina\UMD\Lab\|sopods_DNA barcoding\Nina\Seq_results_020119\s2_e-Primer2.ab1

s~ Selected: none Sample: s2_e-Primer2 |File: C:Users\alina Dropbox'alina\UMD'Lab Isopods_DNA barcoding Nina'S8sq results_020119's2_s-Primer2 abl

10 20 30 40 50 60 70 80 %0 100 110 120
YN INN NNNDMNNNMNN DN NNNN _\_\'?N_\'GN_\'A_\_\\'\"\' MNNNNCTCTAGGAT CAAAAAAAGAGGTAT TAAGGT TACGGT  CT GT TAGAAGTATTGTAATTGCCCCTGCTAGAACTGGGAGAGAGAGAAGTA

A J»lw W !_L\..:m;m\;,l‘mmm oo il

3§:VJQ:EJHE ce from C:\Users\alina\Dropbox\alina\UMD\Lab\lsopods_DNA barcoding\MNina\5eq_results_020119%s2_e-Primer2.ab1

(= R [Courier New ~h - B 1 total sequences

Mode: |Edi v || Ovenite ~ _] Selection: 660 Sequence Mask: None Start

Position: Numbering Mask: None uler at |

— <o [CaTGAT TIee Secroll Ll | ]
g I DID oo ’|" E@%-n& i.l R e TR @-‘ﬂ B P peed siow O o fast
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i | 10 20 30 40 50 €0 70 80 90 100 110 120 130 140 15
82 e-Primer?2 NNNNNNNNNNNNNNNNNNNNNNNNNNGNNANNNNNNNNNNNCTCTAGGATCARRARRLGAGGTATTAAGGTTACGGTCTGTTAGAAGTATTGTAATTGCCCCTGCTAGAACTGGGAGAGAGAGAAGTAGGAGGATAGTGGTAATARATACAG

Scroll both files to the beginning; repeat the editing using ‘backspace’
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ABI Chromatogram: CAU
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ABI Chromatogram: C:\Users 3\ Dropbox a\UMD\Lab\lsopods_DMNA barcoding\Nina\5eq_results_020119s2_e-Primer2.ab1

LR S

— =mm Selected none Sample: s2_e-Primer2 |File: C:\Users\alina Dropbox!alina\UMD'Lab Isopods_DNA barcoding Nina'Seq _results_020115's2_e-Primer2.abl

10 20 30 40 50 60 70 80 %0 100 110
YN INN NNNMNNNMNN PN NNNN MNINNGNNAMNNN MNNNNCTCTAGGAT CAAAAAAAGAGGTATTAAGGT TACGGT CT GTTAGAAGTATTGTAATTGCCCCTGCTAGAACTGGGAGAGAGAGAAGTA

N

?‘ Save Alignment ...

Savein: | edited l] « B ey B~
* Name Date modified Type *
Quick access yS‘UHkLF.fas 2/4/2019 10:44 AM FASFIl
% DNA sequence from C:A\Users\alina\Dropbox\alina\UMD\Lab\lsopods_DNA barcoding\Nina\Seq_resu & s_unk1_Ras 2/4/201910:43 AM  FAS Fil
- ; 1 total sequences [Vl & s_unk2_Ffas 2/4/201910:41 AM  FASFil
B [Courier New ~ln ~B _unk2_

' — : Deskiop & 5.unk2 Rfas 2/4/201910:39 AM  FASFil
5 = iha { Sequence Mask: None )
Mode: || 0venwite - | Setection: 650 Numbering Mask. None . & s2.e Fias 2/4/201910:50 AM  FASFil

| - = secr PP m §s2.e Rfas 2/4/201910:49AM  FASFil
@ 1 DN § oo+ BRI N e D <2 g Ffas 2/4/2019 1047 AM  FASFil
- L B I T I TT YN I LR B B | Ty I T I LI B B | TT v | T I TrT ey I [ | TT v | T I TrT ey I Ty e | TT v | TT TN I T I ‘

= 10 20 20 40 50 ‘ ySZ_g_R.fas 2/4/2019 10:46 AM FAS Fil 120 130 140 15 L
52 e-Primer 2 NNNMWNNNNNNNNNNNNNNNNNNNNNGNNANNNNNNNNNNNCTCTAGGAT = & w2_b_Ffas 2/4/201910:38 AM  FASFIl  SGGAGAGAGAGAAGTAGGAGGATAGTGGTAARTARATACAG

3* wZ_b_R.fas 2/4/2019 10:37 AM FAS Fil

‘ w2 d Fias 2/4/201910:35 AM  FAS Fil
S wa_d_Rfas 2/4/2019 10:33 AM  FASFil
B9 wd ¢ Rfas 2/4/201910:31 AM  FASFil ¥
< >

File name: ls?._e_H.fas j Save |

Save astype: | Fasta ("fas, “fst, “fsa) j S

v/

Save the sequence in ‘fasta’ format
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Do the editing for the other sequence; then
close all the windows

}"' Open File ...

Look in: [ | | edied | « @& ek E@-

”~

* Name Date modified Type *
& s_unk1_Ffas 2/4/2019 10:44 AM  FAS Fil
& s_unk1_Rfas 2/4/2019 10:43 AM  FAS Fil
& s_unk2_Ffas 2/4/201910:41 AM  FASFil
& s_unk2_R.fas 2/4/2019 10:39 AM  FAS Fil
2/4/2019 10:50 AM  FAS Fil

Quick access

&2 g Fifas 2/4/201910:4TAM  FASFil
& 52 g Rias 2/4/201910:46 AM  FASFil
& wa_b_Ffas 2/4/2019 10:38 AM  FASFil
& w2 b_Rfas 2/4/2019 10:37 AM  FASFil
& w2_d Fias 2/4/201910:35AM  FASFil
S wa_d_Rfas 2/4/201910:33 AM  FASFil
& wa ¢ Rfas 2/4/2019 10:31 AM  FASFil ¥
L 4 >

Then, open both forward and reverse Fename:  ['s2e Rifas's2e Flas’ -
edited sequences Fesdtpe:  [NResCH =
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e D

}’ C:\Users\alina\Dropbox\alina\UMD\Lab\|lsopods_DNA barcoding\Nina\Seq_results_02011%\edited\s2_e_F.fas | (=] | (=] | 2 |
=] |Courier New L”” ~' B ches Lo L

Mode: ; Selection:0 Sequence Mask: None Start
° Salect / Slide .2 Pasition: Numbering Mask: None uler at 1

£ I DIT §oo+ = EEY IR e i BB ¢ ey g
L

ﬂ""l""I""I""lU"'|""I'F"l""||'|"|'II"‘I|"|'|"'l’||'II"|'|"|Il""l'!'II'I"I"|'l’"ll""l"'l’lU'l"|'l’"I""l""||"'|1"‘|"|'|@
=1 10 20 30 40 S0 60 70 80 S0 100 110 120 130 140 150

s2 e-Primer]l RACCGCTCTCAGAARTATTAATTCGARACAGAGTTAGGTCAACCTGGGAGTTT TAT TGGRARTGAT CARATTTACARTGTTATTGTCACTGCACATGCTTTTGTTATAATCTTTTTTCTTGTTATACCCGTAATAATTGGTGGTTTTGGAAATTGAC
82 e-Primer2 | GTATTRAAGGTTACGGTCTGTTAGARAGTATTGTARATTGCCCCTGCTAGARACTGGGAGAGAGRAGARGTAGGAGGATAGTGGTARTARATACAGATCARACRAAATARAAGGTACTTTATCARATCTTATACCTCTAGAGCGCATATTGATCACAGTTGA

= Hon =<

% C:\Users\alina\Dropbox\alina\UMD\Lab\lsopods_DNA barcoding\Nina\Seq_results_020119\edited\s2_e R fas

\‘ (=] |CourierNew ﬂl” LI B 1 total sequences

| :[Select / Slide ~ | 5 ection: ammngmgig_ Hone e
I 3 T 7 .. TTa S ll :j‘ j’
g I 1 D 8 co +}- &= ﬁ%.# ill‘:‘Ei!ﬁﬁi gﬁgﬂ :‘.‘e? @3[1'3 s s:pcgd slow - fast

'Tl!ITl!'Il|'T||'Tl|'Tl!l'l!'ll!'fl|'Tl|'Tl!lTl!'Il|'T||'Tl|'Tl!lfl!'ll|'T||'Tl|'fl||'l|'|l|'T||'Tl|'Tl!l'l!'ll!'fl!"ll".
10 20 30 40 S0 60 70 80 90 100 110 12 _'l
TAAGGTTACGGTCTGTTAGAAGTATTGTAATTGCCCCTGCTAGARCTGGGAGAGAGAGRAAGTAGGAGGATAGTGGTAATARATACAGATCARACAAATARAGGTACTTTATCARATCT

Select the reverse sequence;
copy it (right click) to the window with the forward

sequence
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= New Sequence
Edit Sequence
EAN Sl ckeched % C:\Users\alina\Dropbox\alina\UMD\Lab\lsopods_DNA barcoding\Nina\Seq_results_020119\edited\s2_e_F fas
Select Positi .
ect Positions g 5 ]Counet e L] I 1 L] B 2 total sequences
Open at cursor position . = Sr e :
o Mode: g ection: equence Mask: None Start
Extract Positions 8| Selsct / Shde [ Position: 66 Numbering Mask: None ruler at:
Go to Pubmed references ] A A e <22 [CATGAT T1oe I Seroll L1
X ) i o é‘ 1D I E ﬁ D Eﬁ%.f{:i.l:!i!:: ‘C.ﬂ.TCﬁTZ‘iI @NHLE ? speed slow R |
Overwrlte/RetrlevesequencesbyglnumberlntltlebyHTTPtoGenBank o] N N N N N N N N N T T R A N
Overwrite/Retrieve Genbank data by gi number in title by HTTP to GenBank (ignore sequence) =i 10 20 30 40 50 €0
= 8 = s2 e-Primer]l RRACCGCTCTCAGARATATTAATTCGAACAGAGTTAGGTCAACCTGGGAGTTTTATTGGARATGATCARRT
True positions from alignment positions 98 GTATTAAGGT TACGGTCTGTTAGAAGTATTGTAATTGCCCCTGCTAGAACTGGGAGAGAGAGAAGTAGE
Phylogeny / Taxonomy >
Filter out sequences containing certain characters >
Rename > Nucleotide Composition
Sort > Base composition and mass export (monoisotopic)
PCR Primers / oligos R Base composition and mass export with average masses
Complement
Pairwise alignment > Reverse Complement Shift+Ctrl+R
Similarity Matrix (for pairwise alignments and shading) > DNA->RNA
Features > RNA->DNA
Sequence groups (or families) > Tanchie N
Edit Mode > Find next ORF
Mask 5 Create Plasmid from Sequence
Gap beginning to minimize stop codons in reading frame 1
Toggle Color
Restriction Map
Gaps g Sorted Six-Frame Translation
Musigtations 2 Unsorted Six-Frame Translation
Nucleic Acid b Find ORFs from a list of positions
Protein >

Translate or Reverse-Translate (permanent)

Translate in selected frame (permanent)

Select the reverse sequence;
Do reverse compliment

Toggle Translation Ctrl+G
Toggle translation in selected frame
Toggle translation of CDS annotations

Dot Plot (pairwise comparison)
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=k Add / Modify / Remove an Accessory Application

ClustalW Multiple alignment

BLAST y C:\Users\alina\Dropbox\alina\UMD\Lab\Isopods_DNA barcoding\Nina\Seq_results_020119\edited\s2_e_F.fas

CAP contig assembly program 2] E ICourier New L““ L] B Sl et

ClustalW Example Application . Mode: W gg‘gfggﬂ 0 [332;2?53 m:zt :gnn: ?l:re’: at:
O e $1DITfe - EEEIIIFEE T QuE e S,
DNAmI DNA Maximum Likelihood program :_lj ””'””;:_C)”'l””é:)l”I"”;!,;(')'”I””;E)I”I'”lé(‘)'“I'”'é:)”'l'”'

| AACCGCTCTCAGRAATATTAATTCGAACAGAGTTAGGTCARACCTGGGAGTTTTATTGGAAATGATCARRT

DNAmlk DNA Maximum Likelihood program with molecular clock
AT AT T TTATCTICGGTGCTTGATCTGGGAGGGTGGGAACCGCTCTCAGRAATATTAATTCGARCAGAC

DNAPars DNA parsimony method
FastDNAmI DNA maximum likelihood
Fitch -- Fitch-Margoliash and Least-Squares Distance Methods
Kitsch -- Fitch-Margoliash and Least Squares Methods with Evolutionary Clock
NEIGHBOR -- Neighbor-Joining and UPGMA methods

ProML Protein Maximum Likelihood program

Protdist ---> Fitch phylogenetic tree
Protdist ---> Neighbor phylogenetic tree

Protdist protein distance matrix

Protpars protein parsimony method

Then select both sequences;
Do alignment
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= D % Clustalw Options — | bed
ClustalW Multiple alignment
Reference:
Thompson, J.D., Higging, D.G. and Gibson, T.J. (1934]

? C:\Users\alina\Dropbox\alina\UMD\Lab\|sopods_DNA barcoding\Nina\Seq_results_02011%edited\s2_e_F.fas

CLUSTAL W: improving the sensitivity of progressive multiple =l |Couriet New |1 - 2 total sequences
sequence _aig’lmenl l!‘mugh sequence weighting, position specific H | _I I J B
gap penalties and weight matrix choice. Mode: I Select / Slide « | Selection:0 Sequence Mask: None Start
Nucleic Acids Research, submitted, June 1994, Poasition: MNumbering Mask: None ruler at:
|7 \ r [ — A 7 1 hi <)am1’ TTHE Scroll _I_I'
[~ Calculate NJ Tree £I1IDIDH G'D"T“ = ﬁ%.ﬁ ill !Ei! “TEY|CATCAT i @«\HE ¥ speed sow &4

;I||r!|'|ll||r!|||!||r||'|ll||r!||r!|||!|'|l|||r!||r!||r!|'||l||r|||r!||r!|

[~ FAST algorithm for guide tree 10 20 30 40 50 60

|v Bootstrap NJ Tree  Number of bootstraps: |'I 0oo

Gap penalties: Blark=default
Pairwize alignments Multiple alignment
Gap open | Gap open

Gap extend I— Gap extend I—

Other Parameters: |

TR AT TTTATC T TCGGTGCTTGATCTGGGAGGGTGGGAACCGCTCTCAGRATATTAATTCGRRCAGAL

Note: enter additional parameters as a single line.
[ Dutput Clustal format with Clustal consensus sequence generation
Additional Parameters for Clustalw:

e

“**Heneral settings:
/QUICKTREE :use FAST algorithm for the alignment guide tree
/NEWTREE= :file for new guide tree

/USETREE= :file for old guide tree

/MEGATIVE  :protein alignment with negative values in matriz

Run Clustalw/ Wiew Clustalw Doc Cancel

Click on ‘Run ClustalW’
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File Edit Sequence Alignment View Accessory Application

= Db

Minimize Alignment

Minimize alignment to mask

Sequence |dentity Matrix

Create Consensus Sequence

Entropy (H(x)) plot

Toggle Translation

Positional Nucleotide Numerical Summary
Positional Amino Acid Numerical Summary
Positional frequency summary (any characters, ~-. are gaps)
Find Conserved Regions

Similarity Matrix (for alignment and shading)
Strip columns containing gaps

Plot identities to first sequence with a dot
Information scan

Plot a bitmap representing the alignment (1 pixel per base)

Create I[UPAC consensus in selected columns (nucleotide only, no threshold)

Flush the alignment (pad ends with gaps to longest sequence)

Align pipes throughout aligmnment
Align spaces throughout alignment

In the new window, select both
sequences again;
Create consensus sequence

RNA World Wide Web Options  Window Help

y C:\Users\alina\Dropbox\alina\UMD\Lab\Isopods_DMNA barcoding\Nina\Seq_results_02011%edited\s2_e_F.fas

=] |E0urier New L”“ j B ¢ total sequences
I—_l - Selection: 0 Sequence Mask: None Stat -
Mode: | Select / Siide Poste';:ionT MNumbering Mask: None n.laer at:
—_— Trac Seroll L1
£IDIDGH G‘D’T Eﬁ%-ﬂeill Ei!"" %E‘RT @«‘HE v s;tegd slow -
= T | TTr I L B B I T | T | rvaoruy I Trrr I T I Tror | Trr I Trr I Trry | T | Trrr
_I 10 20 30 40 50 60

s2 e-Primerl AACCGCTCTCAGAATATTAATTCGAACAGAGTTAGGTCAACCTGGGAGTTTTATTGGAAATGATCARRT

32 e—-Primer2|/TTATATTTTATCTTCGGTGCTTGATCTGGGAGGGTGGGARACCGCTCTCAGRAATATTAATTCGARCAGAC

[o]& =

] E ICouriar MNew
MDdBilSeIecl/SIide vI

L”” j B 2 total sequences
Selection: 0 Sequence Mask: None Start
Position: 35 Numbering Mask: None uler at|1
TTAG Scroll |._'_I' _'I
G e ‘l" E@%- 1.' Hi! :"3 LTERT A @NHE % sgad slowr o fast
|1l|||fl||ll!Ill||Il‘lfl||ll||ll||ll|||l||l|||ll|'|ll‘lfl!‘Il||ll!‘llllfl!lll!‘ll!‘ll
10 20 30 40 50 60 70 80

ARCCGCTCTCAGRATATTAATTCGAACAGAGTTAGGTCAARCCTGGGA

8 T TATATTTTATCTTCGGTGCTTGATCTGGGAGGGTGGGAACCGCTCTCAGAATATTAATTCGAACAGAGTTAGGTCARACCTGGGE
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New Alignment Ctrl+N
Open ... Ctrl+0
New from Clipboard ? sers\alina\Dropbox\alina\UMD\Lab\Isopods_DNA barceding\Nina\Seq_results_02011%\edited\s2_e_F.fas
I »
RNAMotif g |E0urier Now L”“ LI B 2 total sequences
New Text Selection: 0 ] Mask: N
Mod I—_l - election: equence Mask: None Start

Open As Text oce: | Select / Slide Pasition: Numbering Mask: None ruler at:
Sa Ctrl+S — Trac Seroll Lol

Ve * ﬁn I DL D & GD "l" Eﬁ%.ﬁdill Ei! %Ei% @«\HE ? speed slow o 4
Sa\"eAS... ;I||l||'|ll||l|||||||ll|'|ll||l!!Il!!‘l||'|l|||l|||l|||l!|'||l||l|||l|||l||
Retrieve sequences from GenBank or GenPept =i 10 20 30 40 50 €0

82 e-Primerxr]l RACCGCTCTCAGARTATTAARTTCGRACAGAGTTAGGTCARCCTGGGAGTTTTATTGGAARTGATCARRT

Copy file name to clipboard s2 e-Primer2|TTATATTTTATCTTCGGTGCTTGATCTGGGAGGGTGGGAACCGCTCTCAGAATATTAATTCGAACAGAC

Export >

Import ’ % Untitled
Import from Clipboard 3 total sequences
Courier New |11 -
Merge into Alignment based on a Reference Sequence | o E I _” _I B
I . | ior; Sequence Mask: Mone

Merge from Clipboard IO Solect / Sids |5 gglseitci:;lg:n.ﬂ Nurill;eling Mask: Mone rslji::rt at 1
Align and merge into alignment using top sequence as an alignment reference N — B > Scroll L -1

J ) J I 97op =E4 J £ I DL1LD GD -J- E@%. $.| Ei! i %.Z%cﬂ”ﬂ @-"H‘E ¥ speed slow p « fast
Appendnllg"me"t A|ll|Illl‘l"‘ll||ll||lll|l'||Il||l|||lll‘l"lll“Il“ll!‘l!l‘ll‘lll“ll!‘l
Go to GenBank -1 10 20 30 40 50 €0 70

[S2 e-Primerl AACCGCTCTCAGAATATTAATTCGAACAGAGTTAGG

Close 32 e—Primer?2 I'TETETTTI‘RTLI‘TLGGTGLI‘TGHI‘L—TGGGQGGGTGGGAHCCGCI‘CTCRGAATRTTRRTTCGAACRG.?'-:G'I‘T.T—':GG

ITTATATTTTATCTTCGG TG T TGAT CTGGGAGGGTGGGARACCGCTCTCAGRATATTAATTCGARACAGAGTTAGG

Batch ABI to SCF trace file conversion
Batch Export of Raw Sequence Trace Data

Revert to Saved Ctrl+R
Graphic View

Print Window

Print Alignment as Text Ctrl+P
Untitled

C:\Users\alina\Dropbox\alina\UMD\Lab\Isopods_DNA barcoding\Nina\Seq_results_020119\edited\s2_e_R.fas
C:\Users\alina\Dropbox\alina\UMD\Lab\|sopods_DNA barcoding\Nina\Seq_results_02011%\edited\s2_e_F.fas

Untitled? Select concensus sequence and
Exit | o] open a new alignment window
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2 b :
Copy the concensus sequence in the
neW allgnment WIndOW y C\Users\alina\Drop alina\UMD\Lzab\lsopods_DNA barcoding\Nina\Seq_results_020115\edited\s2_e _F.fas
™
— —_— 2 total sequences
¥ Untitled? [c][@ | =]y Y- B
. = = 1 total sequences Selection: 0 “Sequence Mask: None Stat
HE ICourlet New I B ] Position: Numbering Mask: None ruler at:|
M “ZIU—LI Selection:0 Sequence Mask: None Start TGAT TI4 Scroll LT
R Select/ Skde Position: Numbering Mask: None ruler at|! & GD ’l‘ Eﬁ%- i.I Ei! ‘ |C %8 T = @\ﬂf: ? speed slow ; «
e e > GAT"“ : sclol .I I _.] ll'lll"l""l'llll"l'll'!'l"lll'lllI‘l"I'l"|""I""I""I"'.
£ I DI D/ co - BT EEVIN] S e SwadE 9 22w & 4 fast 10 20 30 40 50 €0
llll'lll'llll'l'lllIll'lIlllllllll'lllll'llll'l'lll!llIl!llllll"lllllll'l'll'lIIII!I_JACCGCTCTCAGAATATTAATTCGAACAGAGTTAGGTCAACCTGGGAGTTTTATTGGAAATGATCAAAI
5= | 10 20 30 40 S0 60 70 80 TATAT T T TATCTTCGGTGCTTGATCTGGGAGGGTGGGAACCGCTCTCAGAATATTAATTCGAACAGAC

[T TATATTTTATCTTCGGTGCTTGATCTGGGAGGGTGGGAACCGCTCTCAGAATATTAATTCGARACAGAGTTAGGTCAACCTGGGAG

p ~
% Edit Consensus: Untitled1 < B 3 total sequences
DIBHIEI N« Sequence Type: IDNA LI Selection: 0 Sequence Mask: None Start
Length: 6548 Position: 1 Position: Numbering Mask: None ruler at|1

True Lengthl 648 True Position: 1 e m [GAT GAT 1t ' Scroll L1 1
C [~ Lock sequenceIUveIWIite vl l = Sﬁ%. il I ‘Ei! EiTExt @lﬂ@ ? speed slow y « fast

Font Size: | JO ¥! Sequence: 1 outof1

88 U PETES JAEES SR GRS TR B CAE T LR LR RO e

- 10 20 30 40 50 60 70

[ AACCGCTCTCAGAATATTAATTCGAACAGAGTTAGG
T T TATC T TCGGTGCTTGATCTGGGAGGGTGGGAACCGCTCTCAGAATATTAATTCGAACAGAGTTAGG
TTTATCTTCGGTGCTTGATCTGGGAGGGTGGGAACCGCTCTCAGAATATTAATTCGAACAGAGTTAGG

10 20 30 40 50
TTATATTTA TCTTCGGTGC TTGATCTGGG AGGGTGGGAA CCGCTCTCAG

el 70 g0 S0 100

AATATHAATT CGAACAGAGT TAGGTCAACC TGGGAGTTTT ATTGGRRATG

110 120 130 140 lTSII'
ATCARRTTTA CAATGTTATT GTCACTGCAC ATGC"I‘TTI‘GT TATAATCTTT _'_]
160 170 180 180 200 :I
Apply | Apply and Close | Cancel ] ij [ Color
Then double cljck on the concenpus
sequence; rename it in the new L ] -

window; click on ‘Apply and Close’
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= D
y Ci\Users\alina\Dropbox\alina\UMD\Lab\lsopods_DNA barcoding\Nina\Seq_results_020119\edited\s2_e F.fa
$ Untited SE=] ‘ﬂm B 2 total sequences
8 i T e | g
Mofe:[Select/Side ] o 2.0 e Mok o Sl § co|+ B R EEE T TR Ol ¢ =ul o
1D IX §oo+ E2ERMEINIPESE @ o OMH ¢ SRiay g R I L I - T

] AR FOE R LT R R Bt d KR o Tl RO N R BT ) R G N B R TS S R E RS R

=

10 20 30 40
[TTATATTTTATCTTCGGTGCTTGATCTGGGAGGGTGGGAACCGCT

S0

€0

70 80

CTCAGAATATTAATTCGAACAGAGTTAGGTCAACCTGGGAG

ACCGCTCTCAGAATATTAATTCGAACAGAGTTAGGTCAACCTGGGAGTTTTATTGGARATGATCAARRT
TATAT T T TATCTICGGTGCTTGATCTGGGAGGGTGGGAACCGCTCTCAGAATATTAATTCGARCAGAC

Save the renamed concensus
sequence in ‘fasta’ format; close all
the other windows, don’t save

anything else

Save in: I

*
"y

Desktop
|
Libraries

L

This PC

@

N&;vork

Quick access

}” Save Alignment ...

X
) es
consensus Ll « @ ¥ BB
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