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OZET
Yuksek Lisans Tezi
Yarasa Viromlarmin Metagenomik Analizi
Gizem Geggil
Ankara Universitesi Biyoteknoloji Enstitiisii
Prof. Dr. Emre Keskin

Insanlarda ve hayvanlarda siddetli akut solunum yolu sendromu koronavirusu (SARS-CoV),
Orta Dogu solunum sendromu ile iligkili koronavirus (MERS-CoV), Ebola virusu, Nipah
virusu ve Hendra virusu gibi ciddi hastaliklara yol acan ¢esitli zoonotik viruslarm dogal
rezervuarlar1 yarasalardir. Son yillarda basta koronaviruslar olmak iizere bazi viruslarin
cesitli ara konak baska hayvanlar1 kullanarak rezervuar konak olan yarasalardan insanlara
sigramis olabileceginin deneyimlenmis olmasi, bu memeli grubuna olan ilgiyi giin gegtikge
artirmaktadir. Tiirler arasi bulagsma riskini aydinlatmak amaciyla farkli cografi bolgelerde
yasayan yarasalarin barindirdiklar1 viruslarm karakterizasyonu biiyiikk 6nem tagimaktadir.
Son yillarda gittikce hiz kazanan metagenomik calismalar bize sadece organizmalarin
kendilerinden degil, ¢evresel drneklerden de kiimiilatif ¢esitliligi ortaya ¢ikarabilecegimizi
gostermistir. Yiiksek Verimli Dizileme (HTS) yiiksek verim ve hiz sunan bir dizileme
teknolojisidir; bu teknolojinin metagenomik caligmalara adapte edilmesi ise elde edilen
veriyi astronomik sayilara ulastirmig, bu verilerin islenmesi i¢in de biyoinformatik araglar
giin gegtikge gelismeye baslamistir. Viral metagenomik caligmalarin HTS teknolojisiyle
birlikte irettigi veri, biyoinformatik aracglarin ulasilabilirligi, kullanilabilirligi ve
dogrulanabilirligi gerekliligini dogurmaktadir. Bu tez calismasinda yerlesim yeri itibariyle
insanla iligkisi muhtemel yarasa tiirlerinden alian orofarengeal siiriintii, rektal siiriintii ve
digk1 Ornekleri niikleik asit izolasyonuna tabi tutulmus, tiim genom amplifikasyonu
uygulanarak zenginlestirilmis, Shotgun dizileme teknolojisi ile dizilenmis ve pratik bir

biyoinformatik is akisina dahil edilmistir.

2024, 216 sayfa

Anahtar kelimeler: viral metagenomik, yuksek verimli dizileme, biyoinformatik



ABSTRACT
MSc Thesis
Metagenomic Analysis of Bat Viromes
Gizem Geggil
Ankara University Biotechnology Institute
Prof. Emre Keskin

Bats are the natural host of various zoonotic viruses, such as coronavirus, Ebola, Nipah, and
Hendra, that can cause serious illnesses like acute respiratory syndrome in humans and
domestic animals. In recent years, it is believed that coronaviruses such as SARS-CoV-2
may have jumped from bats to humans through intermediate hosts, leading to increasing
interest in this mammal group. To understand the risk of interspecies transmission, it is
important to study the viruses hosted by bats in different geographical regions. Metagenomic
studies, which are becoming more popular, can reveal the cumulative diversity of organisms
and environmental samples. High-Throughput Sequencing (HTS) is a technology that offers
high yield and speed compared to traditional sequencing techniques and its application in
metagenomic studies generates large amount of data. The data generated by viral
metagenomic studies using HTS technology requires bioinformatics tools for accessibility,
usability, and validation of the data. In this thesis study, oropharyngeal swab, rectal swab
and fecal samples taken from bat species likely to be related to humans due to their location
were subjected to nucleic acid isolation, enriched by applying whole genome amplification,
sequenced with Shotgun sequencing technology and included in a practical bioinformatics

workflow.
2024, 216 pages
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1. GIRIS

Memeliler sinifi i¢indeki Chiroptera takiminin iiyeleri olan yarasalar, kemirgenlerden sonra
ikinci sirada yer alan yaklasik 1400 tiirliyle son derece ¢esitli ve yaygim bir biyolojik takim
olusturmaktadir ve gercek ugus yetenegine sahip tek memeli grubudurlar (1). Yarasalar,
SARS ve MERS koronaviruslar, Ebola ve Marburg kanamali atesi filoviruslari, kuduz ve
kuduz benzeri lyssaviruslar ve Nipah ve Hendra henipaviruslar1 dahil olmak Uzere birgok
paramiksoviruslar gibi ¢cok sayida zoonotik patojeni barindirmaktadirlar (2—4). Yarasalarin
yiiksek hareketlilik, genis cografik dagilim, uzun yasam siireleri, tiirler arasinda 6nemli
Olciide etkilesimi tesvik eden cesitlilik ve karmagik sosyal davraniglar gibi aywt edici
ozellikleri, onlar1 kolektif olarak pek ¢ok hastaligin vektorii olarak konumlandirmaktadir.
Yarasalar tasidiklar1 patojenlere kars1 dikkate deger bir direng sergilemekte, bu da belirli bir

diizeyde immiinolojik adaptasyona sahip olduklarina isaret etmektedir (5).

Oncii bir arastirma yonii olan metagenomik c¢alismalar, geleneksel doku veya konak
orneklerine ihtiyactan kagmarak dogrudan ¢evreden alman genetik materyalin
incelenmesine odaklanmaktadir (6). Uzmanlasmis bir kol olan viral metagenomik, ¢evreden
alman Orneklerin karmasik virom bilesimini derinlemesine incelemeyi ve viral gesitliligin
genis dokusunu ortaya ¢ikarmayi amaglamaktadir. Bu ¢alisma yolu, kontrollii laboratuvar
ortamlarinda zahmetli viral kiiltiir ¢alismalarina gerek kalmadan viruslarin evrimi ve
cesitliligi hakkinda degerli bilgiler saglamaktadir. Yiksek Verimli Dizileme (HTS)
teknolojileri, evrensel belirteclerin eksikligi gibi zorluklarin iistesinden gelerek viral

metagenomik arastirmalarin hizini artirmaktadir (7).

Ileriye bakildiginda, tahminler yarasa kaynakli viruslarin neden oldugu salginlarda bir artis
olacagin1 gostermektedir. Yiksek Verimli Dizileme (HTS) teknolojilerinin strekli olarak
gelistirilmesi ve biyoinformatik araglarinin iyilestirilmesi, yaban hayati arastirmalarinda
onemli kabul edilen cografi bolgelerden alinan drneklerde viral gesitliligin daha kapsamli

bir sekilde arastirilmasina olanak verecektir.



2. KURAMSAL TEMELLER
2.1. YARASALARIN FiLOGENISIi VE TAKSONOMISIi

Yarasalar, 1400’den fazla tiirle tanimlanmis memeli tiirlerinin %20’sini olusturmakta ve
kemirgenlerden sonra ikinci en biiyllk memeli takimi olan Chiroptera hayvan takimina
mensup canl gruplaridir (1). On ayaklarinmn uzun parmaklar1 patagium adi verilen ince bir
zarla kaplanmistir ve siire¢ igerisinde kanatlara evrimlesmesi nedeniyle ugan tek memeli
takimi olarak da bilinmektedir (8). Yarasalarin boyutlar1 degiskenlik gosterebilmektedir.
Tanimlanan en kii¢iik yarasa, “domuz burunlu yarasa” olarak da bilinen Craseonycteris
thonglongyai tiiriidiir ve boyu yaklasik 30 milimetre, agirligi ise yaklasik 2 gramdir (9).
Tanimlanan en biiylik yarasa ise yaklasik 1.5 kilogram agirliginda ve kanat agiklig1 yaklasik
2 metreyi bulan “ugan tilki” olarak da adlandirilan Acerodon jubatus turudur (10).

Geleneksel olarak Chiroptera takimi iki alt takima ayrilmaktadir: meyve ile beslenen
megayarasalar ve ekolokasyon yapan mikroyarasalar. Yeni kayitlar ise Chiroptera takiminin
megayarasalari1 ve birgok mikroyarasay1 i¢ine alan Yinpterochiroptera ve Yangochiroptera
alt takimlarma ayrildigimi dogrulamaktadir. Yarasalarin ¢ogu bocek yiyicidir ancak kanla
beslenen vampir yarasa tiirleri bocek disinda diger hayvanlarla da beslenebilmektedir. Geri

kalanlar ise meyve ve nektar yiyici olarak tanimlanmaktadir (11).

Yarasa iskeletlerinin hassasiyeti nedeniyle fosillesmis kayitlarin ancak dortte biri tiirce
tanimlanabilmistir. 32 milyon yil dncesine dayanan en eski yarasa fosilleri Archaeopteropus
olarak adlandirilmaktadir ve giinimuizdeki mikroyarasalara benzedigi 6ne sirilmektedir.
Yarasalar ilk basta Archonta iist takiminda agag sivrisinekleri (Scandentia), ugar makigiller
(Dermoptera) ve primatlarla birlikte siniflandirilmakla beraber son yapilan ¢aligmalara gore
yarasalar artik etoburlar, pangolinler, tek ve ¢ift toynaklilar ve deniz memelilerinin de dahil
oldugu Laurasiatheria list takiminda yer almaktadir. Chiroptera bagka bir arastirmaya gore

ise tek toynaklilarin (Perissodactyla) kardes taksonu olarak siniflandirilmistir (12).

Megayarasalarm erken Eosen donemde evrimlestigi diisliniilmektedir. Megayarasalar
(Pteropodidae), Rhinolophidae, Hipposideridae, Craseonycteridae, Megadermatidae ve

Rhinopomatidae aileleri ile birlikte Yinpterochiroptera alt takimina dahil edilmektedir. Geri



kalan yarasa aileleri (ekolokasyon kullanan) ise Yangochiroptera alt takiminda

smiflandirilmaktadir (13).

Ayricalikli fizyolojileri nedeniyle yarasalar, kuduz da dahil olmak iizere bir¢gok enfeksiyon
icin dogal birer rezervuar islevi goriirler. Kendi aralarinda sosyallesmeleri ve uzun émurli
olmalar1 nedeniyle ise bu hastaliklar1 kolayca kendi aralarinda yayabilmektedirler. insanlar

ile yarasalar etkilesime girdiginde ise bu 6zellikler potansiyel birer tehlikeye doniismektedir
(14).

2.2.  YARASA VE VIiRUSLARIN BIRLIKTE EVRIMi

Yarasalar bir¢ok yonden, ortaya ¢ikan zoonotik patojenler i¢in uygun birer rezervuar islevi
goriirler. Bliylik koloniler halinde yasamalari, ugus yoluyla yer degistirmeleri ve uzun
Oomiirlii olmalar1 nedeniyle 6nemli mesafelerde viruslari yayabilmektedirler. Antropojenik
etkiler yarasalar ve insanlar arasinda ve ayrica yarasalar ve ¢iftlik hayvanlar1 arasindaki
etkilesimi artirmaktadir, bu nedenle zoonotik yayilim potansiyeli yukselmektedir. Buna
benzer etkenler yarasalari, ortaya cikabilecek potansiyel hastaliklarin kaynagi olarak

konumlandirmaktadir (15).

Yarasalarda 130’dan fazla virus tespit edilmistir ve bunlar arasinda kuduz virusu, hala teyit
edilmemekle birlikte SARS-CoV, MERS-CoV, Ebola virus, Nipah virus, Hendra virus ve
Marburg virus dahil olmak Uzere yaklasik 60 zoonotik tir, insanlar Uzerinde patojenik etkiye
sahiptir. Baz1 virus gruplari ise viruslar ve yarasalar arasindaki birlikte evrim mekanizmalari
yoluyla gelismistir. Bu viral enfeksiyonlarin biiyiik bir ¢ogunlugunun yarasalar (izerinde
asemptomatik bir etki biraktigi1 ortaya ¢ikmustir ve bu viral persistens mekanizmalarinin

aydinlatilmasi amaci ile ¢alismalar baglamistir (16,17).

75 yarasa cinsinden, 5 DNA virusu ailesi ve 15 RNA virusu ailesi olmak izere 66 cins virus
izole edilmistir. Mutasyona ugrama potansiyeli nedeniyle hatali enzim iiretimine daha yatkin
olan RNA viruslari, DNA viruslarma oranla yarasalarda daha yaygin olarak bulunmakta ve
antijenik degiskenlik potansiyelleri nedeniyle pandemilere neden olabilmektedirler. RNA
viruslar: ayrica dogal bagisikhigi bloke etmekte ve normal metabolik yolaklarda sinyal

modulasyonuna neden olmaktadir (18).



Diger memeliler gibi yarasalar da gesitli viral patojenlere karsi hassastir. Ancak diger
memeli tdrleri Gstlinde Olumcul etkileri olan viruslara karsi yarasalar, asemptomatik
enfeksiyon gosterebilmektedir. Yapilan arastirmalara gore yarasalar bir bagisiklik stratejisi
olarak, virus kaynakli patolojiyi kontrol altinda tutmak igin, Vvirus-toleransli bir fenotip
sergilemektedir (19).

Yarasalarda bulunan en temel immunolojik yolaklar; B ve T hicreleri, makrofajlar ve sinyal
kaskadlar1 hiicre popiilasyonlarinin karsilastirilmasina olanak vermekte ve diger memelilerle
benzerlik gostermektedir. Yarasa bagisiklik sisteminde konak-konakei birlikte evrimine
verilebilecek en iyi 6rnek Niemann-Pick C1 (NPC1) proteinidir. Bu protein bazi yarasa
tirlerinde hcrelere filovirus girisi ile iliskilendirilmis bir reseptordiir ve biinyesindeki
pozitif-se¢ilmis mutasyonlar nedeniyle yarasa hiicreleri viral enfeksiyona daha az duyarh
olacak sekilde evrimlesmislerdir. Bu birlikte evrim yarasalarda, bagisikliktan kagmaya
meyilli filovirus enfeksiyonuna karsi bir direng gelistirmistir (20). Benzer sekilde, bazi
yarasa tiirlerinde STAT1 geninin temel fosforilasyonu yarasa bagisikliginin her zaman agik
oldugu hipotezini desteklemektedir. STATI, hiicresel tepkilerin IFN sinyal yolaklarina
etkisini diizenledigi ic¢in, bu aktif fosforilasyonun viral replikasyonu simirladigi ileri

strtlmektedir (21).

Yarasalarda virus tiirlerinin uzun siire varh@mni siirdiirmesine yardimci olan bagisiklik
diizenlemesinin evrimi, atalardan kalma viral tiirlerle yeni ortaya ¢ikislar arasinda bir

baglant1 kurmak i¢in ¢aligilmasi gereken bir konudur (19).

2.3. METAGENOMIK VE YUKSEK VERIMLI DiZiLEME

Metagenomik, ¢evresel bir 6rnekte bulunan farkli organizmalara ait genomlarinin dogrudan
analizi olarak tanimlanmaktadir. “Metagenomik” terimi ilk defa 1998 yilinda yayinlanan bir
makalede Jo Handelsman ve arkadaslar1 tarafindan kullanilmistir ve ¢evreden alinarak
dizilenen gen koleksiyonlarinin tek bir genomun analizinde kullanilan tekniklerle analiz
edilebilecegi ifade edilmistir (22). 2005 yilinda ise Kevin Chen ve Lior Pachter
“metagenomik” terimine daha genis bir tanimlama getirerek mikroorganizmalarin bireysel
izolasyonuna ve laboratuvarda hiicre ekimine ihtiya¢ duyulmadan modern genetik teknigin

kullanilabilecegini belirtmislerdir (23).



Geleneksel dizileme yontemleri DNA kaynagi olarak birbirine es hiicrelerin kiiltiirlerini
kullanmaktadir. Ancak erken metagenomik ¢aligmalar, gesitli ortamlarda kiiltiirlenemeyen
ve bu nedenle de dizilenemeyen biiyilk mikroorganizma gruplarmm varhgmi agiga
cikarmistir. Bu erken ¢aligmalar nispeten kisa, tiirler arasinda korunan ve ayni zamanda
degisiklik gosteren 16S ribozomal RNA dizilerine odaklanmistir. Daha Oncesinde
tanimlanmig kiiltiirlere ait olmayan 16S rRNA dizilerinin kesfi, heniliz izole edilememis
bir¢ok tiiriin varhigimi kanitlamaktadir (24). DNA barkodlama olarak da bilinen bu yontemle
belirli bir gen ya da genlerden alinan kisa DNA parcalar1 ¢evresel bir 6rnekteki tiirleri tespit
etmek i¢in kullanilmaktadir. DNA barkodlamanin en gii¢lii yonii, bu tiir ayirt edici DNA
dizilerinin bir referans kitaplig1 ile karsilastirildiginda, ilgili organizmay tiirler arasinda

tamamiyle tanimlamak i¢in sadece tek bir dizinin kullanilabilir olmasidir (25).

Barkodlama yontemiyle tiirleri birbirinden ayirt etmek i¢in farkli organizma tiirlerine gore
farkli gen bolgeleri kullanilmaktadir. Hayvanlar ve bazi protistler i¢in kullanilan en yaygin
barkod bolgesi mitokondriyal DNA’da bulunan sitokrom ¢ oksidaz I (COI) geninin bir
bolumadir (26). Mikroorganizmalar1 ayirt etmek igin farkli genler tercih edilmektedir.
Ornegin 16S rRNA geni prokaryotlarin tanimlanmasida yaygin olarak kullanilirken, 18S

rRNA geni ¢ogunlukla mikrobiyal 6karyotlarin saptanmasi i¢in kullanilmaktadir (27).

Viral metagenomik, genetik materyalin dogrudan konak¢i ya da dogal rezervuar yerine
dogrudan ¢evreden elde edilen viral genetik materyalin incelenmesine dayanmaktadir. Viral
turlerin izole edilerek laboratuvarda kiltirlenmesi teknigini elimine ederek viral ¢esitliligi
ortaya ¢ikarmaktadir. Evrensel belirtecler olarak kullanilan barkod bolgelerinin eksikligine
ragmen yeni nesil dizileme teknolojilerinin katkisiyla viral cesitlilik ¢alismalar:
metagenomik olarak ilerleyebilmektedir (7). Shotgun metagenomik dizileme,
kiiltiirlenmemis viral ¢esitliligin incelenmesi i¢in alternatif bir yontem sunmaktadir. Bu
yontemde cevresel 6rneklerden niikleik asit izolasyonu gerceklestirilir ve PZR kullanarak
belirli bir lokusu cogaltmak yerine niikleik asit kii¢iikk pargalara boliiniir, bu parcalar
sonrasinda bagimsiz olarak dizilenir. Bu islem, viral olmayanlar da dahil olmak {izere
ornekte mevcut olan cesitli genomik materyalin, genomlarda farkli yerlere hizalanan
dizilere (okumalara) bolinmesiyle sonuglanmaktadir (28). Shotgun metagenomik
dizilemede elde edilen okumalarin uzunlugu, kullanilan dizileme teknigine gore 20 ila 1000

baz cifti arasinda degismektedir. Bu okumalar tek uglu (single ended) ya da eslestirilmis uglu



(paired ended) olabilmektedir. Eslestirilmis u¢lu okumalar, genellikle tercih edilen dizileme
yontemi 250 ila 500 baz c¢ifti arasinda degisen uzun pargalar olusturdugunda
kullanilmaktadir. Eslestirilmis u¢lu okumalardan elde edilen bu bilgi, ¢ok sayida kisa okuma
kullanilarak orijinal dizilerin yapilandirilmasinda kullanilmaktadir. de novo yapilandirma,
bu kisa okumalardan ¢ogunlukla de Bruijn grafigi mekanizmasini kullanarak, bir referansa

ihtiya¢c duymadan bitisik diziler (kontig) olusturmaktadir (29).

2.4. VIRAL METAGENOMIK CALISMALARA MOLEKULER
YAKLASIMLAR

Viruslar, konaklarmin genomik plastisisinde rol almakla beraber mikrobiyal popiilasyon
dinamiklerinde de 6énemli bir yere sahiptir. Bu nedenle viruslar biiyiik bir ¢ogunlugu heniiz
kesfedilmemis genis bir genetik ¢esitliligi temsil etmektedir. Son yillarda ¢evresel virom
calismalar1 metagenomik alanindaki gelismelerle hiz kazanmustir. Ozellikle virus gesitliligi
ve bu cesitliligin fonksiyonel karakterizasyonuna artan ilgi yeni molekiiler tekniklerin
gelistirilmesine ve optimizasyonuna yol agmaktadir. Giiniimiizde virom caligmalar1 hiicre
kiltarh prosedirlerinden uzak, in vitro olarak metagenomik tabanli stratejiler kullanilarak

gerceklestirilebilmektedir (30).

Literattrde virom profillemesi ¢ temel prosediir kullanilarak yapilmaktadir. Bunlar PZR,

SISPA ve Tiim Genom Amplifikasyonu’dur.
2.4.1. POLIMERAZ ZINCiR REAKSIYONU

Konvansiyonel ve ters transkripsiyon polimeraz zincir reaksiyonu (RT-PZR) prosedrleri
bakteri, mantar ve viruslar gibi mikroorganizma gruplarinin saptanmasinda kullanilan koklii
yontemlerdir. Bu kokli yontemler yiksek verimli dizileme teknolojisiyle birlikte bircok
virusun kesfine olanak saglamustir. Diger canli gruplarini tespit ederken kullanilan korunmus
bolgelerin eksikligi nedeniyle tiim viruslarin tespitinde kullanilacak ortak bir evrimsel
primer cifti tasarlanamamigtir. Ancak familya-spesifik primer ciftleri kullanilarak ayni
familyaya ait farkli cinslerde ve tiirlerde viruslarin tespiti polimeraz zincir reaksiyonu

prosedirl kullanilarak gergeklestirilebilmektedir (31).

Koronaviruslarim (CoV) yarasalar1 konak olarak kullandiklar1 bilinmektedir. Antarktika
digindaki tiim kitalarda yasayan yarasalarda Alpha-CoV (a-CoV) ve Beta-CoV (B-CoV)



tespit edilmistir. Son ¢eyrek asirda ise yarasa koronaviruslari (BtCoV) potansiyel insan

patojeni olarak smiflandirilmaktadir. Siddetli akut solunum sendromu Kkoronavirus-2
(SARS-CoV-2)’nin de COVID-19 pandemisine neden oldugu tespit edilmistir (32).

Koronaviruslar Nidovirales takimida ve Coronaviridae ailesi altinda siniflandirilmaktadir.
Genomlar1 yaklagik 26-32 kb uzunlugunda olup tek sarmalli, pozitif-polariteli RNA
viruslaridir (33). Ozellikle COVID-19 pandemisi sirasinda koronaviruslarin saptanmasi icin
kullanilan yontemler optimize edilmistir. RT-PZR tabanli bu analizlerde tasarlanan primer-
prob setleri SARS-CoV-2'nin farkli bdlgelerini hedeflemektedir: orfl(a,b), zarf (E),
niikleokapsid (N), spike (S) ve RNA’ya bagimli RNA polimeraz (Rdrp) dizileri (34).

NiKleik asit tespitine dayali ger¢ek zamanl RT-PZR prosediirii, burun ve bogaz siiriintiisii
gibi klinik 6rneklerde viral RNA’larin tespiti igin COVID-19 pandemisinde altin standart
olarak kabul edilmistir (34).

2.4.2. SISPA

Sekans-Bagimsiz, Tek Primer Amplifikasyon (SISPA), 1991 yilinda Reyes ve Kim
tarafindan gelistirilen ve viral genomun sadece birka¢ adimda zenginlestirilmesine izin veren
bir yontemdir (35). Gelistirilmesinden bu yana SISPA proseduriine, rastgele-PZR (rPCR)
basta olmak iizere birgok farkli modifikasyonlar yapilmistir. rPZR genel olarak ters
transkripsiyonu; denatiirasyon, baglanma ve amplifikasyon asamalariyla birlestirir ve bunu
yaparken rastgele heksamerleri primerlerin yerine kullanir. Bu asamanm asil amaci,
klonlama ve dizileme i¢in yeterli ¢ift sarmalli cDNA iiretmektir. 2013 yilinda DePew ve
arkadaslar1 SISPA protokoliinii, 454 ve HiSeq Illumina platformlarin1 kullanarak
klonlamaya ihtiya¢ duymadan tek bir plaktan ekilebilir viruslari tanimlayacak sekilde daha

da modifiye etmislerdir (36).

SISPA prosediriinde izole edilen RNA, 20 nt barkod dizisi K ile etiketlenmis rastgele
oktamerler kullanilarak ters transkripsiyon islemine tabi tutulur, ilk-iplik cDNA sentezlenir.
cDNA’nin dsDNA’ya doniistiiriilmesi igslemi ise yine bu islemde kullanilan rastgele
oktamerler ve Klenow enzimi kullanilarak yapilmaktadir. Elde edilen ¢ift iplikli cDNA tek
primer, K primeri, kullanilarak rPZR iglemine tabi tutulur ve boylece niikleik asit

konsantrasyonu, dizileme islemine devam edilebilecek seviyeye ¢ikarilmis olur (37).



2.4.3. TUM GENOM AMPLIFIKASYON

Phi29 DNA polimeraz, Escherichia coli bakterisinden alinmis ve saflastirilmis bir proteindir
ve Phi29 fajinda bulunan DNA polimerazi kodlayan genin klonlanmasiyla olusturulur. Bu
spesifik polimerazin kaynagi, Bacillus subtilis faj Phi29'dur ve bir DNA sarmalina siirekli

olarak niikleotit ekleme kabiliyetinin yani sira bir DNA sarmali boyunca hareket etme
kabiliyetine sahip olmasiyla da bilinmektedir. Ek olarak, Phi29 DNA polimeraz ayrica 3'—

5' eksoniikleaz aktivitesi nedeniyle redaksiyon yetenegine de sahiptir (38).

Bir¢ok genetik calismada, arastirma i¢in hangi 6rneklerin kullanilacagina karar vermek igin
mevcut DNA miktar1 kriter olarak belirlenmektedir. Bununla birlikte, biliylik popiilasyon
calismalarinda 6rnek se¢gmek i¢in bir kriter olarak DNA verimini kullanmak, yanl bir se¢ime
neden olabilmektedir. Ek olarak, onemli arastirma veya klinik degeri olan bazi numune
koleksiyonlarinda yalnizca az miktarda DNA bulunabilir. Gelistirilen tiim genom
amplifikasyonu (WGA) yontemleri, DNA miktarinin  kisith  oldugu c¢alismalarin

ilerlemesinde kullanilmaktadir (39).

Bu amplifikasyon yontemleri PZR kullanmaz ve bunun yerine tarafsiz tim genom

amplifikasyonu i¢in Phi29 DNA polimeraz ve rastgele hekzamer primerlerine dayanir (38).

2.5. VERITABANLARI

Insan Genomu Projesi, insanlarm referans genom dizisini ve dnemli model organizmalarin
tim dizilerini ¢6zmek i¢in genis 6lgekli, ¢cok disiplinli bir yaklasim kullanarak biyoloji
alanm biuylik 6l¢iide etkilemistir. Bu proje, karmasik hedeflere dogru calisirken "buyik
bilim" olarak bilinen, isbirlik¢i ¢abalarin etkinliginin en iyi 6rnegini teskil etmektedir. Bu
iddiali proje, yeni teknolojilerin ve analitik araglarm gelistirilmesine yol a¢cmis ve
miihendislik, bilgisayar bilimi, matematik ve biyoloji gibi ¢esitli alanlardan uzmanlar1 bir
araya getirmistir. Ayrica, projenin sonuclarini herkes icin erisilebilir kilan agik veri
paylasimi ve agik kaynakli yazilim yaklasimi, projenin en dnemli ¢iktilarindandir. Insan
Genomu Projesi ayrica; mikroorganizmalarin, bitkilerin ve hayvanlarin genom dizileri,
mikrobiyoloji, viroloji, bulasici hastalik ve bitki biyolojisi dahil olmak {izere ¢esitli bilim

alanlarinda 6nemli bir etkiye sahip olmustur (40).



National Center for Biotechnology Information (NCBI), Amerika Birlesik Devletleri Ulusal
Tip Kiitiiphanesi'nin (NLM) bir parcasidir ve Amerika Birlesik Devletleri Milli Saglik
Enstittsu'nin (NIH) bir koludur. Hlklmet tarafindan onaylanmig ve finanse edilmistir.
NCBI, Maryland, Bethesda'da yer almaktadir ve 1988 yilinda ABD Kongresi tiyesi Claude

Pepper tarafindan sponsorluk yapilan yasal diizenlemelerle kurulmustur (41).

NCBI, biyoteknoloji ve biyomedikal alanlarina iligskin bir dizi veritabanin1 barindirmaktadir
ve bioinformatik araglar ve hizmetleri i¢in 6nemli bir kaynaktir. Ana veritabanlar1 arasinda
DNA dizileri i¢in GenBank ve biyomedikal literatiir i¢in bibliyografik veritabani olan
PubMed bulunmaktadir. NCBI veritabanindaki tiim veriler dunyadaki tim arastirmacilarla

paylasilmaktadir (41).

Uluslararast  Virus Taksonomisi Komitesi (ICTV), viruslarin sistematik olarak
smiflandirilmasimi ve adlandirilmasini  denetlemekten sorumludur. ICTV tim virus
gruplarim1 dogru sekilde tanimlamak, etiketlemek ve smiflandirmak igin tutarli bir
taksonomik g¢erc¢eve olusturmaktadir. ICTV son derece bilgili virologlardan olusmaktadir ve
Uluslararast Mikrobiyolojik Topluluklar Birligi'nin Viroloji Boliimii altinda faaliyet
gostermektedir. Yeni virus kategorilerinin tanimlanmasi ve tiirlerin, cinslerin ve familyalarin
simirlarimin belirlenmesi gibi karmasik gorevler genellikle bu alanda uzmanlagsmis uzman

gruplar tarafindan yiiriitiilmektedir (42).

2.6. BIYOINFORMATIK

Genomikteki hizli biiyiime, ¢ok sayida dizi verisinin ortaya ¢ikmasina yol agmistir ancak
bundan anlamli bilgilerin nasil ¢ikarilacagina dair bir anlayis eksikligi vardir. Viral verilerin
analizi, ¢ok ¢esitli viruslar ve mevcut veritabanlarmdaki smirli miktarda viral gesitlilik
nedeniyle 6zellikle zordur. Bircok virus taksonu heniiz kesfedilmemis ve
siiflandirilmamistir.  Ek olarak, viruslardaki yiiksek evrim orani ve metagenomik
orneklerdeki sinirli miktarda genetik materyal, bu kesfi ve smiflandirmayr daha da
zorlagtirmaktadir. Yiiksek Verimli Dizileme (HTS), virus tespiti i¢in geleneksel teshis
yontemlerine gore bir¢ok avantaji olan giiglii ve tarafsiz bir teknolojidir. HTS tabanh

aragtirma yontemleri, viral ¢esitlilik anlayigimizi artirmaya yardime1 olmaktadir (43).



HTS’de mikrobiyom verilerinin analizi i¢in birbirlerinden farkli yaklasimlar1 barindiran
biyoinformatik is akislar1 ve stratejileri vardir. VirusSeeker (44), Metavir (45) ya da
LazyPipe (46) gibi gelistirilen is akislar1 virom kompozisyon analizlerinde kullanilir ve bir
ornekte bulunan virus tirlerini ve gérece bollugunu arastirirken, MG-RAST (47) ve benzeri
is akiglar1 bakteriyel kompozisyon analizleri i¢in tasarlanmistir ve bilinen tiim taksonlar i¢in
kompozisyon yapabilme kapasitesine sahiptir. Virus kesfi i¢in ise MetaPhlan2 (48) ya da
Centrifuge (49) gibi biyoinformatik is akiglar1 gelistirilmistir. Tim bu 6rnek verilen
biyoinformatik is akislari, yerel bir referans dizi veritabanina kars1 niikleotid ve aminoasit

homoloji arastirmasia dayanmaktadir.

Geneious Prime, Biomatters sirketi tarafindan gelistirilmis ve molekiiler biyoloji ve genomik
aragtirmalar1 igin tasarlanmis bir biyoinformatik yazilim platformudur. Geneious Prime,
molekiiler biyoloji ve genomik alanindaki aragtirmacilara biyolojik verileri analiz etme,
yonetme ve gorsellestirme konusunda yardimci olacak kapsamli bir arag ve 6zellikler seti
saglamaktadir. Kullanicilara niikleotit dizi hizalama, anotasyon, primer tasarimi ve BLAST
aramalar1 gibi cesitli dizi analizlerini gerceklestirme imkani sunmakla beraber Yiiksek
Verimli Dizileme verilerinin islenmesi, filogenetik aga¢ olusurulmasi, proteinlerin
molekiiler modellenmesi i¢in gereken bioinformatik araclari bir akis halinde, kullanici-

odakl araytiziiyle kolaylik saglamaktadir (50).
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3. GEREKCE VE AMAC

Viruslar dogada oldukg¢a yaygim olarak bulunmakta ve viral patojenlerin ortaya ¢ikisi, insan
saglig1 icin 6nemli bir endigse haline gelmektedir. Bununla birlikte, bu patojenlerle basa
cikma yaklagimlari cogunlukla reaktif olmustur, yani yeni bir patojen, halihazirda 6nemli bir
salgina neden olana kadar tipik olarak tanimlanmamaktadir. PZR, imminolojik tahliller ve
pan-viral mikrodiziler gibi mevcut teshis yontemlerinin yeni Vviruslari tanimlamada
smirlamalar1 vardir. Bu durumda ¢evremizdeki viral ¢esitliligi ortaya ¢ikarmak, insan sagligi
iizerindeki etkilerini anlamak i¢in ¢ok dnemlidir. Viral niikleik asidin saflastirilmasini ve
dizilenmesini igeren bir siire¢ olan viral metagenomik, viral cesitliligi anlamada ve
hastaliklarda yeni viruslari tanimlamada faydali olmakta, tip ve veterinerlikte nemli bir arag
olarak kabul edilmektedir. Dizileme teknolojisindeki ilerlemeler ve biyoinformatik araglarin
gelismesiyle viral metagenomik yoluyla, yeni viruslar hakkindaki bilgiler ve ¢evremizdeki

viruslarin gesitliligi, viral metagenomik yoluyla hizla artmaktadir.

Yarasalar, evrimsel siirecleri ve metabolizmalar1 geregi bircok viral patojene ev sahipligi
yapmakta, konaklama yerleri bakimindan da insanlarla ve diger hayvanlarla sosyal bir
iletisim kurmaktadir. insanla iliskisi muhtemel yarasa tiirlerindeki viral gesitliligi ortaya
cikarmak, potansitel virus tasiyiciigmnin ortaya konulmasi ve olasi yayilimim Oniine

gecilmesi acisindan dnemlidir.

Bu tez ¢alismasinda, TUBITAK tarafindan desteklenen 1200565 numarali ve “Tiirkiye’de
Insan Iliskisi Muhtemel Yarasa Tiirlerinde Virom Profilinin Arastirilmasr” baslikli 1001
projesi kapsaminda tiim Tiirkiye'den toplanmis olan yarasa 6rnekleri arasindan Ege, Akdeniz
ve Dogu Anadolu Bolgelerini temsil eden lokasyonlardan havuzlanmis 6rnekler segilmis,
niikleik asitleri izole edilmis, niikleik asitleri zenginlestirilmis, dizilenmis ve en kapsamli ve

belirli viral ¢esitlilik verisinin elde edilmesi i¢in biyoinformatik is akis1 optimize edilmistir.
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4., MATERYAL VE YONTEM
41. MATERYAL

Bu tez ¢alismasinda 1200565 numarali proje kapsaminda Tiirkiye genelinde insanla temas
olasiligi yiiksek Rousettus aegyptiacus, Rhinolophus ferrumequinum, Pipistrellus
pipistrellus ve Pipistrellus kuhlii yarasa turlerinden Ege, Akdeniz ve Dogu Anadolu
Bolgelerini temsilen se¢ilmis yarasa orofarengeal siirtintii, rektal siiriintii ve diski 6rnegi
havuzlar1 kullanilmistir. Havuzlarda kullanilmak {izere toplanan Orneklerin lokasyonlar1

Sekil 4.1.°de ve 6rnek bilgileri Cizelge 4.1.’de verilmistir.

Tez galismasinda kullanilan drneklerin lokasyonlari

) P. pipistrellus
0 100 200 300 400 km A R. aegyptiacus
I . ® P. kuhli

@ R. ferrumequinum

Sekil 4.1. Tez calismasinda kullanilan 6rneklerin lokasyonlari
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Cizelge 4.1. Tez ¢alismasinda kullanilan 6rnek bilgileri

Havuzlardaki . Temsil Edilen . .
Yarasa Tuirl . Istasyon . . Ornek Tiirt Ornek Numarasi
Birey Sayis1 Cografi Bolge
. 7 Hatay, H .| Orof: | Siirtintii RA1.1
R. aegyptiacus a.a y. assa - Dogu Akdeniz [orarenges S
7 Demrek, Dipsiz In Magarasi Rektal Siirtintii RA1.2
8 5 ah Orofarengeal Stirtintii PK1.1
. aziantep, Islahiye B —
P. kuhlii 8 Bogazici M ahallesi Dogu Anadolu Rektal Siiriintii PK1.2
8 Diski PK1.3
2 - ) Orofarengeal Siiriintii RF1.1
R. ferrumequinum Kilis, Polatel Dogu Anadol Rektal Siiriintii RF1.2
' 4 2 Belendzii, Ravanda Kalesi ogu Anadolu ektal Surtintd :
2 Diski RF1.3
5 Orofarengeal Siiriintii PP1.1
. Sanlrfa, Virangehir - .
P. trell Dogu Anadol i
pipistrellus 5 Aslanbaba Koyii ogu Anadolu Rektal Siirtintii PP1.2
5 Diski PP1.3
. 3 Adana, Kozan . Orofarengeal Siiriintii RA2.1
R. aegyptiacus P 3 Akdeniz
3 Bagozii Koy, Kodaz Magarasi Rektal Siiriintii RA2.2
8 Orofarengeal Siiriintii PK2.1
. Antalya . o
P. kuhlii 8 Akdeniz Rektal Siiriintii PK2.2
Kumluca
8 Diski PK2.3
1 Orofarengeal Siiriintii RF2.1
. Antalya . —
R. ferrumequinum 1 w Akdeniz Rektal Siiriintii RF2.2
Goyniik Kanyonu
1 Diski RF2.3
8 Orofarengeal Siirtintii PP2.1
P. pipistrellus A Akdeniz Rektal Siiriintii PP2.2
PP 8 Kozan, Turunglu Koyii cital SURY :
8 Diski PP2.3
. 10 Antal Orofarengeal Siiriint{i RA3.1
R. aegyptiacus . ay? Bat1 Akdeniz g 3
10 Karain M agaras1 Rektal Siirtintii RA3.2
9 Mugla, Koy cefiz Orofarengeal Siiriintii PK3.1
P. kuhlii 9 Hamitkdy Nusret Akbas Ilkogretim Ege Rektal Siirtinti PK3.2
9 Okulu gatis1 Diski PK3.3
2 . Orofarengeal Siirtintii RF3.1
. Izmir, Karaburun —
R. ferrumequinum 2 o Ege Rektal Siiriintii RF3.2
Peynirini M agarasi
2 Digki RF3.3
4 Orofarengeal Siirtintii PP3.1
P. pipistrellus Mugla, Koy cegiz E Rektal Sirinti P32
-PIP 4 Yuvarlak¢ay kenari % cxla’ Suruntu i
4 Diski PP3.3
42. YONTEM

4.2.1. NUKLEIK ASIT iZOLASYONU

NiKleik asit izolasyonunun verimini optimize etmek igin segilen RF3.2 numarali R.

ferrumeginum rektal siiriintii havuzu deneme Grnegi olarak se¢ilmis olup 3 farkl Kit ile

izolasyona tabi tutulmustur. RF3.2 numarali niikleik asidin bir kismi tlm genom
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amplifikasyonuna tabi tutulmadan direkt kiitiiphane hazirhigina dahil edilmis, diger kismi ise

WGA sonrast kiitliphane hazirligia dahil edilmistir. Bu optimizasyona dahil edilen 6rnekler

Cizelge 4.2.de verilmistir.

Cizelge 4.2. Kit optimizasyonuna dahil edilen 6rnekler

Ornek Ad1 Kullanilan izolasyon Kiti Tum Genom Amplifikasyon
Z-RF3.2 Zymo Quick-DNA/RNA Viral MagBead Dahil edilmedi
Z-RF3.2-WGA Zymo Quick-DNA/RNA Viral MagBead Dahil edildi
Q-RF3.2 Qiagen QlAamp Viral RNA Dahil edilmedi
Q-RF3.2-WGA Qiagen QlAamp Viral RNA Dahil edildi
MN-RF3.2 MN (MACHEREY-NAGEL) Viral DNA ve RNA Dahil edilmedi
MN-RF3.2-WGA | MN (MACHEREY-NAGEL) Viral DNA ve RNA Dahil edildi

4.2.1.1. Zymo Quick-DNA/RNA Viral MagBead Kiti ile nukleik asit izolasyonu

Protokol:

1)
2)
3)
4)
5)

6)

7)

Havuz edilen érneklerden 400 uL alinip plate’e konulur.

4 uL Proteinaz K eklenir. Pipetaj yapilir.

800 pL Viral DNA/RNA Buffer eklenir. Pipetaj yapilir.

20 pL manyetik boncuklar (MagBinding Beads) eklenir, vortekslenir, plate’in iistii
seal ile kapatilir ve 30 dakika karistirilarak oda sicakliginda inkiibe edilir.

Plate manyetik standa alinir ve manyetik boncuklarin ¢okmesi icin 1 dakika
bekletilir.

Stipernatant uzaklastirilir. 500 pL Wash I tamponu eklenir, pipetaj yapilir, plate
tekrar manyetik standa alinir ve 1 dakika bekletilir.

Stipernatant uzaklagtirilir. 500 pL Wash II tamponu eklenir, pipetaj yapilir, plate
tekrar manyetik standa alinir ve 1 dakika bekletilir.
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8)

9)

Stipernatant uzaklastirilir. 500 pL mutlak etanol eklenir, pipetaj yapilir, plate tekrar
manyetik standa alinir ve 1 dakika bekletilir.

Siipernatant uzaklastirilir. 500 pL mutlak etanol eklenir, pipetaj yapilir. Manyetik
boncuklar ve tampon hepsi birlikte yeni kuyulara alinir. Plate manyetik standa alinir

ve 1 dakika bekletilir.

10) Stipernatant uzaklastirilir. Plate 55°C etiivde 15 dakika kurumaya birakilir.

11) 50 pL DNaz/RNaz-ari su eklenir, pipetaj yapilir. Plate manyetik stand {izerine alinir

ve 2 dakika oda sicakliginda inkiibe edilir.

12) Eliite edilen niikleik asitler yeni bir tiipe aktarilir.

Eliite edilen orneklerin niikleik asit konsantrasyonlar1 Invitrogen™ Qubit™ 3 Fluorometer

cihazi kullanilarak 6lgtilmiistiir.

4.2.1.2. Qiagen QlAamp Viral RNA mini kit ile nikleik asit izolasyonu

Protokol:

1)
2)

3)
4)
5)
6)
7)

8)

9)

560 pL AVL tamponu ve carrier RNA karisimi 1,5 mL’lik eppendorf tiiplere eklenir.
140 pL 6rnek alinarak AVL tamponu ve carrier RNA bulunan eppendorf tiiplere
pipetlenir. 15 saniye vorteks uygulanir.

Tipler 10 dakika oda sicakliginda inkiibasyona birakilir.

560 pL %96 etanol tiiplere eklenir ve 15 saniye vorteks uygulanir.

630 pL karisim kolonlara aktarilir ve 8000 rpm’de 1 dakika santrifiij edilir.

Kolon altindaki atik tiipii bosaltilir ve 500 pL AW1 tamponu kolonlara aktarilir, 8000
rpm’de 1 dakika santrifiij edilir.

Kolon altindaki atik tiipti bosaltilir ve 500 pL AW2 tamponu kolonlara aktarilir,
14000 rpm’de 3 dakika santrifiij edilir.

Kolonlar yeni eppendorf tiiplere aktarilir ve 60 pL AVE tamponu eklenir, tiipler oda
sicakliginda 1 dakika inkiibasyona birakilir.

8000 rpm’de 1 dakika santriflij uygulanir.

Eliite edilen orneklerin niikleik asit konsantrasyonlar1 Invitrogen™ Qubit™ 3 Fluorometer

cihazi kullanilarak 6lgiilmiistiir.
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4.2.13. MN (MACHEREY-NAGEL) Viral DNA ve RNA kiti ile nukleik asit

izolasyonu
Protokol:

1) 5 pL sivi Proteinaz K 1.5 mL’lik toplama tiipiine eklenir.

2) Uzerine 200 pL 6rnek eklenerek karistirilir.

3) Uzerine 200 pL Lizis Buffer VL eklenir ve 10-15 saniye vortekslenir.

4) Uzerine 5,6 pL Carrier RNA stok soliisyonundan (1pg/ pL) eklenir ve karistirilr.

5) Oda sisinda 3 dakika inkiibe edilir.

6) Uzerine 200 pL etanol (%96-100) eklenir ve 10-15 saniye vortekslenir.

7) Oda sisinda 5 dakika inkiibe edilir.

8) 610 pL lizat niikleospin virus kolonuna yiiklenir ve 3 dakika 4000*g’de santrifiij
edilir.

9) Niikleospin virus kolonu yeni bir toplama tiipiine alinir ve {izerine 400 pL Wash
Buffer VW1 eklenir.

10) 30 saniye 11000*g’de santrifiij edilir.

11) Niikleospin virus kolonu yeni bir toplama tiipiine alinir ve tizerine 400 pL Wash
Buffer VW2 eklenir.

12) 30 saniye 11000*g’de santrifiij edilir.

13) Niikleospin virus kolonu yeni bir toplama tiipiine alinir ve tizerine 200 pL Wash
Buffer VW2 eklenir.

14) 5 dakika 20000*g’de santrifiij edilir.

15) Niikleospin virus kolonu yeni bir toplama tiipiine almir ve 5 dakika 56°C’de inkiibe
edilir.

16) 30 pL DNaz/RNaz-ari su (daha 6nceden 70 °C’ye 1sitilmis) eklenir.

17) Oda 1s1smda 3 dakika inkiibe edilir.

18) 3 dakika 20000*g’de santrifiij edilir.

Eliite edilen orneklerin niikleik asit konsantrasyonlar1 Invitrogen™ Qubit™ 3 Fluorometer

cihazi kullanilarak 6lgiilmiistiir.
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Cizelge 4.1.°de verilen ornek listesinde geri kalan Orneklerin hepsi 4.2.1.1.°de verilen
protokole uygun olarak Zymo Quick-DNA/RNA Viral MagBead kiti kullanilarak niikleik

asit izolasyonuna tabi tutulmustur.
4.2.2. TUM GENOM AMPLIFiKASYON

Viral niikleik asit izolasyonu sonras1 tiim 6rneklerin DNA ve RNA konsantrasyonlar1 Qubit
dsDNA HS Assay Kit ve Qubit RNA HS Assay Kit kullanilarak Invitrogen™ Qubit™ 3

Fluorometer cihazinda 6l¢tilmiistiir.

Ureticinin 6l¢tim protokolii her iKi Kit i¢in aynidir ve aslen uygulanmustir, protokol asagidaki

gibidir:

1) Standart 1, Standart 2 ve her bir drnek icin bir adet 0,5 ml’lik bos PZR tipleri
hazirlanir.

2) Qubit Working Solution, standartlar da dahil olmak Gzere, her bir 6rnek i¢in 1 pL
Qubit Reagent’in 199 pL Qubit Buffer seyreltilerek hazirlanir.

3) Standart 1 ve Standart 2 igin hazirlanan PZR tiplerine 190 pL, drnekler igin
hazirlanan tiiplere ise 198 pL Working Solution eklenir.

4) Hazrlanan standart tiiplerine 10 pL Standart 1 ve 2 soliisyonu ayr1 ayr1 eklenir.

5) Hazirlanan 6rnek tiiplerine 2 pL nikleik asit eklenir.

6) Butln tlpler 2-3 saniye vortekslenir.

7) Tipler oda sicakliginda 2 dakika inkiibasyona birakilir.

8) Ornekler analiz edilir.

Tum genom amplifikasyonu TaKaRa PicoPLEX® Single Cell WGA Kit (Katalog numarast:
R300671) kullanilarak yapilmistir.

Protokol:
Tiim karisimlar buz iizerinde hazirlanir.

1) 15-60 pikogram (pg)/ uL DNA 6rnekleri hiicre ekstraksiyon tamponu (cell extraction

buffer) ile 5 pL’ye tamamlanir.

17



2) Ornek basina 4,8 pL ekstraksiyon enzim diliisyon tamponu (extraction enzyme
dilution buffer) ve 0,2 pL hicre ekstraksiyon enziminden (cell extraction enzyme)
olusan lizis tamponu (lysis buffer) hazirlanir.

3) 2,5 puL PBS/TE ve 2,5 pL hicre ekstraksiyon tamponu ile negatif kontrol hazirlanir.

4) Ornekler ve negatif kontrol tizerine 5 pL lizis tamponu eklenir.

5) Cizelge 4.3.’deki kosullarda Lizis PZR kurulur.

Cizelge 4.3. Liziz PZR 1sisal dongii cihazi kosullari

Is1 "C) Sure Dongii sayisi
75°C 10 dakika 1
95°C 4 dakika 1
22°C ©

6) 4,8 pL pre-amplifikasyon w tamponu (pre-amp w buffer) ve 0,2 pL pre-
amplifikasyon w enzimi (pre-amp w enzyme) ile pre-amplifikasyon karigimi
hazirlanir.

7) Isisal dongii cihazindan alinan Ornekler ve negatif kontrol iizerine 5 pL pre-
amplifikasyon karigmmi eklenir.

8) Cizelge 4.4.’deki kosullarda Pre-amplifikasyon PZR kurulur.

Cizelge 4.4. Pre-amplifikasyon PZR 1s1sal dongii cihazi kosullari

Is1 °C) Sire Dongii sayisi

95°C 2 dakika 1

95°C 15 saniye

15°C 50 saniye

25°C 40 saniye

35°C 30 saniye 12
65°C 40 saniye

75°C 40 saniye

4°C 0
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9) 25 pL amplifikasyon tamponu (amplification buffer), 0,8 puL amplifikasyon enzimi
(amplification enzyme) ve 34,2 pL su ile amplifikasyon karigimi hazirlanir.

10) Isisal dongii cihazindan alman ornekler ve negatif kontrol iizerine 60 pL pre-
amplifikasyon karigimi eklenir.

11) Cizelge 4.5.’teki kosullarda Amplifikasyon PZR kurulur.

Cizelge 4.5. Amplifikasyon PZR 1s1sal dongii cihazi kosullari

Is1 "C) Sure Dongii sayisi
95°C 2 dakika 1
95°C 15 saniye
65°C 1 dakika 14
75°C 1 dakika
4°C 0

Eliite edilen 6rneklerin niikleik asit konsantrasyonlari Invitrogen™ Qubit™ 3 Fluorometer

cihazi kullanilarak 6l¢iilmiistiir.
4.2.3. DIZILEME

Dizileme kiitiiphaneleri Illumina DNA Prep kit kullanilarak (Referans: 20049006)

hazirlanmistir.
Tum prosedur toplam 4 protokolden olusmaktadir.
Protokol 1 Tagment Genomic DNA

1) Ornek basina 10 pL Bead-Linked Transposomes (BLT) ve 10 puL Tagmentation
Buffer 1 (TB1) ile Tagmentation Master Mix hazirlanir.

2) 30 pL son hacim olarak ayarlanan érneklere Tagmentation Master Mix eklenir.

3) 10 defa pipetleme yapilarak karistirilir. Ornekler seal ile kapatilir.

4) Ornekler thermal cycler cihazinda TAG programina konur.
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Cizelge 4.6. TAG Protokolu

55°C 15 dk

10°C 0

Protokol 2 Post Tagmentation Cleanup

1) Her bir 6rnege 10 pL Tagment Stop Buffer (TSB) eklenir.
2) 10 defa pipetleme yapilarak karstirilir. Ornekler seal ile kapatilir.
3) Ornekler thermal cycler cihazinda PTC programina konur.

Cizelge 4.7. PTC Protokolu

37°C 15 dk

10°C 0

4) Ornekler manyetik stant {istiine alinir ve 3 dk beklenir.

5) Supernatant uzaklastirilir.

6) Ornekler stanttan kaldirilir ve her bir 6rnege 100 uL. Tagment Wash Buffer (TWB)
eklenir, pipetleme yapilir.

7) Ornekler manyetik stant {istiine alinir ve 3 dk beklenir.

8) Supernatant uzaklastirilir.

9) 6,7 ve 8. adimlar tekrar edilir.

10) Her bir 6rnege 100 uL TWB eklenir, pipetleme yapilir, plate istii seal ile kapatilir ve

plate manyetik standa yerlestirilir.
Protokol 3 Amplify Tagmented DNA

1) Ornek basina 20 puL Enhanced PCR Mix (EPM) ve 20 pL steril sudan olusan PCR
Master Mix hazirlanir.

2) Plate manyetik stant lizerindeyken supernatant uzaklastirilir.

3) Ornekler manyetik stanttan kaldirilir ve her bir drnege 40 uL PCR Master Mix
eklenir, pipetleme yapilir.

4) Plate’in lizeri seal ile kapatilir ve 280*g’de 30 saniye santriflij uygulanir.
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5)

6)
7)

Her bir 6rnege 96-plex index plate’inden 10 pL pre-paired i7 and i5 index adaptorler
eklenir.
10 defa pipetleme yapilir. Plate seal ile kapatilir.

Ornekler thermal cycler cihazinda BLT PCR programma konur.

Cizelge 4.8. BLT Protokoli

68°C 3dk

98°C 3dk

98°C 45 sn 5 Dongu
62°C 30 sn

68°C 2 dk

68°C 1dk

10°C 0

Protokol 4 Clean Up Libraries

1)
2)
3)
4)
5)

6)
7)
8)
9)

Plate’e 280*g’de 1 dakika santrifiij uygulanir.

Plate manyetik standa yerlestirilir ve 5 dk beklenir.

Her bir 6rnekten 45 pL supernatant alinir ve yeni bir plate’e aktarilir.

Her bir 6rnege 40 pL steril su eklenir ve pipetleme yapilir.

Her bir 6rnege 45 pL Sample Purification Beads (SPB) eklenir ve 10 defa pipetleme
yapilir.

Plate’in lizeri seal ile kapatilir ve 5 dk oda sicakliginda inkiibasyona birakilir.

Plate manyetik standa alinir ve 5 dk bekletilir.

Yeni bir plate’e her bir 6rnek igin 15 uL SPB eklenir.

Her bir 6rnekten 125 pL supernatant alinarak 6nceden SPB eklenmis plate’e aktarilir

ve 10 defa pipetleme yapilir.

10) Ornekler 5 dk oda sicakhinda inkiibasyona birakilir.
11) Plate manyetik standa yerlestirilir ve 5 dk bekletilir.

12) Supernatant uzaklastirlir.
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13) Plate manyetik stant izerindeyken 200 pL yeni hazirlanmis %80 EtOH her bir 6rnege
eklenir.

14) Plate 30 saniye oda sicakliginda inkiibe edilir.

15) Supernatant uzaklastirilir. 13, 14 ve 15. adimlar tekrarlanir.

16) Bead’ler manyetik stant {izerinde 5 dk kurumaya birakilir.

17) Plate manyetik stanttan uzaklastirilir ve her bir 6rnege 32 pL Resuspension Buffer
(RSB) eklenir, pipetleme yapilir.

18) Plate 2 dk oda sicakliginda inkiibasyona birakilir.

19) Plate manyetik standa yerlestilir ve 2 dk beklenir.

20) Her bir 6rnekten 30 uL supernatant yeni PZR plate’lerine aktarilir.

21) Ornekler dizilemeye kadar -25°C’de saklanr.

4.2.4. KALITE KONTROL

Kiitliphanesi hazirlanan 6rneklerin kalite kontrolii Agilent 2100 Bioanalyzer cihazinda, yine

bu cihaz i¢in 6zel gelistirilmis DNA cipleri kullanilarak yapilmaistir.

1) Gel-dye mix kullanimdan 30 dakika 6nce oda sicakligina alinir.

2) Cip hazirlama istasyonuna yeni bir DNA ¢ipi yerlestirilir.

3) Jel igin ayrilan kuyuya 9 pL gel-dye mix pipetlenir.

4) Pistonun 1 ml’de konumlandirildigindan emin olduktan sonra ¢ip hazirlama
istasyonu kapatilir.

5) Klips tarafindan tutulana kadar pistona basilir.

6) 60 saniye beklendikten sonra klips serbest birakilir.

7) 5 saniye beklenir ve ardindan piston tekrar 1 ml seviyesine cekilir.

8) Cip hazirlama istasyonu agilir ve 9 pL gel-dye mix jel i¢in ayrilan kuyuya pipetlenir.

9) Ladder kuyucugu da dahil olmak {izere biitiin kuyucuklara 5 ul marker pipetlenir.

10) Kiitiiphane hazirlig1 sonrasi elde edilen ve rastgele segilen drneklerden 1 uL DNA
ilgili kuyucuklara ayr1 ayr1 pipetlenir.

11) Ladder igin ayrilan kuyucuga 1 pL ladder pipetlenir.

12) Cip adaptore yatay olarak yerlestirilir ve 2400 rpm’de 1 dakika vortekslenir.

13) Cip Agilent 2100 Bioanalyzer cihazinda ¢alistirilir.
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Z-RF3.2, Z-RF3.2-WGA, Q-RF3.2, Q-RF3.2-WGA, MN-RF3.2 ve MN-RF3.2-WGA
ornekleri Illumina iSeq 100 platformunda 250.000 okuma sayisi istenerek dizilenirken
Cizelge 4.1.°de belirtilen diger 6rnekler Illumina NovaSeq 6000 platformunda 1 milyon

okuma sayisi istenerek 2x150 uzunlukta dizilenmistir.
4.2.5. BiYOINFORMATIK

IMlumina iSeq 100 ve Illumina NovaSeq 6000 platformlarinda dizilenen &rneklerin ileri ve
geri okumalariyla elde edilen “fast.q” dosyasi ¢iktilar;, UNIX/LINUX tabanli isletim sistemi
arayuziunde FASTQC programi kullanilarak kalite kontroliine tabi tutulmustur.

Her bir 6rnege ait olan fast.q uzantili ileri ve geri okuma c¢iktilari, Geneious Prime
platformunda “paired end” opsiyonu segilerek Dbirlestirilmis ve sonrasinda de novo
assembly’e tabi tutulmustur. Bu asamada dizilemede elde edilen okumalar kontiglere ve
sonrasinda da konsensus dizilere doniistiiriilmiistiir. Elde edilen consensus diziler NCBI
Virus veritabaninda maksimum ¢iktilarin E-degeri 0.05 olacak sekilde megablast’a tabi
tutulmustur. Yarasa turleri bazinda ornek tiplerine ve cografi bolgelere gore Shannon
Endeksi ve Simpson Endeksi analizleri R programlama dilinde “tidyverse” ve ‘“vegan”

paketleri kullanilarak yapilmistir.
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5. ARASTIRMA BULGULARI

5.1.  QUBIT OLCUM SONUCLARI

Cizelge 4.1.de listesi verilen orneklerin tim genom amplifikasyon islemi 6ncesi Qubit

Ol¢tim sonuclar1 Cizelge 5.1.°de ve tiim genom amplifikasyon islemi sonras1 6l¢iim sonuglar1

Cizelge 5.2.’de verilmektedir.

Cizelge 5.1. Tim genom amplifikasyon dncesi RF3.2 numarali 6rnegin Qubit 6lgiimleri

Ornek Ad1 DNA Konsantrasyonu (ng/ pL) RNA Konsantrasyonu (ng/ pL)
Z-RF3.2 0,42 5,43
Q-RF3.2 4,32 3,98

MN-RF3.2 4,53 6,62

Cizelge 5.2. Tiim genom amplifikasyon sonrasi RF3.2 numarali 6rnegin Qubit dl¢iimleri

Cizelge 4.1.°de verilen 6rneklerin tiim genom amplifikasyon dncesi ve sonrasi1 Qubit l¢tiim

sonuglar1 Cizelge 5.3.’de verilmektedir.

Ornek Adi DNA Konsantrasyonu (ng/ pL)
Z-RF3.2-WGA 20,6
Q-RF3.2-WGA 33,9

MN-RF3.2-WGA 43,6
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Cizelge 5.3. Tez orneklerinin tiim genom amplifikasyon 6ncesi ve sonrasi Qubit dlgiimleri

Ornek WGA 0Oncesi DNA WGA 0Oncesi RNA WGA sonrasi DNA
Numarasi Konsantrasyonu Konsantrasyonu Konsantrasyonu
(ng/ pL) (ng/ pL) (ng/ pL)

RAL.1 2,32 7,18 3,08
RA1.2 5,16 151 52
PP2.1 0,259 aralik dis1 61,8
PP2.2 0,091 aralik dist 4,63
PP2.3 2,88 aralik dist 45,91
RA2.1 2,01 5,03 53,91
RA2.2 0,388 aralik dist 60,46
PK1.1 2,62 11,2 57,12
PK1.2 2,76 8,08 49,21
PK1.3 3,18 2,1 41,45
RF1.2 15 2,2 46,3
RF1.2 8,14 11,3 49,57
RF1.3 6,4 2,4 48,16
PP1.1 1,75 5,18 47,75
PP1.2 2,29 7,28 54,2
PP1.3 4,08 aralik dis1 48,9
RF3.1 0,37 aralik dis1 51,91
RF3.3 5,49 aralik dis1 55,29
RA3.1 1,6 2,4 62,82
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RA3.2 1,14 4,3 65,5
RF2.1 1,29 3,2 47,11
RF2.2 1,93 aralik dist 47

RF2.3 7,92 12,2 41,31
PK2.1 5,05 aralik dis1 63,29
PK2.2 0,295 aralik disi 51,47
PK2.3 2,28 5,82 36,5
PK3.1 3,21 4,09 58,29
PK3.2 2,01 9,7 49,5
PK3.3 1,55 7,31 57,64
PP3.1 2,47 7,13 31,03
PP3.2 3,56 5,77 56,81
PP3.3 2,95 11,9 63,5

5.2.  FASTQC KALITE KONTROL ANALIiZI SONUCLARI

Cizelge 4.1.°de verilen 6rneklerin FASTQC analiz sonuglar1 Sekil 5.1., Sekil 5.2. ve Sekil
5.3.’de verilmektedir. Sekil 5.1.’de 6zgiin okumalarin yiizdesi turkuaz renkte gosterilirken,
tekrarli okumalar lacivert ile gosterilmektedir. Sekil 5.2.°te tiim O6rneklerde her bir bazin

konumu i¢in Phred skor degeri 30’un tizerinde goriilmektedir. Sekil 5.3.’de ise ortalama dizi

kalitesinin okuma sayisiyla orani gosterilmektedir.
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FastQC: Sequence Counts

10_814_R1_001
14_575_R1_001
15_876_R1_001
16_868_R1_001
17_83_R1_001
16_815_R1_001
18_827_R1_001
29_852_R1_001
30_864_R1_001
31_878_R1_001
41_58_R1_001
42_818_R1_001
4897 R1_001
5_548_R1_001
6_873_R1_001
75834 R1_001
76_848_R1_001
79862 R1_001
7_874_R1_001
A0_584_R1_001
B1_S_R1_001
82_823 R1_001
83_835_R1_001
84_847_R1_001
86_553_R1_001
a7_8T1_R1_001
6_885_R1_001
90_812_R1_001
91_824_R1_001
92_838_R1_001

952 R1_001

RPZ3-085-85_52_L001_R1_001

[ 10 20 an a0 s 80 0 B0 80 100

Perczriages

@ Unique Reads @  Duplicale Reads

Sekil 5.1. Her 6rnek i¢in dizi sayist

FastQC: Mean Quality Scores

40

25

20

Prrsd Scoe

Posilion (ba)

Sekil 5.2. Okumadaki her bir bazin konumlarindaki ortalama kalite degeri
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FastQC: Per Sequence Quality Scores

Sekil 5.3. Ortalama kalite puanina sahip okuma sayis1

5.3.  BIYOINFORMATIK ANALIZ SONUCLARI

Nikleik asit izolasyon Kkiti optimizasyonuna tabi tutulan ve alternatif tim genom
amplifikasyon uygulanan Z-RF3.2, Z-RF3.2-WGA, Q-RF3.2, Q-RF3.2-WGA, MN-RF3.2
ve MN-RF3.2-WGA numarali 6rneklerden elde edilen Geneious eslesmeleri, bu tez
konusuna dahil edilen ve Cizelge 4.1.°de listelenen orneklerin Geneious eslesmeleri ile
birlikte Ek’te verilmektedir. Optimizasyona dahil edilen érneklere ait de novo yapilandirma
analiz sonuglar1 Cizelge 5.4.’te ve tez ¢alismasina dahil edilen orneklere ait de novo
yapilandirma analiz sonuglar1 Cizelge 5.5.°te verilmistir. Orneklerin biyoinformatik

analizleri sonrasi eslesme alinan kontig dizileri NCBI Taxonomy Browser ve ICTV

kullanilarak aile diizeyinde smiflandirilmistir.

Cizelge 5.4. Optimizasyona dahil edilen 6rneklerin de novo yapilandirma analizi

Ornek Adi Toplam de novo Yapilandirmada Toplam 1000 b¢'den Uzun
Okuma Sayis1 Kullamilan Okuma Sayis1 Kontig Sayis1 Kontig Sayis1

Z-RF3.2 1.434.236 563.305 146.495 8.072
Z-RF3.2-WGA 820.276 473.934 112.973 8.195
Q-RF3.2 817.094 464.933 117.316 8.273
Q-RF3.2-WGA 589.580 302.814 74.037 4.642
MN-RF3.2 217.918 106.031 31.251 1.134
MN-RF3.2-WGA 574.564 291.023 74.787 3.638
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Cizelge 5.5. Tez galigmasina dahil edilen 6rneklerin de novo yapilandirma analizi

Ormek Adi Toplam de novo Yapilandirmada Toplam 1000 b¢'den Uzun
Okuma Sayis1 Kullanilan Okuma Sayis1 Kontig Sayis1 Kontig Sayis1

PK1.1 588.666 407.894 83.137 3.110
PK1.2 1.820.442 1.397.107 301.931 5.688
PK1.3 959.310 746.852 151.232 5.935
PK2.1 547.910 417.597 93.437 2.178
PK2.2 743.762 574.515 133.018 3.354
PK2.3 3.346.672 2.796.016 466.848 14.281
PK3.1 901.898 740.350 178.679 3.758
PK3.2 340.152 214.864 49.741 1.106
PK3.3 1.133.108 811.338 180.752 2.216
PP1.1 617.950 474.908 106.946 2.488
PP1.2 638.800 489.776 103.953 2.663
PP1.3 433.696 334.259 79.958 1.450
PP2.1 2.349.628 1.945.469 422.778 8.666
PP2.2 1.240.952 1.077.890 225.217 1.833
PP2.3 672.640 553.080 144,981 2.200
PP3.1 806.072 651.840 118.459 2.630
PP3.2 681.616 529.000 120.953 2127
PP3.3 1.214.426 755.981 204.073 2.682
RAL1 75.170 73.910 5.486 308

RAL2 244.256 124.536 41.499 334

RA2.1 521.158 332.270 104.791 1.205
RA2.2 1.155.506 865.014 285.905 833

RA3.1 1.011.232 612.007 193.631 1.056
RA3.2 669.712 500.907 118.228 3.020
RF1.1 473.502 317.228 89.720 1.620
RF1.2 653.178 451.241 118.211 3.020
RF1.3 380.846 266.658 81.143 927

RF2.1 586.866 458.389 131.186 1.755
RF2.2 989.534 921.743 53.833 4.069
RF2.3 1.076.234 845.302 224773 2477
RF3.1 1.420.320 993.238 261.913 3.335
RF3.3 646.340 512.991 149.892 1.871
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6. TARTISMA VE SONUC
6.1. TARTISMA
6.1.1. NUKLEIK ASIT iZOLASYON KiTi OPTIiMiZASYONU

Bu tez ¢alismasina dahil edilen RF3.2 numarali R. ferrumeqinum rektal strintl havuzu
ornegi deneme Ornegi olarak secilmis ve piyasada bulunan 3 farklh kit ile niikleik asit
izolasyonuna tabi tutulmustur. Tiim genom amplifikasyon uygulanmadan iSeq platformunda
dizilenen Z-RF3.2, Q-RF3.2 ve MN-RF3.2 numarali érneklerden elde edilen kontig
dizilerinin Geneious aracilig1 ile NCBI viral veritabaninda BLAST lanmas1 sonucu elde

edilen viral aile ¢esitliligi grafikleri Sekil 6.1., Sekil 6.2. ve Sekil 6.3.’te gosterilmektedir.

Z-RF3.2

Retroviridae - 13%

Iridoviridae - 2.2%
Secoviridae - 2.2%

Togaviridae - 2.2%

-2.2%
Circoviridae - 2.2% Peduoviridae - 13%

Totiviridae - 2.2%
Phycodnaviridae - 2.2%
Nairoviridae - 2.2%
Baculoviridae - 2.2%
Arenaviridae - 2.2%
Paramyxoviridae - 2.2%

Polydnaviriformidae - 2.2%

Mimiviridae - 2.2%
Mimiviridae - 2.2%
Sedoreoviridae - 2.2%

Coronaviridae - 2.2%

A

—Orthoherpesviridae - 10.9%
\\. Flaviviridae - 6.5%

Tanimlanmamis - 6.5%

Bromoviridae - 2.2%
Autographiviridae - 2.2%

Aliceevansviridae - 4.3% Straboviridae - 4.3%
Peribunyaviridae - 4.3%

Sekil 6.1. Z-RF3.2 Viral Aile Grafigi
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Q-RF3.2

Peduoviridae - 15.6%

Secoviridae - 2.2%

Togaviridae - 2.2%

Peribunyaviridae - 2.2%- Tanimlanmamis - 13.3%

Totiviridae - 2.2%
Arteriviridae - 2.2%
Alphaflexiviridae - 2.2%
Polydnaviriformidae - 2.2%
Alioherpesviridae - 2.2% Flaviviridae - 8.9%
Coronaviridae - 2.2%

Bromoviridae - 2.2%

Autographiviridae - 2.2%
Phycodnaviridae - 6.7%

Aliceevansviridae - 4.4%

Peribunyaviridae - 4.4% Retroviridae - 6.7%

Arenaviridae - 4.4% “\-Orthoherpesviridae - 6.7%

LStraboviridae - 4.4%

Sekil 6.2. Q-RF3.2 Viral Aile Grafigi

MN-RF3.2

Peduoviridae - 20.8%

Flaviviridae - 4.2%

Hantaviridae - 4.2%

~Orthoherpesviridae - 8.3%

Mimiviridae - 4.2%

Polydnaviriformidae - 4.2%

Retroviridae - 8.3%

Sedoreoviridae - 4.2%

Coronaviridae - 4.2%

Tanimlanmamis - 8.3%

A )

Siphoviridae - 4.2%

Flaviviridae - 4.2%
Straboviridae - 8.3%

Togaviridae - 4.2%
Aliceevansviridae - 8.3%

Sekil 6.3. MN-RF3.2 Viral Aile Grafigi

Z-RF3.2 orneginde 25, Q-RF3.2 6rneginde 21 ve MN-RF3.2 6rneginde 14 farkli viral aile
eslesmesi alinmustir. En fazla viral aile gesitliligi Zymo Quick-DNA/RNA Viral MagBead

kiti kullanildiginda elde edilmistir. Z-RF3.2 6rneginde Retroviridae ve Peduoviridae
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ailelerine ait viral diziler baskin gelirken, Q-RF3.2 ve MN-RF3.2 drneklerinde Peduoviridae

ailesine ait viral diziler baskin gelmistir.
6.1.2. TUM GENOM AMPLIFIiKASYON ETKiSi

NiKleik asit izolasyon kiti optimizasyonuna dahil edilen 6rnekler sonrasinda tiim genom
amplifikasyonuna dahil edilmistir. Z-RF3.2-WGA, Q-RF3.2-WGA ve MN-RF3.2-WGA
numaralt drneklerden elde edilen contig dizilerinin Geneious araciligi ile NCBI viral
veritabaninda BLAST ’lanmasi1 sonucu elde edilen viral aile ¢esitliligi grafikleri Sekil 6.4.,

Sekil 6.5. ve Sekil 6.6.te gosterilmektedir.

Z-RF3.2-WGA

Retroviridae - 14%

Secoviridae - 2%

Circoviridae - 2%

) - 14%
Nairoviridae - 2% Peduoviridae - 14%

Filoviridae - 2%
Arenaviridae - 2%
Polydnaviriformidae - 2%
Alloherpesviridae - 2%
Parvoviridae - 2%
Coronaviridae - 2% Tanimlanmamis - 12%
Sedoreoviridae - 2%

Orthoherpesviridae - 2%

Autographiviridae - 2%

Aliceevansviridae - 4%
~Orthoherpesviridae - 10%

Phycodnaviridae - 4%

Straboviridae - 4%
Flaviviridae - 6%

- 4%
Baculoviridae - 4% Mimiviridae - 4%

Sekil 6.4. Z-RF3.2-WGA Viral Aile Grafigi
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Q-RF3.2-WGA

Retroviridae - 15%

Phycodnaviridae - 2.5%

Tolecusatellitidae - 2.5%

Peduoviridae - 15%

‘l Tanimlanmamis - 12.5%

Flaviviridae - 7.5%

Peribunyaviridae - 2.5%

Arenaviridae - 2.5%

Hepeviridae - 2.5%

Genomoviridae - 2.5%

Polydnaviriformidae - 2.5%

Alloherpesviridae - 2.5%

Coronaviridae - 2.5%

Sedoreoviridae - 2.5%

Autographiviridae - 2.5%

Aliceevansviridae - 5%

oy
Slatomndacsh -Orthoherpesviridae - 7.5%

Poxviridae - 5%

Sekil 6.5. Q-RF3.2-WGA Viral Aile Grafigi

MN-RF3.2-WGA

Peduoviridae - 19.4%

Secoviridae - 3.2%

Aliceevansviridae - 3.2%

Arteriviridae - 3.2%

Phycodnaviridae - 3.2%
Tanimlanmamis - 19.4%

Arenaviridae - 3.2%

Polydnaviriformidae - 3.2% 7
Sedoreoviridae - 3.2%
Siphoviridae - 3.2%

Straboviridae - 6.5%"

-Retroviridae - 12.9%

Flaviviridae - 6.5% |
LOrthoherpesviridae - 9.7%

Sekil 6.6. MN-RF3.2-WGA Viral Aile Grafigi

Z-RF3.2-WGA o6rneginde 21, Q-RF3.2-WGA 6rneginde 18 ve MN-RF3.2-WGA 6rneginde
13 farkl viral aile eslesmesi almmigtir. TUm orneklerde WGA sonrasi aile gesitliligi

azalirken Z-RF3.2 numarali 6rnekte Retroviridae ve Peduoviridae viral aileleri yuzdeleri
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artmustir. Q-RF3.2 6rneginde WGA sonrasi Retroviridae viral ailesinin yiizdesi artarak

Peduoviridae ile esitlenmistir.

6.1.3. YARASA TURLERINE GORE VIiRAL AiLE CESITLILiGi
6.1.3.1. Pipistrellus kuhlii

Pipistrellus kuhlii yarasa turtine ait orofarengeal strintd, rektal stiriintii ve disk1 6rneklerinde
cografi bolgelere gore elde edilen viral aile gesitliligi grafikleri Sekil 6.7.’den 6.15.’e kadar

gosterilmektedir.

Orofarengeal Struntii Ornekleri

PK1.1

Tanimlanmans - 15.8%
Secoviridae - 2.6%
Sedoreoviridae - 2.6%

Marseilleviridae - 2.6%
Circoviridae - 2.6%

Steitzviridae - 2.6% ~Retroviridae - 13.2%

Phycodnaviridae - 2.6%

Vilmaviridae - 2.6%

Arenaviridae - 2.6%
Orthoherpesviridae - 10.5%

Nudiviridae - 2.6% /
Polydnaviriformidae - 2.6%
Pospiviroidae - 2.6%
Picornaviridae - 2.6%
Papillomaviridae - 2.6%
Peduoviridae - 10.5%

Paramyxoviridae - 2.6%

Autographiviridae - 2.6% Flaviviridae - 5.3%

Straboviridae - 5.3%

Sekil 6.7. PK1.1 Numaral Pipistrellus kuhlii Dogu Anadolu Bolgesi Orofarengeal Siirunti
Havuzu Viral Aile Grafigi
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PK2.1

Demerecviridae - 1.3%
Circoviridae - 1.3%
Steitzviridae - 1.3%
Allomimiviridae - 1.3%
Marseilleviridae - 1.3% Tanimlanmamis - 26.9%
Arenaviridae - 1.3%
Baculoviridae - 1.3%
Ackermannviridae - 1.3%
Polydnaviriformidae - 1.3%
Alloherpesviridae - 1.3%
Pospiviroidae - 1.3%
Nairoviridae - 1.3%
Papillomaviridae - 1.3%

Coronaviridae - 1.3%
Paramyxoviridae - 1.3%
Betaflexiviridae - 1.3%

Bromoviridae - 1.3%
Retroviridae - 11.5%

Sedoreoviridae - 2.6%

Peribunyaviridae - 2.6%
Straboviridae - 2.6%

Phycodnaviridae - 2.6%
Peduoviridae - 7.7%

Poxviridae - 2.6%

Schitoviridae - 3.8%
Mimiviridae - 5.1%

Orthoherpesviridae - 5.1%
Flaviviridae - 5.1%

Sekil 6.8. PK2.1 Numarali Pipistrellus kuhlii Akdeniz Bdlgesi Orofarengeal Str(nt(
Havuzu Viral Aile Grafigi

PK3.1

Sedoreoviridae - 1.2%
Tanmmlanmamis - 19%

Genomoviridae - 1.2%
Circoviridae - 1.2%

Aliceevansviridae - 1.2%

Steitzviridae - 1.2%

Allomimiviridae - 1.2%
Mimiviridae - 1.2%

Hantaviridae - 1.2%
Nudiviridae - 1.2%
Kolmioviridae - 1.2%
Adenoviridae - 1.2%
Herelleviridae - 1.2%
Polydnaviriformidae - 1.2%
Alloherpesviridae - 1.2%
Baculoviridae - 1.2%

-Orthoherpesviridae - 15.5%

Papillomaviridae - 1.2%

Coronaviridae - 1.2%

Paramyxoviridae - 1.2%
Autographiviridae - 1.2%
Secoviridae - 2.4%

Kyanoviridae - 2.4%--
Straboviridae - 2.4%

Phycodnaviridae - 3.6%
Retroviridae - 14.3%

Flaviviridae - 4.8%

Poxviridae - 6%
Peduoviridae - 7.1%

Sekil 6.9. PK3.1 Numaral Pipistrellus kuhlii Ege Bolgesi Orofarengeal Sirlintl Havuzu
Viral Aile Grafigi
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PK1.1 numarali 6rnekte 20, PK2.1 numarali 6rnekte 28 ve PK3.1 numarali 6rnekte 28 farkli
viral aile eslesmesi alinmustir. Pipistrellus kuhlii tiiri yarasanin orofarengeal Grnekleri

arasinda en az viral aile g¢esitliligine sahip cografi bolge Dogu Anadolu Bolgesi’dir.

Rektal Surinti Ornekleri

PK1.2

Sedoreoviridae - 1.4%

Peribunyaviridae - 1.4% ~Orthoherpesviridae - 17.1%
Circoviridae - 1.4%
Steitzviridae - 1.4%
Phenuiviridae - 1.4%
Paramyxoviridae - 1.4%
Polydnaviriformidae - 1.4%
Picornaviridae - 1.4%

Coronaviridae - 1.4%

Polyomaviridae - 1.4%
Autographiviridae - 1.4%

Secoviridae - 2.9%

Retroviridae - 12.9%

Nudiviridae - 2.9%
Genomoviridae - 2.9%
Straboviridae - 2.9%

Herelleviridae - 2.9%
Tanimlanmamis - 10%

Alloherpesviridae - 2.9%

Poxviridae - 2.9%

Mimiviridae - 2.9% Peduoviridae - 7.1%
Baculoviridae - 2.9%
Lovin » Phycodnaviridae - 5.7%
Flaviviridae - 5.7%

Sekil 6.10. PK1.2 Numarali Pipistrellus kuhlii Dogu Anadolu Bolgesi Rektal Siiriintii
Havuzu Viral Aile Grafigi
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PK2.2

Rhabdoviridae - 3.4% ~Orthoherpesviridae - 20.7%

Togaviridae - 3.4%

Peribunyaviridae - 3.4%

Herelleviridae - 3.4%

Polydnaviriformidae - 3.4%

Poxviridae - 3.4% S
Circoviridae - 6.9% 4 ‘ = Retroviridae - 17.2%

Peduoviridae - 6.9%

Phycodnaviridae - 6.9%
Tanimlanmamis - 13.8%

Flaviviridae - 6.9%

Sekil 6.11. PK2.2 Numarali Pipistrellus kuhlii Akdeniz Bélgesi Rektal Stirintti Havuzu
Viral Aile Grafigi

PK3.2

Secoviridae - 1.8%
Circoviridae - 1.8%
Kyanoviridae - 1.8%
Aliceevansviridae - 1.8%
Steitzviridae - 1.8%

Filoviridae - 1.8%

Tanimlanmamis - 18.2%

A\ 4 ————Retroviridae - 16.4%

“-Orthoherpesviridae - 9.1%

Nairoviridae - 1.8%
Arenaviridae - 1.8%
Alphaflexiviridae - 1.8%
Alloherpesviridae - 1.8%
Coronaviridae - 1.8%

Autographiviridae - 1.8%

Polydnaviriformidae - 3.6%

Flaviviridae - 3.6%

Mimiviridae - 5.5%

Peduoviridae - 7.3% =1

Poxviridae - 7.3%
Phycodnaviridae - 7.3%

Sekil 6.12. PK3.2 Numarali Pipistrellus kuhlii Ege Bdlgesi Rektal Strtintli Havuzu Viral
Aile Grafigi
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PK1.2 numarali 6rnekte 25, PK2.2 numarali 6rnekte 12 ve PK3.2 numarali 6rnekte 20 farkl
viral aile eslesmesi almmustir. Pipistrellus kuhlii tiirii yarasanin rektal 6rnekleri arasinda en

fazla viral aile gesitliligine sahip cografi bdlge Dogu Anadolu Bélgesi’dir.

Diski Ornekleri

PK1.3

Secoviridae - 1.6%
Peribunyaviridae - 1.6%
Kyanoviridae - 1.6%-
Steitzviridae - 1.6%
Totiviridae - 1.6%
Marseilleviridae - 1.6%

Hantaviridae - 1.6%
Arenaviridae - 1.6%

Orthoherpesviridae - 14.8%

Crevaviridae - 1.6%

Baculoviridae - 1.6% Tanimlanmamis - 11.5%

Sedoreoviridae - 1.6%
Picomaviridae - 1.6%
Coronaviridae - 1.6%

Betaflexiviridae - 1.6%

Bromoviridae - 1.6% "’3, E——
Autographiviridae - 1.6%
Aliceevansviridae - 3.3%
Straboviridae - 3.3%
Pospiviroidae - 3.3%

Flaviviridae - 3.3%

Retroviridae - 9.8%

Peduoviridae - 9.8%

Alloherpesviridae - 4.9% Mimiviridae - 4.9%
Phycodnaviridae - 4.9%

Sekil 6.13. PK1.3 Numarali Pipistrellus kuhlii Dogu Anadolu Bélgesi Digski1 Havuzu Viral
Aile Grafigi
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PK2.3

Circoviridae - 1%
Peribunyaviridae - 1%
Autographiviridae - 1%
Poxviridae - 1%
Adenoviridae - 1%
Drexlerviridae - 1%
Polydnaviriformidae - 1%
Alloherpesviridae - 1%
Mimiviridae - 1%
Parvoviridae - 1%
Paramyxoviridae - 1%
Betaflexiviridae - 1%
Bromoviridae - 1%

Steitzviridae - 2%

Tanimlanmamis - 39.8%

Demerecviridae - 2%
Schitoviridae - 2%——
Flaviviridae - 2%
Coronaviridae - 2%

Baculoviridae - 2%
Straboviridae - 7.1%

Peduoviridae - 11.2%
Orthoherpesviridae - 8.2%-

Retroviridae - 8.2%

Sekil 6.14. PK2.3 Numarali Pipistrellus kuhlii Akdeniz Bolgesi Disk1 Havuzu Viral Aile
Grafigi

PK3.3

Matshushitaviridae - 3.1%-,
Peribunyaviridae - 3.1%

Circoviridae - 3.1%

Steitzviridae - 3.1%
Tanimlanmamis - 34.4%

Totiviridae - 3.1%
Phycodnaviridae - 3.1%
Straboviridae - 3.1%—___
Polydnaviriformidae - 3.1%
Pospiviroidae - 3.1%

Betaflexiviridae - 3.1%

Paramyxoviridae - 6.3%

Retroviridae - 18.8%

Orthoherpesviridae - 9.4%

Sekil 6.15. PK2.3 Numaral: Pipistrellus kuhlii Ege Bolgesi Diski Havuzu Viral Aile
Grafigi
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PK1.3 numarali 6rnekte 26, PK2.3 numarali 6rnekte 23 ve PK3.3 numarali 6rnekte 13 farkli
viral aile eslesmesi alinmustir. Pipistrellus kuhlii tiirti yarasanin digk1 6rnekleri arasinda en

fazla viral aile gesitliligine sahip cografi bdlge Dogu Anadolu Bélgesi’dir.

Pipistrellus kuhlii yarasa turtne ait 6rneklerden toplam 29 DNA ve 22 RNA virusu eslesmesi

almmustir.
6.1.3.2. Pipistrellus pipistrellus

Pipistrellus pipistrellus yarasa tiiriine ait orofarengeal siiriintii, rektal siiriinti ve diski
orneklerinde cografi bolgelere gore elde edilen viral aile gesitliligi grafikleri Sekil 6.16.’dan
6.24.’¢ kadar gosterilmektedir.

Orofarengeal Suriinti Ornekleri

PP1.1

49
Circoviridae - 4% Retroviridae - 28%

Totiviridae - 4%

Genomoviridae - 4%

Straboviridae - 4%
Polydnaviriformidae - 4%

Herelleviridae - 4%

Tanimlanmamis - 16%
Paramyxoviridae - 4%

Bromoviridae - 4%

Mimiviridae - 4%

Peduoviridae - 8% Orthoherpesviridae - 12%

Sekil 6.16. PP1.1 Numarali Pipistrellus pipistrellus Dogu Anadolu Bélgesi Orofarengeal

Siirtintii Havuzu Viral Aile Grafigi
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PP2.1

Sedoreoviridae - 1%

Tammlanmamis - 17.6%

Genomoviridae - 1%
Peribunyaviridae - 1%
Aliceevansviridae - 1%
Togaviridae - 1%
Papillomaviridae - 1%
Allomimiviridae - 1%
Helgolandviridae - 1%
Nairoviridae - 1%—_
Arenaviridae - 1%
Straboviridae - 1%—____
Polydnaviriformidae - 1% 4
Adenoviridae - 1%
Picornaviridae - 1%
Coronaviridae - 1%
Naomviridae - 1%
Iridoviridae - 1%
Bromoviridae - 1%
Autographiviridae - 1%
Demerecviridae - 2%

Secoviridae - 2%

Orthoherpesviridae - 16.7%

Steitzviridae - 2%
Retroviridae - 16.7%

Circoviridae - 2%
Alloherpesviridae - 2%

Flaviviridae - 2.9%
Mimiviridae - 4.9%

Poxviridae - 3.9%

Peduoviridae - 4.9%

Paramyxoviridae - 3.9%

Sekil 6.17. PP2.1 Numarali Pipistrellus pipistrellus Akdeniz Bolgesi Orofarengeal Strint
Havuzu Viral Aile Grafigi

PP3.1

Tanimlanmamis - 20.5%

Secoviridae - 1.4%
Peribunyaviridae - 1.4%
Filoviridae - 1.4%
Parvoviridae - 1.4%
Endornaviridae - 1.4%
Baculoviridae - 1.4%

Arenaviridae - 1.4%
Nudiviridae - 1.4%

Polydnaviriformidae - 1.4%
—Retroviridae - 17.8%

Alloherpesviridae - 1.4%
Suoliviridae - 1.4%

Coronaviridae - 1.4%

Autographiviridae - 1.4%

Aliceevansviridae - 2.7%
Phycodnaviridae - 2.7%

Straboviridae - 2.7%
Mimiviridae - 8.2%

Circoviridae - 2.7%
Flaviviridae - 5.5%
-Orthoherpesviridae - 6.8%

Poxviridae - 5.5%
Peduoviridae - 6.8%

Sekil 6.18. PP3.1 Numarali Pipistrellus pipistrellus Ege Bdlgesi Orofarengeal Siriinti
Havuzu Viral Aile Grafigi
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PP1.1 numarali 6rnekte 12, PP2.1 numarali 6rnekte 31 ve PP3.1 numarali 6rnekte 23 farkli
viral aile eslesmesi alinmistir. Pipistrellus pipistrellus tiirii yarasanin orofarengeal siiriintii

ornekleri arasinda en fazla viral aile ¢esitliligine sahip cografi bolge Akdeniz Bolgesi’dir.

Rektal Surinti Ornekleri

PP1.2

Tanimlanmamis - 21.4%

Secoviridae - 2.4%
Circoviridae - 2.4%

Steitzviridae - 2.4%

Allomimiviridae - 2. 4%
Betaflexiviridae - 2.4%
Nairoviridae - 2.4%

Arenaviridae - 2.4%
Orthoherpesviridae - 2.4%

Mimiviridae - 2.4%- Retroviridae - 21.4%
Coronaviridae - 2.4%
Paramyxoviridae - 2.4%

Poxviridae - 2.4%
Phycodnaviridae - 4.8%

Straboviridae - 4.8%
Peduoviridae - 14.3%

Sekil 6.19. PP1.2 Numarali Pipistrellus pipistrellus Dogu Anadolu Bolgesi Rektal Siiriintii
Havuzu Viral Aile Grafigi
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PP2.2
Secoviridae - 1.1%

Schitoviridae - 1.1%
Rountreeviridae - 1.1% \ IR 2

Steitzviridae - 1.1% \
Peribunyaviridae - 1.1% i \ Tarmianmamis 21:8%

Parvoviridae - 1.1%
< ————Retroviridae - 13.8%

Closteroviridae - 1.1%
“\-Orthoherpesviridae - 10.3%

Alphaflexiviridae - 1.1%
Herelleviridae - 1.1%
Polydnaviriformidae - 1.1%
Baculoviridae - 1.1%
Coronaviridae - 1.1%
Sedoreoviridae - 1.1%
Naomviridae - 1.1%
Bromoviridae - 1.1%
Circoviridae - 2.3%

Kyanoviridae - 2.3%—__
Aliceevansviridae - 2.3%
Phycodnaviridae - 2.3%
Pospiviroidae - 2.3%
Flaviviridae - 2.3%
Poxviridae - 2.3%
Paramyxoviridae - 2.3%

Mimiviridae - 3.4%

Alloherpesviridae - 3.4%

/ Peduoviridae - 6.9%
LStraboviridae - 4.6%

Sekil 6.20. PP2.2 Numarali Pipistrellus pipistrellus Akdeniz Bolgesi Rektal Strtnt
Havuzu Viral Aile Grafigi

PP3.2

Peduoviridae - 18.8%
Baculoviridae - 3.1%

Spinareoviridae - 3.1%

Paramyxoviridae - 3.1%

Straboviridae - 3.1%

Polydnaviriformidae - 3.1% N NG
Alloherpesviridae - 3.1% 3 Tanimlanmamus - 18.8%
Nairoviridae - 3.1%—— »'
Coronaviridae - 3.1% /

Bromoviridae - 3.1%

Aliceevansviridae - 6.3% Retroviridae - 9.4%

Orthoherpesviridae - 6.3%

Circoviridae - 6.3%
Flaviviridae - 6.3%

Sekil 6.21. PP3.2 Numarali Pipistrellus pipistrellus Ege Bdlgesi Rektal Strtintli Havuzu
Viral Aile Grafigi



PP1.2 numarali 6rnekte 17, PP2.2 numarali 6rnekte 29 ve PP3.2 numarali 6rnekte 15 farkli
viral aile eslesmesi alimmustir. Pipistrellus pipistrellus tiirii yarasanin rektal sirtintu 6rnekleri

arasinda en fazla viral aile ¢esitliligine sahip cografi bolge Akdeniz Bolgesi’dir.

Diski Ornekleri

PP1.3

Secoviridae - 4.2% Orthoherpesviridae - 25%

Sedoreoviridae - 4.2%

Nudiviridae - 4.2%

Circoviridae - 4.2%

Phycodnaviridae - 4.2%

Straboviridae - 4.2% - / .

Peduoviridae - 4.2%

Retroviridae - 25%

Flaviviridae - 4.2%

Coronaviridae - 4.2%

Tanimlanmamis - 12.5%

Sekil 6.22. PP1.3 Numarali Pipistrellus pipistrellus Dogu Anadolu Bolgesi Digk1 Siiriintii
Havuzu Viral Aile Grafigi
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PP2.3

Secoviridae - 1.1%
Sedoreoviridae - 1.1%
Matshushitaviridae - 1.1%-
Circoviridae - 1.1%
Aliceevansviridae - 1.1%
Steitzviridae - 1.1%
Phycodnaviridae - 1.1%
Demerecviridae - 1.1%
Parvoviridae - 1.1%
Arenaviridae - 1.1%
Papillomaviridae - 1.1%
Polydnaviriformidae - 1.1%
Pospiviroidae - 1.1%
Coronaviridae - 1.1%

Alloherpesviridae - 1.1%

Bromoviridae - 1.1% \
Autographiviridae - 1.1% \

Orthoherpesviridae - 2.3%—— ’w—-

Poxviridae - 2.3%

Tanimlanmamis - 41.4%

Herelleviridae - 2.3%
Paramyxoviridae - 2.3%
Baculoviridae - 2.3%
Straboviridae - 3.4%

Retroviridae - 6.9%
Flaviviridae - 3.4%

Adenoviridae - 3.4% [ Peduoviridae - 5.7%
Mimiviridae - 4.6%

Sekil 6.23. PP2.3 Numarali Pipistrellus pipistrellus Akdeniz Bolgesi Diski Siiriintii
Havuzu Viral Aile Grafigi

PP3.3

Tanimlanmamis - 12.1%
Sedoreoviridae - 3%

Matshushitaviridae - 3%

Peribunyaviridae - 3% Retroviridae - 12.1%

Circoviridae - 3%
Kyanoviridae - 3%
Schitoviridae - 3%—_

Totiviridae - 3% —Straboviridae - 12.1%

Phycodnaviridae - 3%

Herelleviridae - 3%

Polydnaviriformidae - 3%
Peduoviridae - 9.1%

Poxviridae - 3%
Betaflexiviridae - 3%

Bromoviridae - 3%
" 0 Flaviviridae - 9.1%

-Orthoherpesviridae - 6.1%

Sekil 6.24. PP3.3 Numarali Pipistrellus pipistrellus Ege Bolgesi Digk1 Havuzu Viral Aile
Grafigi
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PP1.3 numarali 6rnekte 11, PP2.3 numarali 6rnekte 28 ve PP3.3 numarali 6rnekte 18 farkli
viral aile eslesmesi alinmistir. Pipistrellus pipistrellus tiirii yarasanin digki 6rnekleri arasinda

en fazla viral aile ¢esitliligine sahip cografi bolge Akdeniz Bolgesi’dir.

Pipistrellus pipistrellus yarasa turune ait 6rneklerden toplam 28 DNA ve 21 RNA virusu

eslesmesi almmustir.
6.1.3.3. Rousettus aegyptiacus

Rousettus aegyptiacus yarasa turuine ait orofarengeal strtintu ve rektal strtntti érneklerinde
cografi bolgelere gore elde edilen viral aile gesitliligi grafikleri Sekil 6.25.’ten 6.30.’a kadar
gosterilmektedir. Rousettus aegyptiacus meyve ile beslenen bir yarasa tiirii oldugu igin digk1

ornegi toplanacak bir formda olmadigindan 6rnek alinamamustir.

Orofarengeal Suriintt Ornekleri

RA1.1

Tanimlanmamis - 22.2%
Peduoviridae - 5.6%

Straboviridae - 5.6%

Herelleviridae - 5.6%

Poxviridae - 5.6%

Retroviridae - 22.2%

Kyanoviridae - 11.1%

Aliceevansviridae - 11.1% Orthoherpesviridae - 11.1%

Sekil 6.25. RA1.1 Numarali Rousettus aegyptiacus Dogu Akdeniz Bdlgesi Orofarengeal

Siirtintii Havuzu Viral Aile Grafigi
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RA2.1

Tanimlanmamis - 22.2%

Sedoreoviridae - 5.6%

Poxviridae - 5.6%

Peribunyaviridae - 5.6%

Mimiviridae - 5.6% Retroviridae - 16.7%

Ackermannviridae - 5.6%

Hantaviridae - 5.6%
: Orthoherpesviridae - 11.1%

Straboviridae - 5.6%-/
Autographiviridae - 5.6%
Paramyxoviridae - 5.6%

Sekil 6.26. RA2.1 Numarali Rousettus aegyptiacus Akdeniz Bolgesi Orofarengeal Strunt
Havuzu Viral Aile Grafigi

RA3.1

Sedoreoviridae - 1.1%
Geminiviridae - 1.1%
Secoviridae - 1.1%

Pospiviroidae - 1.1%

Orthoherpesviridae - 1.1%

Flaviviridae - 1.1%
Paramyxoviridae - 1.1%

Iridoviridae - 1.1%
Demerecviridae - 2.3%

Tanimlanmamis - 44.3%
Kyanoviridae - 2.3%

Steitzviridae - 2.3%

Schitoviridae - 2.3%—_____

Retroviridae - 3.4%

Mimiviridae - 3.4%

Aliceevansviridae - 4.5% l
Ackermannviridae - 4.5%

Phycodnaviridae - 4.5%
Peduoviridae - 9.1%

Straboviridae - 8%-

Sekil 6.27. RA3.1 Numarali Rousettus aegyptiacus Bati Akdeniz Bolgesi Orofarengeal

Siirtintii Havuzu Viral Aile Grafigi
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RA1.1 numarali 6rnekte 8, RA2.1 numarali 6rnekte 11 ve RA3.1 numarali 6rnekte 19 farkhi
viral aile eslesmesi alinmistir. Rousettus aegyptiacus tiirli yarasanin orofarengeal siirlintii

ornekleri arasinda en fazla viral aile cesitliligine sahip cografi bolge Bati Akdeniz
Bolgesi’dir.

Rektal Surinti Ornekleri

RA1.2

Tanimlanmamis - 26.7%
Totiviridae - 6.7%

Secoviridae - 6.7%
Orthoherpesviridae - 6.7%—___

Retroviridae - 13.3%
Straboviridae - 6.7%

Flaviviridae - 6.7%

Mimiviridae - 6.7%

Poxviridae - 6.7%

Autographiviridae - 6.7%
Bromoviridae - 6.7%

Sekil 6.28. RA1.2 Numarali Rousettus aegyptiacus Dogu Akdeniz Bolgesi Rektal Striintu
Havuzu Viral Aile Grafigi
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RA2.2

Secoviridae - 2% Retroviridae - 24.5%
Sedoreoviridae - 2%

Geminiviridae - 2%
Circoviridae - 2%
Peribunyaviridae - 2%
Arenaviridae - 2%

Hantaviridae - 2%

Straboviridae - 2%
Polydnaviriformidae - 2% -
Caulimoviridae - 2% S

i, o
Polyomaviridae - 2% Tanimlanmamis - 14.3%

Phycodnaviridae - 4.1%

Peduoviridae - 4.1%

Kyanoviridae - 4.1% Mimiviridae - 8.2%

Flaviviridae - 4.1%

Orthoherpesviridae - 6.1%

2) %
Coronaviridae - 4.1% Poxviridae - 4.1%

Sekil 6.29. RA2.2 Numarali Rousettus aegyptiacus Akdeniz Bolgesi Rektal Strunt
Havuzu Viral Aile Grafigi

RA3.2

Nimaviridae - 0.7%
Drexlerviridae - 0.7%
Togaviridae - 0.7%
Ackermannviridae - 0.7%
Phycodnaviridae - 0.7%
Orthoherpesviridae - 0.7%
Pospiviroidae - 0.7%
Flaviviridae - 0.7%
Mimiviridae - 0.7%
Coronaviridae - 0.7%
Poxviridae - 0.7%
Paramyxoviridae - 0.7%
Bromoviridae - 0.7%
Polyomaviridae - 0.7%
Steitzviridae - 1.3%
Demerecviridae - 1.3%
Sedoreoviridae - 1.3%
Schitoviridae - 2%—— |

Tanimlanmamis - 35.8%

Baculoviridae - 2%

Retroviridae - 2.6%

Peduoviridae - 12.6%

Straboviridae - 31.8%

Sekil 6.30. RA3.2 Numarali Rousettus aegyptiacus Bati Akdeniz Bolgesi Rektal Strtintu
Havuzu Viral Aile Grafigi
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RA1.2 numarali 6rnekte 10, RA2.2 numarali 6rnekte 20 ve RA3.2 numarali 6rnekte 22 farkl
viral aile eslesmesi alinmistir. Rousettus aegyptiacus tiirli yarasanin rektal siirlintli 6rnekleri

arasinda en fazla viral aile ¢esitliligine sahip cografi b0lge Bat1 Akdeniz Bolgesi’dir.

Pipistrellus aegyptiacus yarasa turtne ait 6rneklerden toplam 21 DNA ve 15 RNA virusu

eslesmesi almmustir.

6.1.3.4. Rhinolophus ferrumequinum

Rhinolophus ferrumequinum yarasa tiiriine ait orofarengeal siirtintii, rektal siiriintii ve digk1
orneklerinde cografi bolgelere gore elde edilen viral aile ¢esitliligi grafikleri Sekil 6.31.’den

6.39.”a kadar gosterilmektedir.

Orofarengeal Suriinti Ornekleri

RF1.1

Tanimlanmamis - 22.6%
Demerecviridae - 3.2% E

Geminiviridae - 3.2%

Circovirus - 3.2%

Orthoherpesviridae - 3.2%

Flaviviridae - 3.2%
Phycodnaviridae - 3.2%
Peduoviridae - 16.1%

Arenaviridae - 3.2%

Straboviridae - 3.2%

Polydnaviriformidae - 3.2%

Pospiviroidae - 3.2% -Retroviridae - 6.5%

Baculoviridae - 3.2%

Coronaviridae - 3.2% Steitzviridae - 6.5%

P dae - 3.2% Autographiviridae - 3.2%
aranyxovincas : Rhabdoviridae - 3.2%

Sekil 6.31. RF1.1 Numarali Rhinolophus ferrumequinum Dogu Anadolu Bolgesi

Orofarengeal Siirlintii Havuzu Viral Aile Grafigi
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RF2.1

~Tanimlanmamis - 13.8%

Secoviridae - 3.4%

Sedoreoviridae - 3.4%
Phycodnaviridae - 10.3%

Geminiviridae - 3.4%

Steitzviridae - 3.4%
Retroviridae - 6.9%

Orthoherpesviridae - 3.4%—_

Polydnaviriformidae - 3.4%
—Straboviridae - 6.9%

Secoviridae - 3.4%

Flaviviridae - 3.4%
Peduoviridae - 6.9%

Coronaviridae - 3.4%

Poxviridae - 3.4%
Mimiviridae - 6.9%

Paramyxoviridae - 3.4%

Autographiviridae - 3.4%
Circoviridae - 6.9%

Sekil 6.32. RF2.1 Numarali Rhinolophus ferrumequinum Akdeniz Bolgesi Orofarengeal

Siiriintii Havuzu Viral Aile Grafigi

RF3.1

Sedorggs.fézcev.mfig; 1% Tanimlanmamis - 24.7%

Suoliviridae - 1.4%
Circoviridae - 1.4%

Papillomaviridae - 1.4%

Nudiviridae - 1.4%

Parvoviridae - 1.4%

Polydnaviriformidae - 1.4%
Flaviviridae - 1.4%
Alloherpesviridae - 1.4%
Coronaviridae - 1.4%
Naomviridae - 1.4%
Paramyxoviridae - 1.4%
Betaflexiviridae - 1.4% ~-Othoherpesvindae -96%

Steitzviridae - 2.7%

Nairoviridae - 2.7%-
-Retroviridae - 9.6%

Mimiviridae - 2.7%-
Arenaviridae - 2.7%

Pospiviroidae - 2.7%
Poxviridae - 2.7%
Peduoviridae - 9.6%

Straboviridae - 5.5%
Phycodnaviridae - 5.5%

Sekil 6.33. RF2.1 Numarali Rhinolophus ferrumequinum Ege Bolgesi Orofarengeal
Siirtintii Havuzu Viral Aile Grafigi
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RF1.1 numarali 6rnekte 18, RF2.1 numarali 6rnekte 18 ve RF3.1 numarali 6rnekte 25 farkli
viral aile eslesmesi alinmistir. Rhinolophus ferrumequinum tiirii yarasanin orofarengeal

stirlintli 6rnekleri arasinda en fazla viral aile gesitliligine sahip cografi bolge Ege Bolgesi’dir.

Rektal Suriinti Ornekleri

RF1.2

Circoviridae - 4.3% Phycodnaviridae - 17.4%

Hantaviridae - 4.3%

Schitoviridae - 4.3%-

Polydnaviriformidae - 4.3%

| Retroviridae - 13%
Flaviviridae - 4.3% . ;

Coronaviridae - 4.3%

Betaflexiviridae - 4.3%

Tanimlanmamis - 8.7%

Poxviridae - 4.3%

Peduoviridae - 8.7% Orthoherpesviridae - 8.7%

|
Straboviridae - 8.7%

Sekil 6.34. RF1.2 Numarali Rhinolophus ferrumequinum Dogu Anadolu Bolgesi Rektal

Siirtintii Havuzu Viral Aile Grafigi
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RF2.2

Flaviviridae -

2%

Tanimlanmamis - 4%

Circoviridae - 4%

v

Coronaviridae - 4%

-Retroviridae - 12%

Peribunyaviridae - 4%

Drexlerviridae - 4%

Phycodnaviridae - 4%
——Orthoherpesviridae - 12%

\' Schitoviridae - 8%

Straboviridae - 8%
Autographiviridae - 4%

Hytrosaviridae - 4%

Polydnaviriformidae - 4%

Poxviridae - 4%

Mimiviridae - 4%

Pospiviroidae - 4%

Sekil 6.35. RF2.2 Numarali Rhinolophus ferrumequinum Akdeniz Bolgesi Rektal Struint

Havuzu Viral Aile Grafigi

Z-RF3.2-WGA

Retroviridae - 14%-

Secoviridae - 2%

Circoviridae - 2%
Peduoviridae - 14%

Nairoviridae - 2%
Filoviridae - 2%
Arenaviridae - 2%
Polydnaviriformidae - 2%
Alloherpesviridae - 2%
Parvoviridae - 2%

Coronaviridae - 2% Tanimlanmamis - 12%
Sedoreoviridae - 2%

Orthoherpesviridae - 2%

Autographiviridae - 2%

Aliceevansviridae - 4%

Orthoherpesviridae - 10%
Phycodnaviridae - 4%

Straboviridae - 4%

Flaviviridae - 6%
Mimiviridae - 4%

Baculoviridae - 4%

Sekil 6.36. RF3.2 Numarali Rhinolophus ferrumequinum Ege Bolgesi Rektal Sirlintd
Havuzu Viral Aile Grafigi
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RF1.2 numarali 6rnekte 13, RF2.2 numarali 6rnekte 16 ve RF3.2 numarali 6rnekte 20 farkli
viral aile eslesmesi alimmistir. Rhinolophus ferrumequinum tiirii yarasanimn rektal strinti

ornekleri arasinda en fazla viral aile ¢esitliligine sahip cografi bolge Ege Bolgesi’dir.

Diski Ornekleri

RF1.3

Demerecviridae - 1.3%
Secoviridae - 1.3%
Coronaviridae - 1.3%
Baculoviridae - 1.3%
Chaseviridae - 1.3%
Retroviridae - 1.3%
Flaviviridae - 1.3%
Paramyxoviridae - 1.3%
Parvoviridae - 1.3%

Autographiviridae - 1.3%

Tanimlanmamis - 49.4%
Steitzviridae - 2.6%

Straboviridae - 2.6%—
Polydnaviriformidae - 2.6%

Mimiviridae - 2.6%

Orthoherpesviridae - 3.9%

Phycodnaviridae - 5.2%

Peduoviridae - 18.2%

Sekil 6.37. RF1.3 Numarali Rhinolophus ferrumequinum Dogu Anadolu Bolgesi Disk1
Havuzu Viral Aile Grafigi

54



RF2.3

Sedoreoviridae - 1.8%
Peribunyaviridae - 1.8%
Steitzviridae - 1.8%

Totiviridae - 1.8%

Phycodnaviridae - 1.8%
Orthoherpesviridae - 1.8%- Tanimlanmamis - 42.1%
Alphaflexiviridae - 1.8%
Ackermannviridae - 1.8%
Suoliviridae - 1.8%
Zierdtviridae - 1.8%
Pospiviroidae - 1.8%
Intestiviridae - 1.8%
Salasmaviridae - 1.8%
Paramyxoviridae - 1.8%
Betaflexiviridae - 1.8%
Bromoviridae - 1.8%
Autographiviridae - 1.8%

Mimiviridae - 1.8%
Flaviviridae - 3.5% Straboviridae - 7%

i %
Schitoviridae - 3.5% Peduoviridae - 7%

»‘rKyanovmdae -53%
Sekil 6.38. RF2.3 Numarali Rhinolophus ferrumequinum Akdeniz Bélgesi Disk1 Havuzu
Viral Aile Grafigi

RF3.3

Peduoviridae - 18.2%
Secoviridae - 3%

Circoviridae - 3%

Steitzviridae - 3%
Togaviridae - 3%
Vilmaviridae - 3%
Polydnaviriformidae - 3% .\

Flaviviridae - 3%

Tanimlanmamus - 15.2%

Coronaviridae - 3%

Genomoviridae - 6.1%
Orthoherpesviridae - 12.1%

Phycodnaviridae - 6.1%

Retroviridae - 9.1%
Parvoviridae - 9.1%

Sekil 6.39. RF3.3 Numarali Rhinolophus ferrumequinum Ege Bolgesi Disk1 Havuzu Viral
Aile Grafigi
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RF1.3 numarali 6rnekte 17, RF2.3 numarali drnekte 23 ve RF3.3 numarali 6rnekte 14 farkli
viral aile eslesmesi alimmustir. Rhinolophus ferrumequinum tiirii yarasanin digki 6rnekleri

arasinda en fazla viral aile ¢esitliligine sahip cografi bolge Akdeniz Bolgesi’dir.

Rhinolophus ferrumequinum yarasa turune ait drneklerden toplam 29 DNA ve 20 RNA

virusu eslesmesi alinmstir.

6.1.4. ORNEK TiPiNE GORE VIiRAL AILE CESIiTLILiGi

6.1.4.1. Orofarengeal Siiriintii Havuzlan

Her bir yarasa tiirtinden alinan tiim orofarengeal strlnt( verileri birlestirilmis ve yarasalara

0zgii orofarengeal siiriintii viral aile ¢esitlilik grafikleri verilmistir.

PK-Orofarengeal Surlntl

Aliceevansviridae - 0.7%-
Hantaviridae - 0.7%
Kolmioviridae - 0.7%
Adenoviridae - 0.7% Tanimlanmamis - 23.5%
Herelleviridae - 0.7%
Demerecviridae - 0.7%
Allomimiviridae - 0.7%
Ackermannviridae - 0.7%
Coronaviridae - 0.7%
Betaflexiviridae - 0.7%
Bromoviridae - 0.7%
Circoviridae - 0.7%
Vilmaviridae - 0.7%
Polydnaviriformidae - 0.7%
Pospiviroidae - 0.7%
Picornaviridae - 0.7%
Papillomaviridae - 0.7%
Paramyxoviridae - 0.7%
Autographiviridae - 0.7%
Kyanoviridae - 1.3%
Baculoviridae - 1.3%
Peribunyaviridae - 1.3%
Alloherpesviridae - 1.3%
Secoviridae - 1.3%
Sedoreoviridae - 1.3%
Marseilleviridae - 1.3%
Steitzviridae - 1.3%
Arenaviridae - 1.3%

Nudiviridae - 1.3%
Schitoviridae - 2%
Straboviridae - 2.7%-

Genomoviridae - 0.7%

Retroviridae - 12.1%

Orthoherpesviridae - 11.4%
Mimiviridae - 3.4%
Phycodnaviridae - 3.4%

Poxviridae - 4% Peduoviridae - 6.7%

Flaviviridae - 4%

Sekil 6.40. Pipistrellus kuhlii Orofarengeal Siiriintii Viral Aile Grafigi



PP-Orofarengeal Surlntd

Filoviridae - 0.6%

Parvoviridae - 0.6%
Tanimlanmamis - 18.8%

Endornaviridae - 0.6%
Baculoviridae - 0.6%
Nudiviridae - 0.6%
Suoliviridae - 0.6%
Sedoreoviridae - 0.6%
Togaviridae - 0.6%-
Papillomaviridae - 0.6%
Allomimiviridae - 0.6%
Helgolandviridae - 0.6%
Nairoviridae - 0.6%
Arenaviridae - 0.6%
Adenoviridae - 0.6%
Picornaviridae - 0.6%
Coronaviridae - 0.6%
Naomviridae - 0.6%
Iridoviridae - 0.6%
Autographiviridae - 0.6%

Totiviridae - 0.6% \
Polydnaviriformidae - 0.6% _\
Herelleviridae - 0.6% r—;”—'
Phycodnaviridae - 1.3% W
Demerecviridae - 1.3% 7

Retroviridae - 18.2%

Peribunyaviridae - 1.3%
Aliceevansviridae - 1.3%
Steitzviridae - 1.3%
Alloherpesviridae - 1.3%
Genomoviridae - 1.3%
Straboviridae - 1.3%
Bromoviridae - 1.3%
Secoviridae - 1.9%
Circoviridae - 1.9%

Paramyxoviridae - 2.6%
Flaviviridae - 3.9%

Peduoviridae - 3.9%
Poxviridae - 4.5%
Mimiviridae - 5.2%

Orthoherpesviridae - 13%

Sekil 6.41. Pipistrellus pipistrellus Orofarengeal Siiriintii Viral Aile Grafigi

RA-Orofarengeal Sartntt

Geminiviridae - 0.9%

Secoviridae - 0.9%

Pospiviroidae - 0.9%

Flaviviridae - 0.9%
Tanimlanmamis - 38.9%
Aliceevansviridae - 4.4% |
Straboviridae - 6.2%

Iridoviridae - 0.9%
Sedoreoviridae - 0.9%
Peribunyaviridae - 0.9%
Hantaviridae - 0.9%
Paramyxoviridae - 0.9%
Autographiviridae - 0.9%
Herelleviridae - 0.9%
Demerecviridae - 1.8%
Steitzviridae - 1.8%
Schitoviridae - 1.8%—

Poxviridae - 1.8%

Phycodnaviridae - 3.5%
Mimiviridae - 3.5%——

Ackermannviridae - 3.5%
Peduoviridae - 8%

Kyanoviridae - 3.5%-

Orthoherpesviridae - 3.5%
-Retroviridae - 8%

Sekil 6.42. Rousettus aegyptiacus Orofarengeal Siiriintli Viral Aile Grafigi
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RF-Orofarengeal Surlntt

Secoviridae - 1.1%
Circoviridae - 1.1% Tanimlanmamisg - 23.2%
Secoviridae - 1.1%
Sedoreoviridae - 1.1%
Suoliviridae - 1.1%
Papillomaviridae - 1.1%
Nudiviridae - 1.1%

Parvoviridae - 1.1%
Alloherpesviridae - 1.1%
Naomviridae - 1.1%
Betaflexiviridae - 1.1%
Geminiviridae - 1.1%
Circovirus - 1.1%
Polydnaviriformidae - 1.1%
Baculoviridae - 1.1%
Coronaviridae - 1.1%

Orthoherpesviridae - 9.5%

Paramyxoviridae - 1.1%

Rhabdoviridae - 1.1%

Autographiviridae - 1.1%
Nairoviridae - 2.1%—

Poxviridae - 2.1%

idae - 8.4%
Demerecviridae - 2.1% Peduoviridae - 8.4%

Steitzviridae - 2.1%

Arenaviridae - 2.1%

Pospiviroidae - 2.1%
Retroviridae - 7.4%

Flaviviridae - 3.2%

Mimiviridae - 4.2%. Phycodnaviridae - 7.4%
Straboviridae - 4.2%

Sekil 6.43. Rhinolophus ferrumequinum Orofarengeal Siirtintii Viral Aile Grafigi

TUm cografi bolgelerden orofarengeal siirtintii 6rnekleri birlestirildiginde Pipistrellus kuhlii
yarasa turlinde Retroviridae, Orthoherpesviridae, Peduoviridae, Flaviviridae ve Poxviridae
virus aileleri basta gelmek tizere 39, Pipistrellus pipistrellus yarasa tiriinde Retroviridae,
Orthoherpesviridae, Mimiviridae, Poxviridae, Pedooviridae ve Flaviviridae viral aileleri
basta gelmek iizere 40, Rousettus aegyptiacus yarasa tlriinde Peduoviridae, Retroviridae,
Straboviridae ve Aliceevansviridae viral aileleri basta gelmek iizere 24 ve Rhinolophus
ferrumequinum yarasa tdriinde Orthoherpesviridae, Peduoviridae, Retroviridae,

Phycodnaviridae, Straboviridae ve Mimiviridae viral aileleri basta gelmek tizere 32 farkl

viral aile eslesmesi almmustir.
6.1.4.2. Rektal Siiriintii Havuzlan

Her bir yarasa tiirtinden alman tiim rektal strtntu verileri birlestirilmis ve yarasalara 6zgu

rektal siirtintii viral aile ¢esitlilik grafikleri verilmistir.
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PK-Rektal Surtntu

Kyanoviridae - 0.9% -Orthoherpesviridae - 15.7%
Aliceevansviridae - 0.9%
Filoviridae - 0.9%
Nairoviridae - 0.9%-
Arenaviridae - 0.9%
Alphafiexiviridae - 0.9%
Togaviridae - 0.9%
Rhabdoviridae - 0.9%
Sedoreoviridae - 0.9%
Steitzviridae - 0.9%
Phenuiviridae - 0.9%—
Paramyxoviridae - 0.9%
Picornaviridae - 0.9%
Coronaviridae - 0.9%
Polyomaviridae - 0.9%
Autographiviridae - 0.9%
Peribunyaviridae - 1.7%
Circoviridae - 1.7%

Nudiviridae - 1.7% 7——‘ — =
Genomoviridae - 1.7%-
Straboviridae - 1.7%—

Herelleviridae - 1.7%

~Retroviridae - 13.9%

Tanimlanmamis - 12.2%

Polydnaviriformidae - 1.7%

Baculoviridae - 1.7%
Secoviridae - 2.6%

Alloherpesviridae - 2.6%
Flaviviridae - 6.1%
Poxviridae - 4.3%

Phycodnaviridae - 5.2%

Mimiviridae - 4.3%
Peduoviridae - 5.2%

Sekil 6.44. Pipistrellus kuhlii Rektal Siirtintii Viral Aile Grafigi

PP-Rektal Strinti

Spinareoviridae - 0.8%
Schitoviridae - 0.8%- Tanimlanmamis - 23.2%
Rountreeviridae - 0.8%
Peribunyaviridae - 0.8%
Parvoviridae - 0.8%
Closteroviridae - 0.8%
Alphaflexiviridae - 0.8%
Herelleviridae - 0.8%
Sedoreoviridae - 0.8%
Naomviridae - 0.8%
Steitzviridae - 0.8%
Allomimiviridae - 0.8%-
Betaflexiviridae - 0.8%
Arenaviridae - 0.8%
Coronaviridae - 0.8%
Kyanoviridae - 1.6%-
Pospiviroidae - 1.6%
Baculoviridae - 1.6%
Bromoviridae - 1.6%

Secoviridae - 1.6%

—Retroviridae - 14.4%

Nairoviridae - 1.6%.
Paramyxoviridae - 1.6%

Aliceevansviridae - 2.4%
Alloherpesviridae - 2.4%

Circoviridae - 2.4%
Peduoviridae - 8.8%

Phycodnaviridae - 2.4%
Poxviridae - 2.4%

Flaviviridae - 3.2%

Mimiviridae - 3.2% | -Orthoherpesviridae - 8%

LStraboviridae - 4%

Sekil 6.45. Pipistrellus pipistrellus Rektal Stirtintii Viral Aile Grafigi
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RA-Rektal Surunti

Nimaviridae - 0.5%
Drexlerviridae - 0.5%
Togaviridae - 0.5%
Ackermannviridae - 0.5%
Pospiviroidae - 0.5%
Paramyxoviridae - 0.5%
Totiviridae - 0.5%
Bromoviridae - 0.5%
Autographiviridae - 0.5%
Geminiviridae - 0.5%
Circoviridae - 0.5%
Peribunyaviridae - 0.5%
Arenaviridae - 0.5%
Hantaviridae - 0.5%
Polydnaviriformidae - 0.5%
Caulimoviridae - 0.5%
Polyomaviridae - 0.5%
Steitzviridae - 1%
Demerecviridae - 1%
Secoviridae - 1%
Sedoreoviridae - 1%
Phycodnaviridae - 1%
Kyanoviridae - 1%-
Flaviviridae - 1%
Coronaviridae - 1%
Poxviridae - 1%
Schitoviridae - 1.6%
Baculoviridae - 1.6%

Mimiviridae - 2.6%
Orthoherpesviridae - 2.6%
Retroviridae - 7.8%

Tanimlanmamis - 30.6%

-Straboviridae - 25.4%

Peduoviridae - 9.8%

Sekil 6.46. Rousettus aegyptiacus Rektal Siirtintii Viral Aile Grafigi

RF-Rektal Surintu

Secoviridae - 1.4%
Nairoviridae - 1.4% Retroviridae - 15.5%

Filoviridae - 1.4%
Arenaviridae - 1.4%

Alloherpesviridae - 1.4%
Parvoviridae - 1.4%
Sedoreoviridae - 1.4%
Hantaviridae - 1.4%
Betaflexiviridae - 1.4%
Circoviridae - 1.4%
Peribunyaviridae - 1.4% Orthoherpesviridae - 11.3%
Drexlerviridae - 1.4%
Hytrosaviridae - 1.4%
Polydnaviriformidae - 1.4%
Pospiviroidae - 1.4%
Coronaviridae - 1.4%
‘ Peduoviridae - 9.9%

Tanimlanmamis - 8.5%

Autographiviridae - 1.4%

Aliceevansviridae - 2.8%
Baculoviridae - 2.8%

Straboviridae - 2.8%-

Schitoviridae - 2.8%—"
Poxviridae - 2.8%

Mimiviridae - 4.2%-
Phycodnaviridae - 7%
Flaviviridae - 5.6%

Sekil 6.47. Rhinolophus ferrumequinum Rektal Siiriintii Viral Aile Grafigi



Tum cografi bolgelerden rektal siiriintii drnekleri birlestirildiginde Pipistrellus kuhlii yarasa
turunde Orthoherpesviridae, Retroviridae, Flaviviridae, Peduoviridae ve Phycodnaviridae
virus aileleri basta gelmek tizere 33, Pipistrellus pipistrellus yarasa tiriinde Retroviridae,
Peduoviridae, Orthoherpesviridae, Straboviridae, Mimiviridae ve Flaviviridae viral aileleri
basta gelmek tlizere 33, Rousettus aegyptiacus yarasa tirtinde Straboviridae ve Retroviridae
viral aileleri basta gelmek tizere 33 ve Rhinolophus ferrumequinum yarasa tdrinde
Retroviridae, Orthoherpesviridae, Peduoviridae, Phycodnaviridae ve Flaviviridae viral

aileleri basta gelmek tizere 28 farkli viral aile eslesmesi alinmastir.

6.1.4.3. Diski Havuzlan

Her bir yarasa tiiriinden alinan tiim digki verileri birlestirilmis ve yarasalara 6zgii rektal

stirlintii viral aile ¢esitlilik grafikleri verilmistir.

PK-Digki

Circoviridae - 0.7%
Poxviridae - 0.7%
Adenoviridae - 0.7%
Drexlerviridae - 0.7%
Polydnaviriformidae - 0.7%
Parvoviridae - 0.7%
Secoviridae - 0.7%
Kyanoviridae - 0.7%
Totiviridae - 0.7%
Marseilleviridae - 0.7%
Hantaviridae - 0.7%

Matshushitaviridae - 0.7%

Tanimlanmamis - 32.7%

Arenaviridae - 0.7%
Crevaviridae - 0.7%
Sedoreoviridae - 0.7%
Picornaviridae - 0.7%
Betaflexiviridae - 0.7%
Demerecviridae - 1.3%
Schitoviridae - 1.3%-
Paramyxoviridae - 1.3%
Peribunyaviridae - 1.3%
Aliceevansviridae - 1.3%
Steitzviridae - 1.3%
Pospiviroidae - 1.3%
Coronaviridae - 1.3%
Bromoviridae - 1.3%
Autographiviridae - 1.3%
Baculoviridae - 2%
Flaviviridae - 2%

Orthoherpesviridae - 11.3%
Mimiviridae - 2%

Alloherpesviridae - 2.7%

Phycodnaviridae - 2.7%
Straboviridae - 4.7%

Peduoviridae - 8.7%

Retroviridae - 6.7%

Sekil 6.48. Pipistrellus kuhlii Disk1 Viral Aile Grafigi
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PP-Diski

Peribunyaviridae - 0.9%.
Kyanoviridae - 0.9% |
Schitoviridae - 0.9%-,
Totiviridae - 0.9%
Betaflexiviridae - 0.9%
Matshushitaviridae - 0.9%-
Aliceevansviridae - 0.9%
Steitzviridae - 0.9%
Demerecviridae - 0.9%
Parvoviridae - 0.9%
Arenaviridae - 0.9%
Papillomaviridae - 0.9%
Polydnaviriformidae - 0.9%
Pospiviroidae - 0.9%
Alloherpesviridae - 0.9%
Bromoviridae - 0.9%
Autographiviridae - 0.9%
Secoviridae - 0.9%
Sedoreoviridae - 0.9%
Nudiviridae - 0.9%
Circoviridae - 0.9%
Coronaviridae - 0.9%
Paramyxoviridae - 1.7%
Baculoviridae - 1.7%

Tanimlanmamis - 33.6%

Phycodnaviridae - 1.7%
Retroviridae - 8.6%

Poxviridae - 2.6%

Adenoviridae - 2.6%

Herelleviridae - 2.6%
\_Orthoherpesviridae - 6.9%

Mimiviridae - 3.4%.
“-Straboviridae - 6%

Flaviviridae - 4.3%
Peduoviridae - 5.2%

Sekil 6.49. Pipistrellus pipistrellus Disk1 Viral Aile Grafigi

RF-Disgki

Circoviridae - 0.7%
Togaviridae - 0.7%
Vilmaviridae - 0.7%
Sedoreoviridae - 0.7%
Peribunyaviridae - 0.7%
Totiviridae - 0.7%
Alphaflexiviridae - 0.7%
Ackermannviridae - 0.7%
Suoliviridae - 0.7%
Zierdtviridae - 0.7%
Pospiviroidae - 0.7%
Intestiviridae - 0.7%
Salasmaviridae - 0.7%
Betaflexiviridae - 0.7%
Bromoviridae - 0.7%
Demerecviridae - 0.7%
Secoviridae - 0.7%
Baculoviridae - 0.7%
Chaseviridae - 0.7%
Paramyxoviridae - 0.7%
Autographiviridae - 0.7%
Genomoviridae - 1.4%
Schitoviridae - 1.4%-
Steitzviridae - 1.4%

Coronaviridae - 1.4%

Tanimlanmamis - 42.3%

Polydnaviriformidae - 1.4%
Flaviviridae - 1.4%
Kyanoviridae - 2.1%-

Retroviridae - 2.1%
Mimiviridae - 2.1%
Parvoviridae - 2.8%
Phycodnaviridae - 4.2%
Peduoviridae - 12.7%

Orthoherpesviridae - 4.2%
Straboviridae - 4.2%

Sekil 6.50. Rhinolophus ferrumequinum Digk1 Viral Aile Grafigi

TUm cografi bolgelerden digki siirlintii 6rnekleri birlestirildiginde Pipistrellus kuhlii yarasa
turinde Orthoherpesviridae, Peduoviridae, Retroviridae ve Straboviridae virus aileleri
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basta gelmek tizere 36, Pipistrellus pipistrellus yarasa tiriinde Retroviridae,
Orthoherpesviridae, Straboviridae, Peduoviridae ve Flaviviridae viral aileleri basta gelmek
Uzere 34 ve Rhinolophus ferrumequinum yarasa tiriinde Peduoviridae, Straboviridae,
Orthoherpesviridae, Phycodnaviridae ve Parvoviridae viral aileleri basta gelmek tizere 35

farkl viral aile eslesmesi alinmustir.

Ornek tipine gére Shannon Endeksi ve Simpson Endeksi analiz sonuglar1 sirasiyla Sekil
6.51. ve Sekil 6.52.’de verilmistir.

Shannon Index Based on Sample Types
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Sekil 6.51. Ornek Tipine Gore Shannon Endeksi Analizi
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Simpson Index Based on Sample Types
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Sekil 6.52. Ornek Tipine Gére Simpson Endeksi Analizi

6.1.5. COGRAFi BOLGEYE GORE VIRAL AILE CESITLILiGI

6.1.5.1. Akdeniz Bolgesi

Her bir yarasa tiirlinden alman tiim orofarengeal siiriintii, rektal siiriintii ve digk1 verileri
birlestirilmis ve yarasalara 0zgii Akdeniz Bolgesi 6zelinde viral aile ¢esitlilik grafikleri

verilmistir.
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PK-Akdeniz

Autographiviridae - 0.6%
Adenoviridae - 0.6%
Drexlerviridae - 0.6%
Parvoviridae - 0.6%
Togaviridae - 0.6%
Rhabdoviridae - 0.6%
Herelleviridae - 0.6%
Allomimiviridae - 0.6%
Marseilleviridae - 0.6%
Arenaviridae - 0.6%
Ackermannviridae - 0.6%
Polydnaviriformidae - 0.6%
Pospiviroidae - 0.6%
Nairoviridae - 0.6%-
Papillomaviridae - 0.6%
Paramyxoviridae - 0.6%
Betaflexiviridae - 0.6%
Bromoviridae - 0.6%
Sedoreoviridae - 1.2%
Circoviridae - 1.2%
Steitzviridae - 1.2%
Peribunyaviridae - 1.2%
Alloherpesviridae - 1.2%
Coronaviridae - 1.2%
Poxviridae - 1.2%

Tanimlanmamis - 33.5%

Demerecviridae - 1.9%
Baculoviridae - 1.9%
Phycodnaviridae - 1.9%

Mimiviridae - 2.5%

Schitoviridae - 3.1%-/

Peduoviridae - 10.6%

Flaviviridae - 3.1%

Straboviridae - 4.3%
Retroviridae - 9.3%
Orthoherpesviridae - 8.1%

Sekil 6.53. Pipistrellus kuhlii Akdeniz Bolgesi Viral Aile Grafigi

PP-Akdeniz

Matshushitaviridae - 0.5%, Tanimlanmamis - 30.3%
Schitoviridae - 0.5%
Rountreeviridae - 0.5%
Closteroviridae - 0.5%
Alphaflexiviridae - 0.5%
Genomoviridae - 0.5%
Togaviridae - 0.5%
Allomimiviridae - 0.5%
Helgolandviridae - 0.5%
Nairoviridae - 0.5%
Arenaviridae - 0.5%
Polydnaviriformidae - 0.5%
Picornaviridae - 0.5%
Coronaviridae - 0.5%
Naomviridae - 0.5%
Iridoviridae - 0.5%
Bromoviridae - 0.5%
Autographiviridae - 0.5%
Kyanoviridae - 1%
Parvoviridae - 1%
Phycodnaviridae - 1%
Pospiviroidae - 1%
Sedoreoviridae - 1%
Peribunyaviridae - 1%
Steitzviridae - 1%
Papillomaviridae - 1%
Herelleviridae - 1.4%
Baculoviridae - 1.4%
Demerecviridae - 1.4%
Aliceevansviridae - 1.4%
Circoviridae - 1.4%

__Orthoherpesviridae - 11.1%

Retroviridae - 10.6%

Secoviridae - 1.9%
Adenoviridae - 1.9%

Paramyxoviridae - 1.9% Mimiviridae - 3.8%

Alloherpesviridae - 2.4% ~Straboviridae - 3.4%
Flaviviridae - 2.4% -Poxviridae - 2.4%

Peduoviridae - 4.3%

Sekil 6.54. Pipistrellus pipistrellus Akdeniz Bolgesi Viral Aile Grafigi
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RA-Akdeniz

Secoviridae - 1.7%

Geminiviridae - 1.7%
Circoviridae - 1.7% Retroviridae - 22.4%
Arenaviridae - 1.7%

Polydnaviriformidae - 1.7%
Caulimoviridae - 1.7%
Polyomaviridae - 1.7%
Sedoreoviridae - 1.7%
Peribunyaviridae - 1.7%
Ackermannviridae - 1.7%
Hantaviridae - 1.7%
Straboviridae - 1.7%—___ .\

Paramyxoviridae - 1.7%

Autographiviridae - 1.7%
Phycodnaviridae - 3.4% Tanimlanmamis - 17.2%
Peduoviridae - 3.4%

Flaviviridae - 3.4% /1‘
-Orthoherpesviridae - 6.9%

Kyanoviridae - 3.4%-

Coronaviridae - 3.4%

-Mimiviridae - 6.9%

Poxviridae - 5.2%

Sekil 6.55. Rousettus aegyptiacus Akdeniz Bdlgesi Viral Aile Grafigi

RF-Akdeniz

Alphafiexiviridae - 1.1%-  1osiviridae - 1.1%
Ackermannviridae - 1.1%
Suoliviridae - 1.1%
Zierdtviridae - 1.1%

Intestiviridae - 1.1%
Salasmaviridae - 1.1% Tanimlanmamis - 28 4%
Betaflexiviridae - 1.1%
Bromoviridae - 1.1%
Drexlerviridae - 1.1%
Hytrosaviridae - 1.1%
Pospiviroidae - 1.1% ¢
Secoviridae - 1.1%
Sedoreoviridae - 1.1%
Geminiviridae - 1.1%
Steitzviridae - 1.1% \
Polydnaviriformidae - 1.1% A
Secoviridae - 1.1% \
Coronaviridae - 1.1% &

Paramyxoviridae - 1.1

1%
Autographiviridae - 1.1% (
Peribunyaviridae - 2.3%-
Circoviridae - 2.3% : -Straboviridae - 6.8%
Poxviridae - 2.3%
Kyanoviridae - 3.4%-
Peduoviridae - 5.7%
Schitoviridae - 3.4% '

Phycodnaviridae - 4.5%

Flaviviridae - 3.4%
Retroviridae - 4.5%

Orthoherpesviridae - 4.5%
Mimiviridae - 4.5%

Sekil 6.56. Rhinolophus ferrumequinum Akdeniz Bolgesi Viral Aile Grafigi

Her bir yarasa spesifiginde Akdeniz bolgesinden toplanan tiim ornekler birlestirildiginde
Pipistrellus kuhlii yarasa tlriinde Peduoviridae, Retroviridae, Orthoherpesviridae ve

Straboviridae viral aileleri basta gelmek tizere 35, Pipistrellus pipistrellus yarasa turinde
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Orthoherpesviridae, Retroviridae, Peduoviridae ve Mimiviridae viral aileleri basta gelmek
Uzere 42, Rousettus aegyptiacus yarasa tiriinde Retroviridae, Orthoherpesviridae,
Mimiviridae ve Poxviridae viral aileleri basta gelmek iizere 23 ve Rhinolophus
ferrumequinum  yarasa tlrlinde Straboviridae, Peduoviridae, Phycodnaviridae,
Retroviridae, Mimiviridae ve Orthoherpesviridae viral aileleri basta gelmek tizere 33 farkli

viral aile eslesmesi alinmistir.
6.1.5.2. Dogu Anadolu Bolgesi

Her bir yarasa tiiriinden alinan tiim orofarengeal siiriintii, rektal siirlintii ve digki verileri
birlestirilmis ve yarasalara 6zgli Dogu Anadolu Bolgesi 0zelinde viral aile ¢esitlilik

grafikleri verilmistir.

PK-Dogu Anadolu

Totiviridae - 0.8% Kyanoviridae - 0.8%
Hantaviridae - 0.8% Orthoherpesviridae - 16.9%
Crevaviridae - 0.8%
Betaflexiviridae - 0.8%
Bromoviridae - 0.8%
Peribunyaviridae - 0.8%
Phenuiviridae - 0.8%

Coronaviridae - 0.8%
Polyomaviridae - 0.8%
Circoviridae - 0.8%
Steitzviridae - 0.8%
Vilmaviridae - 0.8%
Polydnaviriformidae - 0.8%
Picomaviridae - 0.8%
Papillomaviridae - 0.8%
Autographiviridae - 0.8%
Aliceevansviridae - 1.7%

Tanimlanmamis - 10.2%

Genomoviridae - 1.7%
Herelleviridae - 1.7%
Poxviridae - 1.7%
Marseilleviridae - 1.7%
Arenaviridae - 1.7%
Pospiviroidae - 1.7% -Retroviridae - 9.3%

Paramyxoviridae - 1.7%
Baculoviridae - 2.5%

Secoviridae - 2.5%

Sedoreoviridae - 2.5% Peduoviridae - 5.9%

Nudiviridae - 2.5%

Straboviridae - 2.5% Flaviviridae - 4.2%

Phycodnaviridae - 4.2%

Alloherpesviridae - 4.2%
Mimiviridae - 4.2%

Sekil 6.57. Pipistrellus kuhlii Dogu Anadolu Bolgesi Viral Aile Grafigi
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PP-Dogu Anadolu

Sedoreoviridae - 1.4%
Nudiviridae - 1.4%
Steitzviridae - 1.4%
Allomimiviridae - 1.4%

Betaflexiviridae - 1.4%
Nairoviridae - 1.4%__
Arenaviridae - 1.4% \
Coronaviridae - 1.4%
Poxviridae - 1.4% 4
Circoviridae - 1.4% \
Totiviridae - 1.4%
Genomoviridae - 1.4%
Polydnaviriformidae - 1.4% \
Herelleviridae - 1.4% . N
Paramyxoviridae - 1.4%

Bromoviridae - 1.4%

Tanimlanmamis - 18.6%

——Retroviridae - 17.1%

| Orthoherpesviridae - 12.9%

Sekil 6.58. Pipistrellus pipistrellus Dogu Anadolu Bélgesi Viral Aile Grafigi

RA-Dogu Akdeniz

Totiviridae - 3.1% Tanimlanmamis - 25%

Secoviridae - 2.9%

Phycodnaviridae - 2.9%

Mimiviridae - 2.9%

Flaviviridae - 4.3%

Straboviridae - 4.3%

Peduoviridae - 11.4%

Secoviridae - 3.1%

Flaviviridae - 3.1%

Bromoviridae - 3.1%

Autographiviridae - 3.1%
Mimiviridae - 3.1%
Peduoviridae - 3.1%

Herelleviridae - 3.1% Retroviridae - 18.8%

Poxviridae - 3.1%
Kyanoviridae - 6.3%.

Aliceevansviridae - 6.3% Orthoherpesviridae - 9.4%

Straboviridae - 6.3%

Sekil 6.59. Rousettus aegyptiacus Dogu Akdeniz Bolgesi Viral Aile Grafigi
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RF-Dogu Anadolu

Chaseviridae - 0.9% _gecoviridae - 0.9%
Parvoviridae - 0.9%
Hantaviridae - 0.9%
Schitoviridae - 0.9%-
Betaflexiviridae - 0.9%
Poxviridae - 0.9%
Demerecviridae - 0.9%
Geminiviridae - 0.9%
Circovirus - 0.9%

Arenaviridae - 0.9%
Pospiviroidae - 0.9%
Paramyxoviridae - 0.9%
Rhabdoviridae - 0.9%
Autographiviridae - 0.9%
Mimiviridae - 1.8%

Tanimlanmamis - 40.5%

Steitzviridae - 1.8%
Flaviviridae - 1.8%
Polydnaviriformidae - 1.8%

Baculoviridae - 1.8%
Coronaviridae - 1.8%

Straboviridae - 2.7%

Retroviridae - 3.6%

Orthoherpesviridae - 4.5%-

Phycodnaviridae - 7.2%

Peduoviridae - 17.1%

Sekil 6.60. Rhinolophus ferrumequinum Dogu Anadolu Bélgesi Viral Aile Grafigi

Her bir yarasa spesifiginde Dogu Anadolu bdlgesinden toplanan tiim Ornekler
birlestirildiginde Pipistrellus kuhlii yarasa turinde Orthoherpesviridae, Retroviridae,
Peduoviridae, Flaviviridae, Phycodnaviridae, Mimiviridae ve Alloherpesviridae viral
aileleri basta gelmek tizere 37, Pipistrellus pipistrellus yarasa tlrinde Retroviridae,
Orthoherpesviridae, Peduoviridae, Straboviridae ve Flaviviridae viral aileleri basta gelmek
Uzere 24, Rousettus aegyptiacus yarasa tiriinde Dogu Akdeniz Bolgesinde Retroviridae,
Orthoherpesviridae, Straboviridae, Aliceevansviridae ve Kyanoviridae viral aileleri basta
gelmek uUzere 14 ve Rhinolophus ferrumequinum yarasa tlrlinde Peduoviridae,
Phycodnaviridae, Orthoherpesviridae ve Retroviridae viral aileleri basta gelmek tizere 26

farkli viral aile eslesmesi alinmustir.
6.1.5.3. Ege Bolgesi

Her bir yarasa tiirlinden alinan tiim orofarengeal siirlintii, rektal siiriintii ve digk1 verileri
birlestirilmis ve yarasalara 6zgii Ege Bolgesi Ozelinde viral aile gesitlilik grafikleri

verilmistir.
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PK-Ege

Peribunyaviridae - 0.8% Matshushitaviridae - 0.8%
Totiviridae - 0.8%
Tanimlanmamis - 20.3%

Pospiviroidae - 0.8%
Betaflexiviridae - 0.8%
\ |
. __Orthoherpesviridae - 14.1%
I Retroviridae - 14.1%

Filoviridae - 0.8%
Poxviridae - 5.5%

Nairoviridae - 0.8%—
Arenaviridae - 0.8%
Alphafiexiviridae - 0.8%
Sedoreoviridae - 0.8%
Genomoviridae - 0.8%
Circoviridae - 0.8%
Steitzviridae - 0.8%
Allomimiviridae - 0.8%
Hantaviridae - 0.8%
Nudiviridae - 0.8%
Kolmioviridae - 0.8%
Adenoviridae - 0.8%
Herelleviridae - 0.8%
Baculoviridae - 0.8%
Papillomaviridae - 0.8%
Coronaviridae - 0.8%
Autographiviridae - 0.8%
Kyanoviridae - 1.6%-
Aliceevansviridae - 1.6%
Straboviridae - 1.6%
Polydnaviriformidae - 1.6%
Alloherpesviridae - 1.6%

Paramyxoviridae - 1.6%
Secoviridae - 2.3%

Mimiviridae - 3.1%
Flaviviridae - 3.1%

Phycodnaviridae - 4.7%

Peduoviridae - 5.5%

Sekil 6.61. Pipistrellus kuhlii Ege Bolgesi Viral Aile Grafigi

PP-Ege

Sedoreoviridae - 1% gecoviridae - 1%
Matshushitaviridae - 1%-,
Kyanoviridae - 1%
Schitoviridae - 1%~
Totiviridae - 1%
Filoviridae - 1%
Parvoviridae - 1%—
Spinareoviridae - 1%
Endomaviridae - 1%
Arenaviridae - 1%
Paramyxoviridae - 1%
Nudiviridae - 1%
Herelleviridae - 1%
Polydnaviriformidae - 1%
Alloherpesviridae - 1%
Suoliviridae - 1%
Nairoviridae - 1%-
Coronaviridae - 1%
Betaflexiviridae - 1%-
Autographiviridae - 1%
Aliceevansviridae - 2%

~Tanimlanmamis - 18.2%

‘ _—Retroviridae - 14.1%

Peduoviridae - 7.1%

Peribunyaviridae - 2%
Baculoviridae - 2%

Phycodnaviridae - 2%

Circoviridae - 2%

Bromoviridae - 2%
Straboviridae - 4%

~Orthoherpesviridae - 7.1%

Poxviridae - 4%
Mimiviridae - 6.1%

Flaviviridae - 6.1%

Sekil 6.62. Pipistrellus pipistrellus Ege Bolgesi Viral Aile Grafigi
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RA-Bati Akdeniz

Nimaviridae - 0.4% ~Tanimlanmamis - 40.8%
Geminiviridae - 0.4%
Drexlerviridae - 0.4%
Togaviridae - 0.4%
Secoviridae - 0.4%
Pospiviroidae - 0.4%
Flaviviridae - 0.4%
Coronaviridae - 0.4%
Poxviridae - 0.4%
Paramyxoviridae - 0.4%
Iridoviridae - 0.4%
Bromoviridae - 0.4%
Polyomaviridae - 0.4% 55w
Kyanoviridae - 0.9%—
Steitzviridae - 0.9%
Orthoherpesviridae - 0.9%-
Sedoreoviridae - 0.9%
Demerecviridae - 1.3%

Baculoviridae - 1.3% 7—’
Aliceevansviridae - 1.8%—
Phycodnaviridae - 1.8%
Mimiviridae - 1.8%
Ackermannviridae - 2.2%

=

Schitoviridae - 2.2% "

Retroviridae - 3.1% \
-Straboviridae - 22.4%

Peduoviridae - 11.7%

Sekil 6.63. Rousettus aegyptiacus Ege Bolgesi Viral Aile Grafigi

RF-Ege

Tamimlanmamis - 22.6%

Filoviridae - 0.9%
Autographiviridae - 0.9%
Secoviridae - 0.9%
Togaviridae - 0.9%
Vilmaviridae - 0.9%
Demerecviridae - 0.9%
Suoliviridae - 0.9%
Circoviridae - 0.9%
Papillomaviridae - 0.9%
Nudiviridae - 0.9%
Polydnaviriformidae - 0.9%
Coronaviridae - 0.9%
Naomviridae - 0.9%
Paramyxoviridae - 0.9%

Betaflexiviridae - 0.9% | e— —— N\
Aliceevansviridae - 1.7% ?——

P -1.7%
oxviridae - 1 Phycodnaviridae - 5.2%

Flaviviridae - 2.6%
_ gy Straboviridae - 3.5%
Mimiviridae - 3.5% Patvoviidas = 3.5%

Retroviridae - 10.4%

Baculoviridae - 1.7% Peduoviridae - 10.4%

Genomoviridae - 1.7%
Sedoreoviridae - 1.7%
Steitzviridae - 1.7%
Nairoviridae - 1.7%-

-1.7%
Arenaviridae - 1.7% -Orthoherpesviridae - 7.8%

Alioherpesviridae - 1.7%

Sekil 6.64. Rhinolophus ferrumequinum Ege Bolgesi Viral Aile Grafigi
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Her bir yarasa spesifiginde Ege bolgesinden toplanan tiim Ornekler birlestirildiginde
Pipistrellus kuhlii yarasa tlrinde Orthoherpesviridae, Retroviridae, Poxviridae,
Peduoviridae ve Phycodnaviridae viral aileleri basta gelmek {iizere 37, Pipistrellus
pipistrellus yarasa tiiriinde Retroviridae, Peduoviridae, Orthoherpesviridae, Mimiviridae ve
Flaviviridae viral aileleri basta gelmek iizere 34, Rousettus aegyptiacus yarasa tlriinde Bati
Akdeniz Bolgesinde Straboviridae, Peduoviridae, Retroviridae, Schitoviridae ve
Ackermannviridae viral aileleri basta gelmek iizere 27 ve Rhinolophus ferrumequinum
yarasa turiinde Retroviridae, Peduoviridae, Orthoherpesviridae, Phycodnaviridae,
Straboviridae, Parvoviridae ve Mimiviridae basta gelmek tizere 33 farkli viral aile eslesmesi

alimustir.

Cografi bolgeye gore Shannon Endeksi ve Simpson Endeksi analiz sonuglar1 sirasiyla Sekil
6.65. ve Sekil 6.66.’da verilmistir.

Shannon Index Based on Geographical Region
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Sekil 6.65. Cografi Bolgeye Gore Shannon Endeksi Analizi
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Simpson Index Based on Geographical Region
107
. Species
% Pipistrellus kuhlii
©
£
A} O Pipistrellus pipistrellus
2
8
£ . Rhinolophus ferrumequinum
12
Rousettus aegyptiacus
06+ T v v T v v v T v v T T
M 3 Pt M 3 . N 3 P N M 3
] ] u H 8 w 3 2 w s 3 2
b & J $ 5 o $ 3 € 3 3 :
z g E S 2 z g 5 2 z z
2! 3 = o 3 s 5] 1 2 5 2 <
£ g 3 g 8 g g E 3 @ g
3 S, 3 5 (=} % 2 5 @ 8 o o
3 E 2 2 z < 5 H & ]
3 o o 2 4 g S » 5 3 g
2 3 3 a 2 § g 2 2 & 3
a ® ® a a o E 5 £ o @
2 9 [ 3 E 8 H w 8
& = 5 t ° 8 a8 ]
o s 8 3 £ & g
] 2 2 3 3 H
=3 = a @ 3
a 4 g o
Samples

Sekil 6.66. Cografi Bolgeye Gore Simpson Endeksi Analizi

6.2. SONUC

Yarasalar ilkel bir evrimsel kdkene sahip olan ve hayatta kalmak icin kendilerine has ¢ok
cesitli yontemler benimsemis ugabilen memelilerdir. Yarasalar, ¢esitli viral hastaliklarin
ortaya ¢ikisinda dnemli bir rol oynamaktadirlar ve ¢ok sayida virusa konaklik yapmalar1
nedeni ile ciddi bir ¢alisma konusu olusturmaktadirlar. Konak immun yanitinin DNA ve
RNA viruslar1 tarafindan kullanimi, yarasalarda diger memelilerden farkli olarak wviral
enfeksiyonun etkisindeki farkliliklarm anlagilmasina yonelik bir baslangictir. Kuduz virusu

ve diger lyssaviruslarm yarasalarda uzun siiredir bilinen bir ge¢misi vardir (16,51).

Yarasalar ayrica SARS koronavirusu, MERS koronavirusu, Nipah virusu, Hendra virusu ve
Ebola viruslar1 ile Sosuga, Menangle ve Tioman gibi yeni ortaya ¢ikan pek ¢ok zoonotik
virusun kaynagi olmalar1 nedeniyle de yeni konaklara bulas acisindan kapsamli bir sekilde
incelenmektedirler. Son arastirmalar, yarasalarin bir¢ok 6nemli RNA virusu ailesi i¢in
birincil rezervuar oldugunu ve ¢iftlik hayvanlar1 ve insanlara bulas riskine neden olduklarmi
gostermektedir. Arazi kullaniminin insan faaliyetleri nedeniyle degismesi, insanlar ve ¢iftlik

hayvanlari ile bu memeli grubunun etkilesimini artirmaktadir (16).
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Bu tez calismasinda, TUBITAK 1001 projeleri kapsaminda desteklenen 1200565 numarali
ve Tiirkiye’de Insan Iliskisi Muhtemel Yarasa Tiirlerinde Virom Profilinin Arastirilmasi
baglikli projeye dahil edilen Pipistrellus kuhlii, Pipistrellus pipistrellus, Rousettus
aegyptiacus ve Rhinolophus ferrumequinum yarasa tirlerinden elde edilen orofarengeal
stirtintii, rektal siiriintii ve digki 6rnekleri Tiirkiye’deki li¢ farkli cografi bolgeye gore

siiflandirilarak virom profili elde edilmistir.
6.2.1. YARASA TURLERI

Pipistrellus kuhlii tiirtiniin biitiin verileri birlestirildiginde 29 farkli DNA virusu ailesi ve 22
farkli RNA virusu ailesi eslesmesi alinmistir. Bu eslesmelerin %12.3’t Orthoherpesviridae,
%9.4’1i Retroviridae, %6.1°i Peduoviridae, %3.6’s1 Flaviviridae ve %3.2’si Poxviridae viral
ailelerine aittir. Akdeniz Bolgesi’nde 35, Ege Bolgesi’nde 37 ve Dogu Anadolu Bolgesi’nde
37 farkl viral ailesi eslesmesi almmustir. Ornek tipleri karsilastirildiginda en cesitli tip 39
farkl1 viral aile eslesmesiyle orofarengeal siiriintii 6rnegi olup onu 36 eslesmeyle diski ve 33

farkli viral aile eslesmesiyle rektal siirtintii 6rnegi takip etmektedir.

Pipistrellus pipistrellus tiiriiniin biitiin verileri birlestirildiginde 28 farkli DNA virusu ailesi
ve 21 farkli RNA virusu ailesi eslesmesi alinmustir. Bu eslesmelerin %11.2’°si Retroviridae,
%9.4’i  Orthoherpesviridae, %5.4°0 Peduoviridae, %3.6’s1 Mimiviridae ve %3.6’s1
Straboviridae viral ailelerine aittir. Akdeniz Bolgesi’nde 42, Ege Bolgesi’nde 34 ve Dogu
Anadolu Bolgesi’nde 24 farkli viral ailesi eslesmesi alinmustir. Ornek tipleri
karsilastirildiginda en ¢esitli tip 40 farkl viral aile eslesmesiyle orofarengeal siiriintii 6rnegi
olup onu 34 eslesmeyle digk1 ve 33 farkli viral aile eslesmesiyle rektal siiriintii 6rnegi takip

etmektedir.

Rousettus aegyptiacus tiirliniin biitiin verileri birlestirildiginde 21 farkli DNA virusu ailesi
ve 15 farkli RNA virusu ailesi eslesmesi alinmistir. Bu eslesmelerin %18.5’si Straboviridae,
%09.6’s1 Peduoviridae, %7’si Retroviridae, %2.6’s1 Orthoherpesviridae ve %2.6’s1
Mimiviridae viral ailelerine aittir. Akdeniz Bolgesi’nde 23, Bat1 Akdeniz Bolgesi’nde 27 ve
Dogu Akdeniz Bélgesi’nde 14 farkli viral ailesi eslesmesi alinmustir. Ornek tipleri
karsilastirildiginda en ¢esitli tip 33 farkl viral aile eslesmesiyle rektal siiriintii 6rnegi olup

onu 24 farkli viral aile eslesmesiyle orofarengeal siirlintli 6rnegi takip etmektedir.
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Rhinolophus ferrumequinum tiiriiniin biitiin verileri birlestirildiginde 29 farklit DNA virusu
ailesi ve 20 farkli RNA virusu ailesi eslesmesi alinmistir. Bu eslesmelerin %9.8’i
Peduoviridae, %6.4’1i Retroviridae, %5.6’s1 Phycodnaviridae, %5.6’s1 Orhoherpesviridae
ve %3.6°1 Mimiviridae viral ailelerine aittir. Akdeniz Bolgesi’nde 33, Ege Bolgesi’nde 33
ve Dogu Anadolu Bolgesi’nde 26 farkli viral ailesi eslesmesi alinmustir. Ornek tipleri
karsilastirildiginda en ¢esitli tip 35 farkli viral aile eslesmesiyle digsk1 6rnegi olup onu 32
eslesmeyle orofarengeal siirlintii ve 28 farkli viral aile eslesmesiyle rektal siiriintii 6rnegi

takip etmektedir.
6.2.2. VIRAL CESITLILIK

Shannon endeksi, bir toplulugun hem zenginligini (farkl tiirlerin sayis1) hem de esitligini
(bireylerin bu tiirler arasindaki dagilimi) hesaba katan bir biyolojik c¢esitlilik 6l¢iistidiir.
Shannon endeksi ne kadar yiiksek olursa, topluluktaki gesitlilik de o kadar fazla olur.
Simpson endeksi ise, bir topluluktaki tiirlerin baskinligina daha fazla odaklanan baska bir
biyolojik c¢esitlilik 6l¢iisiidiir. 0 ila 1 arasinda degisir; 0, sonsuz ¢esitliligi (tiim tiirler esit
miktarda bulunur) ve 1, cesitliligin olmadigin1 (yalnizca bir tiiriin mevcut oldugunu) belirtir
(51). Pipistrellus kuhlii tiirti 6zelinde, 6rnek tipleri Sekil 6.51. ve Sekil 6.52.’de gosterilen
Shannon endeksi ve Simpson endeksi bazinda incelendiginde digki 6rnegi diger drneklere
kiyasla daha fazla cesitlilik gostermektedir ancak ¢esitliligi domine eden tiir eslesmeleri
gorulmektedir, bunlar Citrus exocortis Yucatan viroid, Desmodus rotundus endogenous
retrovirus ve Squash mosaic virus tirleridir. Cografi bolge bazinda Sekil 6.65. ve Sekil
6.66.’daki grafikler araciligi ile ayn1 degerlendirme yapildiginda ise Akdeniz bdlgesinde
cesitlilik daha ¢ok goriilmekte ve Lyssavirus rabies, Rotavirus C ve Tadarida brasiliensis
circovirus 1 tiirlerine ait eslesmeler gesitliligi domine etmektedir. Pipistrellus pipistrellus
tiriinde ise rektal siiriintii ve digsk1 drnekleri Shannon endeksine gore ¢esitlilik bakimindan
birbirlerine ¢ok yakindan Simpson endekse gore rektal siiriintii 6rnegini domine eden tlr
eslesmeleri mevcuttur, bunlar BeAn 58058 virus ve Squash mosaic virus eslesmeleridir.
Akdeniz bolgesinde ¢esitlilik daha ¢ok goriilmekte ve BeAn 58058 virus, Citrus exocortis
Yucatan viroid, Escherichia phage ev017, Human gammaherpesvirus 4 ve Squash mosaic
virus tiirlerine ait eslesmeler ¢esitliligi domine etmektedir. Rhinolophus ferrumequinum
tiirlinde diski Orneginden elde edilen eslesmeler daha fazla cesitlilik gostermis olup

eslesmelerin ¢ogu Citrus exocortis Yucatan viroid, Enzootic nasal tumour virus of goats ve
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Squash mosaic virus tiirlerinden gelmektedir. Cografi bolgeler karsilastirildiginda Akdeniz
bolgesinde cesitlilik daha fazla olup Citrus exocortis Yucatan viroid, Enzootic nasal tumour
virus of goats, Rotavirus C ve Squash mosaic virus tirleri ¢esitliligi domine etmektedir. Son
olarak Rousettus aegyptiacus tiiriine ait veriler Sekil 6.51., Sekil 6.52., Sekil 6.65. ve Sekil
6.66.’da gosterilen analiz sonuclarina gore degerlendirildiginde rektal siiriintii Ornegi
Shannon endekse gore daha fazla ¢esitlilik gostermekte ve Rotavirus C ile Squash mosaic
virus tirlerine ait eslesmeler ¢ogunluktadir. Bat1 Akdeniz bolgesi ¢esitlilik bakimindan 6ne
¢ikmakta ve Citrus exocortis Yucatan viroid, Escherichia phage D6 ve Rotavirus C tirlerine

ait eslesmeler agirlik gostermektedir.
6.2.3. VIRAL AILELER

Bu calisma, yarasalarin zoonotik potansiyele sahip viruslar da dahil olmak {izere bircok
farkli virusun dogal rezervuari olduguna dair 6nceki bulgular1 desteklemektedir. Bu tez
calismasinda Orthoherpesviridae, Retroviridae, Flaviviridae, Poxviridae, Peduoviridae,
Mimiviridae, Straboviridae ve Phycodnaviridae basta olmak iizere virus aileleri tespit
edilmistir. Literatiirden elde edilen yarasa virom ¢aligmalar1 verileri ile karsilastirildiginda
bu tez ¢aligsmasi sonuglarinda da Herpesviridae, Coronaviridae, Poxviridae, Picornaviridae,
Retroviridae, Flaviviridae ve Parvoviridae basta olmak {izere memeli virus aileleri (52);
Iridoviridae ve Polydnaviridae basta olmak tizere bocek virus aileleri (53) ve Totiviridae ve
Phycodnaviridae basta olmak iizere bitki virus ailelerine (54) ait eslesmeler almmustir.
Ayrica bu tez ¢alismasinda zoonotik potansiyeli olan Uyelere sahip olan Herpesviridae,
Flaviviridae, Paramyxoviridae, Poxviridae ve Retroviridae familyalarmmdan viruslara ait

kontigler olusturulmus ve BLAST eslesmesi alinmustir.

Dis bulasict ajanlar olarak siiflandirilan retroviruslar, omurgalilarda oldukc¢a yaygindir
(55). Hatta germ hatt1 boyunca gergeklesen enfeksiyonlar sonucu olusan endojen proviruslar,
Mendel genetigi kurallarma uygun bir sekilde gelecek nesillere aktarilmaktadir ve bunlar
genellikle endojen retroviruslar (ERV’ler) olarak bilinmektedirler. ERV’ler omurgali
genomlarmin yaklasik %10’unu olusturmaktadir (56). Viruslar, endojen retroviruslar da
dahil olmak {izere, insanlari, bitkileri, hayvanlari, mikroskopik Okaryotlar1 ve bakteriyel

viruslar olan fajlar1 da dahil eden genis bir ¢esitlilik gostermektedir (57).
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Flaviviridae viral ailesi pozitif-duyarli RNA viruslari olup ¢ogunlugu memelileri ve kuslar1
hedef almaktadir, bircogu ise konakgiya Ozgiidiir (58). Memeliler arasinda yarasalar,
filaviviruslar da dahil olmak {izere birgok zoonotik viruslar agisindan zenginlik
gostermektedir. Omurgalilara spesifik flaviviruslar genellikle bilinmeyen vektor (no-known-
vector; NKV) flaviviruslar olarak tanimlanmakta ve yarasalar ve kemirgenlerle iliskili olarak

smiflandirilmaktadir (59).

Poxviruslar, Poxviridae viral ailesine mensup DNA viruslaridir ve genis 6l¢ekte omurgalilari
enfekte etmektedirler, bircogu insanlarda zoonotik hastaliklara neden olmaktadir.
Poxviruslar konak¢r genetik materyalini kendi genomlarina entegre ederek konakg¢inin
immin sisteminde hasara neden olurlar ancak yarasalar ve poxviruslar transpoze edilebilir
elementlerin diger tiirlere yatay transferini kolaylastirict rol de oynamaktadirlar (60).
Orthoherpesviridae viral ailesi de DNA virus ailesidir ve genelde konakg1 ile birlikte
evrimlesmektedirler. Konak¢iya yliksek derecede adapte olan bu virus ailesi, cogunlukla

memelilerle, kuslarla ve siirlingenlerle iliskilidirler (61).

Straboviridae ve Peduoviridae viral aileleri bakteri fajlar1 olarak siniflandiriimakta ve
Gram-negatif bakterileri dogal konakg1 olarak kullanmaktadirlar (62,63). Mimiviridae viral
ailesi ise DNA virusu olmakla birlikte sucul 6karyotlari, amoeba ve diger protistleri konakg1
olarak kullanmaktadir (64).

6.2.4. SONUCLARIN DEGERLENDIRILMESI

Viral ¢aligmalarda, viruslarin gosterdikleri farkli doku tropizmleri ve viral bulas yollar
ornekleme stratejisini belirleyen faktorlerdir. Yarasalarm orofarengeal siiriintii 6rnekleri
agiz veya burun salgilar1 yoluyla sagilan viruslar agisindan bilgi saglarken, bu yolla
sacilmayan veya bagska bir sagcilim rotasi izleyen viruslar acisimdan virom bilgisinin
kisitlanmasina neden olabilir. Benzer sekilde, sadece diskidan yapilacak orneklemeler ise
besin kaynakli ¢cok ¢esitli viruslarla birlikte yarasalarin sindirim sistemi yoluyla atilan ancak
yarasalar1 enfekte etmeyen ¢ok gesitli viruslar1 karakterize edebilir (53,65,66). Ornegin sinir
dokusuna tropizm gosteren kuduz virusu i¢in, kuduz siipheli memelilerin beyinlerinden
yapilacak 6rneklemelerde kuduz virusunun FAT (Floresan Antikor Teknigi) ile arastirilmasi
altin standart yontem olarak kabul edilmektedir (67). Bununla birlikte, bu tez ¢alismasinda

1200565 numarali TUBITAK 1001 projesi kapsaminda Ankara Universitesi Rektorliigii

77



Hayvan Deneyleri Yerel Etik Kurulu’nun 25/11/2020 tarihli 2020-18-157 numarali Etik
Kurul Karar1 ile Tarim ve Orman Bakanligi Doga Koruma ve Milli Parklar Genel
Miidiirliigii’niin E-21264211-288.04-3448097 sayili Arastirma Izni kapsaminda, projeye
konu olan yarasa tlrlerinden viral metagenomik profilleme icin orofarengeal ve rektal
stirtintii 6rnekleri ile digki orneklerinin alinmasi onaylanmistir. Projede tiim Tirkiye’de
insanla temas olasilig1 yiiksek olan Rousettus aegyptiacus, Rhinolophus ferrumequinum,
Pipistrellus pipistrellus ve Pipistrellus kuhlii yarasa tiirlerinden fazla sayida 6rnekleme
yapilacak olmasinin planlanmas1 sebebi ile ekolojik yonden ¢ok onemli katkilar1 olan ve
uzun bir hayat siiresine sahip bu canlilarin, hem proje kapsaminda planlanmis olan yiiksek
sayida Orneklemelerinin yapilacak olmasi hem de metagenomik yontemlerle daha detayl
incelenebilecek olmasi sebepleri ile Otenazi uygulanip oldiiriilerek dokularmin virus
tutulumu acisindan incelenmesi yerine viral metagenomik yontemlerle virom profillerinin
arastirilmasi tercih edilmistir ve calisma izinleri bu yonde alinmistir. Giiniimiizde iklim
degisikligi, kentlesme ve endiistriyel ve tarimsal ilerlemeler diinya capinda yarasa
popiilasyonlarmi biiyiik 6l¢iide etkilemis durumdadir (68). Kentlesme sonucu insanlar
yarasa yagam alanlarina daha ¢ok girmeye basladik¢a insanlara ve hayvanlara viruslarin
yayllma olasiligi da artmistir. 106 yarasa tiirii [UCN'nin (Uluslararasi Dogayr Koruma
Birligi) kirmiz1 listesinde nesli tehlike altinda olarak ve 110 yarasa tiirii ise tehdit altinda
listelenmektedir. Herhangi bir potansiyel zoonotik riskten bagimsiz olarak yarasa sayismi
artirma g¢abalarma oncelik verilmesi ve bu farkli canli grubunun korunmasi, yarasalarin
sadece ekosisteme sagladigi faydalar agisindan degil ayn1 zamanda viral biyolojik ¢esitlilik
ile evrim konusundaki anlayisimizi gelistirmek ve memeli immiinolojisinin daha iyi

anlagilabilmesi a¢isindan da 6nemlidir (69).

Yarasalar, zoonotik patojenlerin dogal rezervuarlari olarak giderek daha fazla
taninmaktadirlar. Giincel olarak yarasalarla iligkilendirilen 60 viral tiirden 59’u insanlar1 da
enfekte etme 6nemli rol oynayan RNA viruslaridir (70). Orneklerin islenmesinde filtrasyon,
ribozomal RNA uzaklastirilmasi, Dnaz uygulamasi gibi RNA viruslarmin zenginlestirilmesi
saglanabilmekte ve viral metagenomik ¢alismalarda zoonotik RNA virusu tespiti
artirilabilmektedir (71,72). Ham verilerde siklikla karsilasilan ve en uzun kontiglerin
olustugu yarasa genomlarinin eliminasyonunda da yine izolasyon oncesi Dnaz uygulamasi
yapilmas1 biyoinformatik analiz siirecini kolaylastirip carpitilan veri diizeyini

dasurebilmektedir.
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Shotgun dizileme yOntemi, bu calismada genetik materyalin tespit edilmesi i¢in
kullanilmistir. Bu teknik, genis bir genetik ¢esitliligin saptanmasini saglamakla birlikte, veri
setindeki karmagiklig1 artirmakta ve analiz siirecini zorlagtirmaktadir. Shotgun dizilemenin,
kismi veya eksik genomlar ve nadir virus tiirlerinin saptanmasindaki etkinligi, ¢alismanin
sonuglar1 lizerinde 6nemli bir rol oynamaktadir. Bu yontemin, non-spesifik okumalar1

(reads) artirmasi, analiz sonuglarinin dogrulugu tizerinde etkili olabilir.

Bir zenginlestirme yontemi olarak Tiim Genom Amplifikasyonu, amplifikasyon sirasinda
ortaya cikan metagenomik profili carpitan sonuglara neden olabilmektedir. Ornegin,
amplifikasyon sirasinda kimerik molekiiller olusabilmekte ve sonrasinda de novo

yapilandirma adiminda karmasaya neden olabilmektedir (73).

Bu c¢alismada elde edilen verilerde, RNA viruslarina gére DNA viruslarinin daha fazla
bulunmasiin olasi nedenleri, ¢esitli faktorlerden kaynaklanabilir. Bu durum, tez ¢alismasina
dahil edilen yarasalarda DNA viruslarmin dogal olarak daha yaygin olmasi, kullanilan
ornekleme ve dizileme yontemlerinin DNA viruslarma karsi daha duyarli olmasi veya RNA
viruslarinin daha hizli mutasyona ugramasi ve tanimlanmasinin zor olmasi gibi nedenlere
bagl olabilir. Bu farkliligin arkasindaki biyolojik, metodolojik ve teknolojik nedenler,
calismanin sonuglarmma dogrudan etki eden 6nemli faktorlerdir. Tez ¢alismasinda dizileme
kiitliphaneleri hazirlanirken kullanilan Illumina DNA Prep kiti tagmentasyon adimi
sonrasinda PZR amplifikasyon adimini igermektedir. Tagmentasyon adimi spesifik dizi
motiflerini hedeflemekte ve PZR adimu ile birlestiginde GC igerigine gore dizi profili
carpitilabilmektedir. Bunu O6nlemenin bir yolu PZR adimi igermeyen bir kiitiiphane kiti

tercih etmektir (74).

Bu ¢alismada kullanilmis olan virus veri tabanlarmin yeterliligi, metagenomik analiz
sonug¢larinin dogrulugunu ve kapsamini 6nemli 6lgiide etkilemektedir. Yarasa viromlar1
iizerine yapilan bu analizde, genetik bilgileri iceren mevcut veri tabanlarmin eksiklikleri ve
glincel olmamalari, 6zellikle nadir veya yeni kesfedilen virus tiirlerinin dogru bir sekilde
tanimlanmasini zorlastirmaktadir. Bu, analizlerin dogrulugunu ve kapsammi etkileyen bir
faktor olarak degerlendirilmelidir. Dolayisiyla, metagenomik ¢aligmalarin basarisi,

kullanilan veri tabanlarmin giincelligi ve kapsamlilig1 ile dogrudan iligkilidir.
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Son yillarda gittikge odak noktasina gelen yarasalar, antropojenik etkilerin de katkisiyla
insan ve hayvan etkilesimini artirmaktadir. Potansiyel salginlarin haritasini ¢ikarmak, dnlem
almak ve aksiyon planlar1 ¢izmek i¢in viral profilleme bu memeli grubunda oldukca
onemlidir. Bu tez caligmasinda, insanla temas etme olasilig1 yiiksek ve bu agidan iligkisi
muhtemel olan dort yarasa tlrnin ornek tipi ve cografi bolge bazinda viral metagenomik
profilleme akis1 calisilmustir. Ug farkh niikleik izolasyon kiti kullanilarak bu ¢alisma igin
uygun akis optimize edilmistir, pratik bir biyoinformatik is akist sunulmustur. Bu
aragtrmanin sonuglari, biyoinformatik analizlerin 6nemini vurgulamaktadir. Virus veri
tabanlarmin yeterliligi, shotgun dizileme tekniklerinin dogasi1 ve elde edilen veri setlerinin
ozellikleri, analiz sonug¢larinin dogrulugu ve kapsamini etkileyen temel faktorler olarak 6ne
cikmaktadir. Bu calisma, yarasa viromlar1 lizerine yapilan metagenomik analizlerde bu
faktorlerin dikkate alinmasmin 6nemini gostermektedir. Bu sonuglar, zoonotik viruslarin
dogal rezervuarlar1 olarak yarasalarin roliiniin daha iyi anlagilmasma ve gelecekteki

arastirmalar i¢in yol gosterici olmasina katkida bulunmaktadir.
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EKLER

EK 1: NUKLEIK iZOLASYON KiTi VE WGA OPTIMiZASYONU SONRASI RF3.2
NUMARALI ORNEGIN BLAST ESLESMELERI

Cizelge: MN-RF3.2 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048651.1 Aeribacillus phage AP45, complete genome 37 94.6
MW773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 63 93.7
MH559812.1 Bluetongue virus isolate BTV-28/1537/14 segment 5 37 100.0
NS1 gene, complete cds
LR824489.1 Border disease virus isolate TO_121 04 genome 37 94.6
assembly, complete genome: monopartite
KP175581.1 Desmodus rotundus endogenous retrovirus isolate 89 83.1
216, complete genome
NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 38 97.4
complete sequence
NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 31 100.0
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 77 93.5
chromosome: 1
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 35 100.0
chromosome: 1
NC_049953.1 Escherichia phage Lambda_ev099 genome assembly;, 40 97.5
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly;, 35 100.0
chromosome: 1
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 43 95.3
genome
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 82 92.7
genome
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NC_049386.1 Escherichia virus P2_2H1 genome assembly, 36 100.0
chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly;, 29 100.0
chromosome: 1
KT200355.1 HIV-1 isolate R6 from Spain, complete genome 30 100.0
MG298870.1 Human gammaherpesvirus 4 isolate JC_V005, partial 32 100.0
genome
KC440852.1 Human herpesvirus 4 strain K4123-MiEBV, partial 65 87.7
genome
NC_075368.1 Moumouvirus australiensis isolate 10A, complete 29 100.0
genome
NC_043176.1 Oxbow virus strain Ng1453 glycoprotein gene, 41 97.6
complete cds
NC_049459.1 Salmonella phage SW9, complete genome 34 100.0
NC_070664.1 Streptococcus phage CHPC1062, complete genome 28 100.0
NC_070684.1 Streptococcus phage D1024, complete genome 37 100.0
KU059754.1 UNVERIFIED: Venezuelan equine encephalitis virus 44 97.7
isolate E1/68 genomic sequence
MH924836.1 West Nile virus isolate ED-1-33/18-UM, complete 31 100.0

genome
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Cizelge: MN-RF3.2-WGA BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048651.1 Aeribacillus phage AP45, complete genome 36 100.0
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 150 82.0
genome, *** SEQUENCING IN PROGRESS ***, 22
unordered pieces
MG693161.1 Bat rotavirus H isolate RVH/Bat- 33 100.0
Wt/CMR/CMR63/2014/GXPX VP6 VP6 gene,
complete cds
LR824489.1 Border disease virus isolate TO_121 04 genome 50 88.0
assembly, complete genome: monopartite
KP188543.1 Dengue virus 1 isolate DENV1 BR/SJRP/484/2012, 40 95.0
complete genome
KP175581.1 Desmodus rotundus endogenous retrovirus isolate 67 88.1
216, complete genome
NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 86 96.5
complete sequence
KU258873.1 Enzootic nasal tumour virus of goats isolate ENTV- 100 84.0
2CHN4, complete sequence
NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 44 97.7
chromosome: 1
NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 56 89.3
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 70 85.7
chromosome: 1
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 47 93.6
chromosome: 1
NC_049953.1 Escherichia phage Lambda_ev099 genome assembly, 38 100.0
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly, 43 97.7

chromosome: 1
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NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 104 87.5
genome

NC_054922.1 Escherichia phage vB_EcoM_KAWZ1E185, complete 135 88.1
genome

NC_049386.1 Escherichia virus P2_2H1 genome assembly, 38 97.4

chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly, 44 93.2
chromosome: 1

KT200355.1 HIV-1 isolate R6 from Spain, complete genome 36 94.4

MG298870.1 Human gammaherpesvirus 4 isolate JC_V005, partial 41 92.7
genome

KC440852.1 Human herpesvirus 4 strain K4123-MiEBV, partial 65 87.7
genome

DQ838494.1 Jaagsiekte sheep retrovirus, complete genome 100 82.0

NC_048798.1 Klebsiella phage Marfa, complete genome 32 96.9

MZ272060.1 Mammarenavirus wenzhouense isolate CH50 60 98.3

glycoprotein and nucleoprotein genes, complete cds
MK514405.1 Ostreococcus lucimarinus virus 1 isolate OIV1, 28 100.0
complete genome
DQ473474.1 Porcine respiratory and reproductive syndrome virus 29 100.0
isolate LMY, complete genome

NC_010821.1 Pseudomonas phage 201phi2-1, complete genome 28 100.0

NC_049459.1 Salmonella phage SW9, complete genome 39 92.3

CQ964469.1 Sequence 1 from Patent W02004104032 55 92.7

NC_070684.1 Streptococcus phage D1024, complete genome 57 87.7

MZ409721.1 UNVERIFIED_CONTAM: Squash mosaic virus 29 100.0

isolate 86_2013 genomic sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 215 92.1

Isfahan, complete genome
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Cizelge: Q-RF3.2 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048142.1 Acinetobacter phage AbKT21philll, complete 50 88.0
genome
KY883317.1 American plum line pattern virus isolate Q15R3 75 94.7
segment RNA3, complete sequence
MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 82 97.6
LR824489.1 Border disease virus isolate TO_121 04 genome 34 100.0
assembly, complete genome: monopartite
NC_028094.1 Chrysochromulina ericina virus isolate CeV-01B, 110 85.5
complete genome
KM200722.1 Cyprinid herpesvirus 2 strain SY-C1, complete 37 97.3
genome
KP188543.1 Dengue virus 1 isolate DENV1 BR/SJRP/484/2012, 58 89.7
complete genome
NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 86 94.2
complete sequence
NC_043326.1 Diolcogaster facetosa bracovirus segment 5, complete 28 100.0
sequence
KU258873.1 Enzootic nasal tumour virus of goats isolate ENTV- 100 84.0
2CHN4, complete sequence
NC_049395.1 Escherichia phage ESSI2_ev015 genome assembly, 38 97.4
chromosome: 1
NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 38 97.4
chromosome: 1
NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 31 100.0
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 65 89.2
chromosome: 1
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 38 100.0

chromosome: 1
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NC_049953.1 Escherichia phage Lambda_ev099 genome assembly, 33 100.0
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly, 32 100.0
chromosome: 1
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 59 89.8
genome
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 41 97.6
genome
NC_049386.1 Escherichia virus P2_2H1 genome assembly, 31 100.0
chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly, 28 100.0
chromosome: 1
MT279193.1 Garlic virus D isolate GarVD_BR, complete genome 87 96.6
KT200355.1 HIV-1 isolate R6 from Spain, complete genome 31 100.0
MG298870.1 Human gammaherpesvirus 4 isolate JC_\V005, partial 35 94.3
genome
KC440852.1 Human herpesvirus 4 strain K4123-MiEBV, partial 65 87.7
genome
D00835.1 Human immunodeficiency virus 2 proviral DNA, 28 100.0
complete genome
MH892403.1 Human respirovirus 1 strain t146a290 HPIV1, 65 100.0
complete genome
MK332105.2 Iguape virus strain SPAR158495/03 polyprotein 183 90.7
gene, partial cds
MN161849.1 Jaagsiekte sheep retrovirus strain DL37, complete 95 83.2
genome
NC_048798.1 Klebsiella phage Marfa, complete genome 28 100.0
KU746283.1 Mammarenavirus guanaritoense isolate CVH-960201 216 99.5
segment L, complete sequence
MZ272060.1 Mammarenavirus wenzhouense isolate CH50 60 98.3
glycoprotein and nucleoprotein genes, complete cds
NC_036594.1 Orpheovirus IHUMI-LCC2 genome assembly, 32 100.0

complete genome: monopartite
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NC_028091.1 Ostreococcus lucimarinus virus 2 isolate Olv2, 39 92.3
complete genome

NC_021858.1 Pandoravirus dulcis, complete genome 28 100.0

U86599.1 Pestivirus type 1 cytopathic genomic RNA, complete 86 96.5

genome
AJ237815.1 Porcine adenovirus serotype 3 complete genome, 29 100.0
strain IAF

MW853952.1 Porcine parvovirus 5 strain AH-PPV520178-2, 28 100.0
complete genome

MW174761.1 Saccharomyces cerevisiae virus L-A strain ScV- 119 98.3

LAlus1, complete genome
NC_049459.1 Salmonella phage SW9, complete genome 32 100.0
NC_018464.1 Shamonda virus N and NSs genes, segment S, 91 91.2
genomic RNA, isolate Ib An 5550
NC_018476.1 Simbu virus RdRp gene for RNA-dependent RNA 41 100.0
polymerase, segment L, genomic RNA, isolate SA Ar
53

NC_070664.1 Streptococcus phage CHPC1062, complete genome 29 100.0

NC_070684.1 Streptococcus phage D1024, complete genome 37 100.0

KM972720.1 Tete virus strain SaAn 3518 glycoprotein precursor, 117 99.1
gene, complete cds

KU059754.1 UNVERIFIED: Venezuelan equine encephalitis virus 39 100.0

isolate E1/68 genomic sequence
KX689266.1 UNVERIFIED_ASMBLY: Cynomolgus 29 100.0
cytomegalovirus isolate 31909, complete genome
MZ409721.1 UNVERIFIED_CONTAM: Squash mosaic virus 30 100.0
isolate 86_2013 genomic sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 250 92.4

Isfahan, complete genome
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Cizelge: Q-RF3.2-WGA BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048142.1 Acinetobacter phage AbKT21philll, complete 33 100.0
genome
NC_048651.1 Aeribacillus phage AP45, complete genome 39 97.4
MG693161.1 Bat rotavirus H isolate RVH/Bat- 34 97.1
Wt/CMR/CMR63/2014/GXPX VP6 VP6 gene,
complete cds

NC_032111.1 BeAn 58058 virus, complete genome 114 89.5

MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 49 100.0

LR824489.1 Border disease virus isolate TO_121 04 genome 29 100.0

assembly, complete genome: monopartite
LT837585.1 Bovine viral diarrhea virus 1 genome assembly, 32 96.9
complete genome: monopartite
NC_021249.1 Choristoneura rosaceana entomopoxvirus 'L', 28 100.0
complete genome
KT387800.1 Cyprinid herpesvirus 2 strain SY, complete genome 36 97.2
KU666942.1 Dengue virus type 1 isolate TM100 polyprotein gene, 100 82.0
complete cds
NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 88 90.9
complete sequence
KU258873.1 Enzootic nasal tumour virus of goats isolate ENTV- 65 86.2
2CHN4, complete sequence

NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 48 93.8
chromosome: 1

NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 34 100.0
chromosome: 1

NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 58 89.7
chromosome: 1

NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 76 92.1

chromosome: 1
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NC_049953.1 Escherichia phage Lambda_ev099 genome assembly, 35 100.0
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly, 34 100.0
chromosome: 1
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 33 100.0
genome
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 71 93.0
genome
NC_049386.1 Escherichia virus P2_2H1 genome assembly, 35 100.0
chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly, 30 100.0
chromosome: 1
KP133076.1 Gemycircularvirus SL2, complete genome 32 100.0
HQ389544.1 Hepatitis E virus strain Kernow-C1, complete 73 945
genome
MT222957.1 HIV-1 isolate DE00115VNO005 from Viet Nam, 114 88.6
complete genome
KT200355.1 HIV-1 isolate R6 from Spain, complete genome 28 100.0
MN887110.1 HIV-1 isolate SEC11A from Peru, complete genome 98 84.7
AY037929.1 Human endogenous retrovirus K115 complete 154 94.2
genome
MG298870.1 Human gammaherpesvirus 4 isolate JC_\V005, partial 30 100.0
genome
KC440852.1 Human herpesvirus 4 strain K4123-MIiEBV, partial 65 87.7
genome
MZz272060.1 Mammarenavirus wenzhouense isolate CH50 60 98.3
glycoprotein and nucleoprotein genes, complete cds
D10652.1 Rous sarcoma virus - Schmidt-Ruppin D genomic 84 90.5
RNA, complete genome
NC_049459.1 Salmonella phage SW9, complete genome 35 97.1
NC_018476.1 Simbu virus RdRp gene for RNA-dependent RNA 41 100.0

polymerase, segment L, genomic RNA, isolate SA Ar
53
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NC_070664.1 Streptococcus phage CHPC1062, complete genome 38 97.4
NC_070684.1 Streptococcus phage D1024, complete genome 32 96.9
MH324447.1 Tomato leaf curl Gandhinagar betasatellite clone SY1 28 100.0
beta 3, complete sequence
NC_075546.1 UNVERIFIED: Chrysochromulina parva virus isolate 28 100.0
BQ2, complete genome
KX689266.1 UNVERIFIED_ASMBLY': Cynomolgus 34 97.1
cytomegalovirus isolate 31909, complete genome
NC 041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 179 91.1

Isfahan, complete genome
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Cizelge: Z-RF3.2 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048142.1 Acinetobacter phage AbKT21philll, complete 32 100.0
genome
KY883317.1 American plum line pattern virus isolate Q15R3 75 94.7
segment RNA3, complete sequence
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 178 80.9
genome, *** SEQUENCING IN PROGRESS ***, 22

unordered pieces

MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 82 93.9

MH559812.1 Bluetongue virus isolate BTV-28/1537/14 segment 5 41 100.0

NS1 gene, complete cds
NC_075036.1 Bodo saltans virus strain NG1, complete genome 28 100.0
LR824489.1 Border disease virus isolate TO_121 04 genome 38 94.7
assembly, complete genome: monopartite

NC_007581.1 Clostridium phage c-st, complete genome 29 100.0

NC_079139.1 Cotonvirus japonicus DNA, complete genome 29 100.0

KP188543.1 Dengue virus 1 isolate DENV1 BR/SJRP/484/2012, 28 100.0
complete genome

NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 85 97.6

complete sequence
KU258873.1 Enzootic nasal tumour virus of goats isolate ENTV- 65 89.2
2CHN4, complete sequence
KT324746.1 Equid alphaherpesvirus 4 isolate 3056-07, partial 29 93.1
genome

NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 39 94.9
chromosome: 1

NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 34 100.0
chromosome: 1

NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 35 100.0

chromosome: 1
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NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 35 100.0
chromosome: 1
NC_049953.1 Escherichia phage Lambda_ev099 genome assembly, 29 100.0
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly, 37 94.6
chromosome: 1
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 34 100.0
genome
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 36 100.0
genome
NC_049386.1 Escherichia virus P2_2H1 genome assembly;, 33 100.0
chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly, 29 100.0
chromosome: 1
MT279193.1 Garlic virus D isolate GarVD_BR, complete genome 87 96.6
MN090231.1 HIV-1 isolate 9242 wk12 5 J24 from USA, 28 100.0
complete genome
KT200355.1 HIV-1 isolate R6 from Spain, complete genome 29 100.0
MG298870.1 Human gammaherpesvirus 4 isolate JC_\V005, partial 34 97.1
genome
KC440852.1 Human herpesvirus 4 strain K4123-MiEBV, partial 65 87.7
genome
MH892403.1 Human respirovirus 1 strain t146a290 HPIV1, 35 100.0
complete genome
MK332105.2 Iguape virus strain SPAR158495/03 polyprotein 206 91.7
gene, partial cds
DQ838494.1 Jaagsiekte sheep retrovirus, complete genome 74 85.1
A27950.1 JSRV genomic sequence 50 94.0
KU746283.1 Mammarenavirus guanaritoense isolate CVH-960201 327 97.9
segment L, complete sequence
MH118555.1 Murid betaherpesvirus 1 isolate s09_sk3086, 29 100.0

complete genome
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NC_005906.1 Neodiprion lecontei NPV, complete genome 48 91.7
MF289414.1 Orthonairovirus haemorrhagiae isolate 813040 UAE 39 100.0
segment L, complete sequence

NC_028091.1 Ostreococcus lucimarinus virus 2 isolate Olv2, 28 100.0
complete genome

MW174761.1 Saccharomyces cerevisiae virus L-A strain ScV- 135 97.8

LAlus1, complete genome
NC_049459.1 Salmonella phage SW9, complete genome 35 100.0
NC_018476.1 Simbu virus RdRp gene for RNA-dependent RNA 41 100.0
polymerase, segment L, genomic RNA, isolate SA Ar
53

KU605778.1 Simian retrovirus 8 strain SRV8/TEX/2015/V1, 116 79.3
complete genome

NC_070664.1 Streptococcus phage CHPC1062, complete genome 39 94.9

NC_070684.1 Streptococcus phage D1024, complete genome 36 97.2

NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 43 90.7

KM972720.1 Tete virus strain SaAn 3518 glycoprotein precursor, 117 99.1
gene, complete cds

KU059754.1 UNVERIFIED: Venezuelan equine encephalitis virus 44 97.7

isolate E1/68 genomic sequence
MZ409726.1 UNVERIFIED_CONTAM: Squash mosaic virus 28 100.0
isolate 11 2014 genomic sequence
MZ409721.1 UNVERIFIED_CONTAM: Squash mosaic virus 41 95.1
isolate 86_2013 genomic sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 510 84.1
Isfahan, complete genome
NC_015780.1 Wiseana iridescent virus, complete genome 28 100.0
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Cizelge: Z-RF3.2-WGA BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (b¢) (%)
NC_020104.1 Acanthamoeba polyphaga moumouvirus, complete 32 96.9
genome
NC_048142.1 Acinetobacter phage AbKT21philll, complete 28 100.0
genome
NC_011423.1 Adoxophyes orana nucleopolyhedrovirus, complete 28 100.0
genome
NC_048651.1 Aeribacillus phage AP45, complete genome 36 100.0
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 129 84.5
genome, *** SEQUENCING IN PROGRESS ***, 22
unordered pieces
MG693161.1 Bat rotavirus H isolate RVH/Bat- 33 100.0
Wt/CMR/CMR63/2014/GXPX VP6 VP6 gene,
complete cds
MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 51 94.1
LR824489.1 Border disease virus isolate TO_121 04 genome 39 94.9
assembly, complete genome: monopartite
AJ564427.2 Canine parvovirus ns gene for non-structural protein 1 66 100.0
and vp gene for capsid polyprotein
KM200722.1 Cyprinid herpesvirus 2 strain SY-C1, complete 31 100.0
genome
KP188543.1 Dengue virus 1 isolate DENV1 BR/SJRP/484/2012, 31 100.0
complete genome
KP175581.1 Desmodus rotundus endogenous retrovirus isolate 38 94.7
216, complete genome
NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 85 97.6
complete sequence
KU258873.1 Enzootic nasal tumour virus of goats isolate ENTV- 98 85.7
2CHN4, complete sequence
KM924294.1 Equid herpesvirus 2 strain G9/92, complete genome 47 93.6
NC_049395.1 Escherichia phage ESSI2_ev015 genome assembly, 38 97.4

chromosome: 1
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NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 34 97.1
chromosome: 1
NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 33 100.0
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 35 100.0
chromosome: 1
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 75 94.7
chromosome: 1
NC_049953.1 Escherichia phage Lambda_ev099 genome assembly;, 33 100.0
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly, 34 100.0
chromosome: 1
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 36 100.0
genome
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 38 97.4
genome
NC_049386.1 Escherichia virus P2_2H1 genome assembly, 33 100.0
chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly, 32 100.0
chromosome: 1
NC_077067.1 Fadolivirus 1 strain FV1/VV64, partial genome 37 94.6
MN090231.1 HIV-1 isolate 9242 wk12 5 J24 from USA, 33 97.0
complete genome
KT200355.1 HIV-1 isolate R6 from Spain, complete genome 28 100.0
MG298870.1 Human gammaherpesvirus 4 isolate JC_\V005, partial 35 100.0
genome
KC440852.1 Human herpesvirus 4 strain K4123-MiEBV, partial 65 87.7
genome
KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 31 100.0
A27950.1 JSRV genomic sequence 50 94.0
NC_076164.1 Macacine alphaherpesvirus 1 isolate 8100812, 30 100.0

complete genome
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MZ272060.1 Mammarenavirus wenzhouense isolate CH50 60 96.7
glycoprotein and nucleoprotein genes, complete cds
Z29337.1 Marburg virus (Popp) NP, VP35, VP40, GP, VP30, 31 96.8
VP24, L genes
NC_014767.1 Micromonas sp. RCC1109 virus MpV1, complete 57 86.0
genome
MF289414.1 Orthonairovirus haemorrhagiae isolate 813040 UAE 42 100.0
segment L, complete sequence
MK514405.1 Ostreococcus lucimarinus virus 1 isolate OIV1, 32 96.9
complete genome
NC_028091.1 Ostreococcus lucimarinus virus 2 isolate Olv2, 35 94.3
complete genome
U86599.1 Pestivirus type 1 cytopathic genomic RNA, complete 70 97.1
genome
NC_049459.1 Salmonella phage SW9, complete genome 36 100.0
KU605778.1 Simian retrovirus 8 strain SRV8/TEX/2015/V1, 102 80.4
complete genome
MG554409.1 Small ruminant lentivirus isolate SRLV009, complete 28 100.0
genome
NC_070727.1 Staphylococcus phage IME1354 01, complete 68 88.2
genome
NC_070664.1 Streptococcus phage CHPC1062, complete genome 29 100.0
NC_070684.1 Streptococcus phage D1024, complete genome 42 97.6
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 42 95.2
NC_077106.1 Trabala vishnou gigantina nucleopolyhedrovirus, 36 94.4
complete genome
MZ409726.1 UNVERIFIED_CONTAM: Squash mosaic virus 37 94.6
isolate 11_2014 genomic sequence
MZ409721.1 UNVERIFIED_CONTAM: Squash mosaic virus 37 97.3
isolate 86_2013 genomic sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 250 92.4

Isfahan, complete genome
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EK 2: TEZ CALISMASINA DAHIL EDILEN ORNEKLERIN BLAST
ESLESMELERI

EK 2A: PIPISTRELLUS KUHLII ORNEKLERI

Cizelge: PK1.1 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048142.1 Acinetobacter phage AbKT21philll, complete 68 91.2
genome
NC_070956.1 Aeromonas phage LAh10, complete genome 80 91.3
MN609927.1 Avian orthoavulavirus 1 isolate 99 93.9
NDV/duck/Vietnam/HU8-683/2017, complete
genome
NC_009737.2 Bacillus phage 1, complete genome 57 84.2
MF588685.1 Betapapillomavirus 4 isolate Beta04 _m292¢100, 28 100.0

complete genome

NC_078344.1 Blattodean nairo-related virus OKIAV321 segment L 41 92.7
genomic sequence

LR824489.1 Border disease virus isolate TO_121 04 genome 29 100.0
assembly, complete genome: monopartite

LT907991.1 Bovine viral diarrhea virus 1 isolate VE_138cp_05 166 91.6
genome assembly, complete genome: monopartite

FJ751933.1 Citrus exocortis Yucatan viroid isolate 15, complete 229 80.8
genome

NC_076967.1 Colobine gammaherpesvirus 1, complete genome 109 78.0

NC _027117.1 Desmodus rotundus endogenous retrovirus isolate 78 80.8

824, complete genome

NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 88 97.7
complete sequence

NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 32 100.0
chromosome: 1
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NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 39 97.4
chromosome: 1
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 73 84.9
chromosome: 1
NC_049953.1 Escherichia phage Lambda_ev099 genome assembly;, 28 100.0
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly;, 29 100.0
chromosome: 1
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 60 88.3
genome
NC_049386.1 Escherichia virus P2_2H1 genome assembly, 29 100.0
chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly, 28 100.0
chromosome: 1
NC_040536.1 Esparto virus isolate SRR3939042_Esparto_2012, 29 100.0
complete genome
MF994829.1 Human betaherpesvirus 6B strain Z29, partial 119 79.0
genome
NC_001716.2 Human herpesvirus 7, complete genome 31 100.0
D00835.1 Human immunodeficiency virus 2 proviral DNA, 82 82.9
complete genome
MZz272060.1 Mammarenavirus wenzhouense isolate CH50 60 98.3
glycoprotein and nucleoprotein genes, complete cds
KU324805.1 Murine leukemia virus isolate HOMuLV, complete 243 77.8
genome
U13766.1 Murine leukemia virus MCF1233, complete genome 53 88.7
NC_014461.1 Mycobacterium phage LeBron, complete genome 31 100.0
NC_036594.1 Orpheovirus IHUMI-LCC2 genome assembly, 28 100.0
complete genome: monopartite
AY570980.1 Porcine endogenous retrovirus C/A gag protein gene, 329 76.3
complete cds
NC_030953.1 Shigella phage SHFML-11, complete genome 29 100.0
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NC_074405.1 SSRNA phage SRR5466337_3 genomic sequence 127 89.8
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 42 95.2
NC_030230.1 Tokyovirus A1 DNA, nearly complete genome 32 100.0
MF547470.1 UNVERIFIED: Human gammaherpesvirus 4 isolate 36 97.2
E1563_OWNv1, partial genome
KY910011.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 55 96.4
wt/CAN/A10-108/2014/G6P4 structural protein 3-
like gene, complete sequence
MZ409721.1 UNVERIFIED_CONTAM: Squash mosaic virus 29 100.0
isolate 86_2013 genomic sequence
NC 041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 509 80.7

Isfahan, complete genome
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Cizelge: PK1.2 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048142.1 Acinetobacter phage AbKT21philll, complete 68 91.2
genome
NC_026141.2 Adelie penguin polyomavirus isolate 93 87.1
AdPyV_Crozier_2012, complete genome
HMO004430.1 Bathycoccus sp. RCC1105 virus BpV2, complete 31 96.8
genome
MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 82 97.6
NC_078344.1 Blattodean nairo-related virus OKIAV321 segment L 41 92.7
genomic sequence
LR824489.1 Border disease virus isolate TO_121_04 genome 72 84.7
assembly, complete genome: monopartite
LT907991.1 Bovine viral diarrhea virus 1 isolate VE_138cp_05 136 91.2
genome assembly, complete genome: monopartite
KM986882.1 Buzura suppressaria nucleopolyhedrovirus isolate 28 100.0
Guangxi, complete genome
NC_014637.1 Cafeteria roenbergensis virus BV-PW1, complete 34 100.0
genome
X57540.1 CAS-BR-E murine leukemia virus, viral genome 44 90.9
NC_028094.1 Chrysochromulina ericina virus isolate CeV-01B, 39 92.3
complete genome
NC_076967.1 Colobine gammaherpesvirus 1, complete genome 270 77.0
LN864566.1 Cowpox virus complete genome, strain FM2292 29 100.0
HQ420900.1 Cowpox virus strain UK2000_K2984, complete 28 100.0
genome
NC_019491.1 Cyprinid herpesvirus 1 strain NG-J1, complete 30 100.0
genome
KX544848.1 Cyprinid herpesvirus 3 isolate PP3_070411, complete 33 97.0

genome
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KP188543.1 Dengue virus 1 isolate DENV1 BR/SJRP/484/2012, 51 86.3
complete genome
NC_027117.1 Desmodus rotundus endogenous retrovirus isolate 108 78.7
824, complete genome
NC_048053.1 Dickeya phage vB_DsoM_JA29, complete genome 28 100.0
NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 102 88.2
complete sequence
NC_029009.1 Enterococcus phage EFDG1, complete genome 32 96.9
NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 40 95.0
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 31 100.0
chromosome: 1
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly;, 35 97.1
chromosome: 1
NC_049953.1 Escherichia phage Lambda_ev099 genome assembly;, 29 100.0
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly, 34 97.1
chromosome: 1
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 72 90.3
genome
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 32 100.0
genome
NC_049386.1 Escherichia virus P2_2H1 genome assembly, 28 100.0
chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly, 43 90.7
chromosome: 1
M18247.1 Feline leukemia virus, subgroup A (FeLV-FAIDS), 105 80.0
complete nucleotide sequence
KU744560.1 Gallid alphaherpesvirus 2 isolate CC/1409, complete 49 91.7
genome
DQ530348.1 Gallid herpesvirus 2 strain CV1988, complete genome 31 100.0
KP133076.1 Gemycircularvirus SL2, complete genome 28 100.0
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NC_038923.1 Hardy-Zuckermann 4 feline sarcoma virus (H24- 122 94.3
FeSV) kit oncogene
MF994816.1 Human betaherpesvirus 6A strain CO2, partial 35 97.1
genome
MG298870.1 Human gammaherpesvirus 4 isolate JC_V005, partial 37 100.0
genome
AB021506.1 Human herpesvirus 6B DNA, complete genome, 150 82.0
strain: HST
KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 453 82.1
NC_001716.2 Human herpesvirus 7, complete genome 31 100.0
U43400.1 Human herpesvirus-7 (HHV7) JI, complete virion 36 97.2
genome
MH892403.1 Human respirovirus 1 strain t146a290_HPIV1, 76 97.4
complete genome
NC_076319.1 MAG: Genomoviridae sp. isolate ctij207, complete 32 100.0
genome
NC_002641.1 Meleagrid herpesvirus 1, complete genome 28 100.0
AB187565.1 Murine leukemia virus Graffi GV-1.2 DNA, complete 88 85.2
genome
KU324805.1 Murine leukemia virus isolate HOMuLV, complete 290 76.6
genome
U13766.1 Murine leukemia virus MCF1233, complete genome 74 85.1
NC_036594.1 Orpheovirus IHUMI-LCC2 genome assembly, 33 97.0
complete genome: monopartite
NC_011588.1 Oryctes rhinoceros virus, complete genome 28 100.0
NC_037667.1 Pandoravirus quercus, complete genome 83 85.5
U86599.1 Pestivirus type 1 cytopathic genomic RNA, complete 162 83.3
genome
MNO053748.1 Phasivirus phasiense strain Ab-AAM-1-4 segment L, 28 100.0
complete sequence
AY570980.1 Porcine endogenous retrovirus C/A gag protein gene, 328 77.4

complete cds
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NC_075034.1 Powai lake megavirus isolate 1, complete genome 65 89.2
NC_077221.1 Prymnesium kappa virus genome assembly, 37 94.6
chromosome: 1
NC_076965.1 Pteropus lylei-associated alphaherpesvirus DNA, 29 100.0
complete genome
AB559882.1 RD114 retrovirus proviral DNA, complete genome, 172 81.4
strain: CRT1
NC_049459.1 Salmonella phage SW9, complete genome 33 100.0
CS272315.1 Sequence 11 from Patent WO2006008074 400 75.8
AX175461.1 Sequence 35 from Patent W0O0142500 30 100.0
NC_026273.1 Sewage-associated circular DNA virus-28 isolate 28 100.0
SaCV-28 NZ-BS4064a-2012, complete genome
NC_038369.1 Spodoptera littoralis NPV isolate AN1956, complete 38 94.7
genome
NC_074405.1 SsRNA phage SRR5466337_3 genomic sequence 29 100.0
NC_025416.1 Staphylococcus phage MCE-2014, complete genome 28 100.0
KU315430.1 Suid alphaherpesvirus 1 strain Ea, complete genome 29 100.0
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 44 90.9
KM972720.1 Tete virus strain SaAn 3518 glycoprotein precursor, 42 100.0
gene, complete cds
NC_026242.1 Tipula oleracea nudivirus isolate 35, complete 28 100.0
genome
KY910034.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 104 85.6
wt/CAN/A5-36/2014/G6P4 outer capsid spike
protein-like gene, complete sequence
MZ409726.1 UNVERIFIED_CONTAM: Squash mosaic virus 28 100.0
isolate 11_2014 genomic sequence
MZ409706.1 UNVERIFIED_CONTAM: Squash mosaic virus 30 100.0
isolate 52_2015 genomic sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 511 80.4

Isfahan, complete genome
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Cizelge: PK1.3 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048142.1 Acinetobacter phage AbKT21philll, complete 71 88.7
genome
KY883317.1 American plum line pattern virus isolate Q15R3 76 90.8
segment RNA3, complete sequence
LC522980.1 Apple chlorotic leaf spot virus VIC10 RNA, complete 36 97.2
genome
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 105 81.0
genome, *** SEQUENCING IN PROGRESS ***, 22
unordered pieces
MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 80 92.5
NC_078344.1 Blattodean nairo-related virus OKIAV321 segment L 29 100.0
genomic sequence
MH559812.1 Bluetongue virus isolate BTV-28/1537/14 segment 5 58 100.0
NS1 gene, complete cds
NC_075036.1 Bodo saltans virus strain NG1, complete genome 29 100.0
LR824489.1 Border disease virus isolate TO_121 04 genome 36 97.2
assembly, complete genome: monopartite
MHB806438.1 Bovine viral diarrhea virus 2 isolate McCart_c, 75 93.3
complete genome
NC_028094.1 Chrysochromulina ericina virus isolate CeV-01B, 39 92.3
complete genome
JX560541.1 Chrysodeixis chalcites nucleopolyhedrovirus 30 100.0
genotype ChchSNPV-TF1-G, complete genome
AY513268.1 Citrus exocortis viroid, complete genome 92 87.0
FJ751933.1 Citrus exocortis Yucatan viroid isolate 15, complete 140 84.3
genome
NC_079139.1 Cotonvirus japonicus DNA, complete genome 29 100.0
NC_055886.1 CrAssphage cr127_1, complete genome 29 100.0
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KM200722.1 Cyprinid herpesvirus 2 strain SY-C1, complete 46 93.5
genome
AP008984.1 Cyprinid herpesvirus 3 DNA, complete genome, 30 100.0
strain: TUMST1
KJ627438.1 Cyprinid herpesvirus 3 strain KHV-GZ11, complete 39 94.9
genome
NC_027117.1 Desmodus rotundus endogenous retrovirus isolate 71 85.9
824, complete genome
NC_048053.1 Dickeya phage vB_DsoM_JA29, complete genome 28 100.0
NC_040615.1 Eptesicus fuscus gammaherpesvirus, complete 34 97.1
genome
NC_049343.1 Escherichia phage 500465-2, complete genome 109 79.8
NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 38 94.7
chromosome: 1
NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 45 91.1
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 74 87.8
chromosome: 1
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 37 94.6
chromosome: 1
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 73 89.0
genome
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 82 80.5
genome
NC_049386.1 Escherichia virus P2_2H1 genome assembly, 36 94.4
chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly, 33 100.0
chromosome: 1
NC_077067.1 Fadolivirus 1 strain FV1/VV64, partial genome 28 100.0
NC_024450.1 Falconid herpesvirus 1 strain S-18, complete genome 61 86.9
AY510475.1 Gallid herpesvirus 2 clone Md11BAC replication 80 925

intermediate, complete genome
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MF994825.1 Human betaherpesvirus 6B strain KYO, partial 146 76.7
genome
MG298870.1 Human gammaherpesvirus 4 isolate JC_V005, partial 31 100.0
genome
KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 310 80.0
U43400.1 Human herpesvirus-7 (HHV7) JI, complete virion 41 95.1
genome
L11456.1 Human T-cell lymphotropic virus type 11, complete 36 97.2
proviral genome of isolate G12
NC_076164.1 Macacine alphaherpesvirus 1 isolate 8100812, 28 100.0
complete genome
KU746283.1 Mammarenavirus guanaritoense isolate CVH-960201 134 85.1
segment L, complete sequence
KU324805.1 Murine leukemia virus isolate HoMuLV, complete 176 77.3
genome
U13766.1 Murine leukemia virus MCF1233, complete genome 74 85.1
NC_036594.1 Orpheovirus IHUMI-LCC2 genome assembly, 39 97.4
complete genome: monopartite
NC_043176.1 Oxbow virus strain Ng1453 glycoprotein gene, 43 93.0
complete cds
NC_021858.1 Pandoravirus dulcis, complete genome 41 92.7
NC_022098.1 Pandoravirus salinus, complete genome 49 91.8
NC_021312.1 Phaeocystis globosa virus strain 16T, complete 36 94.4
genome
AY570980.1 Porcine endogenous retrovirus C/A gag protein gene, 331 75.5
complete cds
KT428292.1 Port-miou virus, complete genome 40 92,5
AB559882.1 RD114 retrovirus proviral DNA, complete genome, 284 77.5
strain: CRT1
NC_054724.1 Rhodococcus phage Finch, complete genome 28 100.0
MW174761.1 Saccharomyces cerevisiae virus L-A strain ScV- 176 94.3

LAlusl, complete genome
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NC_026273.1 Sewage-associated circular DNA virus-28 isolate 28 100.0
SaCV-28_NZ-BS4064a-2012, complete genome

NC_074405.1 SsRNA phage SRR5466337_3 genomic sequence 68 89.7

NC_070664.1 Streptococcus phage CHPC1062, complete genome 52 86.5

NC_070684.1 Streptococcus phage D1024, complete genome 35 97.1

KU686192.1 Synechococcus phage S-CAML1 isolate 0309SB33, 37 94.6
complete genome

KM972720.1 Tete virus strain SaAn 3518 glycoprotein precursor, 103 91.3
gene, complete cds

MZ409721.1 UNVERIFIED_CONTAM: Squash mosaic virus 35 97.1

isolate 86_2013 genomic sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 258 91.1

Isfahan, complete genome
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Cizelge: PK2.1 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_070956.1 Aeromonas phage LAh10, complete genome 80 91.3
MK913782.1 Alfalfa mosaic virus isolate 295 segment RNAL, 124 84.7
complete sequence
LC522980.1 Apple chlorotic leaf spot virus VIC10 RNA, complete 36 97.2
genome
MN609927.1 Avian orthoavulavirus 1 isolate 99 93.9
NDV/duck/Vietnam/HU8-683/2017, complete
genome
AB979448.1 Baboon endogenous virus strain M7 DNA, complete 283 79.5
genome
NC_004827.1 Bacteriophage Aaphi23, complete genome 211 84.4
NC_032111.1 BeAn 58058 virus, complete genome 287 86.4
MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 64 95.3
MF588685.1 Betapapillomavirus 4 isolate Beta04 _m292¢100, 34 97.1
complete genome
NC_078344.1 Blattodean nairo-related virus OKIAV321 segment L 28 100.0
genomic sequence
NC_075036.1 Bodo saltans virus strain NG1, complete genome 162 77.8
LR824489.1 Border disease virus isolate TO_121 04 genome 36 94.4
assembly, complete genome: monopartite
MK775204.1 Bovine viral diarrhea virus 1 isolate CA2006, 151 94.7
complete genome
LT907991.1 Bovine viral diarrhea virus 1 isolate VE_138cp_05 46 100.0
genome assembly, complete genome: monopartite
NC_049850.1 Burkholderia phage BcepSaruman, complete genome 30 100.0
NC_028094.1 Chrysochromulina ericina virus isolate CeV-01B, 38 100.0
complete genome
FJ751933.1 Citrus exocortis Yucatan viroid isolate 15, complete 258 81.8

genome

114




NC_076967.1 Colobine gammaherpesvirus 1, complete genome 148 78.4
NC_079139.1 Cotonvirus japonicus DNA, complete genome 60 88.3
KM200722.1 Cyprinid herpesvirus 2 strain SY-C1, complete 28 100.0
genome
NC_027117.1 Desmodus rotundus endogenous retrovirus isolate 90 81.1
824, complete genome
NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 88 93.2
complete sequence
NC_019485.1 Enterobacter phage EcP1, complete genome 193 78.2
NC_021190.1 Enterobacteria phage phi80, complete genome 33 97.0
GQ478087.1 Enterococcus phage phiFL3B, complete genome 277 90.3
NC_019929.1 Erwinia phage phiEaH2, complete genome 73 86.3
NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 31 100.0
chromosome: 1
NC_019452.1 Escherichia phage Phaxl, complete genome 55 98.2
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 68 89.7
genome
NC_049385.1 Escherichia virus P2_2H4 genome assembly, 31 100.0
chromosome: 1
NC_049387.1 Escherichia virus P2_4B2 genome assembly;, 159 74.2
chromosome: 1
NC_001697.1 Haemophilus phage HP1 strain HP1c1, complete 87 96.6
genome
NC_019455.1 Haemophilus phage SuMu, complete genome 367 78.7
NC_033097.1 Hubei permutotetra-like virus 11 strain 30 100.0
mosHB234479 RdRp and putative capsid protein
genes, complete cds
MF994821.1 Human betaherpesvirus 6B strain ENO, partial 495 73.9
genome
AY037929.1 Human endogenous retrovirus K115 complete 183 92.9

genome
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KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 129 80.6
MK332105.2 Iguape virus strain SPAR158495/03 polyprotein gene, 79 100.0
partial cds
MG029276.1 Itaqui virus isolate BeAn12797 segment M, complete 30 100.0
sequence
KP691837.1 Jaagsiekte sheep retrovirus isolate 49 91.8
sheep/C1/China/2013/G1, complete genome
NC_049448.1 Klebsiella phage ST437-OXA245phi4.1, complete 376 82.7
genome
NC_071015.1 Kosakonia phage Kc263, complete genome 36 97.2
KP153455.1 Lake Sarah-associated circular virus-29 isolate 29 100.0
LSaCV-29-LSCO-2013, complete sequence
KU377538.1 Lymantria dispar multiple nucleopolyhedrovirus 29 100.0
isolate BNP, complete genome
MG812651.1 Mammarenavirus lassaense isolate 812673 segment L 45 91.1
Z protein and L protein genes, complete cds
NC_028766.1 Mannheimia phage vB_MhM_3927AP2, complete 233 79.8
genome
NC_028853.1 Mannheimia phage vB_MhS_535AP2, complete 572 75.4
genome
NC_028743.1 Mannheimia phage vB_MhS_587AP2, complete 1041 77.1
genome
AY603973.1 Monkeypox virus strain MPXV-WRAIR7-61, 32 96.9
complete genome
MK978772.1 Moumouvirus maliensis, complete genome 28 100.0
AB187565.1 Murine leukemia virus Graffi GV-1.2 DNA, complete 108 84.3
genome
KU324805.1 Murine leukemia virus isolate HOMuLV, complete 277 76.5
genome
U13766.1 Murine leukemia virus MCF1233, complete genome 74 85.1
NC_026440.1 Pandoravirus inopinatum isolate KlaHel, complete 32 96.9

genome
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NC_037665.1 Pandoravirus macleodensis, complete genome 44 93.2
NC_037666.1 Pandoravirus neocaledonia, complete genome 36 94.4
NC_021312.1 Phaeocystis globosa virus strain 16T, complete 30 100.0
genome
EU523109.1 Porcine endogenous retrovirus clone 465D1, complete 149 84.6
genome
KT428292.1 Port-miou virus, complete genome 29 100.0
NC_023734.1 Psychrobacter phage Psymv2, complete genome 28 100.0
NC_077077.1 Pyramimonas orientalis virus clone POV01B_1, 31 100.0
partial genome
NC_070857.1 Rhizobium phage RHph_X2_28B, complete genome 29 100.0
NC_027344.1 Salmonella phage STML-198, complete genome 80 91.3
NC_049459.1 Salmonella phage SW9, complete genome 30 100.0
NC_070850.1 Shigella virus Moo19, complete genome 37 94.6
NC_018476.1 Simbu virus RdRp gene for RNA-dependent RNA 36 100.0
polymerase, segment L, genomic RNA, isolate SA Ar
53
M12349.1 Simian Mason-Pfizer D-type retrovirus (MPMV/6A), 61 96.7
complete genome
NC_074583.1 SsRNA phage SRR5466369 2 genomic sequence 301 88.0
NC_011344.1 Staphylococcus phage phi2958PVL, complete 252 82.1
genome
NC_048804.1 | Stenotrophomonas phage Mendera, complete genome 56 96.4
NC_028697.1 Streptococcus phage A25, complete genome 247 98.8
KT809429.1 Suid alphaherpesvirus 1 isolate SC, complete genome 35 97.1
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 43 95.3
NC_075039.1 Tupanvirus soda lake, partial genome 28 100.0
KY910011.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 55 98.2

wt/CAN/A10-108/2014/G6P4 structural protein 3-like
gene, complete sequence
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KY910034.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 76 90.8
wt/CAN/A5-36/2014/G6P4 outer capsid spike
protein-like gene, complete sequence
KT232076.1 UNVERIFIED_ORG: Enterobacteria phage lambda, 251 99.2
complete genome
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 258 91.1
Isfahan, complete genome
NC_042094.1 Vibrio phage Ceto, complete genome 52 90.4
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Cizelge: PK2.2 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_019541.1 Acinetobacter phage YMC/09/02/B1251_ABA_BP, 28 100.0
complete genome
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 39 97.4
genome, *** SEQUENCING IN PROGRESS ***, 22
unordered pieces
NC_032111.1 BeAn 58058 virus, complete genome 133 89.5
MK775204.1 | Bovine viral diarrhea virus 1 isolate CA2006, complete 274 78.5
genome
JQ612705.1 Bovine viral diarrhea virus 3 strain Italy-83/10-cp, 148 87.8
complete genome
NC_028094.1 Chrysochromulina ericina virus isolate CeV-01B, 39 92.3
complete genome
NC_027117.1 | Desmodus rotundus endogenous retrovirus isolate 824, 90 81.1
complete genome
NC_043329.1 | Diolcogaster facetosa bracovirus segment 29, complete 28 100.0
sequence
NC_029009.1 Enterococcus phage EFDG1, complete genome 32 96.9
NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 39 94.9
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 76 89.5
chromosome: 1
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly;, 51 88.2
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly;, 33 97.0
chromosome: 1
JQ806361.1 Gallid herpesvirus 2 strain 648a isolate p11, complete 45 91.1
genome
MG298870.1 Human gammaherpesvirus 4 isolate JC_V005, partial 35 100.0

genome
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AB021506.1 Human herpesvirus 6B DNA, complete genome, 129 83.7
strain: HST
KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 31 100.0
L11456.1 Human T-cell lymphotropic virus type 11, complete 46 95.7
proviral genome of isolate G12
MG029276.1 Itaqui virus isolate BeAn12797 segment M, complete 30 100.0
sequence
KX148184.1 Lyssavirus rabies isolate 963241SR nucleoprotein, 28 100.0
phosphoprotein, matrix protein, glycoprotein, and
polymerase genes, complete cds
KU324805.1 Murine leukemia virus isolate HOMuLV, complete 276 76.4
genome
U13766.1 Murine leukemia virus MCF1233, complete genome 53 90.6
NC_041878.1 Pectobacterium phage CBB, complete genome 264 81.8
EF133960.1 Porcine endogenous type C retrovirus clone 6 from 67 88.1
China, complete genome
NC_077221.1 Prymnesium kappa virus genome assembly, 37 94.6
chromosome: 1
MG679374.1 Sindbis virus strain Kyzylagach LEIV-65A, complete 28 100.0
genome
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 44 90.9
MZ364298.1 UNVERIFIED: Beak and feather disease virus strain 28 100.0
BFDV/S10/AUS, complete genome
KX689266.1 UNVERIFIED_ASMBLY: Cynomolgus 28 100.0
cytomegalovirus isolate 31909, complete genome
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 258 89.9

Isfahan, complete genome

120




Cizelge: PK2.3 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_019541.1 Acinetobacter phage YMC/09/02/B1251_ABA_BP, 161 78.9
complete genome
NC_070956.1 Aeromonas phage LAh10, complete genome 77 94.8
NC_011345.1 Agrotis ipsilon multiple nucleopolyhedrovirus, 29 100.0
complete genome
MK913782.1 Alfalfa mosaic virus isolate 295 segment RNA1, 66 93.9
complete sequence
LC522980.1 Apple chlorotic leaf spot virus VIC10 RNA, complete 36 97.2
genome
MN609927.1 Avian orthoavulavirus 1 isolate 99 90.9
NDV/duck/Vietnam/HU8-683/2017, complete genome
NC_077080.1 | Bat associated densovirus isolate BatDV/CA, complete 56 87.5
genome
MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 67 97.0
NC_075036.1 Bodo saltans virus strain NG1, complete genome 37 94.6
LR824489.1 Border disease virus isolate TO_121 04 genome 32 96.9
assembly, complete genome: monopartite
NC_031264.1 Brucella phage BiPBO1, complete genome 50 96.0
KM986882.1 Buzura suppressaria nucleopolyhedrovirus isolate 28 100.0
Guangxi, complete genome
NC_028857.1 Citrobacter phage Merlin, complete genome 73 89.0
NC_023153.1 Citrus endogenous pararetrovirus clone CB16-3, 28 100.0
complete genome
FJ751933.1 Citrus exocortis Yucatan viroid isolate 15, complete 233 78.5
genome
NC_007581.1 Clostridium phage c-st, complete genome 171 84.8
NC_076967.1 Colobine gammaherpesvirus 1, complete genome 107 77.6
NC _019491.1 | Cyprinid herpesvirus 1 strain NG-J1, complete genome 54 85.2
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NC_027117.1 | Desmodus rotundus endogenous retrovirus isolate 824, 167 80.2
complete genome
NC_043329.1 | Diolcogaster facetosa bracovirus segment 29, complete 91 91.2
sequence
NC_049429.1 Enterobacter phage phiT5282H, complete genome 117 81.2
NC_019717.1 Enterobacteria phage HK225, complete genome 182 85.7
NC_019708.1 Enterobacteria phage mEp235, complete genome 321 76.6
AF234173.1 Enterobacteria phage P1 mod1902::1S5 ¢1.100 rev 99 88.9
dmt(del)MB mutant, complete genome
NC_001609.1 Enterobacteria phage P4, complete genome 152 79.6
NC_050152.1 Enterobacteria phage P7, complete genome 29 100.0
NC_021190.1 Enterobacteria phage phi80, complete genome 187 82.4
NC_003444.1 Enterobacteria phage SfV, complete genome 41 97.6
NC_019720.1 Enterobacterial phage mEp213, complete genome 35 94.3
NC_042023.1 Enterococcus phage phiSHEF5, complete genome 40 92.5
LC193725.1 Equid alphaherpesvirus 1 DNA, complete genome, 256 93.4
strain: Ab4p_attB_delta_ VP22
NC_070949.1 Erwinia phage Midgardsormr38, complete genome 49 93.9
NC_019929.1 Erwinia phage phiEaH2, complete genome 57 93.0
NC_048197.1 Erwinia phage vB_EhrS_49, complete genome 159 87.4
NC_048198.1 Erwinia phage vB_EhrS_59, complete genome 55 96.4
NC_001317.1 Escherichia phage 186, complete genome 112 87.5
NC_049342.1 Escherichia phage 500465-1, complete genome 259 94.2
NC_049343.1 Escherichia phage 500465-2, complete genome 268 84.3
NC_024784.1 Escherichia phage bV_EcoS_AHS24, complete 39 94.9
genome
NC_048067.1 Escherichia phage C130_2, complete genome 110 88.2
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NC_049395.1 Escherichia phage ESSI2_ev015 genome assembly, 445 91.7
chromosome: 1
NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 483 86.1
chromosome: 1
NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 112 96.4
chromosome: 1
NC_016158.1 Escherichia phage HK639, complete genome 60 96.7
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 71 88.7
chromosome: 1
NC_049953.1 Escherichia phage Lambda_ev099 genome assembly;, 56 96.4
chromosome: 1
NC_049955.1 Escherichia phage Lambda_ev243 genome assembly;, 564 78.9
chromosome: 1
NC_042128.1 Escherichia phage RCS47, complete genome 133 91.0
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 69 87.0
genome
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 76 88.2
genome
NC_049950.1 Escherichia virus Lambda_2H10 genome assembly, 200 81.0
chromosome: 1
NC_049946.1 Escherichia virus Lambda_4A7 genome assembly, 47 93.6
chromosome: 1
NC_049386.1 Escherichia virus P2_2H1 genome assembly;, 32 96.9
chromosome: 1
NC_075973.1 Guinea pig adenovirus strain AUS96, complete 337 73.6
genome
MF994818.1 Human betaherpesvirus 6A strain CO4, partial genome 59 88.1
MF994829.1 Human betaherpesvirus 6B strain Z29, partial genome 30 100.0
KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 385 80.8
D00835.1 Human immunodeficiency virus 2 proviral DNA, 48 87.5

complete genome
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MK332105.2 Iguape virus strain SPAR158495/03 polyprotein gene, 49 95.9
partial cds
NC_047818.1 Klebsiella phage 4 LV-2017, complete genome 130 90.8
NC_071147.1 Klebsiella phage KP591P1, complete genome 36 97.2
NC_055715.1 Klebsiella phage KPV15, complete genome 150 96.7
NC_070936.1 Klebsiella phage N1M2, complete genome 232 82.8
NC_049453.1 Klebsiella phage ST13-0OXA48phil2.1, complete 229 82.5
genome
NC_049451.1 Klebsiella phage ST147-VIM1phi7.1, complete 150 86.7
genome
NC_031087.1 Klebsiella phage vB_KpnM_KpV477, complete 249 98.8
genome
NC_071146.1 Klebsiella phage vB_KpnS_MKS54, complete genome 28 100.0
NC_071015.1 Kosakonia phage Kc263, complete genome 79 93.7
NC_020870.1 Leuconostoc phage phiLN04, complete genome 145 94.5
AF282130.1 Meleagrid herpesvirus 1 unique long region, IRL 29 100.0
region, IRS region, unique short region, complete
sequences and IRS partial sequence
AY603973.1 Monkeypox virus strain MPXV-WRAIR7-61, 32 96.9
complete genome
U13766.1 Murine leukemia virus MCF1233, complete genome 74 85.1
NC_037667.1 Pandoravirus quercus, complete genome 107 82.2
NC_070860.1 Pectobacterium phage Possum, complete genome 148 96.6
NC _042131.1 Pectobacterium phage vB_PatP_CB5, complete 151 98.0
genome
NC_010392.1 Phage Gifsy-1, complete genome 266 88.0
AY570980.1 Porcine endogenous retrovirus C/A gag protein gene, 195 76.4
complete cds
EU523109.1 Porcine endogenous retrovirus clone 465D1, complete 278 79.9

genome
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LR812930.1 Porcine epidemic diarrhea virus isolate 51 96.1

GER/L03208/2019 genome assembly, complete

genome: monopartite

LR812926.1 Porcine epidemic diarrhea virus isolate 51 96.1

GER/L03209/2019 genome assembly, complete

genome: monopartite
NC_055910.1 Providencia phage PSTCRS5, complete genome 154 92.2
NC_022096.1 Pseudomonas phage PaBG, complete genome 76 89.5
AB559882.1 RD114 retrovirus proviral DNA, complete genome, 314 76.1
strain: CRT1
NC_019545.1 Salmonella phage SPN3UB, complete genome 130 87.7
NC_004313.1 Salmonella phage ST64B, complete genome 269 85.1
NC_027344.1 Salmonella phage STML-198, complete genome 82 100.0
NC_055921.1 Salmonella phage vB_SalP_TR2, complete genome 67 89.6
NC_018279.1 Salmonella phage vB_SosS_Oslo, complete genome 481 84.4
NC_015457.1 Shigella phage Shfl2, complete genome 43 97.7
NC_018476.1 Simbu virus RdRp gene for RNA-dependent RNA 41 100.0
polymerase, segment L, genomic RNA, isolate SA Ar
53

NC_074405.1 SsRNA phage SRR5466337_3 genomic sequence 136 97.1
NC_074583.1 SsRNA phage SRR5466369 2 genomic sequence 204 97.5
NC_048804.1 Stenotrophomonas phage Mendera, complete genome 56 92.9
KT809429.1 Suid alphaherpesvirus 1 isolate SC, complete genome 35 97.1
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 45 91.1
KX689266.1 UNVERIFIED_ASMBLY: Cynomolgus 28 100.0

cytomegalovirus isolate 31909, complete genome
KT232076.1 UNVERIFIED_ORG: Enterobacteria phage lambda, 232 99.6

complete genome

NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 258 90.7

Isfahan, complete genome
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NC_055830.1

Vibrio phage Chester, complete genome

39

92.3

NC_042116.1

Yersinia phage fHe-Yen9-04 genome assembly,
complete genome: monopartite

86

86.0
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Cizelge: PK3.1 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_008724.1 Acanthocystis turfacea Chlorella virus 1, complete 33 97.0
genome
NC_048142.1 | Acinetobacter phage AbKT21philll, complete genome 28 100.0
NC_019541.1 Acinetobacter phage YMC/09/02/B1251_ABA_BP, 28 100.0
complete genome
NC_048651.1 Aeribacillus phage AP45, complete genome 44 93.2
NC_070998.1 Aeromonas phage PS1, complete genome 29 100.0
MN609927.1 Avian orthoavulavirus 1 isolate 99 93.9
NDV/duck/Vietnam/HU8-683/2017, complete genome
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 156 82.1
genome, *** SEQUENCING IN PROGRESS ***, 22
unordered pieces
NC_032111.1 BeAn 58058 virus, complete genome 298 85.9
MW773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 90 93.3
MF588685.1 Betapapillomavirus 4 isolate Beta04 _m292¢100, 34 97.1
complete genome
LR824489.1 Border disease virus isolate TO_121 04 genome 28 100.0
assembly, complete genome: monopartite
NC_002665.1 Bovine herpesvirus 4 long unique region, complete 311 87.5
sequence
LT837585.1 Bovine viral diarrhea virus 1 genome assembly, 39 97.4
complete genome: monopartite
LT907991.1 Bovine viral diarrhea virus 1 isolate VE_138cp_05 195 90.8
genome assembly, complete genome: monopartite
AY009089.1 Camelpox virus CMS, complete genome 28 100.0
KC961303.1 Choristoneura occidentalis alphabaculovirus, complete 28 100.0
genome
MK405703.1 Classical swine fever virus isolate IVRI/Std|India, 31 100.0

complete genome
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NC_007581.1 Clostridium phage c-st, complete genome 28 100.0
NC_076967.1 Colobine gammaherpesvirus 1, complete genome 403 78.2
HQ420900.1 Cowpox virus strain UK2000_K2984, complete 28 100.0
genome
NC_023614.1 Croceibacter phage P2559Y, complete genome 28 100.0
NC_019491.1 | Cyprinid herpesvirus 1 strain NG-J1, complete genome 511 75.0
NC_027117.1 | Desmodus rotundus endogenous retrovirus isolate 824, 266 77.1
complete genome
NC_048053.1 Dickeya phage vB_DsoM_JA29, complete genome 28 100.0
NC_043329.1 | Diolcogaster facetosa bracovirus segment 29, complete 86 89.5
sequence
NC_029009.1 Enterococcus phage EFDG1, complete genome 32 96.9
HM141909.1 Equine infectious anemia virus isolate DV3-5, 54 90.7
complete genome
NC_049395.1 Escherichia phage ESSI2_ev015 genome assembly, 52 90.4
chromosome: 1
NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 43 95.3
chromosome: 1
NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 70 85.7
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 28 100.0
chromosome: 1
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly;, 88 81.8
chromosome: 1
NC_049953.1 Escherichia phage Lambda_ev099 genome assembly;, 55 89.1
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly, 49 91.8
chromosome: 1
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 73 89.0
genome
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 40 97.5

genome
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NC_049386.1 Escherichia virus P2_2H1 genome assembly, 47 93.6
chromosome: 1

KX258422.1 Fowl aviadenovirus E isolate F\V211-16, complete 28 100.0
genome

AJ581527.1 Fowlpox virus (isolate HP-438[Munich]), passage 438 28 100.0

clone FP9, complete genome
MF431494.1 Gallid alphaherpesvirus 2 strain EU-1, partial genome 30 100.0
AY510475.1 Gallid herpesvirus 2 clone Md11BAC replication 99 91.9
intermediate, complete genome

NC_009552.3 Geobacillus virus E2, complete genome 145 90.3

KT724048.1 Gibbon ape leukemia virus strain SEATO, complete 219 78.5
genome

HQ005370.1 Hepatitis delta virus isolate 1, complete genome 28 100.0

MNO090377.1 | HIV-1isolate 9244 W12_11P22 from USA, complete 56 98.2
genome

MF994816.1 Human betaherpesvirus 6A strain CO2, partial genome 35 97.1

MF994821.1 | Human betaherpesvirus 6B strain ENO, partial genome 43 95.3

MG298870.1 Human gammaherpesvirus 4 isolate JC_\V005, partial 41 100.0
genome

AB021506.1 Human herpesvirus 6B DNA, complete genome, 38 94.7

strain: HST

KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 115 84.3

U43400.1 Human herpesvirus-7 (HHV7) JI, complete virion 149 79.9
genome

L11456.1 Human T-cell lymphotropic virus type Il, complete 49 89.8

proviral genome of isolate G12
MK332105.2 Iguape virus strain SPAR158495/03 polyprotein gene, 205 86.8
partial cds

NC_049448.1 Klebsiella phage ST437-OXA245phi4.1, complete 94 86.2
genome

KC779547.1 Koala retrovirus isolate Br2-1CETTG, complete 49 95.9

genome
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KP153455.1 Lake Sarah-associated circular virus-29 isolate 32 100.0
LSaCV-29-LSC0O-2013, complete sequence
AB187565.1 Murine leukemia virus Graffi GV-1.2 DNA, complete 33 100.0
genome
KU324805.1 Murine leukemia virus isolate HOMuLV, complete 238 77.3
genome
U13766.1 Murine leukemia virus MCF1233, complete genome 74 85.1
NC_011588.1 Oryctes rhinoceros virus, complete genome 28 100.0
NC_043176.1 Oxbow virus strain Ng1453 glycoprotein gene, 41 95.1
complete cds
NC_037667.1 Pandoravirus quercus, complete genome 199 78.9
NC_022098.1 Pandoravirus salinus, complete genome 55 89.1
KF908239.1 Papiine herpesvirus 2 strain A189164, complete 44 93.2
genome
NC_021312.1 Phaeocystis globosa virus strain 16T, complete 32 96.9
genome
AY570980.1 Porcine endogenous retrovirus C/A gag protein gene, 328 79.3
complete cds
NC_075034.1 Powai lake megavirus isolate 1, complete genome 65 87.7
NC_077221.1 Prymnesium kappa virus genome assembly, 31 100.0
chromosome: 1
NC_023734.1 Psychrobacter phage Psymv2, complete genome 28 100.0
NC_077077.1 | Pyramimonas orientalis virus clone POV01B_1, partial 31 100.0
genome
AB559882.1 RD114 retrovirus proviral DNA, complete genome, 225 84.9
strain: CRT1
NC_054724.1 Rhodococcus phage Finch, complete genome 28 100.0
AJ410493.1 Saimiriine herpesvirus 2 complete L-DNA sequence, 42 95.2
strain C488
CS272315.1 Sequence 11 from Patent WO2006008074 400 75.0
A66552.1 Sequence 2 from Patent WO9740167 28 100.0

130




AX453977.1 Sequence 3 from Patent W0O0200883 48 100.0
NC_031326.1 Simian retrovirus 8 strain SRV8/SUZ/2012, complete 89 87.6
genome
NC_074405.1 SsRNA phage SRR5466337_3 genomic sequence 127 89.8
NC_070664.1 Streptococcus phage CHPC1062, complete genome 60 86.7
NC_047838.1 Synechococcus phage Bellamy, complete genome 28 100.0
NC_055761.1 Synechococcus virus S-PRM1, complete genome 28 100.0
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 64 84.4
NC_076336.1 | UNVERIFIED: Bat gemycircularvirus isolate DXHLS6, 42 95.2
complete genome
KY910011.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 55 98.2
wt/CAN/A10-108/2014/G6P4 structural protein 3-like
gene, complete sequence
MZ409706.1 UNVERIFIED_CONTAM: Squash mosaic virus 28 100.0
isolate 52_2015 genomic sequence
MZ409721.1 UNVERIFIED_CONTAM: Squash mosaic virus 37 97.3
isolate 86_2013 genomic sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 510 80.6
Isfahan, complete genome
AY678276.1 Vaccinia virus strain Lister, complete genome 105 85.7
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Cizelge: PK3.2 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048142.1 | Acinetobacter phage AbKT21philll, complete genome 52 90.4
NC_055230.1 Akhmeta virus isolate Akhmeta_2013-88, complete 28 100.0
genome
NC_027925.1 Apis mellifera filamentous virus isolate CH-CO5, 32 96.9
partial genome
NC_048152.1 Arthrobacter phage Sonali, complete genome 28 100.0
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 179 77.1
genome, *** SEQUENCING IN PROGRESS ***, 22
unordered pieces
NC_070625.1 Bacillus phage 049ML001, complete genome 28 100.0
HMO004430.1 Bathycoccus sp. RCC1105 virus BpV2, complete 30 100.0
genome
NC_032111.1 BeAn 58058 virus, complete genome 314 83.1
MW773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 82 93.9
NC_075036.1 Bodo saltans virus strain NG1, complete genome 29 100.0
LR824489.1 Border disease virus isolate TO_121 04 genome 40 92.5
assembly, complete genome: monopartite
LT837585.1 Bovine viral diarrhea virus 1 genome assembly, 33 100.0
complete genome: monopartite
NC_079139.1 Cotonvirus japonicus DNA, complete genome 36 94.4
HQ420900.1 Cowpox virus strain UK2000_K2984, complete 28 100.0
genome
KM200722.1 Cyprinid herpesvirus 2 strain SY-C1, complete 31 100.0
genome
NC_027117.1 | Desmodus rotundus endogenous retrovirus isolate 824, 50 86.0
complete genome
NC_048053.1 Dickeya phage vB_DsoM_JA29, complete genome 29 100.0
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NC_043317.1 | Diolcogaster facetosa bracovirus segment 10, complete 28 100.0
sequence
NC_043329.1 | Diolcogaster facetosa bracovirus segment 29, complete 88 88.6
sequence
NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 29 100.0
chromosome: 1
NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 31 100.0
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 38 97.4
chromosome: 1
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 33 100.0
chromosome: 1
NC_049953.1 Escherichia phage Lambda_ev099 genome assembly;, 151 88.1
chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly;, 34 100.0
chromosome: 1
KU744555.1 Gallid alphaherpesvirus 2 isolate J-1, complete 35 94.3
genome
MT279193.1 Garlic virus D isolate GarVD_BR, complete genome 77 93.5
MT222957.1 HIV-1 isolate DE00115VNO005 from Viet Nam, 135 85.9
complete genome
MN887110.1 HIV-1 isolate SEC11A from Peru, complete genome 104 87.5
MF994829.1 Human betaherpesvirus 6B strain Z29, partial genome 51 92.2
NC_022518.1 | Human endogenous retrovirus K113 complete genome 209 98.6
AY037929.1 Human endogenous retrovirus K115 complete genome 361 88.9
KC440851.1 Human herpesvirus 4 strain K4123-Mi, partial genome 30 100.0
KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 35 94.3
D00835.1 Human immunodeficiency virus 2 proviral DNA, 278 77.7
complete genome
MZ272060.1 Mammarenavirus wenzhouense isolate CH50 60 98.3

glycoprotein and nucleoprotein genes, complete cds
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KF527229.1 Megavirus terral genome 28 100.0
NC_001993.1 Melanoplus sanguinipes entomopoxvirus, complete 28 100.0
genome
NC_020864.1 Micromonas pusilla virus 12T genomic sequence 29 100.0
KU324805.1 Murine leukemia virus isolate HOMuLV, complete 276 76.4
genome
U13766.1 Murine leukemia virus MCF1233, complete genome 74 85.1
MF289414.1 Orthonairovirus haemorrhagiae isolate 813040 UAE 76 98.7
segment L, complete sequence
NC_037667.1 Pandoravirus quercus, complete genome 174 81.0
AY570980.1 Porcine endogenous retrovirus C/A gag protein gene, 328 77.1
complete cds
NC_077221.1 Prymnesium kappa virus genome assembly, 29 100.0
chromosome: 1
NC_023734.1 Psychrobacter phage Psymv2, complete genome 29 100.0
FJ621584.1 Reston ebolavirus - Reston strain Reston08-C, 29 100.0
complete genome
NC_022749.1 Shigella phage SflV, complete genome 201 89.6
NC_074405.1 SsRNA phage SRR5466337_3 genomic sequence 136 99.3
NC_070684.1 Streptococcus phage D1024, complete genome 44 90.9
NC_047838.1 Synechococcus phage Bellamy, complete genome 28 100.0
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 54 87.0
MZ409718.1 UNVERIFIED_CONTAM: Squash mosaic virus 31 100.0
isolate 88 2015 genomic sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 509 80.9
Isfahan, complete genome
NC_028108.1 Yellowstone lake phycodnavirus 3 DNA, complete 35 97.1

genome, isolate: 3
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Cizelge: PK3.3 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048651.1 Aeribacillus phage AP45, complete genome 42 90.5
NC_070956.1 Aeromonas phage LAh10, complete genome 71 91.5
LC522980.1 Apple chlorotic leaf spot virus VIC10 RNA, complete 36 97.2
genome
MK495884.1 Avian orthoavulavirus 1 isolate 32 96.9
Chicken/Egypt/Luxor/2012/3, complete genome
MN609927.1 Avian orthoavulavirus 1 isolate 99 85.9
NDV/duck/Vietnam/HUB8-683/2017, complete genome
FJ751933.1 Citrus exocortis Yucatan viroid isolate 15, complete 247 81.0
genome
NC_013697.1 Delftia phage PhiW-14, complete genome 29 100.0
NC_027117.1 | Desmodus rotundus endogenous retrovirus isolate 824, 48 95.8
complete genome
NC_043329.1 | Diolcogaster facetosa bracovirus segment 29, complete 65 100.0
sequence
LC193725.1 Equid alphaherpesvirus 1 DNA, complete genome, 340 84.0
strain: Ab4p_attB delta VP22
NC_016158.1 Escherichia phage HK639, complete genome 55 94.5
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 45 88.9
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly;, 29 100.0
chromosome: 1
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 71 90.1
genome
NC_028099.1 Felis catus gammaherpesvirus 1 isolate 31286, 28 100.0
complete genome
NC_038923.1 Hardy-Zuckermann 4 feline sarcoma virus (H24- 85 94.1

FeSV) kit oncogene
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U43400.1 Human herpesvirus-7 (HHV7) JI, complete virion 33 100.0
genome
NC_031016.1 Lactococcus phage PLgT-1, complete genome 151 94.7
KU324805.1 Murine leukemia virus isolate HOMuLV, complete 232 78.0
genome
U13766.1 Murine leukemia virus MCF1233, complete genome 74 85.1
NC_021858.1 Pandoravirus dulcis, complete genome 49 95.9
AY570980.1 Porcine endogenous retrovirus C/A gag protein gene, 307 77.9
complete cds
NC_077221.1 Prymnesium kappa virus genome assembly, 35 97.1
chromosome: 1
NC_022096.1 Pseudomonas phage PaBG, complete genome 82 85.4
NC_023734.1 Psychrobacter phage Psymv2, complete genome 28 100.0
AB559882.1 RD114 retrovirus proviral DNA, complete genome, 89 89.9
strain: CRT1
MW174761.1 Saccharomyces cerevisiae virus L-A strain ScV- 145 93.1
LAlus1, complete genome
NC_074405.1 SsRNA phage SRR5466337_3 genomic sequence 136 91.2
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 39 94.9
KM972720.1 Tete virus strain SaAn 3518 glycoprotein precursor, 53 98.1
gene, complete cds
NC_013197.1 Thermus phage P23-77, complete genome 34 100.0
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 271 87.1

Isfahan, complete genome
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EK 2B: PIPISTRELLUS PIPISTRELLUS ORNEKLERI

Cizelge: PP1.1 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
AB021506.1 Human herpesvirus 6B DNA, complete genome, 321 77.3
strain: HST
AB187565.1 Murine leukemia virus Graffi GV-1.2 DNA, complete 88 85.2
genome
AB559882.1 RD114 retrovirus proviral DNA, complete genome, 105 91.4
strain: CRT1
AY570980.1 Porcine endogenous retrovirus C/A gag protein gene, 305 80.0
complete cds
KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 30 100.0
KU324805.1 Murine leukemia virus isolate HOMuLV, complete 204 77.5
genome
KU737345.1 Bacillus phage Juglone, complete genome 39 94.9
KY883317.1 American plum line pattern virus isolate Q15R3 75 92.0
segment RNA3, complete sequence
MN609927.1 Avian orthoavulavirus 1 isolate 99 93.9
NDV/duck/Vietnam/HUB8-683/2017, complete genome
MW174761.1 Saccharomyces cerevisiae virus L-A strain ScV- 72 100.0
LAlus1, complete genome
NC_001716.2 Human herpesvirus 7, complete genome 33 100.0
NC_020104.1 Acanthamoeba polyphaga moumouvirus, complete 29 100.0
genome
NC_027117.1 | Desmodus rotundus endogenous retrovirus isolate 824, 73 83.6
complete genome
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 28 100.0
NC_031326.1 Simian retrovirus 8 strain SRV8/SUZ/2012, complete 60 90.0

genome

137




NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 509 80.7
Isfahan, complete genome
NC_043329.1 | Diolcogaster facetosa bracovirus segment 29, complete 88 86.4
sequence
NC_048798.1 Klebsiella phage Marfa, complete genome 28 100.0
NC_049385.1 Escherichia virus P2_2H4 genome assembly;, 28 100.0
chromosome: 1
NC_049386.1 Escherichia virus P2_2H1 genome assembly, 38 94.7
chromosome: 1
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 31 100.0
chromosome: 1
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 68 94.1
genome
NC_070956.1 Aeromonas phage LAh10, complete genome 85 92.9
NC_076319.1 MAG: Genomoviridae sp. isolate ctij207, complete 64 85.9
genome
U13766.1 Murine leukemia virus MCF1233, complete genome 74 85.1
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Cizelge: PP1.2 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_002520.1 | Amsacta moorei entomopoxvirus ‘L', complete genome 28 100.0
MN609927.1 Avian orthoavulavirus 1 isolate 68 95.6
NDV/duck/Vietnam/HU8-683/2017, complete genome
MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 82 95.1
NC_075036.1 Bodo saltans virus strain NG1, complete genome 31 100.0
LR824489.1 Border disease virus isolate TO_121 04 genome 28 100.0
assembly, complete genome: monopartite
LT907991.1 Bovine viral diarrhea virus 1 isolate VE_138cp_05 166 90.4
genome assembly, complete genome: monopartite
NC_005887.1 Burkholderia phage BcepC6B, complete genome 116 89.7
NC_027117.1 | Desmodus rotundus endogenous retrovirus isolate 824, 105 81.0
complete genome
NC_043329.1 | Diolcogaster facetosa bracovirus segment 29, complete 88 96.6
sequence
NC_004813.1 Enterobacteria phage BP-4795, complete genome 246 89.4
NC_010463.1 Enterobacteria phage Fels-2, complete genome 253 95.3
NC_019706.1 Enterobacteria phage mEp043 c-1, complete genome 183 86.9
NC_054906.1 Enterobacteria phage RB18, complete genome 71 91.5
NC_005344.1 Enterobacteria phage Sf6, complete genome 197 89.3
NC_047833.1 Erwinia phage EtG, complete genome 552 96.9
NC_001317.1 Escherichia phage 186, complete genome 199 93.0
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 69 88.4
chromosome: 1
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 58 84.5
genome
NC_049385.1 Escherichia virus P2_2H4 genome assembly;, 30 100.0

chromosome: 1
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M18247.1 Feline leukemia virus, subgroup A (FeLV-FAIDS), 43 95.3
complete nucleotide sequence
NC_038923.1 Hardy-Zuckermann 4 feline sarcoma virus (H24- 56 94.6
FeSV) kit oncogene
MF994829.1 Human betaherpesvirus 6B strain Z29, partial genome 70 87.1
NC_005857.1 Klebsiella phage phiKO2, complete genome 145 90.3
MZ272060.1 Mammarenavirus wenzhouense isolate CH50 60 96.7
glycoprotein and nucleoprotein genes, complete cds

U13766.1 Murine leukemia virus MCF1233, complete genome 74 85.1

AY818896.1 Murine leukemia virus serotype HEMV provirus, 124 76.6
complete genome
NC_032001.1 Only Syngen Nebraska virus 5, complete genome 28 100.0
MF289414.1 Orthonairovirus haemorrhagiae isolate 813040 UAE 51 100.0
segment L, complete sequence
NC_021312.1 Phaeocystis globosa virus strain 16T, complete 32 96.9
genome
NC_010393.1 Phage Gifsy-2, complete genome 151 92.1
HM159246.1 Porcine endogenous retrovirus C, complete genome 32 100.0
AY570980.1 Porcine endogenous retrovirus C/A gag protein gene, 328 79.0
complete cds
MT550620.1 Potato virus S isolate JEO11-24, complete genome 28 92.9
NC_077077.1 | Pyramimonas orientalis virus clone POV01B 1, partial 31 100.0
genome
AB559882.1 RD114 retrovirus proviral DNA, complete genome, 180 80.6
strain: CRT1

NC_047753.1 Salmonella phage SEN8, complete genome 176 95.5
NC_074405.1 SsRNA phage SRR5466337_3 genomic sequence 117 100.0
NC_028859.1 Staphylococcus phage B166, complete genome 35 94.3
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 47 89.4
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MZ409721.1 UNVERIFIED_CONTAM: Squash mosaic virus 41 92.7
isolate 86_2013 genomic sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 258 91.1
Isfahan, complete genome
NC_070913.1 Yersinia phage vB_YenM_42.18, complete genome 76 92.1
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Cizelge: PP1.3 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 64 89.1
genome, *** SEQUENCING IN PROGRESS ***, 22
unordered pieces
MW773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 82 87.8
NC_076967.1 Colobine gammaherpesvirus 1, complete genome 152 76.3
KP188543.1 Dengue virus 1 isolate DENV1 BR/SJRP/484/2012, 54 90.7
complete genome
NC_027117.1 | Desmodus rotundus endogenous retrovirus isolate 824, 54 90.7
complete genome
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 37 94.6
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly;, 29 100.0
chromosome: 1
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 41 95.1
genome
NC_024450.1 Falconid herpesvirus 1 strain S-18, complete genome 31 100.0
NC_071143.1 Flyfo siphovirus Thatl 6, complete genome 172 98.3
KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 43 95.3
D00835.1 Human immunodeficiency virus 2 proviral DNA, 86 82.6
complete genome
AF282130.1 Meleagrid herpesvirus 1 unique long region, IRL 28 100.0
region, IRS region, unique short region, complete
sequences and IRS partial sequence
KU324805.1 Murine leukemia virus isolate HOMuLV, complete 209 74.6
genome
U13766.1 Murine leukemia virus MCF1233, complete genome 74 85.1
NC_021312.1 Phaeocystis globosa virus strain 16T, complete 32 96.9

genome

142




AY570980.1 Porcine endogenous retrovirus C/A gag protein gene, 74 86.5
complete cds

AB559882.1 RD114 retrovirus proviral DNA, complete genome, 315 77.5
strain: CRT1

AJ410493.1 Saimiriine herpesvirus 2 complete L-DNA sequence, 42 95.2
strain C488

NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 52 86.5

NC_026242.1 | Tipula oleracea nudivirus isolate 35, complete genome 28 100.0

KY910011.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 55 98.2

wt/CAN/A10-108/2014/G6P4 structural protein 3-like
gene, complete sequence
MZ409726.1 UNVERIFIED_CONTAM: Squash mosaic virus 28 100.0
isolate 11 2014 genomic sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 193 90.2

Isfahan, complete genome
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Cizelge: PP2.1 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048142.1 | Acinetobacter phage AbKT21philll, complete genome 81 88.9
NC_070956.1 Aeromonas phage LAh10, complete genome 86 94.2
NC_013597.1 Aggregatibacter phage S1249, complete sequence 62 88.7
MK913782.1 Alfalfa mosaic virus isolate 295 segment RNAL, 124 84.7
complete sequence
NC_024451.1 Armadillidium vulgare iridescent virus complete 35 97.1
genome
MK495884.1 Avian orthoavulavirus 1 isolate 47 91.5
Chicken/Egypt/Luxor/2012/3, complete genome
MN609927.1 Avian orthoavulavirus 1 isolate 91 93.4
NDV/duck/Vietnam/HUB8-683/2017, complete genome
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 93 82.8
genome, *** SEQUENCING IN PROGRESS ***, 22
unordered pieces
NC_009737.2 Bacillus phage 1, complete genome 67 82.1
NC_055826.1 Bacteriophage DSS3_VP1, complete genome 81 88.9
NC_032111.1 BeAn 58058 virus, complete genome 277 85.2
MW773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 80 91.3
NC_078344.1 Blattodean nairo-related virus OKIAV321 segment L 41 92.7
genomic sequence
NC_075036.1 Bodo saltans virus strain NG1, complete genome 111 82.0
LR824489.1 Border disease virus isolate TO_121 04 genome 41 92.7
assembly, complete genome: monopartite
AB078951.1 Bovine viral diarrhea virus 1 gene for polyprotein, 238 87.8
complete cds, strain:Nose
NC_024150.1 California sea lion adenovirus 1 strain Z¢11-030, 28 100.0
complete genome
AY009089.1 Camelpox virus CMS, complete genome 28 100.0
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X57540.1 CAS-BR-E murine leukemia virus, viral genome 44 90.9
NC_076967.1 Colobine gammaherpesvirus 1, complete genome 365 74.2
HQ420900.1 Cowpox virus strain UK2000_K2984, complete 28 100.0

genome
NC_019491.1 | Cyprinid herpesvirus 1 strain NG-J1, complete genome 30 100.0
KX452034.1 Dengue virus type 2 strain TM175 polyprotein gene, 58 86.2
complete cds
NC_027117.1 | Desmodus rotundus endogenous retrovirus isolate 824, 102 78.4
complete genome
NC_048053.1 Dickeya phage vB_DsoM_JA29, complete genome 28 100.0
NC_043329.1 | Diolcogaster facetosa bracovirus segment 29, complete 81 95.1
sequence
KU315429.1 Equid gammaherpesvirus 5 isolate EHV5.2-141, 56 85.7
complete genome
HM141909.1 Equine infectious anemia virus isolate DV3-5, 77 87.0
complete genome
NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 49 87.8
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 73 87.7
chromosome: 1
NC_016158.1 Escherichia phage HK639, complete genome 45 95.6
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 34 97.1
chromosome: 1
NC_049953.1 Escherichia phage Lambda_ev099 genome assembly, 29 100.0
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly;, 38 94.7
chromosome: 1
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 88 87.5
genome
NC_049385.1 Escherichia virus P2_2H4 genome assembly;, 33 100.0

chromosome: 1

145




AB060732.3 Feline leukemia virus DNA, complete genome, clone: 115 79.1
clone33
AY510475.1 Gallid herpesvirus 2 clone Md11BAC replication 268 86.9
intermediate, complete genome
JQ836662.1 Gallid herpesvirus 2 strain 648a isolate p101, complete 38 94.7
genome
DQ530348.1 Gallid herpesvirus 2 strain CV1988, complete genome 31 100.0
KT724048.1 Gibbon ape leukemia virus strain SEATO, complete 100 82.0
genome
NC_019455.1 Haemophilus phage SuMu, complete genome 409 77.3
MF994818.1 Human betaherpesvirus 6A strain CO4, partial genome 55 89.1
MF994829.1 Human betaherpesvirus 6B strain Z29, partial genome 165 78.0
KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 237 85.2
NC_001716.2 Human herpesvirus 7, complete genome 31 100.0
D00835.1 Human immunodeficiency virus 2 proviral DNA, 30 100.0
complete genome
MH892403.1 Human respirovirus 1 strain t146a290 HPIV1, 76 98.7
complete genome
L11456.1 Human T-cell lymphotropic virus type Il, complete 36 100.0
proviral genome of isolate G12
NC_049448.1 Klebsiella phage ST437-OXA245phi4.1, complete 73 91.8
genome
DQ177346.1 Koi herpesvirus strain KHV-1, complete genome 31 100.0
NC_071015.1 Kosakonia phage Kc263, complete genome 35 97.1
KP153455.1 Lake Sarah-associated circular virus-29 isolate 32 100.0
LSaCV-29-LSCO-2013, complete sequence
NC_055141.1 Macaca nemestrina rhadinovirus 2 strain J97167, 128 85.2
complete genome
NC_076164.1 Macacine alphaherpesvirus 1 isolate 8100812, 28 100.0

complete genome
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MF468140.1 Macacine betaherpesvirus 3 clone BAC RhCMV_68- 35 97.1
1 85B/ESATS6, complete genome

NC_075289.1 MAG: Circoviridae sp. isolate ctga69, complete 32 96.9
genome

MZ272060.1 Mammarenavirus wenzhouense isolate CH50 60 93.3

glycoprotein and nucleoprotein genes, complete cds

NC_028853.1 Mannheimia phage vB_MhS_535AP2, complete 538 81.8
genome

NC_028743.1 Mannheimia phage vB_MhS_587AP2, complete 178 84.3
genome

NC_075367.1 Megavirus baoshan strain SH, complete genome 35 97.1

KF527229.1 Megavirus terral genome 41 92.7

AF462057.1 Moloney murine leukemia virus neuropathogenic 377 75.3

variant ts1-92b, complete genome

NC_001503.1 Mouse mammary tumor virus, complete genome 58 87.9

MH118555.1 Murid betaherpesvirus 1 isolate s09_sk3086, complete 28 100.0
genome

KU324805.1 Murine leukemia virus isolate HOMuLV, complete 276 76.4
genome

U13766.1 Murine leukemia virus MCF1233, complete genome 74 85.1

NC_033620.1 Murine roseolovirus isolate YOK1, complete genome 28 100.0

MF289414.1 Orthonairovirus haemorrhagiae isolate 813040 UAE 89 97.8

segment L, complete sequence
NC_062750.1 Polaribacter phage Leef 1, complete genome 28 100.0
AY570980.1 Porcine endogenous retrovirus C/A gag protein gene, 328 79.0
complete cds

EU523109.1 Porcine endogenous retrovirus clone 465D1, complete 152 84.9
genome

NC_075034.1 Powai lake megavirus isolate 1, complete genome 30 100.0

NC_023734.1 Psychrobacter phage Psymv2, complete genome 28 100.0
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NC_077077.1 | Pyramimonas orientalis virus clone POV01B_1, partial 31 100.0
genome
AB559882.1 RD114 retrovirus proviral DNA, complete genome, 284 77.8
strain: CRT1
NC_038527.1 Rhinolophus ferrumequinum papillomavirus type 1, 28 100.0
complete genome
NC_054724.1 Rhodococcus phage Finch, complete genome 28 100.0
NC_076941.1 Ruloma virus isolate TA502, complete genome 33 97.0
AJ410493.1 Saimiriine herpesvirus 2 complete L-DNA sequence, 42 95.2
strain C488
NC_049459.1 Salmonella phage SW9, complete genome 37 97.3
A66552.1 Sequence 2 from Patent WO9740167 28 100.0
NC_041917.1 Serratia phage BF, complete genome 71 84.5
U85505.1 Simian endogenous retrovirus, complete genome 178 79.8
M12349.1 Simian Mason-Pfizer D-type retrovirus (MPMV/6A), 61 98.4
complete genome
M16605.1 Simian retrovirus 2, complete genome 55 89.1
MG679374.1 Sindbis virus strain Kyzylagach LEIV-65A, complete 28 100.0
genome
NC_074405.1 SSRNA phage SRR5466337_3 genomic sequence 127 89.8
NC_074583.1 SsRNA phage SRR5466369 2 genomic sequence 301 86.7
NC_048804.1 Stenotrophomonas phage Mendera, complete genome 56 96.4
NC_070664.1 Streptococcus phage CHPC1062, complete genome 29 100.0
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 50 88.0
KM972720.1 Tete virus strain SaAn 3518 glycoprotein precursor, 50 100.0
gene, complete cds
KM982401.1 UNVERIFIED: Acanthamoeba polyphaga mimivirus 86 80.2
strain Oyster, complete genome
NC_076336.1 | UNVERIFIED: Bat gemycircularvirus isolate DXHLS, 45 93.3

complete genome
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MF547476.1 UNVERIFIED: Human gammaherpesvirus 4 isolate 28 92.9
E1590 OW\v7, partial genome
KY910011.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 55 94.5
wt/CAN/A10-108/2014/G6P4 structural protein 3-like
gene, complete sequence
MZ409706.1 UNVERIFIED_CONTAM: Squash mosaic virus 40 95.0
isolate 52_2015 genomic sequence
MZ409721.1 UNVERIFIED_CONTAM: Squash mosaic virus 29 100.0
isolate 86_2013 genomic sequence
MZ409718.1 UNVERIFIED_CONTAM: Squash mosaic virus 36 97.2
isolate 88 2015 genomic sequence
NC 041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 509 80.9
Isfahan, complete genome
NC_042094.1 Vibrio phage Ceto, complete genome 52 90.4
NC_055830.1 Vibrio phage Chester, complete genome 39 92.3
NC_055228.1 Western grey kangaroopox virus strain Western 35 97.1
Australia, complete genome
NC_073095.1 Xanthomonas phage Pfeifenkraut, complete genome 71 85.9
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Cizelge: PP2.2 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_049445.1 Acinetobacter phage AbTZA1, complete genome 87 90.8
NC_070956.1 Aeromonas phage LAh10, complete genome 80 91.3
NC_071007.1 Aeromonas phage ZPAH34, complete genome 28 100.0
MK913782.1 Alfalfa mosaic virus isolate 295 segment RNA1, 52 90.4
complete sequence
MN609927.1 Avian orthoavulavirus 1 isolate 99 90.9
NDV/duck/Vietnam/HU8-683/2017, complete genome
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 301 74.4
genome, *** SEQUENCING IN PROGRESS ***, 22
unordered pieces
NC_055826.1 Bacteriophage DSS3_VP1, complete genome 66 90.9
MG693161.1 Bat rotavirus H isolate RVH/Bat- 36 97.2
Wt/CMR/CMR63/2014/GXPX VP6 VP6 gene,
complete cds
NC_032111.1 BeAn 58058 virus, complete genome 322 79.5
MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 81 90.1
LR824489.1 Border disease virus isolate TO_121 04 genome 35 97.1
assembly, complete genome: monopartite
NC_002665.1 Bovine herpesvirus 4 long unique region, complete 178 92.7
sequence
AB078951.1 Bovine viral diarrhea virus 1 gene for polyprotein, 240 85.8
complete cds, strain:Nose
NC_049850.1 Burkholderia phage BcepSaruman, complete genome 46 93.5
KM986882.1 Buzura suppressaria nucleopolyhedrovirus isolate 28 100.0
Guangxi, complete genome
AY513268.1 Citrus exocortis viroid, complete genome 75 89.3
FJ751933.1 Citrus exocortis Yucatan viroid isolate 15, complete 263 81.4

genome
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HQ420900.1 Cowpox virus strain UK2000_K2984, complete 28 100.0
genome
NC_019491.1 | Cyprinid herpesvirus 1 strain NG-J1, complete genome 34 97.1
NC_019495.1 | Cyprinid herpesvirus 2 strain ST-J1, complete genome 30 100.0
AP008984.1 Cyprinid herpesvirus 3 DNA, complete genome, strain: 39 92.3
TUMST1
NC_027117.1 | Desmodus rotundus endogenous retrovirus isolate 824, 129 79.1
complete genome
NC_043329.1 | Diolcogaster facetosa bracovirus segment 29, complete 86 96.5
sequence
NC_071003.1 Enterobacter phage vB_EcIS_CobraSix, complete 173 78.6
genome
NC_029009.1 Enterococcus phage EFDG1, complete genome 29 100.0
KT324746.1 Equid alphaherpesvirus 4 isolate 3056-07, partial 30 93.3
genome
NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 28 100.0
chromosome: 1
NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 28 100.0
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 33 100.0
chromosome: 1
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 72 90.3
chromosome: 1
NC_049953.1 Escherichia phage Lambda_ev099 genome assembly, 28 100.0
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly;, 38 97.4
chromosome: 1
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 41 92.7
genome
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 73 82.2
genome
NC_049386.1 Escherichia virus P2_2H1 genome assembly;, 38 94.7

chromosome: 1
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NC_049385.1 Escherichia virus P2_2H4 genome assembly, 33 100.0
chromosome: 1
AY510475.1 Gallid herpesvirus 2 clone Md11BAC replication 161 92,5
intermediate, complete genome
MN059418.1 Garlic virus X isolate G73-1, complete genome 28 100.0
NC_009552.3 Geobacillus virus E2, complete genome 1107 80.2
NC_029073.1 Geobacillus virus E3, complete genome 146 95.2
KT724048.1 Gibbon ape leukemia virus strain SEATO, complete 258 75.2
genome
MT?222957.1 HIV-1 isolate DEO0115VNO0O05 from Viet Nam, 137 88.3
complete genome
KT200355.1 HIV-1 isolate R6 from Spain, complete genome 31 96.8
MN887110.1 HIV-1 isolate SEC11A from Peru, complete genome 109 90.8
MF994816.1 Human betaherpesvirus 6A strain CO2, partial genome 56 89.3
AY037929.1 Human endogenous retrovirus K115 complete genome 745 97.9
MG298870.1 Human gammaherpesvirus 4 isolate JC_\V005, partial 38 100.0
genome
KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 171 86.0
D00835.1 Human immunodeficiency virus 2 proviral DNA, 269 80.7
complete genome
MH892403.1 Human respirovirus 1 strain t146a290 HPIV1, 40 100.0
complete genome
NC_048873.1 Klebsiella phage KpS8, complete genome 88 84.1
NC_019486.1 Lactobacillus phage LF1, complete genome 59 91.5
NC_055141.1 Macaca nemestrina rhadinovirus 2 strain J97167, 116 83.6
complete genome
NC_028853.1 Mannheimia phage vB_MhS_535AP2, complete 318 85.5
genome
MK978772.1 Moumouvirus maliensis, complete genome 37 97.3
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KU324805.1 Murine leukemia virus isolate HOMuLV, complete 177 78.0
genome
U13766.1 Murine leukemia virus MCF1233, complete genome 74 85.1
NC_021312.1 Phaeocystis globosa virus strain 16T, complete 519 97.1
genome
LC507822.1 Pineapple mealybug wilt-associated virus 2 PMWaV-2 29 100.0
genomic RNA, complete genome
AY570980.1 Porcine endogenous retrovirus C/A gag protein gene, 306 79.7
complete cds
EU523109.1 Porcine endogenous retrovirus clone 465D1, complete 142 83.8
genome
NC_075034.1 Powai lake megavirus isolate 1, complete genome 66 87.9
NC_041890.1 Propionibacterium phage Anatole, complete genome 45 95.6
NC_009541.1 Propionibacterium phage PA6, complete genome 186 92.5
NC_027336.1 Propionibacterium phage PHLO0O9M11, complete 155 98.7
genome
NC_027626.1 | Propionibacterium phage Procrassl, complete genome 216 94.0
NC_077221.1 Prymnesium kappa virus genome assembly, 28 100.0
chromosome: 1
NC_016765.1 Pseudomonas phage PMGL1, complete genome 279 98.9
NC_077139.1 Psittacine parvovirus 1 strain PsPV1/S10/AUS, 28 100.0
complete genome
NC_027344.1 Salmonella phage STML-198, complete genome 76 92.1
NC_049459.1 Salmonella phage SW9, complete genome 35 97.1
CS272315.1 Sequence 11 from Patent WO2006008074 236 78.0
NC_018476.1 Simbu virus RdRp gene for RNA-dependent RNA 41 100.0
polymerase, segment L, genomic RNA, isolate SA Ar
53
AF126467.1 Simian retrovirus 2, complete genome 111 79.3
NC_074405.1 SsRNA phage SRR5466337_3 genomic sequence 127 89.8
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NC_047813.1 Staphylococcus phage Andhra, complete genome 39 100.0

NC_020490.2 Staphylococcus phage StB12, complete genome 183 91.8

NC_070653.1 Streptococcus phage 73, complete genome 125 99.2

NC_070684.1 Streptococcus phage D1024, complete genome 34 97.1

NC_031906.1 Synechococcus phage S-CAM3 isolate 1010CC42, 75 90.7

complete genome

NC_023587.1 Synechococcus phage S-MbCM7, complete genome 37 97.3

NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 43 90.7

NC_075039.1 Tupanvirus soda lake, partial genome 28 100.0

MZ364298.1 UNVERIFIED: Beak and feather disease virus strain 33 97.0
BFDV/S10/AUS, complete genome

KX689266.1 UNVERIFIED_ASMBLY': Cynomolgus 35 97.1

cytomegalovirus isolate 31909, complete genome

MZ409718.1 UNVERIFIED_CONTAM: Squash mosaic virus 31 96.8
isolate 88 2015 genomic sequence

NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 163 89.6

Isfahan, complete genome
NC_048703.1 Xanthomonas phage RiverRider, complete genome 41 95.1
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Cizelge: PP2.3 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_001499.1 Abelson murine leukemia virus, complete genome 64 95.3
NC_048142.1 | Acinetobacter phage AbKT21philll, complete genome 61 88.5
NC_070998.1 Aeromonas phage PS1, complete genome 29 100.0
NC_011345.1 Agrotis ipsilon multiple nucleopolyhedrovirus, 32 96.9
complete genome
MK913782.1 Alfalfa mosaic virus isolate 295 segment RNA1, 104 78.8
complete sequence
KX027736.1 Anguillid herpesvirus 1 isolate HVA980811, complete 29 100.0
genome
MN609927.1 Avian orthoavulavirus 1 isolate 99 85.9
NDV/duck/Vietnam/HUB8-683/2017, complete genome
NC_006557.1 Bacillus phage BCJA1c, complete genome 52 92.3
NC_027374.1 Bacillus phage Moonbeam, complete genome 74 94.6
NC_020883.1 Bacillus phage PM1 DNA, complete genome 55 90.9
NC_071049.1 Bacillus phage vB_Bco0S-136, complete genome 80 86.3
NC_015932.1 Bat adenovirus 2, complete genome 201 77.6
MK625182.1 Bat mastadenovirus B strain ITA/2018/251170-16, 526 83.5
complete genome
MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 58 98.3
NC_075036.1 Bodo saltans virus strain NG1, complete genome 28 100.0
LR824489.1 Border disease virus isolate TO_121 04 genome 29 100.0
assembly, complete genome: monopartite
NC_015252.1 Brochothrix phage NF5, complete genome 295 75.6
FJ751933.1 Citrus exocortis Yucatan viroid isolate 15, complete 235 80.4
genome
NC_015262.1 Clostridium phage phiCD6356, complete genome 34 97.1
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HQ420900.1 Cowpox virus strain UK2000_K2984, complete 28 100.0
genome
NC_027117.1 | Desmodus rotundus endogenous retrovirus isolate 824, 91 81.3
complete genome
NC_043329.1 | Diolcogaster facetosa bracovirus segment 29, complete 88 96.6
sequence

NC_055739.1 Enterobacter phage myPSH1140, complete genome 202 92.6

NC_023561.1 Enterobacter phage PG7, complete genome 146 91.1

NC_014662.1 Enterobacteria phage CC31, complete genome 283 78.8

NC_006949.1 Enterobacteria phage ES18, complete genome 171 87.1

NC_042022.1 Enterococcus phage phiSHEF4, complete genome 131 78.6

NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 29 100.0
chromosome: 1

NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 69 88.4
chromosome: 1

NC_049385.1 Escherichia virus P2_2H4 genome assembly, 32 100.0
chromosome: 1

NC_001697.1 Haemophilus phage HP1 strain HP1c1, complete 78 89.7

genome

KT200355.1 HIV-1 isolate R6 from Spain, complete genome 28 100.0

KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 187 84.0

LR861881.1 Human papillomavirus type 73 isolate 28 100.0

LNS3785675 HPV73, complete genome
MH892403.1 Human respirovirus 1 strain t146a290 HPIV1, 57 94.7
complete genome
MK332105.2 Iguape virus strain SPAR158495/03 polyprotein gene, 177 86.4
partial cds

NC_031040.1 Lactococcus phage 50101, complete genome 208 82.7

NC_031016.1 Lactococcus phage PLgT-1, complete genome 150 85.3

NC_004066.1 Lactococcus phage ul36, complete genome 269 98.5
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NC_009813.1 Listeria phage B054, complete genome 276 73.6
KM386655.1 Lymantria dispar multiple nucleopolyhedrovirus strain 37 94.6
3029, complete genome
MZ272060.1 Mammarenavirus wenzhouense isolate CH50 60 91.7
glycoprotein and nucleoprotein genes, complete cds
AF282130.1 Meleagrid herpesvirus 1 unique long region, IRL 31 100.0
region, IRS region, unique short region, complete
sequences and IRS partial sequence
KU324805.1 Murine leukemia virus isolate HoMuLV, complete 261 78.2
genome
U13766.1 Murine leukemia virus MCF1233, complete genome 74 85.1
AB028936.1 Periplaneta fuliginosa densovirus ORF-beta, ORF- 187 84.5
alpha, ORF-gamma, ORF-1, ORF-3, ORF-2 genes,
complete cds
U86599.1 Pestivirus type 1 cytopathic genomic RNA, complete 221 88.2
genome
NC_048086.1 Proteus phage Stubb, complete genome 71 95.8
NC_077221.1 Prymnesium kappa virus genome assembly, 28 100.0
chromosome: 1
NC_007805.1 Pseudomonas phage F10, complete genome 265 98.9
NC_006552.1 Pseudomonas phage F116, complete genome 293 97.3
NC_042135.1 Pseudomonas phage JBD67, partial genome 266 97.7
NC_020200.1 Pseudomonas phage JBD88a, complete genome 169 99.4
NC_031091.1 Pseudomonas phage MD8, complete genome 197 93.4
NC_073672.1 Pseudomonas phage PA8, complete genome 32 100.0
NC_022096.1 Pseudomonas phage PaBG, complete genome 57 89.5
NC_011373.1 Pseudomonas phage PAJU2, complete genome 191 93.2
NC_016762.1 Pseudomonas phage phi297, complete genome 258 99.6
NC_030940.1 Pseudomonas phage phi3, complete genome 426 84.3
NC_016765.1 Pseudomonas phage PMGL1, complete genome 147 98.0
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NC_074662.1 Pseudomonas phage PP9W?2, complete genome 339 99.1

NC_074747.1 Pseudomonas phage UMP151, complete genome 148 100.0

NC_074663.1 Pseudomonas phage vB_Pae LC3I3, complete 97 97.9
genome

NC_071039.1 Pseudomonas phage vB_PaeM_PA5oct, complete 149 91.9
genome

NC_073673.1 Pseudomonas phage vB_PaeP_E220, complete 99 99.0
genome

NC_061439.1 Pseudomonas phage vB_PaeS_Pcyll-40_Pfll40a 156 99.4

isolate PflI40A reads genome assembly, chromosome:

PFII40A

NC_028667.1 Pseudomonas phage vB_PaeS_PM105 244 99.6

NC_028657.1 Pseudomonas phage YMC11/02/R656, complete 277 98.6
genome

NC_030909.1 Pseudomonas phage YMC11/07/P54 PAE_BP, 256 93.4

complete genome
AB559882.1 RD114 retrovirus proviral DNA, complete genome, 254 76.0
strain: CRT1

NC_049459.1 Salmonella phage SW9, complete genome 37 94.6

NC_027708.1 Skunk adenovirus PB1, complete genome 156 85.9

NC_074405.1 SsRNA phage SRR5466337_3 genomic sequence 118 87.3

NC_022090.1 Staphylococcus phage vB_SauM_Remus, complete 65 86.2
genome

NC_048804.1 Stenotrophomonas phage Mendera, complete genome 161 80.1

NC_070664.1 Streptococcus phage CHPC1062, complete genome 36 94.4

NC_020197.1 Streptococcus phage TP-J34 complete genome 62 85.5

NC_031023.1 Streptococcus virus 9874, complete genome 79 89.9

NC_003389.1 Swinepox virus, complete genome 37 97.3

NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 39 92.3

NC_013197.1 Thermus phage P23-77, complete genome 44 93.2
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NC_075039.1 Tupanvirus soda lake, partial genome 28 100.0
KM982401.1 UNVERIFIED: Acanthamoeba polyphaga mimivirus 31 100.0
strain Oyster, complete genome
NC_075037.1 UNVERIFIED: Moumouvirus goulette, complete 51 90.2
genome
KY910011.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 55 98.2
wt/CAN/A10-108/2014/G6P4 structural protein 3-like
gene, complete sequence
MZ409726.1 UNVERIFIED_CONTAM: Squash mosaic virus 49 89.8
isolate 11 2014 genomic sequence
NC 041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 258 91.1

Isfahan, complete genome
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Cizelge: PP3.1 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_001499.1 Abelson murine leukemia virus, complete genome 147 91.8
NC_020104.1 Acanthamoeba polyphaga moumouvirus, complete 29 100.0
genome
NC_048142.1 | Acinetobacter phage AbKT21philll, complete genome 63 85.7
NC_048651.1 Aeribacillus phage AP45, complete genome 33 97.0
NC_027925.1 Apis mellifera filamentous virus isolate CH-CO5, 28 100.0
partial genome
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 222 75.7
genome, *** SEQUENCING IN PROGRESS ***, 22
unordered pieces
NC_022773.1 Bacillus phage Blastoid, complete genome 34 94.1
NC_018085.1 Bacillus phage BtCS33, complete genome 567 73.0
NC_038385.1 Bat associated circovirus 1 isolate XOR, complete 28 100.0
genome
NC_032111.1 BeAn 58058 virus, complete genome 309 86.4
MW773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 82 92.7
LR824489.1 Border disease virus isolate TO_121 04 genome 31 100.0
assembly, complete genome: monopartite
LT837585.1 Bovine viral diarrhea virus 1 genome assembly, 28 100.0
complete genome: monopartite
NC_006560.1 Cercopithecine herpesvirus 2, complete genome 39 94.9
NC_023153.1 Citrus endogenous pararetrovirus clone CB16-3, 29 100.0
complete genome
NC_055872.1 CrAssphage cr118_1, complete genome 29 100.0
NC_019491.1 | Cyprinid herpesvirus 1 strain NG-J1, complete genome 38 94.7
NC_027117.1 | Desmodus rotundus endogenous retrovirus isolate 824, 91 81.3

complete genome
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NC_048053.1 Dickeya phage vB_DsoM_JA29, complete genome 28 100.0
NC_043329.1 | Diolcogaster facetosa bracovirus segment 29, complete 88 96.6
sequence
JQ410350.1 Ectromelia virus ERPV culture-collection ATCC:VR- 47 95.7
1431, complete genome
NC_035460.1 Eptesipox virus strain Washington, complete genome 28 100.0
NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 34 94.1
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 75 92.0
chromosome: 1
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly;, 54 87.0
chromosome: 1
NC_049953.1 Escherichia phage Lambda_ev099 genome assembly;, 37 94.6
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly;, 29 100.0
chromosome: 1
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 32 100.0
genome
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 40 95.0
genome
NC_049386.1 Escherichia virus P2_2H1 genome assembly, 30 100.0
chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly, 33 100.0
chromosome: 1
NC_040536.1 Esparto virus isolate SRR3939042_Esparto 2012, 28 100.0
complete genome
M18247.1 Feline leukemia virus, subgroup A (FeLV-FAIDS), 110 81.8
complete nucleotide sequence
AJ581527.1 Fowlpox virus (isolate HP-438[Munich]), passage 438 29 100.0
clone FP9, complete genome
NC_009552.3 Geobacillus virus E2, complete genome 649 81.7
NC _008907.1 | Glypta fumiferanae ichnovirus segment C3, complete 28 100.0

sequence
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NC_038923.1 Hardy-Zuckermann 4 feline sarcoma virus (H24- 89 94.4
FeSV) kit oncogene

MT?222957.1 HIV-1 isolate DEO0115VNOO05 from Viet Nam, 127 89.0
complete genome

KT200355.1 HIV-1 isolate R6 from Spain, complete genome 28 100.0

MN887110.1 HIV-1 isolate SEC11A from Peru, complete genome 98 88.8

NC_033097.1 | Hubei permutotetra-like virus 11 strain mosHB234479 30 100.0

RdRp and putative capsid protein genes, complete cds

MF994816.1 | Human betaherpesvirus 6A strain CO2, partial genome 34 97.1

AY037929.1 Human endogenous retrovirus K115 complete genome 292 93.5

KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 245 82.9

D00835.1 Human immunodeficiency virus 2 proviral DNA, 43 90.7
complete genome

MK332105.2 Iguape virus strain SPAR158495/03 polyprotein gene, 117 100.0

partial cds

NC_049446.1 Lactococcus phage 8V08, complete genome 31 100.0

NC_076164.1 Macacine alphaherpesvirus 1 isolate 8100812, 33 97.0
complete genome

MZ272060.1 Mammarenavirus wenzhouense isolate CH50 60 98.3

glycoprotein and nucleoprotein genes, complete cds
KF527229.1 Megavirus terral genome 30 100.0
NC_075368.1 Moumouvirus australiensis isolate 10A, complete 32 96.9
genome
NC_036594.1 Orpheovirus IHUMI-LCC2 genome assembly, 32 96.9
complete genome: monopartite
NC_037667.1 Pandoravirus quercus, complete genome 144 81.3
NC_024625.1 | Peridroma alphabaculovirus isolate GR_167, complete 108 79.6
genome
U86599.1 Pestivirus type 1 cytopathic genomic RNA, complete 208 87.0

genome
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MF375892.1 Phaseolus vulgaris alphaendornavirus 1 polyprotein 28 100.0
gene, complete cds
AY570980.1 Porcine endogenous retrovirus C/A gag protein gene, 329 79.0
complete cds
NC_075034.1 Powai lake megavirus isolate 1, complete genome 32 96.9
NC_077221.1 Prymnesium kappa virus genome assembly, 28 100.0
chromosome: 1
NC_077139.1 Psittacine parvovirus 1 strain PsSPV1/S10/AUS, 32 96.9
complete genome
AB559882.1 RD114 retrovirus proviral DNA, complete genome, 314 77.1
strain: CRT1
AB050936.1 Reston ebolavirus - Reston genomic RNA, complete 28 100.0
genome
NC_049459.1 Salmonella phage SW9, complete genome 33 97.0
A66553.1 Sequence 3 from Patent W0O9740167 108 83.3
NC_018476.1 Simbu virus RdRp gene for RNA-dependent RNA 41 100.0
polymerase, segment L, genomic RNA, isolate SA Ar
53
NC_029046.1 Sinorhizobium phage phiLM21, complete genome 32 96.9
NC_070664.1 Streptococcus phage CHPC1062, complete genome 32 96.9
NC_070684.1 Streptococcus phage D1024, complete genome 33 100.0
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 42 95.2
KM982401.1 UNVERIFIED: Acanthamoeba polyphaga mimivirus 28 100.0
strain Oyster, complete genome
NC_075037.1 UNVERIFIED: Moumouvirus goulette, complete 28 100.0
genome
MZ409726.1 UNVERIFIED_CONTAM: Squash mosaic virus 28 100.0
isolate 11_2014 genomic sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 257 90.7
Isfahan, complete genome
V01170.1 Y73 sarcoma virus complete genome, genomic RNA 87 88.5
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Cizelge: PP3.2 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
KY883317.1 American plum line pattern virus isolate Q15R3 68 92.6
segment RNA3, complete sequence
NC_038385.1 Bat associated circovirus 1 isolate XOR, complete 38 92.1
genome
MW773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 83 98.8
NC_078344.1 Blattodean nairo-related virus OKIAV321 segment L 29 100.0
genomic sequence
LR824489.1 Border disease virus isolate TO_121 04 genome 30 100.0
assembly, complete genome: monopartite
NC_019491.1 | Cyprinid herpesvirus 1 strain NG-J1, complete genome 29 100.0
KP188543.1 Dengue virus 1 isolate DENV1 BR/SJRP/484/2012, 31 100.0
complete genome
NC_027117.1 | Desmodus rotundus endogenous retrovirus isolate 824, 86 83.7
complete genome
NC_043329.1 | Diolcogaster facetosa bracovirus segment 29, complete 86 96.5
sequence
NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 30 100.0
chromosome: 1
NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 37 94.6
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 35 97.1
chromosome: 1
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 34 97.1
chromosome: 1
NC_049953.1 Escherichia phage Lambda_ev099 genome assembly, 47 89.4
chromosome: 1
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 73 89.0
genome
NC_049386.1 Escherichia virus P2_2H1 genome assembly, 28 100.0

chromosome: 1
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NC_049385.1 Escherichia virus P2_2H4 genome assembly, 37 94.6
chromosome: 1
M18247.1 Feline leukemia virus, subgroup A (FeLV-FAIDS), 106 82.1
complete nucleotide sequence
MG298870.1 Human gammaherpesvirus 4 isolate JC_V005, partial 39 100.0
genome
KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 31 100.0
MH892403.1 Human respirovirus 1 strain t146a290_HPIV1, 76 94.7
complete genome
NC_037667.1 Pandoravirus quercus, complete genome 228 82.0
NC_036477.1 Piscine reovirus isolate CGA280-05 core RNA- 28 100.0
dependent RNA polymerase mRNA, complete cds
AY570980.1 Porcine endogenous retrovirus C/A gag protein gene, 328 78.4
complete cds
NC_074749.1 Pseudomonas phage vB_Pae-SS2019XI1, complete 80 98.8
genome
NC_023734.1 Psychrobacter phage Psymv2, complete genome 29 100.0
NC_049459.1 Salmonella phage SW9, complete genome 36 94.4
NC_070664.1 Streptococcus phage CHPC1062, complete genome 29 100.0
NC_070684.1 Streptococcus phage D1024, complete genome 40 95.0
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 42 95.2
NC_077106.1 Trabala vishnou gigantina nucleopolyhedrovirus, 29 100.0
complete genome
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 257 90.7

Isfahan, complete genome
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Cizelge: PP3.3 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_009542.2 Aeromonas phage phiO18P, complete genome 59 89.8
MK913782.1 Alfalfa mosaic virus isolate 295 segment RNA1, 59 93.2
complete sequence
LC522980.1 Apple chlorotic leaf spot virus VIC10 RNA, complete 36 97.2
genome
NC_011551.1 Bacteriophage APSE-2, complete genome 170 99.4
NC_032111.1 BeAn 58058 virus, complete genome 287 87.1
LR824489.1 Border disease virus isolate TO_121 04 genome 31 96.8
assembly, complete genome: monopartite
AJ133738.1 Bovine viral diarrhea virus complete RNA genome, 81 96.3
isolate NADL
NC_027117.1 | Desmodus rotundus endogenous retrovirus isolate 824, 133 77.4
complete genome
NC_043329.1 | Diolcogaster facetosa bracovirus segment 29, complete 89 91.0
sequence
NC_029009.1 Enterococcus phage EFDG1, complete genome 32 100.0
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 37 94.6
chromosome: 1
NC_041919.1 Escherichia phage HP3, complete genome 247 96.8
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly;, 70 90.0
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly;, 45 91.1
chromosome: 1
KR233165.1 Escherichia phage PEC04, complete genome 108 100.0
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 70 88.6
genome
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 63 88.9

genome
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NC_049385.1 Escherichia virus P2_2H4 genome assembly, 31 100.0
chromosome: 1
MT?222957.1 HIV-1 isolate DE00115VNO005 from Viet Nam, 108 87.0
complete genome
MG298870.1 Human gammaherpesvirus 4 isolate JC_V005, partial 36 100.0
genome
MK332105.2 Iguape virus strain SPAR158495/03 polyprotein gene, 186 82.8
partial cds
MH118555.1 Murid betaherpesvirus 1 isolate s09_sk3086, complete 32 96.9
genome
AB187565.1 Murine leukemia virus Graffi GV-1.2 DNA, complete 95 87.4
genome
AY570980.1 Porcine endogenous retrovirus C/A gag protein gene, 204 77.9
complete cds
NC_077221.1 Prymnesium kappa virus genome assembly, 35 97.1
chromosome: 1
MW174761.1 Saccharomyces cerevisiae virus L-A strain ScV- 133 97.7
LAlusl, complete genome
A66553.1 Sequence 3 from Patent W09740167 105 85.7
NC_070850.1 Shigella virus Moo19, complete genome 60 91.7
NC_031906.1 Synechococcus phage S-CAM3 isolate 1010CC42, 75 90.7
complete genome
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 42 92.9
KM972720.1 Tete virus strain SaAn 3518 glycoprotein precursor, 117 94.9
gene, complete cds
NC_013197.1 Thermus phage P23-77, complete genome 33 100.0
KY910011.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 43 100.0
wt/CAN/A10-108/2014/G6P4 structural protein 3-like
gene, complete sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 257 90.7

Isfahan, complete genome
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EK 2C: ROUSETTUS AEGYPTIACUS ORNEKLERI

Cizelge: RA1.1 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 293 75.4
genome, *** SEQUENCING IN PROGRESS ***, 22
unordered pieces
NC_018085.1 Bacillus phage BtCS33, complete genome 495 74.1
NC_032111.1 BeAn 58058 virus, complete genome 309 86.1
NC_047796.1 Enterococcus phage EFP01, complete genome 309 85.4
NC_054922.1 Escherichia phage vB_EcoM_KAW1E185, complete 72 91.7
genome
NC_049386.1 Escherichia virus P2_2H1 genome assembly, 29 100.0
chromosome: 1
NC_009552.3 Geobacillus virus E2, complete genome 1134 80.2
MT222957.1 HIV-1 isolate DE00115VNO005 from Viet Nam, 147 86.4
complete genome
MN887110.1 HIV-1 isolate SEC11A from Peru, complete genome 104 85.6
AY037929.1 Human endogenous retrovirus K115 complete genome 275 93.8
D00835.1 Human immunodeficiency virus 2 proviral DNA, 278 79.1
complete genome
NC_004687.1 Mycobacterium phage Bxz1, complete genome 46 91.3
NC_041890.1 Propionibacterium phage Anatole, complete genome 44 95.5
NC_070651.1 Streptococcus phage 128, complete genome 39 94.9
NC_070664.1 Streptococcus phage CHPC1062, complete genome 29 100.0
NC_021536.1 Synechococcus phage S-IOM18 genomic sequence 53 90.6
NC_070839.1 Synechococcus phage S-SZBM1, complete genome 71 90.1
KX689266.1 UNVERIFIED_ASMBLY: Cynomolgus 29 100.0

cytomegalovirus isolate 31909, complete genome
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Cizelge: RA1.2 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_020104.1 Acanthamoeba polyphaga moumouvirus, complete 31 100.0
genome
NC_048142.1 Acinetobacter phage AbKT21philll, complete 74 91.9
genome
NC_048142.1 Acinetobacter phage AbKT21philll, complete 69 94.2
genome
MK913782.1 Alfalfa mosaic virus isolate 295 segment RNA1, 102 77.5
complete sequence
NC_032111.1 BeAn 58058 virus, complete genome 128 85.9
LR824489.1 Border disease virus isolate TO_121 04 genome 31 100.0
assembly, complete genome: monopartite
NC_013594.1 Escherichia phage D108, complete genome 206 99.5
NC_049948.1 | Escherichia phage Lambda_ev017 genome assembly, 31 96.8
chromosome: 1
NC_049949.1 | Escherichia phage Lambda_ev207 genome assembly, 30 100.0
chromosome: 1
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 77 90.9
genome
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 75 90.7
genome
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 73 93.2
genome
MF681664.1 Feline leukemia virus isolate 101 83.2
FeLV_US x1613 Fca2011, complete genome
KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 94 78.7
KU324805.1 Murine leukemia virus isolate HoMuLV, complete 112 77.7
genome
KU324805.1 Murine leukemia virus isolate HOMuLV, complete 71 84.5

genome
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MG600295.1 Red clover mottle virus isolate RCMV-PV1 putative 32 96.9
polyprotein 2 gene, complete cds
MW174761.1 Saccharomyces cerevisiae virus L-A strain ScV- 152 83.6
LAlus1, complete genome
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 264 91.7

Isfahan, complete genome
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Cizelge: RA2.1 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048142.1 Acinetobacter phage AbKT21philll, complete 66 93.9
genome
MN609927.1 Avian orthoavulavirus 1 isolate 99 94.9
NDV/duck/Vietnam/HU8-683/2017, complete
genome
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 202 76.2
genome, *** SEQUENCING IN PROGRESS ***,
22 unordered pieces
NC_004827.1 Bacteriophage Aaphi23, complete genome 47 100.0
X57540.1 CAS-BR-E murine leukemia virus, viral genome 31 100.0
NC_054922.1 | Escherichia phage vB_EcoM_KAW1E185, complete 72 931
genome
JQ083394.1 Hantaan virus strain HV004 segment M, complete 28 100.0
sequence
AY779553.1 HIV-1 isolate CANB3FULL from Canada, complete 42 90.5
genome
KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 29 100.0
NC_047900.1 Klebsiella phage May, complete genome 58 98.3
NC_028766.1 Mannheimia phage vB_MhM_3927AP2, complete 149 79.9
genome
NC_075367.1 Megavirus baoshan strain SH, complete genome 29 100.0
KU324805.1 Murine leukemia virus isolate HOMuLV, complete 34 97.1
genome
NC_048741.1 Proteus phage Mydo, complete genome 81 87.7
NC_018476.1 Simbu virus RdRp gene for RNA-dependent RNA 41 100.0
polymerase, segment L, genomic RNA, isolate SA
Ar 53
NC_031038.1 Skunkpox virus strain WA, complete genome 28 100.0
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KY910011.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 55 98.2
wt/CAN/A10-108/2014/G6P4 structural protein 3-
like gene, complete sequence
NC 041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 263 92.8

Isfahan, complete genome
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Cizelge: RA2.2 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_026141.2 Adelie penguin polyomavirus isolate 73 89.0
AdPyV_Crozier_2012, complete genome
NC_021247.1 Adoxophyes honmai enomopoxvirus ‘L', complete 28 100.0
genome
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 86 83.7
genome, *** SEQUENCING IN PROGRESS ***,
22 unordered pieces
NC_032111.1 BeAn 58058 virus, complete genome 163 84.0
MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete 78 87.2
genome
NC_075036.1 Bodo saltans virus strain NG1, complete genome 28 100.0
LR824489.1 Border disease virus isolate TO_121 04 genome 30 100.0
assembly, complete genome: monopartite
X57540.1 CAS-BR-E murine leukemia virus, viral genome 40 92.5
M90543.1 Cauliflower mosaic virus, complete genome 28 100.0
NC_031242.1 Cyanophage S-RIM50 isolate RW_29 0704, 43 93.0
complete genome
NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 80 88.8
complete sequence
KM924294.1 Equid herpesvirus 2 strain G9/92, complete genome 54 88.9
NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 28 100.0
chromosome: 1
NC_049948.1 | Escherichia phage Lambda_ev017 genome assembly, 68 91.2
chromosome: 1
NC_054922.1 | Escherichia phage vB_EcoM_KAW1E185, complete 67 86.6
genome
NC_049385.1 Escherichia virus P2_2H4 genome assembly;, 32 100.0
chromosome: 1
NC_009552.3 Geobacillus virus E2, complete genome 133 86.5
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JQ083394.1 Hantaan virus strain HV004 segment M, complete 28 100.0
sequence
AY878066.1 HIV-1 isolate 03ZASK037B2 from South Africa, 28 100.0
complete genome
MT?222957.1 HIV-1 isolate DEO0115VNOO5 from Viet Nam, 78 89.7
complete genome
AF133821.1 HIV-1 isolate MB2059 from Kenya, complete 82 84.1
genome
MG298870.1 | Human gammaherpesvirus 4 isolate JC_ V005, partial 36 100.0
genome
D00835.1 Human immunodeficiency virus 2 proviral DNA, 62 88.7
complete genome
L11456.1 Human T-cell lymphotropic virus type 11, complete 36 100.0
proviral genome of isolate G12
MF421319.1 Infectious bronchitis virus isolate UY/09/CA/01, 28 100.0
complete genome
MZ272060.1 Mammarenavirus wenzhouense isolate CH50 60 98.3
glycoprotein and nucleoprotein genes, complete cds
NC_075367.1 Megavirus baoshan strain SH, complete genome 28 100.0
KF527229.1 Megavirus terral genome 61 86.9
KU324805.1 Murine leukemia virus isolate HOMuLV, complete 71 85.9
genome
NC_036594.1 Orpheovirus IHUMI-LCC2 genome assembly, 28 100.0
complete genome: monopartite
GU292318.1 Ovine enzootic nasal tumor virus isolate ENTV- 70 90.0
1NA3, complete genome
U86599.1 Pestivirus type 1 cytopathic genomic RNA, complete 153 90.8
genome
NC_027336.1 Propionibacterium phage PHLO09M11, complete 222 95.0
genome
NC_077221.1 Prymnesium kappa virus genome assembly, 40 95.0
chromosome: 1
NC _031129.1 Salmonella phage SJ46, complete genome 216 99.5
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NC_018476.1 Simbu virus RdRp gene for RNA-dependent RNA 41 100.0
polymerase, segment L, genomic RNA, isolate SA
Ar 53
U85505.1 Simian endogenous retrovirus, complete genome 54 90.7
AB920339.1 | Simian retrovirus 4 proviral DNA, complete genome, 29 100.0
strain: SR415
M11841.1 Simian SRV-1 type D retrovirus (L47.1), complete 122 81.1
genome
NC_010808.1 Staphylococcus phage phiMR25 DNA, complete 29 100.0
genome
NC_054655.1 Streptomyces phage Celia, complete genome 67 88.1
NC_015286.1 Synechococcus phage Syn19, complete genome 71 90.1
NC_028045.1 | Tadarida brasiliensis circovirus 1, complete genome 42 90.5
AY530931.1 Tomato yellow leaf curl virus, complete genome 28 100.0
NC_075038.1 Tupanvirus deep ocean, complete genome 28 100.0
KT427769.1 UNVERIFIED: HIV-1 isolate 10BR_RJ078 from 29 100.0
Brazil genomic sequence
KY910011.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 55 98.2
wt/CAN/A10-108/2014/G6P4 structural protein 3-
like gene, complete sequence
MZ409726.1 UNVERIFIED_CONTAM: Squash mosaic virus 47 91.5
isolate 11 2014 genomic sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 512 82.8

Isfahan, complete genome

175




Cizelge: RA3.1 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_070956.1 Aeromonas phage LAh10, complete genome 79 91.1
NC_071007.1 Aeromonas phage ZPAH34, complete genome 247 74.5
NC_013597.1 Aggregatibacter phage S1249, complete sequence 307 81.4
NC_024451.1 Armadillidium vulgare iridescent virus complete 28 100.0
genome
MN609927.1 Avian orthoavulavirus 1 isolate 99 96.0
NDV/duck/Vietnam/HU8-683/2017, complete
genome
NC_071040.1 Bacillus phage PBC2, complete genome 29 100.0
NC_071044.1 Bacillus phage vB_BanS_Nate, complete genome 56 96.4
NC_004827.1 Bacteriophage Aaphi23, complete genome 470 79.1
LR824489.1 Border disease virus isolate TO_121 04 genome 34 97.1
assembly, complete genome: monopartite
NC_075563.1 Cervid alphaherpesvirus 2 strain Norway, complete 31 96.8
genome
NC_028094.1 Chrysochromulina ericina virus isolate CeV-01B, 38 100.0
complete genome
FJ751933.1 Citrus exocortis Yucatan viroid isolate 15, complete 258 82.6
genome
NC_079139.1 Cotonvirus japonicus DNA, complete genome 28 100.0
NC_019503.1 Enterobacteria phage ime09, complete genome 147 100.0
NC_008720.1 Enterobacteria phage N4, complete genome 62 90.3
NC_019932.1 Erwinia phage ENT90, complete genome 28 100.0
NC_041972.1 | Erwinia phage vB_EamM_Deimos-Minion, complete 174 79.3
genome
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 69 91.3

chromosome: 1
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NC_049948.1 | Escherichia phage Lambda_ev017 genome assembly, 32 100.0
chromosome: 1
NC_049949.1 | Escherichia phage Lambda_ev207 genome assembly, 31 100.0
chromosome: 1
NC_027364.1 Escherichia phage PBECO 4, complete genome 74 86.5
NC_028448.1 Escherichia phage slurl4, complete genome 175 100.0
NC_054922.1 | Escherichia phage vB_EcoM_KAW1E185, complete 60 90.0
genome
NC_019505.1 Escherichia phage wV7, complete genome 58 89.7
NC_049385.1 Escherichia virus P2_2H4 genome assembly, 31 100.0
chromosome: 1
MF681664.1 Feline leukemia virus isolate 100 83.0
FeLV_US x1613 Fca2011, complete genome
NC_001697.1 Haemophilus phage HP1 strain HP1c1, complete 378 82.3
genome
NC_003315.1 Haemophilus phage HP2, complete genome 310 83.5
NC_019455.1 Haemophilus phage SuMu, complete genome 129 84.5
MT222957.1 HIV-1 isolate DE00115VNO005 from Viet Nam, 97 89.7
complete genome
NC_047900.1 Klebsiella phage May, complete genome 58 98.3
NC_049448.1 Klebsiella phage ST437-OXA245phi4.1, complete 374 83.2
genome
NC_049355.1 Lactococcus phage 936 group phage PhiB1127, 29 100.0
complete genome
NC_028766.1 Mannheimia phage vB_MhM_3927AP2, complete 217 76.5
genome
NC_028898.1 Mannheimia phage vB_MhM_587AP1, complete 107 78.5
genome
NC_028956.1 Mannheimia phage vB_MhS_1152AP2, complete 51 92.2
genome
NC_028743.1 Mannheimia phage vB_MhS_587AP2, complete 30 100.0

genome
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AB187565.1 Murine leukemia virus Graffi GV-1.2 DNA, 37 97.3
complete genome
NC_036594.1 Orpheovirus IHUMI-LCC2 genome assembly, 28 100.0
complete genome: monopartite
NC_021312.1 Phaeocystis globosa virus strain 16T, complete 30 100.0
genome
NC_077221.1 Prymnesium kappa virus genome assembly, 29 100.0
chromosome: 1
MG600295.1 Red clover mottle virus isolate RCMV-PV1 putative 32 96.9
polyprotein 2 gene, complete cds
NC_021772.1 Salmonella phage FSL SP-058, complete genome 30 100.0
NC_022768.1 Salmonella phage Maynard, complete genome 98 82.7
NC_049428.1 Salmonella phage Mutine, complete genome 33 97.0
NC_016073.1 Salmonella phage SFP10, complete genome 65 90.8
NC_027344.1 Salmonella phage STML-198, complete genome 79 91.1
NC_054939.1 Shigella phage CM8, complete genome 277 99.3
NC_042078.1 Shigella phage Sf24, complete genome 207 97.6
NC_074405.1 SsRNA phage SRR5466337_3 genomic sequence 127 89.8
NC_074583.1 SsRNA phage SRR5466369 2 genomic sequence 173 86.1
NC_022914.1 Staphylococcus phage phiRS7, complete genome 83 94.0
NC_029010.1 Staphylococcus phage SA97, complete genome 131 83.2
NC_048804.1 Stenotrophomonas phage Mendera, complete 58 89.7
genome
NC_070651.1 Streptococcus phage 128, complete genome 104 84.6
NC_028697.1 Streptococcus phage A25, complete genome 286 83.2
NC_024361.1 Streptococcus phage DCC1738, complete sequence 211 94.3
NC_024370.1 Streptococcus phage 1C1, complete sequence 150 85.3
NC_070928.1 Streptococcus phage IPP48, complete genome 257 90.3
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NC_070930.1 Streptococcus phage IPP66, complete genome 200 96.5
NC_024357.1 Streptococcus phage K13, complete sequence 198 86.9
NC_070689.1 Streptococcus phage MM25, complete genome 98 84.7
NC_071076.1 Streptococcus phage P7952, complete genome 235 74.9
NC_012756.1 Streptococcus phage PH10, complete genome 326 97.2
NC_010945.1 Streptococcus phage PH15, complete genome 156 89.7
NC_031920.1 | Streptococcus phage phiARI0004, complete genome 201 91.0
NC_031901.1 Streptococcus phage phiARI0131-1, complete 166 87.9
genome
NC_031913.1 Streptococcus phage phiARI0460-1, complete 573 88.8
genome
NC_031942.1 | Streptococcus phage phiARI0462, complete genome 233 80.7
NC_030946.1 | Streptococcus phage phiARI0923, complete genome 274 91.2
NC_022791.1 Streptococcus phage phiBHN167 complete genome 214 96.3
NC_019418.1 Streptococcus phage phiNJ2, complete genome 216 92.1
NC_070927.1 Streptococcus phage SpGS-1, complete genome 399 90.2
NC_071085.1 Streptococcus phage SW18, complete genome 48 93.8
NC_020197.1 Streptococcus phage TP-J34 complete genome 154 83.8
NC_003050.2 Streptococcus pneumoniae bacteriophage MM1 228 93.9
complete genome
NC_049921.1 Stx1 converting phage AU6Stx1, complete genome 28 100.0
NC_055719.1 Synechococcus phage S-H35, complete genome 62 91.9
NC_055761.1 Synechococcus virus S-PRM1, complete genome 28 100.0
AY530931.1 Tomato yellow leaf curl virus, complete genome 28 100.0
NC_075038.1 Tupanvirus deep ocean, complete genome 50 94.0
KM982401.1 | UNVERIFIED: Acanthamoeba polyphaga mimivirus 30 100.0

strain Oyster, complete genome
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KY910011.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 55 98.2
wt/CAN/A10-108/2014/G6P4 structural protein 3-
like gene, complete sequence
NC 041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 263 93.2
Isfahan, complete genome
NC_042094.1 Vibrio phage Ceto, complete genome 52 90.4
NC_055830.1 Vibrio phage Chester, complete genome 29 100.0
NC_027368.1 Vibrio phage PV94, complete genome 43 95.3
NC_073095.1 | Xanthomonas phage Pfeifenkraut, complete genome 73 84.9
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Cizelge: RA3.2 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_026141.2 Adelie penguin polyomavirus isolate 33 97.0

AdPyV_Crozier_2012, complete genome

MK913782.1 Alfalfa mosaic virus isolate 295 segment RNAL, 59 93.2
complete sequence

MN609927.1 Avian orthoavulavirus 1 isolate 87 92.0
NDV/duck/Vietnam/HU8-683/2017, complete
genome
NC_071049.1 Bacillus phage vB_Bco0S-136, complete genome 76 86.8
NC_002166.1 Bacteriophage HK022, complete genome 714 91.7
MG693161.1 Bat rotavirus H isolate RVH/Bat- 34 100.0

wt/CMR/CMR63/2014/GXPX VVP6 VP6 gene,
complete cds

NC_032111.1 BeAn 58058 virus, complete genome 99 87.9

MW773844.1 Betacoronavirus 1 strain GCCDC4, complete 80 91.3
genome

NC_075036.1 Bodo saltans virus strain NG1, complete genome 33 97.0

LR824489.1 Border disease virus isolate TO_121 04 genome 31 100.0

assembly, complete genome: monopartite

NC_030240.1 | Catopsilia pomona nucleopolyhedrovirus isolate 416, 30 100.0
complete genome

NC_054901.1 Citrobacter phage PhiZZ23, complete genome 285 99.3

NC_054899.1 Citrobacter phage vB_CroM_CrRp10, complete 684 97.2
genome

FJ751933.1 Citrus exocortis Yucatan viroid isolate 15, complete 278 80.2
genome

NC_026611.1 Edwardsiella phage GF-2 DNA, complete sequence 52 100.0

NC_019485.1 Enterobacter phage EcP1, complete genome 55 100.0

NC_049943.1 Enterobacteria phage 2851, complete genome 98 100.0
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NC_054902.1 Enterobacteria phage Aplg8, complete genome 245 99.6
NC_027983.1 Enterobacteria phage AR1 DNA, complete genome 308 100.0
NC_042057.1 Enterobacteria phage DE3, complete genome 205 97.6
NC_022750.1 Enterobacteria phage fiAA91-ss, complete genome 612 86.6
NC_054903.1 Enterobacteria phage Gizh, complete genome 160 99.4
JN600960.1 Enterobacteria phage IME10, complete genome 621 97.4
NC_019503.1 Enterobacteria phage ime09, complete genome 936 98.9
NC_019706.1 | Enterobacteria phage mEp043 c-1, complete genome 490 95.9
NC_019708.1 Enterobacteria phage mEp235, complete genome 402 96.8
NC_000929.1 Enterobacteria phage Mu, complete genome 470 98.5
NC_001895.1 Enterobacteria phage P2, complete genome 35 94.3
NC_050152.1 Enterobacteria phage P7, complete genome 382 96.9
NC_026014.1 Enterobacteria phage P88, complete genome 302 98.7
NC_021190.1 Enterobacteria phage phi80, complete genome 136 95.6
NC_003356.1 Enterobacteria phage phiP27, complete genome 150 94.7
NC_054906.1 Enterobacteria phage RB18, complete genome 180 98.9
NC_025448.1 Enterobacteria phage RB27, complete genome 517 94.6
KM606995.1 Enterobacteria phage RB5, complete genome 206 100.0
NC_012635.1 Enterobacteria phage RB51, complete genome 137 99.3
NC_027398.1 Enterobacteria phage Sf101, complete genome 276 97.8
NC_005344.1 Enterobacteria phage Sf6, complete genome 376 83.0
NC_027339.1 Enterobacteria phage Sfl, complete genome 246 98.4
NC_027382.1 Enterobacteria phage SfMu, complete genome 532 97.6
NC_003444.1 Enterobacteria phage SfV, complete genome 88 89.8
HM137666.1 Enterobacteria phage T4T, complete genome 427 98.8
NC_054907.1 Enterobacteria phage T6 DNA, complete genome 391 93.4
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NC_019399.1 Enterobacteria phage vB_EcoM_ACG-C40, 198 98.0
complete genome

NC_055741.1 Enterobacteria phage vB_EcoM_IME339, complete 498 98.0
genome

NC_028656.1 Enterobacteria phage VT2phi_272, complete 252 97.6
sequence

NC_000902.1 Enterobacteria phage VT2-Sakai, complete genome 257 98.8

NC_012749.1 Enterobacteria phage WV8, complete genome 66 98.5

NC_011356.1 | Enterobacteria phage YYZ-2008, complete prophage 202 98.5
genome

NC_019715.1 Enterobacterial phage mEp234, complete genome 148 100.0

LC193725.1 Equid alphaherpesvirus 1 DNA, complete genome, 287 94.8

strain: Ab4p_attB_delta_ VP22

NC_048828.1 Erwinia phage Henal, complete genome 71 91.5

NC_019929.1 Erwinia phage phiEaH2, complete genome 57 91.2

NC_048198.1 Erwinia phage vB_EhrS_59, complete genome 58 94.8

NC_049342.1 Escherichia phage 500465-1, complete genome 260 95.4

NC_049343.1 Escherichia phage 500465-2, complete genome 255 98.4

NC_049341.1 Escherichia phage 503458, complete genome 759 98.4

NC_049344.1 Escherichia phage 520873, complete genome 339 97.3

NC_070909.1 Escherichia phage Cartapus genome assembly, 234 94.9

complete genome: monopartite

NC_013594.1 Escherichia phage D108, complete genome 632 96.8

NC_050154.1 Escherichia phage D6, complete genome 979 87.7

NC_024125.2 Escherichia phage e11/2, complete genome 314 99.0

NC_054909.1 Escherichia phage EC121, partial genome 731 94.9

NC_049393.1 Escherichia phage ESSI12_ev040 genome assembly, 31 100.0

chromosome: 1
NC_016160.1 Escherichia phage HK75, complete genome 538 96.8
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NC_049948.1 | Escherichia phage Lambda_ev017 genome assembly, 55 92.7
chromosome: 1

NC_049953.1 | Escherichia phage Lambda_ev099 genome assembly, 382 96.1
chromosome: 1

NC_049955.1 | Escherichia phage Lambda_ev243 genome assembly, 502 95.4
chromosome: 1

NC_049917.1 | Escherichia phage Lys12581Vzw, complete genome 183 87.4

NC_070903.1 Escherichia phage P2_AC1 genome assembly, 477 95.8
chromosome: 1

NC_041935.1 Escherichia phage PA28, complete genome 201 96.0

KR233165.1 Escherichia phage PEC04, complete genome 169 99.4

NC_054930.1 Escherichia phage PPO1 DNA, complete sequence 350 97.6

NC_028896.1 Escherichia phage pro147, complete genome 269 99.6

NC_012638.1 Escherichia phage RB14, complete genome 413 90.5

NC_008515.1 Escherichia phage RB32, complete genome 380 98.2

NC_042128.1 Escherichia phage RCS47, complete genome 288 99.3

NC_028927.1 Escherichia phage slur02, complete genome 520 99.6

NC_028780.1 Escherichia phage slur07, complete genome 333 99.4

NC_028448.1 Escherichia phage slurl4, complete genome 1000 98.0

NC_054933.1 Escherichia phage teghad, complete genome 196 100.0

NC_054934.1 Escherichia phage teqskov, complete genome 240 100.0

NC_054912.1 Escherichia phage vB_EcoM_F1, complete genome 360 98.1

NC_054918.1 Escherichia phage vB_EcoM_(G4498, complete 162 100.0

genome
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 89 83.1
genome
NC_054917.1 | Escherichia phage vB_EcoM_G50, complete genome 302 97.4
NC_054924.1 Escherichia phage vB_EcoM_ Lutter, complete 465 98.7

genome
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NC_054916.1 | Escherichia phage vB_EcoM-G28, complete genome 331 99.4
NC_050153.1 Escherichia phage vB_EcoM-R0157¢c2YLVW, 300 97.3
complete genome
NC_031103.1 Escherichia phage vB_EcoM-UFV13, complete 70 92.9
genome

NC_054935.2 Escherichia phage YUEELOQ1, complete genome 200 97.5

NC_049952.1 Escherichia virus Lambda_2B8 genome assembly, 122 87.7
chromosome: 1

NC_049954.1 Escherichia virus Lambda_2G7b genome assembly, 283 96.5
chromosome: 1

NC_049950.1 Escherichia virus Lambda_2H10 genome assembly, 256 99.6
chromosome: 1

NC_049946.1 Escherichia virus Lambda_4A7 genome assembly, 282 95.7
chromosome: 1

NC_070905.1 Escherichia virus P2 genome assembly;, 207 99.5
chromosome: 1

NC_049386.1 Escherichia virus P2_2H1 genome assembly;, 30 100.0
chromosome: 1

NC_049385.1 Escherichia virus P2_2H4 genome assembly;, 31 100.0
chromosome: 1

NC_049387.1 Escherichia virus P2_4B2 genome assembly, 375 98.4
chromosome: 1

NC_049391.1 Escherichia virus P88_4B11 genome assembly, 151 100.0
chromosome: 1

NC_038923.1 Hardy-Zuckermann 4 feline sarcoma virus (H24- 62 96.8

FeSV) kit oncogene
D00835.1 Human immunodeficiency virus 2 proviral DNA, 28 100.0
complete genome

NC_047818.1 Klebsiella phage 4 LV-2017, complete genome 283 95.8

NC_071015.1 Kosakonia phage Kc263, complete genome 77 935

KU697902.1 | Mutant Autographa californica nucleopolyhedrovirus 476 99.4

isolate vAcRev-1, complete genome
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NC_010276.1 Orgyia leucostigma NPV, complete genome 32 96.9
NC_036594.1 Orpheovirus IHUMI-LCC2 genome assembly, 28 100.0
complete genome: monopartite
NC_010393.1 Phage Gifsy-2, complete genome 28 100.0
NC_055831.1 Phage NBEco003, complete genome 184 96.7
NC_048086.1 Proteus phage Stubb, complete genome 39 97.4
NC_022096.1 Pseudomonas phage PaBG, complete genome 78 89.7
NC_011802.1 Salmonella enterica bacteriophage SE1, complete 135 97.0
genome

NC_021782.1 Salmonella phage FSL SP-076, complete genome 42 100.0
NC_049506.1 Salmonella phage moki, complete genome 66 89.4
NC_073196.1 Salmonella phage NBSal006, complete genome 114 96.5
NC_019488.1 Salmonella phage RE-2010, complete genome 139 96.4
NC_031129.1 Salmonella phage SJ46, complete genome 334 94.0
NC_004313.1 Salmonella phage ST64B, complete genome 29 100.0
NC_027344.1 Salmonella phage STML-198, complete genome 77 89.6
NC_049459.1 Salmonella phage SW9, complete genome 33 100.0
NC_054638.1 | Salmonella phage vB_SenS_SB28, complete genome 168 75.6

Z48163.2 Semliki forest virus genomic RNA for non-structural 310 96.8

polyprotein and structural polyprotein, strain A7

A66552.1 Sequence 2 from Patent W09740167 129 79.8
AX453977.1 Sequence 3 from Patent W00200883 124 91.1
NC_054938.1 Serratia phage PhiZZ30, complete genome 165 95.2
NC_054939.1 Shigella phage CM8, complete genome 516 99.0
NC_055713.1 Shigella phage KNP5, genome 251 96.8
NC_025829.1 Shigella phage pSs-1, complete genome 317 99.4
NC_042078.1 Shigella phage Sf24, complete genome 533 94.7
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NC_022749.1 Shigella phage SflV, complete genome 117 95.7
NC_047998.1 Shigella phage Sfin-1, complete genome 174 914
NC_054942.1 Shigella phage SH7, complete genome 189 98.9
NC_015457.1 Shigella phage Shfl2, complete genome 244 99.2
NC_030953.1 Shigella phage SHFML-11, complete genome 194 100.0
NC_031011.1 Shigella phage SHFML-26, complete genome 447 98.2
NC_070850.1 Shigella virus Moo19, complete genome 51 88.2
KY235267.1 Simian retrovirus 2 isolate IFB9578, complete 46 93.5
genome
AB920339.1 | Simian retrovirus 4 proviral DNA, complete genome, 85 84.7
strain: SR415
NC_074405.1 SsRNA phage SRR5466337_3 genomic sequence 124 92.7
NC_074583.1 SsRNA phage SRR5466369 2 genomic sequence 145 84.8
NC_011357.1 Stx2-converting phage 1717, complete prophage 99 96.0
genome
NC_049924.1 Stx2-converting phage Stx2a_F451 proviral DNA, 232 92.2
complete genome
NC_049941.1 | Stx2-converting phage Stx2a_ WGPS2 proviral DNA, 364 94.2
complete genome
KY910011.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 44 97.7
wt/CAN/A10-108/2014/G6P4 structural protein 3-
like gene, complete sequence
KT232076.1 UNVERIFIED_ORG: Enterobacteria phage lambda, 271 93.7
complete genome
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 512 83.2
Isfahan, complete genome
NC_055830.1 Vibrio phage Chester, complete genome 58 84.5
NC_075105.1 White spot syndrome virus, complete genome 28 100.0
NC_042116.1 Yersinia phage fHe-Yen9-04 genome assembly, 84 86.9

complete genome: monopartite
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NC_054943.1 Yersinia phage fPS-2 genome assembly, 311 97.7
chromosome: |

NC_027353.1 Yersinia phage phiD1 complete genome 443 93.7

NC_027404.1 Yersinia phage PST, complete genome 176 97.7

NC_054944.1 Yersinia phage PYPS2T, complete genome 304 97.0

188




EK 2D: RHINOLOPHUS FERRUMEQUINUM ORNEKLERI

Cizelge: RF1.1 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048142.1 Acinetobacter phage AbKT21philll, complete 61 90.2
genome
NC_070956.1 Aeromonas phage LAh10, complete genome 65 95.4
NC_077164.1 Aksy-Durug Melophagus sigmavirus strain 13577, 28 100.0
complete genome
MN609927.1 Avian orthoavulavirus 1 isolate 99 90.9
NDV/duck/Vietnam/HU8-683/2017, complete
genome
MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete 54 94.4
genome
JQ991011.1 Bombyx mori NPV strain Guangxi, complete 30 100.0
genome
FJ751933.1 Citrus exocortis Yucatan viroid isolate 15, complete 252 79.8
genome
KP175581.1 Desmodus rotundus endogenous retrovirus isolate 67 88.1
216, complete genome
NC _027117.1 Desmodus rotundus endogenous retrovirus isolate 105 81.9
824, complete genome
NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 89 88.8
complete sequence
NC_055833.1 Enterococcus phage nattely, complete genome 47 95.7
KU258873.1 Enzootic nasal tumour virus of goats isolate ENTV- 100 84.0
2CHN4, complete sequence
NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 30 100.0
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 30 100.0

chromosome: 1
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NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 72 88.9
genome

NC_049385.1 Escherichia virus P2_2H4 genome assembly;, 28 100.0

chromosome: 1

NC_048798.1 Klebsiella phage Marfa, complete genome 28 100.0

NC_049448.1 Klebsiella phage ST437-OXA245phi4.1, complete 73 91.8
genome

MZ272060.1 Mammarenavirus wenzhouense isolate CH50 60 98.3

glycoprotein and nucleoprotein genes, complete cds

NC_028766.1 Mannheimia phage vB_MhM_3927AP2, complete 239 73.6
genome

NC_023572.1 Mycobacterium phage MichelleMyBell, complete 45 93.3
genome

NC_028091.1 Ostreococcus lucimarinus virus 2 isolate Olv2, 39 92.3

complete genome

U86599.1 Pestivirus type 1 cytopathic genomic RNA, complete 223 90.1
genome

NC_040539.1 Rhinolophus gammaherpesvirus 1 BV1 DNA, 58 91.4

complete genome

NC_049459.1 Salmonella phage SW9, complete genome 35 97.1

NC_041917.1 Serratia phage BF, complete genome 77 85.7

NC_074405.1 SsRNA phage SRR5466337_3 genomic sequence 127 89.8

NC_074583.1 SsRNA phage SRR5466369 2 genomic sequence 178 86.5

NC_028045.1 | Tadarida brasiliensis circovirus 1, complete genome 28 100.0

KU569593.1 Tomato yellow leaf curl Kanchanaburi virus isolate 48 87.5

TH12E1 segment DNA-B, complete sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 250 93.2
Isfahan, complete genome
NC_055830.1 Vibrio phage Chester, complete genome 39 92.3
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Cizelge: RF1.2 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_021247.1 Adoxophyes honmai enomopoxvirus ‘L', complete 34 94.1
genome
NC_048651.1 Aeribacillus phage AP45, complete genome 39 100.0
LC522980.1 Apple chlorotic leaf spot virus VIC10 RNA, 35 97.1
complete genome
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 177 75.7
genome, *** SEQUENCING IN PROGRESS ***,
22 unordered pieces
MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete 82 95.1
genome
LR824489.1 Border disease virus isolate TO_121 04 genome 31 100.0
assembly, complete genome: monopartite
NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 91 96.7
complete sequence
NC_037057.1 Dishui lake phycodnavirus 1, complete genome 32 96.9
KU258873.1 Enzootic nasal tumour virus of goats isolate ENTV- 91 84.6
2CHN4, complete sequence
NC_070873.1 Escherichia phage St11Ph5, complete genome 29 100.0
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 73 90.4
genome
NC_054922.1 | Escherichia phage vB_EcoM_KAWI1E185, complete 36 97.2
genome
NC_049386.1 Escherichia virus P2_2H1 genome assembly, 36 94.4
chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly;, 31 100.0
chromosome: 1
KC440852.1 Human herpesvirus 4 strain K4123-MiEBV, partial 65 87.7
genome
NC_014767.1 Micromonas sp. RCC1109 virus MpV1, complete 41 90.2

genome
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MN295684.1 Orthohantavirus jejuense strain 17-39 segment S, 28 100.0
complete sequence

NC_028091.1 Ostreococcus lucimarinus virus 2 isolate Olv2, 28 100.0
complete genome

KY358788.1 Small ruminant lentivirus isolate USMARC- 36 97.2

199906011-2, complete genome
NC_043382.1 Snyder-Theilen feline sarcoma virus genomic 53 96.2
sequence

NC_028045.1 | Tadarida brasiliensis circovirus 1, complete genome 36 94.4

NC_075136.1 Tetraselmis virus 1, complete genome 29 100.0

NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 330 82.7

Isfahan, complete genome
NC_002331.1 Xestia c-nigrum granulovirus, complete genome 28 100.0
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Cizelge: RF1.3 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048142.1 Acinetobacter phage AbKT21philll, complete 66 92.4
genome
MK139294.1 Adeno-associated virus isolate 176 85.2
CHC2806_AAV.FL.linear, complete genome
MN609927.1 Avian orthoavulavirus 1 isolate 86 95.3
NDV/duck/Vietnam/HU8-683/2017, complete
genome
NC_075036.1 Bodo saltans virus strain NG1, complete genome 30 100.0
LR824489.1 Border disease virus isolate TO_121 04 genome 37 91.9
assembly, complete genome: monopartite
NC_079139.1 Cotonvirus japonicus DNA, complete genome 28 100.0
NC_018454.1 Cronobacter phage phiES15, complete genome 277 88.1
NC_043313.1 | Diolcogaster facetosa bracovirus clone BAC 14G12, 36 100.0
complete sequence
NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 55 92.7
complete sequence
NC_049943.1 Enterobacteria phage 2851, complete genome 148 98.0
NC_004813.1 Enterobacteria phage BP-4795, complete genome 844 99.2
NC_022750.1 Enterobacteria phage fiAA91-ss, complete genome 796 98.0
NC_019768.1 Enterobacteria phage HK106, complete genome 138 90.6
NC_002730.1 Enterobacteria phage HK620, complete genome 61 100.0
NC_019706.1 | Enterobacteria phage mEp043 c-1, complete genome 269 100.0
NC_019716.1 Enterobacteria phage mEp460, complete genome 272 98.5
AF234173.1 Enterobacteria phage P1 mod1902::1S5 ¢1.100 rev 765 99.3
dmt(del)MB mutant, complete genome

NC_026014.1 Enterobacteria phage P88, complete genome 271 945
NC_003356.1 Enterobacteria phage phiP27, complete genome 148 89.2
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NC_028656.1 Enterobacteria phage VT2phi_272, complete 140 97.9
sequence
KU258873.1 Enzootic nasal tumour virus of goats isolate ENTV- 99 82.8
2CHN4, complete sequence
NC_049342.1 Escherichia phage 500465-1, complete genome 221 98.6
NC_049343.1 Escherichia phage 500465-2, complete genome 277 97.8
NC_049341.1 Escherichia phage 503458, complete genome 238 98.3
NC_049344.1 Escherichia phage 520873, complete genome 104 98.1
NC_050154.1 Escherichia phage D6, complete genome 28 100.0
NC_016158.1 Escherichia phage HK639, complete genome 134 89.6
NC_016160.1 Escherichia phage HK75, complete genome 189 97.9
NC_049948.1 | Escherichia phage Lambda_ev017 genome assembly, 185 95.1
chromosome: 1
NC_049953.1 | Escherichia phage Lambda_ev099 genome assembly, 315 94.9
chromosome: 1
NC_027364.1 Escherichia phage PBECO 4, complete genome 31 100.0
NC_007804.2 Escherichia phage phiV10, complete genome 484 95.2
NC_028896.1 Escherichia phage prol47, complete genome 239 100.0
NC_019445.1 Escherichia phage TL-2011b, complete genome 525 96.9
NC_019442.1 Escherichia phage TL-2011c, complete genome 358 91.0
NC_049466.2 Escherichia phage vB_EcoM_4HA13, complete 50 92.0
genome
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 71 87.3
genome
NC_049952.1 Escherichia virus Lambda_2B8 genome assembly, 231 99.6
chromosome: 1
NC_049954.1 Escherichia virus Lambda_2G7b genome assembly, 130 95.4
chromosome: 1
NC_049946.1 Escherichia virus Lambda_4A7 genome assembly, 746 93.3

chromosome: 1
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NC_070904.1 Escherichia virus P2 genome assembly, 151 100.0
chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly;, 31 100.0
chromosome: 1

NC_076728.1 | Euproctis digramma nucleopolyhedrovirus, complete 41 92.7
genome

AY510475.1 Gallid herpesvirus 2 clone Md11BAC replication 116 88.8

intermediate, complete genome

NC_029073.1 Geobacillus virus E3, complete genome 28 100.0

NC_048018.1 Gordonia phage Apricot, complete genome 54 96.3

NC_073022.1 Hafnia phage yongl, complete genome 140 79.3

NC_038553.1 Heterosigma akashiwo virus 01 isolate HaV53, 29 100.0

complete genome

MG298870.1 | Human gammaherpesvirus 4 isolate JC_V005, partial 29 100.0
genome

KC440852.1 Human herpesvirus 4 strain K4123-MIiEBV, partial 65 87.7
genome

NC_047818.1 Klebsiella phage 4 LV-2017, complete genome 105 93.3

NC_055748.1 Klebsiella phage Mineola, complete genome 166 93.4

NC_049453.1 Klebsiella phage ST13-0XA48phil2.1, complete 267 84.3
genome

NC_049451.1 Klebsiella phage ST147-VIM1phi7.1, complete 150 88.0
genome

NC_071015.1 Kosakonia phage Kc263, complete genome 79 93.7

NC_043129.1 Micromonas pusilla virus SP1, complete genome, 29 100.0

*** SEQUENCING IN PROGRESS ***, 2
unordered pieces
NC_036594.1 Orpheovirus IHUMI-LCC2 genome assembly, 28 100.0
complete genome: monopartite
NC_019522.1 Pectobacterium phage ZF40, complete genome 154 82.5
NC_010393.1 Phage Gifsy-2, complete genome 28 100.0
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LR812930.1 Porcine epidemic diarrhea virus isolate 56 98.2
GER/L03208/2019 genome assembly, complete
genome: monopartite
NC_077221.1 Prymnesium kappa virus genome assembly, 28 100.0
chromosome: 1
NC_028999.1 Pseudomonas phage PhiPA3, complete genome 92 83.7
NC_061432.1 Pseudomonas phage YMC12/01/R24, complete 126 81.0
genome

NC_031940.1 Salmonella phage 118970 sal3, complete genome 476 93.5

NC_070911.1 Salmonella phage BIS20, complete genome 176 84.7

NC_021857.1 Shigella phage Sfll, complete genome 239 98.3

NC_074405.1 SSRNA phage SRR5466337_3 genomic sequence 136 100.0

NC_074583.1 SsRNA phage SRR5466369 2 genomic sequence 204 97.1

NC_004587.1 Streptococcus prophage 315.4, complete genome 109 82.6

NC_011357.1 Stx2-converting phage 1717, complete prophage 283 96.8

genome

AP012529.1 Stx2-converting phage Stx2a_F403 proviral DNA, 195 98.5
complete genome

NC_049941.1 | Stx2-converting phage Stx2a_ WGPS2 proviral DNA, 222 95.0
complete genome

NC_049945.1 | Stx2-converting phage Stx2a_ WGPS6 proviral DNA, 150 98.0
complete genome

MZ409726.1 UNVERIFIED_CONTAM: Squash mosaic virus 28 100.0

isolate 11 2014 genomic sequence

KT232076.1 UNVERIFIED_ORG: Enterobacteria phage lambda, 150 97.3
complete genome

NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 159 91.8

Isfahan, complete genome
NC_055830.1 Vibrio phage Chester, complete genome 39 92.3
NC_070913.1 | VYersinia phage vB_YenM_42.18, complete genome 121 91.7
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Cizelge: RF2.1 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048142.1 Acinetobacter phage AbKT21philll, complete 55 89.1
genome
MN609927.1 Avian orthoavulavirus 1 isolate 99 90.9
NDV/duck/Vietnam/HU8-683/2017, complete
genome
HMO004430.1 Bathycoccus sp. RCC1105 virus BpV2, complete 30 100.0
genome
NC_032111.1 BeAn 58058 virus, complete genome 220 83.2
MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete 82 95.1
genome
LR824489.1 Border disease virus isolate TO_121 04 genome 37 94.6
assembly, complete genome: monopartite
MF770979.1 Broad bean wilt virus 1 isolate UL1 segment RNA1, 42 95.2
complete sequence
NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 86 96.5
complete sequence
KU258873.1 Enzootic nasal tumour virus of goats isolate ENTV- 100 84.0
2CHN4, complete sequence
NC_049948.1 | Escherichia phage Lambda_ev017 genome assembly, 48 89.6
chromosome: 1
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 35 97.1
genome
NC_054922.1 | Escherichia phage vB_EcoM_KAWI1E185, complete 69 82.6
genome
NC_049386.1 Escherichia virus P2_2H1 genome assembly;, 36 94.4
chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly;, 28 100.0
chromosome: 1
NC_077067.1 Fadolivirus 1 strain FV1/VV64, partial genome 41 92.7
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AY510475.1 Gallid herpesvirus 2 clone Md11BAC replication 160 88.8
intermediate, complete genome
L11456.1 Human T-cell lymphotropic virus type 11, complete 36 100.0
proviral genome of isolate G12
NC_047918.1 Lactobacillus phage Satyr, complete genome 29 100.0
JX885207.1 Megavirus Iba isolate LBA111, complete genome 28 100.0
NC_043129.1 Micromonas pusilla virus SP1, complete genome, 29 100.0
*** SEQUENCING IN PROGRESS ***, 2
unordered pieces
NC_036594.1 Orpheovirus IHUMI-LCC2 genome assembly, 30 100.0
complete genome: monopartite
NC_074405.1 SSRNA phage SRR5466337_3 genomic sequence 127 89.0
NC_048804.1 Stenotrophomonas phage Mendera, complete 72 90.3
genome
NC_028045.1 | Tadarida brasiliensis circovirus 1, complete genome 39 92.3
KU569593.1 Tomato yellow leaf curl Kanchanaburi virus isolate 48 87.5
TH12E1 segment DNA-B, complete sequence
MZ364298.1 UNVERIFIED: Beak and feather disease virus strain 29 100.0
BFDV/S10/AUS, complete genome
KY910011.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 30 100.0
wt/CAN/A10-108/2014/G6P4 structural protein 3-
like gene, complete sequence
MZ409726.1 UNVERIFIED_CONTAM: Squash mosaic virus 43 90.7
isolate 11 2014 genomic sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 108 93.5

Isfahan, complete genome
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Cizelge: RF2.2 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_048142.1 Acinetobacter phage AbKT21philll, complete 68 86.8
genome
MW?773844.1 Betacoronavirus 1 strain GCCDC4, complete 44 100.0
genome
LR824489.1 Border disease virus isolate TO_121 04 genome 29 100.0
assembly, complete genome: monopartite
MH806438.1 Bovine viral diarrhea virus 2 isolate McCart_c, 75 94.7
complete genome
FJ751933.1 Citrus exocortis Yucatan viroid isolate 15, complete 111 84.7
genome
NC_079139.1 Cotonvirus japonicus DNA, complete genome 29 100.0
HQ420893.1 Cowpox virus strain Finland_2000_MAN, complete 28 100.0
genome
KP188543.1 Dengue virus 1 isolate DENV1 BR/SJRP/484/2012, 59 88.1
complete genome
NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 91 96.7
complete sequence
KU258873.1 Enzootic nasal tumour virus of goats isolate ENTV- 100 84.0
2CHN4, complete sequence
MK593462.1 Equine infectious anemia virus isolate Bau Gard co, 64 85.9
complete genome
NC_070873.1 Escherichia phage St11Ph5, complete genome 29 100.0
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 64 92.2
genome
NC_054922.1 | Escherichia phage vB_EcoM_KAW1E185, complete 44 93.2
genome
DQ530348.1 Gallid herpesvirus 2 strain CV1988, complete 37 97.3
genome
KU050077.1 Glossina pallidipes salivary gland hypertrophy virus 31 96.8

strain Ethiopian, complete genome
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KC440852.1 Human herpesvirus 4 strain K4123-MiEBV, partial 65 87.7
genome
KJ361949.1 Human herpesvirus 5 strain 2CEN30, complete 28 100.0
genome
NC_028091.1 Ostreococcus lucimarinus virus 2 isolate Olv2, 28 100.0
complete genome
NC_021331.1 Shigella phage pSf-1, complete genome 28 100.0
NC_070850.1 Shigella virus Moo19, complete genome 49 95.9
NC_018476.1 Simbu virus RdRp gene for RNA-dependent RNA 37 100.0
polymerase, segment L, genomic RNA, isolate SA
Ar 53
NC_028045.1 | Tadarida brasiliensis circovirus 1, complete genome 36 94.4
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 361 87.3
Isfahan, complete genome
V01170.1 Y73 sarcoma virus complete genome, genomic RNA 159 84.3
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Cizelge: RF2.3 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_076969.1 Acanthamoeba castellanii medusavirus DNA, 110 90.0
complete sequence
NC_020104.1 Acanthamoeba polyphaga moumouvirus, complete 96 83.3
genome
NC_048142.1 Acinetobacter phage AbKT21philll, complete 65 90.8
genome
NC_049494.1 Acinetobacter phage vB_AbaM_PhT2, complete 82 81.7
genome
NC_054465.1 Aeromonas phage 2_D05, complete genome 180 75.0
NC_048773.1 Aeromonas phage 4_4572, complete genome 34 100.0
NC_070956.1 Aeromonas phage LAh10, complete genome 63 90.5
NC_070999.1 Aeromonas phage pAEv1810, complete genome 87 83.9
NC_070849.1 Alcaligenes phage vB_AfaP_QDWS595, complete 46 91.3
genome
MK913782.1 Alfalfa mosaic virus isolate 295 segment RNA1, 126 83.3
complete sequence
LC522980.1 Apple chlorotic leaf spot virus VIC10 RNA, 36 97.2
complete genome
MN609927.1 Avian orthoavulavirus 1 isolate 99 94.9
NDV/duck/Vietnam/HUB8-683/2017, complete
genome
NC_049960.1 Bacillus phage Harambe, complete genome 28 100.0
NC_028788.1 Bacteriophage Diva, complete genome 52 94.2
NC_055828.1 Bacteroides phage crAss002, complete genome 97 88.7
LR824489.1 Border disease virus isolate TO_121 04 genome 38 94.7
assembly, complete genome: monopartite
AY526908.1 Bordetella phage BMP-1, complete genome 101 81.2
NC_009235.2 Burkholderia phage phi644-2, complete genome 29 100.0
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NC_048047.1 Caulobacter phage CcrBL9, complete genome 40 97.5
NC_048048.2 Caulobacter phage CcrSC, complete genome 56 89.3
FJ751933.1 Citrus exocortis Yucatan viroid isolate 15, complete 252 85.3
genome
NC_055772.1 Corynebacterium phage Kimchil738, complete 51 92.2
genome
NC_055894.1 CrAssphage cr6_1, complete genome 31 100.0
KP188543.1 Dengue virus 1 isolate DENV1 BR/SJRP/484/2012, 33 97.0
complete genome
NC_012635.1 Enterobacteria phage RB51, complete genome 71 84.5
NC_003444.1 Enterobacteria phage SfV, complete genome 62 88.7
NC_016570.1 Escherichia phage Cbal20, complete genome 28 100.0
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 83 86.7
chromosome: 1
NC_049948.1 | Escherichia phage Lambda_ev017 genome assembly, 45 91.1
chromosome: 1
NC_052658.1 Escherichia phage nepoznato, complete genome 29 100.0
NC_049385.1 Escherichia virus P2_2H4 genome assembly, 31 100.0
chromosome: 1
MT279193.1 Garlic virus D isolate GarVD_BR, complete genome 77 97.4
NC_070763.1 Gordonia phage Forza, complete genome 59 84.7
NC_001697.1 Haemophilus phage HP1 strain HP1c1, complete 52 94.2
genome
KC440852.1 Human herpesvirus 4 strain K4123-MIiEBV, partial 65 87.7
genome
NC_049451.1 Klebsiella phage ST147-VIM1phi7.1, complete 218 82.6
genome
NC_048694.1 Klebsiella phage vB_Kpn_F48, complete genome 67 88.1
NC_043129.1 Micromonas pusilla virus SP1, complete genome, 28 100.0

**% SEQUENCING IN PROGRESS ***, 2
unordered pieces
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NC_031020.1 Morganella phage vB_MmoM_MP1, complete 56 92.9
genome
NC_042337.1 Mycobacterium virus Astro, complete genome 73 91.8
NC_020201.1 Pectobacterium phage phiTE, complete genome 28 100.0
NC_019522.1 Pectobacterium phage ZF40, complete genome 29 100.0
NC_073679.1 Pseudomonas phage Kremar, complete genome 40 95.0
NC_010811.2 Ralstonia phage RSL1, complete genome 82 915
MW174758.1 Saccharomyces cerevisiae virus L-A strain ScV- 30 100.0
LAlus4, complete genome
NC_013059.1 Salmonella phage c341, complete genome 146 89.7
NC_041996.1 Serratia phage CHI14, complete genome 57 93.0
NC_070850.1 Shigella virus Moo19, complete genome 49 95.9
NC_074405.1 SsRNA phage SRR5466337_3 genomic sequence 117 84.6
NC_048804.1 Stenotrophomonas phage Mendera, complete 142 80.3
genome
NC_049941.1 | Stx2-converting phage Stx2a_ WGPS2 proviral DNA, 87 82.8
complete genome
NC_055719.1 Synechococcus phage S-H35, complete genome 75 89.3
NC_070961.1 Synechococcus phage S-H9-1, complete genome 34 97.1
NC_015289.1 Synechococcus phage S-SSM5, complete genome 53 92.5
KM972720.1 Tete virus strain SaAn 3518 glycoprotein precursor, 117 95.7
gene, complete cds
NC_062780.1 Uncultured phage cr13_1, complete genome 64 82.8
NC_062771.1 Uncultured phage cr99_1, complete genome 94 80.9
KY910011.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 55 98.2
wt/CAN/A10-108/2014/G6P4 structural protein 3-
like gene, complete sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 212 94.8

Isfahan, complete genome
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Cizelge: RF3.1 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik (%0)
Numarasi Uzunlugu
(bg)
NC_008724.1 Acanthocystis turfacea Chlorella virus 1, complete 46 91.3
genome
NC_041997.1 Acidovorax phage ACP17, complete genome 50 92.0
NC_070956.1 Aeromonas phage LAh10, complete genome 79 91.1
LC522980.1 Apple chlorotic leaf spot virus VIC10 RNA, complete 36 97.2
genome
MN609927.1 Avian orthoavulavirus 1 isolate 87 88.5
NDV/duck/Vietnam/HUB8-683/2017, complete genome
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 175 85.1
genome, *** SEQUENCING IN PROGRESS ***, 22
unordered pieces
NC_023719.1 Bacillus phage G, complete genome 32 96.9
NC_004827.1 Bacteriophage Aaphi23, complete genome 28 100.0
NC_055826.1 Bacteriophage DSS3_VP1, complete genome 79 88.6
NC_032111.1 BeAn 58058 virus, complete genome 237 86.1
MW773844.1 Betacoronavirus 1 strain GCCDC4, complete genome 54 92.6
NC_048047.1 Caulobacter phage CcrBL9, complete genome 69 85.5
AY513268.1 Citrus exocortis viroid, complete genome 75 89.3
FJ751933.1 Citrus exocortis Yucatan viroid isolate 15, complete 252 79.8
genome
AP008984.1 Cyprinid herpesvirus 3 DNA, complete genome, 34 97.1
strain: TUMST1
KP188543.1 Dengue virus 1 isolate DENV1 BR/SJRP/484/2012, 58 87.9
complete genome
KP175581.1 Desmodus rotundus endogenous retrovirus isolate 216, 467 71.1
complete genome
NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 81 97.5

complete sequence
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KU258873.1 Enzootic nasal tumour virus of goats isolate ENTV- 96 81.3
2CHN4, complete sequence
KM924294.1 Equid herpesvirus 2 strain G9/92, complete genome 47 93.6
NC_048807.1 Erwinia phage pEp_SNUABM _01, complete genome 43 90.7
NC_049393.1 Escherichia phage ESSI2_ev040 genome assembly, 29 100.0
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 31 100.0
chromosome: 1
NC_049948.1 Escherichia phage Lambda_ev017 genome assembly, 31 100.0
chromosome: 1
NC_049949.1 Escherichia phage Lambda_ev207 genome assembly, 30 100.0
chromosome: 1
NC_054919.1 Escherichia phage vB_EcoM_G4507, complete 66 89.4
genome
NC_054922.1 Escherichia phage vB_EcoM_KAWZ1E185, complete 68 89.7
genome
NC_049386.1 Escherichia virus P2_2H1 genome assembly, 40 92.5
chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly, 30 100.0
chromosome: 1
NC_001697.1 Haemophilus phage HP1 strain HP1c1, complete 80 98.8
genome
NC_019455.1 Haemophilus phage SuMu, complete genome 70 88.6
NC_038668.1 harvey murine sarcoma virus p21 v-has protein gene 84 90.5
NC_015718.1 Helicoverpa armigera densovirus, complete genome 206 99.5
NC_004156.2 Helicoverpa zea nudivirus 2, complete genome 28 100.0
MG298870.1 Human gammaherpesvirus 4 isolate JC_\005, partial 38 100.0
genome
KC440852.1 Human herpesvirus 4 strain K4123-MiEBV, partial 65 87.7
genome
KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 28 100.0
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D00835.1 Human immunodeficiency virus 2 proviral DNA, 43 93.0
complete genome
NC_001596.1 Human papillomavirus type 9, complete genome 28 100.0
L11456.1 Human T-cell lymphotropic virus type 11, complete 36 100.0
proviral genome of isolate G12
NC_048873.1 Klebsiella phage KpS8, complete genome 90 85.6
NC_049448.1 Klebsiella phage ST437-OXA245phi4.1, complete 380 83.4
genome
KU746283.1 Mammarenavirus guanaritoense isolate CVH-960201 228 97.8
segment L, complete sequence
MZ272060.1 Mammarenavirus wenzhouense isolate CH50 60 98.3
glycoprotein and nucleoprotein genes, complete cds
NC_028853.1 Mannheimia phage vB_MhS_535AP2, complete 1166 72.9
genome
NC_028743.1 Mannheimia phage vB_MhS_587AP2, complete 478 83.1
genome
NC_075367.1 Megavirus baoshan strain SH, complete genome 127 79.5
NC_014767.1 Micromonas sp. RCC1109 virus MpV1, complete 41 92.7
genome
MH118555.1 Murid betaherpesvirus 1 isolate s09_sk3086, complete 29 100.0
genome
NC_023572.1 Mycobacterium phage MichelleMyBell, complete 45 93.3
genome
MF289414.1 Orthonairovirus haemorrhagiae isolate 813040 UAE 151 90.1
segment L, complete sequence
NC_028091.1 Ostreococcus lucimarinus virus 2 isolate Olv2, 39 92.3
complete genome
NC_044937.1 Paramecium bursaria Chlorella virus CVA-1, partial 28 100.0
genome
NC_008193.1 Pasteurella phage F108, complete genome 62 95.2
NC_075034.1 Powai lake megavirus isolate 1, complete genome 28 100.0
NC_028762.1 Proteus phage vB_PmiM_Pm5461, complete genome 112 76.8
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NC_054462.1 Ralstonia phage Adzire, complete genome 29 100.0
NC_073475.1 Rhodococcus phage Mbo4, complete genome 38 97.4
NC_004313.1 Salmonella phage ST64B, complete genome 32 100.0
NC_027344.1 Salmonella phage STML-198, complete genome 74 95.9
NC_041917.1 Serratia phage BF, complete genome 77 85.7
NC_031218.1 Shayang Spider Virus 1 strain SYZZ-4 glycoprotein 34 97.1
precursor (G) gene, complete cds
MG554409.1 Small ruminant lentivirus isolate SRLVV009, complete 31 96.8
genome
NC_043382.1 Snyder-Theilen feline sarcoma virus genomic 142 94.4
sequence
NC_074405.1 SsRNA phage SRR5466337_3 genomic sequence 133 85.7
NC_074583.1 SsRNA phage SRR5466369 2 genomic sequence 301 87.7
NC_048804.1 Stenotrophomonas phage Mendera, complete genome 56 96.4
NC_028045.1 Tadarida brasiliensis circovirus 1, complete genome 35 97.1
EF420157.1 Tanapox virus isolate TPV-RoC, complete genome 31 100.0
NC_002794.1 Tupaiid herpesvirus 1, complete genome 30 100.0
NC_062767.1 Uncultured phage cr149 1, complete genome 28 100.0
KY910011.1 UNVERIFIED: Rotavirus C isolate RVC/Pig- 55 92.7
wt/CAN/A10-108/2014/G6P4 structural protein 3-like
gene, complete sequence
KT232076.1 UNVERIFIED_ORG: Enterobacteria phage lambda, 216 100.0
complete genome
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 162 80.9
Isfahan, complete genome
NC_042094.1 Vibrio phage Ceto, complete genome 82 89.0
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Cizelge: RF3.3 BLAST Eslesmesi

NCBI Erisim Geneious Eslesmesi Dizi Benzerlik
Numarasi Uzunlugu (%)
(bg)
NC_055235.1 Baboon cytomegalovirus OCOM4-37, complete 213 77.5
genome, *** SEQUENCING IN PROGRESS ***,
22 unordered pieces
MW773844.1 Betacoronavirus 1 strain GCCDC4, complete 81 95.1
genome
NC_028094.1 Chrysochromulina ericina virus isolate CeV-01B, 39 92.3
complete genome
KP188543.1 Dengue virus 1 isolate DENV1 BR/SJRP/484/2012, 32 100.0
complete genome
NC_043329.1 Diolcogaster facetosa bracovirus segment 29, 91 90.1
complete sequence
KU258873.1 Enzootic nasal tumour virus of goats isolate ENTV- 100 83.0
2CHN4, complete sequence
NC_019929.1 Erwinia phage phiEaH2, complete genome 60 93.3
NC_049343.1 Escherichia phage 500465-2, complete genome 37 97.3
NC_049341.1 Escherichia phage 503458, complete genome 30 100.0
NC_049394.1 Escherichia phage ESSI2_ev129 genome assembly, 52 88.5
chromosome: 1
NC_049392.1 Escherichia phage ESSI2_ev239 genome assembly, 72 90.3
chromosome: 1
NC_049386.1 Escherichia virus P2_2H1 genome assembly;, 36 94.4
chromosome: 1
NC_049385.1 Escherichia virus P2_2H4 genome assembly, 32 100.0
chromosome: 1
NC_015718.1 Helicoverpa armigera densovirus, complete genome 167 100.0
MF994818.1 Human betaherpesvirus 6A strain CO4, partial 31 100.0
genome
KC440852.1 Human herpesvirus 4 strain K4123-MiEBV, partial 65 87.7

genome
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KF558370.1 Human herpesvirus 7 isolate UCL-1, partial genome 39 94.9

D00835.1 Human immunodeficiency virus 2 proviral DNA, 28 100.0
complete genome

MN161849.1 Jaagsiekte sheep retrovirus strain DL37, complete 88 86.4

genome
NC_071015.1 Kosakonia phage Kc263, complete genome 73 94.5
NC_028973.1 Lagomorph bocaparvovirus 1 strain LBoV 36 97.2
160/01/1TA, complete genome
NC_076319.1 MAG: Genomoviridae sp. isolate ctij207, complete 29 100.0
genome
NC_039048.1 Miniopterus schreibersii bat bocaparvovirus strain 273 77.3
str24 NS1 (NS1) gene, complete cds

NC_042313.1 Mycobacterium virus JoeDirt, complete genome 41 95.1

NC_028091.1 Ostreococcus lucimarinus virus 2 isolate Olv2, 32 96.9
complete genome

NC_037666.1 Pandoravirus neocaledonia, complete genome 36 100.0

CQ964469.1 Sequence 1 from Patent W02004104032 55 92.7

NC_021857.1 Shigella phage Sfll, complete genome 269 100.0

MG679374.1 Sindbis virus strain Kyzylagach LEIV-65A, 62 98.4
complete genome

NC_074405.1 SsRNA phage SRR5466337_3 genomic sequence 114 86.0

NC_028045.1 | Tadarida brasiliensis circovirus 1, complete genome 36 94.4

NC_076336.1 UNVERIFIED: Bat gemycircularvirus isolate 211 90.0

DXHLS6, complete genome
MZ409726.1 UNVERIFIED_CONTAM: Squash mosaic virus 28 100.0
isolate 11 2014 genomic sequence
NC_041925.1 UNVERIFIED_ORG: Proteus phage VB_PmiS- 362 85.9

Isfahan, complete genome
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Molecular analysis of mucilage formation at Aegean
Sea via metabarcoding
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Abstract

Marine mucilage is a visible, viscoelastic layer found on the oceans and it
is made up from organic compounds released by marine organisms. The
composition of marine mucilage changes over time; however, it main-
ly contains various types of microorganisms like bacteria, viruses, and
microscopic eukaryotes. Even though mucilage itself is harmless. it is a
suitable source for bacteria and viruses to retain. The high abundance
of prokaryotes and viruses is resulted from ability of mucilage to entrap
surrounding free bacteria and viruses in the water column. The pres-
ence of mucilage has been previously reported in the Adriatic Sea, the
Tyrrhenian Sea, along the southern coast of Sicily, in the lonian Sea and
in Greece. Prior to the current mucilage event in Turkey, mucilage was
observed in the northwest Mediterranean, Aegean Sea, Marmara Sea
and Canakkale Strait-originated mucilage events have been reported
{Ozalp, 2021.; Savun-Hekimoglu & GaziOglu, 2021).

Identification of the mucilage composition is important to identify
which microbial communities are abundant and to examine poten-
tial marine diseases that affect almost all organisms. For this purpose,
eDNA metabarcoding offers quick, reliable, and diverse advantages In
this study, mucilage samples taken from Bandwma Bay are subjected to
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eDNA metabarcoding by using 165 ribosomal RNA and 185 ribosomal
RNA regions to identify bacterial and eukaryotic diversity, respectively.
Water collected from surrounding water of mucilage area was subjected
o filtration by wsing capsule [lters and DNA extraction was performed
from this hlter with DNeasy Blood & Tissue kit. The 16sV3 and 185V4
DNA barcode regions were amplified by PCR. The PCR products were
indexed via adapter ligation protocol for a pair ended 300K read per
sarmple on an Hllumina Nextseq 550 platform. According to the resulls,
the main species that cause mucilage such as G. fragilis, 1 harveyi, and C.
closterium were found.
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Abstract

As a result of ongoing global changes, a dramatic and parallel decline
in pollinators and animal pollinated plant species have been observed
worldwide. It is urgently necessary to understand the responses of polli-
nation networks to these declines in order to diagnose the risks to which
ecosystems may be exposed, as well as to design and evaluate the effec-
tiveness of conservation actions Identifying pollen grains by their DNA
is an approach that has gained currency in ecological studies over the
past decade and is now seen as an alternative or complementary to mi-
croscopic palynological analysis (Galliot et al., 2017).

In June 2020, a two-week sampling was carried out with the Malaise
trap in Bozalan, Turkey. This date is a period when insects were active
in the region. After the morphological observations of the insects col-
lected in the trap, each individual was photographed one by one. It was
homogenized as mixed and DNA isolation was performed. At this stage,
it was done to reach the genetic material of each individual. PCR reac-
tions were carried oul with primers specific for the 165 region for in-
sects and with primers specific for the traL region for pollen (Elbrecht
et al. 2016). Positive PCR results of both plants and insects were ob-
tained from the mixed DNA samples Pollen is thought to come from
pollen carried by insects. Then, as a result of bioinformatic analvsis of
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the samples sequenced on the NextSeq 500 device, the plant species
belonging to the region were determined and the species were listed,
The results provide insights into building a network of insects and the
pollen they carry. It also provides information about the plant diver-
sity existing in the ecosystem. In order Lo extract a species-specific
pollination network, it may be possible to achieve results by making
modifications to this protocol.

References
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Beisel, E. Caissac, F. Boyer and F. Leese (2016). Testing the potential of a ribo-
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