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Dosya Dizen Bigcim Goranim Yardim

>1-ITS1 -
GGTGTAAGGTTTCCGTAAGTGAACCTGCGGAAGGATCATTAACGAGAGAGAGGCTTCGCG
CCTCGGGGGGCTTCOGCCCCGCCTCTTCACCCCGTGCGTACCTACTTTGTTGCTTTGGCG
GGCCTCGGTTCCCCCGACGTCGGCCCGGGATTTCCCCGGGCCGGGCGCGTGCCCGCCAGA
GACCGTACCCAAACCCTGTCCATCAGTGTTCGTCTGAGTACCAAGTAAATAACTAAAACT
TTCAACAACGGATCTCTTGGT TCTGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTA
ATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCCTGGT
ATTCCGGGGGGCATGCCTGTTCGAGCGTCATTGCAACCCTCAAGTATCGCTTGGTGTTGG
GCTTTCGTCCCTCGGACGTGCCCGAAAGTTAGTGGCGGTTCATTGGGACCTCGAGCGCAG
TCGAAATTATCATCCGCTCTAGGTTCGCGTTGCGGCCGGCCAGCCAACCCCCAATTATIT
CAATGGTTGACCTCGGATCAGGTAGGGATACCCGCTGAACTTAGCATCTTTAAAAGGGGG
GGGAAAAAAAT
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Dosya Dizen Bigim Goranim ardlm

>1-ITS1 A
GGTGTAAGGTTTCCGTAAGTGAACCTGCGGAAGGATCATTAACGAGAGAGAGGCTTCGCG
CCTCGGGGEGCTTCGGCCCCGCCTCTTCACCCCGTGCGTACCTACTTTIGTTIGCTTTGGCG
GGCCTCGGTTCCCCCGACGTCGGCCCGGGGTTTCCCCGGGCCGGGCGCGTGCCCGCCAGA
GACCGTACCCAAACCCTGTCCATCAGTGTTCGTCTGAGTACCAAGTAAATAACTAAAACT
TTCAACAACGGATCTCTTGGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTA
ATGTGAATTGCAGAATTCAGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCCTGAET
ATTCCGGGGGGCATGCCTGTTCGAGCGTCATTGCAACCCTCAAGTATCGCTTGGTGTTGG
GCTTTCGTCCCTCGGACGTGCCCGAAAGT TAGTGGCGGTTCATTGGGACCTCGAGCGCAG
TCGAAATTATCATCCGCTCTAGGTTCGCGTTGCGGCCGGCCAGCCAACCCCCAATTATITT
CAATGGTTGACCTCGGATCAGGTAGGGATACCCGCTGAACTTAGCATCTTTAAAAGGGGG
GGGAAAAAAAT

>1-IT54
GGATCTTTTGTCTTCTTTTTTTGAGGAGTAAAAGTCGTAACAAGGTTTCCGTAGGTGAAC
CTGCGGAAGGATCATTAACGAGAGAGAGGC TTCGCGCCTCGGGGGGCTTCGGCCCCGCCT
CTTCACCCCGTGCGTACCTACTTTGTTGCTTTGGCGGGCCTCGGTTCCCCCGACGTCGGC
CCGGGGTTTCCCCGGGCCGGGCGCGTGCCCGCCAGAGACCGTACCCAAACCCTGTCCATC
AGTGTTCGTCTGAGTACCAAGTAAATAAC TAAAACTTTCAACAACGGATCTCTTGGTTCT
GGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATTCAGTGAA
TCATCGAATCTTTGAACGCACATTGCGCCCCCTGGTATTCCGGGGGGCATGCCTGTTCGA
GCGTCATTGCAACCCTCAAGTATCGCTTGGTGTTGGGCTTTCGTCCCTCGGACGTGCCCG
AAAGTTAGTGGCGGTTCATTGGGACCTCGAGCGCAGTCGAAATTATCATCCGCTCTAGGT
TCGCGTTGCGGCCGGCCAGCCAACCCCCAATTATTTCAATGGTGACCTCGGATCAGGTAG
GAACCCGCG|



B o o o o B B B B B B o o o L L L e L E L E L L B B B B B B B e E e e e e

k
f\ . » filogenetic analiz » ClustalX2 4 . Aro

i =
W)y Duzenle v & Gorunumler v B8 Slayt Gosterisi @ Yaz

Sik Kullarull Ad Cekildigi tarih Etiketler Boyut Derecelendirme

E gel.

= Kl

Klasorler¥ clustalx.exe clustalx.hlp coldna.xml colprint.xml colprot.xml

101 ~ |
| 105
11

BI)’IJ
) clue
') glgl
s glgc
. bd
. dizi




File Edit Alignment Trees Colors Quality Help

I Mode: [Multiple Alignment Mode vJ Font: [10 v]

B L S L s s s s s e e



B e B L B O B B B o o B e L e e e E L e T e L L B B O B W e e

[Filel Edit Alignment Trees

Colors  Quality Help

Load Sequences

Append Sequences

Save Sequences as...

Load Profile 1

Load Profile 2

Save Profile 1 as...

Save Profile 2 as...

Write Alignment as Postscript
Write Profile 1 as Postscript
Write Profile 2 as Postscript

Quit

Ctrl+0

Ctrl+S

Ctrl+P

Ctrl+Q

)




Alignment  Trees Colors  Quality Help

Mode: [Multiple Alignment Mode v] Font:
—

| 7 Load Sequence File

Ov |1 » fllogenetlkanalrz » CIustaIXZ

Ad Cekildigi tarih Etiketler
Ll

87 clustalx.exe

@ clustalx.hlp

‘w

Stk Kullanilan Baglantilar

| Belgeler
% Son Yerler
Masaistd £ coldnaxml
Bilgisayar & colprintxml
| Resimler £ colprotxml
Mizik
4 Son Degigtirilenler
@ Aramalar

)y Ortak

Klasorler

annaa nnannnnnnnl



| ClustalX 2.0.12 » =

File Edit Alignment Trees Colors Quality Help

Mode: [Multiple Alignment Mode v] Font:

1-IT31
1-IT34




# | ClustalX 2.0.12

File Edit I Alignment | Trees Colors Quality Help
Do Complete Alignment Ctrl+L
Do Guide Tree Only Ctrl+G

Do Alignment from Guide Tree

Mode: |Mi

Realign Selected Sequences

Realign Selected Residue Range

Align Profile 2 to Profile 1

Align Profiles from Guide Trees

Align Sequences to Profile 1

Align Sequences to Profile 1 from Tree
Alignment Parameters

Iteration

Output Format Options

Set All Parameters to default

annaa nnannn ol



%] Complete Alignment

Output Guide Tree:

Output Alignment Files

D:/Esin BASARAN Desktop/filogenetik analiz/ClustalX2/1.dnd| [ Browse

Clustal: :ASARAN/Deskhop/ﬁiogenetik anéliz/élﬁstéllei.éiﬁ

nm

20 30 4 50

LR B e R I R R N R R R R e 0 ey L I R I R R R R R




il | ClustalX 20.12 =TTl x ]

File Edit Alignment Trees Colors Quality Help

Mode: [Muh:iple Alignment Mode v] Font: [10 v]




i —
Edit Alignment Trees Colors Quality Help

Load Sequences Ctrl+O

o)
Append Sequences
Save Sequences as... Ctrl+S

Load Profile 1
Load Profile 2

EXTXXXTXXXEXS

EXXXEXTXXXLXXE XX

EEEEE T XTI XL TS

] ]

Save Profile 1 as...

Save Profile 2 as...

Write Alignment as Postscript Ctrl+P
Write Profile 1 as Postscript

Write Profile 2 as Postscript

Quit Ctrl+Q

CLUSTAL-Alignment file created [D:/Esin BASARAN/Desktop/filogenetik analiz/ClustalX2/1.aln]




: -
8 | ClustalX 2.0.12

File Edit Alignm

ent: Trees Colors Qualit Help

Mode: |Mutiple Algnment Mode v Font: [10 x|

il

clustalx

‘I

Format

CLUSTAL format
[] GCGMSF format

[7] NBRF/PIR format
[7] PHYLIP format
[T NEXUS format

(| GDE format

[7] FASTA format

GDE output case : [Lower
CLUSTALW sequence numbers : [Off

[:] Use range information:
Save range from: 1

Include range numbers: Off
Save Sequences As: (File extention will be appended)

D:/Esin BASARAN/Desktop/filogenetik analiz/ClustalX2/1




fonanananannnn

g g
i . » filogenetik analiz » ClustalX2

Sk Kullarill Ad Gekildigitarih  Etiketler

E Bel.
E Res.
B Mo

Ta...

e

Klasorler® | clustalx.exe clustabuhlp coldna.xml colprintxml

|

e e

G
) G
G

Cl

= A B el
m_|

‘

e

colprotxml

annannnnnnnnn'n'n'n’nin’y




| Giris | Exe

r

Yapvlstll' 7 lag,,A. Aa'”A‘ 5’.|

% |
;43

"

Sayfa Duzeni Basvurular Gozden Gegir

Gorunam

Courier New

KT A

-l0s -] (5 4= ][ S amk
- abe X, x‘] r§1§ » y % !7\

Duzenleme

Stiller

Hizhh  Stilleri
Stiller » Degistir ~

I

1-ITS1
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Dosya Dizen Bigim Goéranam Yardim |

pLecidea fuscoatra HQ605926 Turkey-Ankara -
GTGAACCTGCGGAAGGATCATTAACGAGAGAGAGGC TTCGCGCCTCGGGGGGCTTCGGCC =
CCGCCTCTTCACCCCGTGCGTACCTACTTTGTTGCTTTGGCGGGCCTCGGTTCCCCCGAC
GTCGGCCCGGGGTTTCCCCGGGCCGGGCGCGTGCCCGCCAGAGACCGTACCCAAACCCTG
TCCATCAGTGTTCGTCTGAGTACCAAGTAAATAACTAAAACTTTCAACAACGGATCTCTT
GGTTCTGGCATCGATGAAGAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATTC
AGTGAATCATCGAATCTTTGAACGCACATTGCGCCCCCTGGTATTCCGGGGGGCATGCCT
GTTCGAGCGTCATTGCAACCCTCAAGTATCGCTTGGTGTTGGGCTTTCGTCCCTCGGACG
TGCCCGAAAGTTAGTGGCGGTTCATTGGGACCTCGAGCGCAGTCGAAATTATCATCCGCT
CTAGGTTCGCGTTGCGGCCGGCCAGCCAACCCCCAATTATTTCAATGGT

m

>Lecidella patavina HQ605932 Turkey-Sivas
GAAGGATCATTAATGAGTGAAAGGGTTCGCGCCCTCGGTGGTTTCGTTGCTGCCAACTCT
ATACCCTGTGCTTACGTACCTTTGTTTCTTTGGCGGGCCACAGGGTCCATCCCGACGCCG
GCCCTGAACTTCCCCTCAGGCAGGCGGGGCGCCCGTCAAGGGCCCATCATAAATCCTTCT
TATCAGTGACGTCCGAGCATCATCATCATAAATGAATAAAAACTTTCAACAACGGATCTC
TTGGTTCTGGCATCGATGAAGAACGCAGC GAAATGCGATAAGTAATGTGAATTGCAGAAT
TCAGTGAATCATCGAATCTTTGAACGCATATTGCGCCCCTCGGTATTCCGGGGGGCATGC
CTGTTCGAGCGTCATTGCACCCCTCAAGCGGAGCTTGGTATTGGGCCCCCGCCGCTCCGG
CGCGCCCGAAAGTCAGTGGCGGTCCGGTGTGGCTTCGAGCGTAGTAAACAATTCTCCCGC
TTTGGAAGCCTCTGCTGCGGCCGG

>Lecidella carpathica HQ605933 Turkey-Konya

ACGGGGGCCGTCCCTCTCGGGGGGCGATCCTCCCTATCTCCCAAACCCCCTGTCTATCGA
CCTCACACACACACACTATAGTACACCTCAGAGAAGTCGTCCCTAGCGGGGTGCGCGACC
CTAAAATGTACCAAAAACAAAACTTTCAACAACGGATCTCTTGGTTCTGGCATCGATGAA
GAACGCAGCGAAATGCGATAAGTAATGTGAATTGCAGAATTCAGTGAACCATCGAATCTT
TGAACGCACATTGCGCCCCCCGGTATTCCGGGGGGCATGCCTGTTCGAGCGTCACAAAAA
AAGGCAATCGACCTCCGGTCCTAGCGTGTAACAGCGCGAACGTCTGGGGGCTCGACGTTG

| < | ] | r
—— 200 = — 00000000 e —— 4
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CLUSTAL-Alignment file created [D:/Esin BASARAN/Desktop/filogenetik analiz/ClustalX2/dizilerin hepsi.aln]
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CLUSTAL-Alignment file created [D:/Esin BASARAN/Desktop/filogenetik analiz/ClustalX2/Lecidea .aln]
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| M4.1 (Béta 3): Progress

Progress - 32%
Detalls v X Stop
Run Status
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