SCIENCE PROJECT

Gymnogobius isaza

NAX A TARITATRITED
EBEHOBEAREAY Y DREE

~DNA/{—:|_7__\\’(.~/7\\EA|[:J:6 {%nbniﬂz'\'




SUSTAINABLE KK
DEVELOPMENT

1 BOENXE 1 R
F55 55

EYEHRIEET =9I

% »’h;g?;*é% SR=ay o EAII=N0))
’ FEE=M
1755 i
175
B REREST §ﬁ
3,0005f& E ItYl
~1{EFE Ll E Science




waoan SR T EhSHEETS
| ART | IRIE7RAA R
taxonom 1 RS ~
d | ERERERE
|

M. o> 4 | \
AN

1 R SHEEE QML E R D
EYRBFOERRLGRALXILAL&Y—ILOBERPBE !




INAATAI T4 A Bioinformatics

g [ @R 15 8RR} 5
DNA ~ Life Science Information Science

Gymnogohius_uroteana GTAGGTGGAACTCTTGTCOAA TGAA TTT GAGGAGGT TTCTCAGTAGATAATGCTACCCTT BO .
Gvmnogohius_isaza GTAGGAGGAACTCTTGTTCAL TGAA TTTGAGGGGECTTCTCAGTAGATAATGCCACCCTT BO i y Lo -
FREEE PREREEREREE REEREEROOEEEGE BE RERRORLORRRRRNGy LRy ﬁf"-"‘{} !

Gyunogohius_uroteana  ACACGATTTTTTGCATTTCATTTTCTTCTCCCOTTTGRGATTCTTGCCGCTAGCCTTCTG 120 el v
Gyinogobius_isaza ACACGATTTTTTGCATTTCATTTTCTACTTCCCTTTGTAGTTCTTGOTGCTACCCTTCTG 120 T L Oy " it : Gymnogobius isaza

Gymnogohius_uroteana CATCTTCTTTTCTTACATGAAACT GGCTCARAT AR CODAGCAGGATTARACT COGATGCC 180
Gvmnogohius_isaza CATCTTCTTTTCTTACATGAAACTGGCTCARAT AR CODGGOAGGCTTARACT COGATGEC 180
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BLAST

Basic Local Alignment Search Tool
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Gynnogobius_uroteana GTAGGTGGAACTCTTGTCOAATGAATTTGAGGAGGT TTCTCAGTAGATAATGCTACCCTT 60
Gymnogobius_isaza GTAGGAGGAACTCTTGTTCAATGAATTTGAGGGGGCTTCTCAGTAGATAATGCCACCCTT 60
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BLAST

Basic Local Alignment
Search Tool

m} U.5. Nalional Library of Medicine
Hetiorad Canter for Bovsdmclogy Inforresion

ELAST ® » blastn suite
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>Gymnogobius uroteana
1 gtaggtggaa ctcttgtcca atgaatttga ggaggtttct cagtagataa tgctaccctt
61 acacgatttt ttgcatttca ttttcttctc ccctttggga ttcttgccgce tacccttctg

121 catcttcttt tcttacatga aactggctca aataacccag caggattaaa ctccgatgcec
181 gacaaaatcc cctttcaccc ctacttttcc tataaagatc ttcttggctt tgcccttata
241 ctcctagccc tcgectecct tgeacttttt tccectaatt accttggaga tcctgacaat
301 tttatccetg caaacccgct tgttactcct ccccacatta agccagagtg atatttcctt
361 tttgcatatg ctattcttcg ttccatccct aacaagctag gaggagttct agccctcctt
421 gcttccattt tggtactact ccttgtccct cttctacata cgtcaaaaca acgtagtttg
481 accttccgcec cagtttctca atttctcttc tgagceccttg tagcagatgt acttattcta
541 acttgaattg gaggcatacc tgttgaacac ccgtacatta ttatiggaca aattgcatcc
601 ttcatctact tctccatttt tcttg

>Gymnogobius isaza
1 gtaggaggaa ctcttgttca atgaatttga gggggcttct cagtagataa tgccaccctt

61 acacgatttt ttgcatttca ttttctactt ccctttgtag ttcttgctgc tacccttctg

121 catcttcttt tcttacatga aactggctca aataacccgg caggcttaaa ctccgatgec
181 gacaaaatcc cctttcaccc ttacttttcg tataaagatc ttcttggctt tgcccttata
241 ctcctagccc tcgectecect tgeacttttt tccectaact acctcggaga tcctgacaac
301 tttacccctg caaacccact tgtcactcce ccccacatta aaccagagtg atattttctt
361 tttgcatatg ctattcttcg ttctatccct aacaagctag gaggagtgct agctctectt
421 gcttctatct tagtactact ccttgtccct cttctgcata catcaaaaca acgaagtttg
481 accttccgcec cagtttctca attcctcttc tgaacccttg tagcagatgt actcattcta
541 acttgaattg gaggtatacc tgttgaacac ccgtacatta ttattggaca aattgcatcc
601 ttcatctact tctccatttt tcttg
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Sequences producing significant alignments Download * [ Selectcolumns ™

select all 100 sequences selected GenBank Gra

Tota

Description Scientific Name
Scor
Gymnogobius isaza mitochondrial cytb gene for cytochrome b partial cds,_haplotype: 1ZA1 Gymnogohius isaza 115!
Gymnogobius urotaenia mitochondrial cyt-b gene for cytochrome b, complete cds 'E'-.-"I"II:I-"iEIIII LIS urotaenia 1155 1155 100% 0.0  100.00% 1245 AB560892 1
anogobius =22 coondrial cyt fioroutochroms, ds isolate | SES2 Gymaag =373 iER {155 o 100.00%

inogobius isaza mitochoendrial cyib gene for cytochrome b_partial cds_isolate: TG235 Gymnogobius isaza 1148  100% 0.0 99 84% 1038

1149 1149 100% 0.0 99.34% 1038 LC09385231

Gymnogobius isaza mitochondrial cyib gene for cytochrome b, partial cds, isolate: TG231 Gymnogobius isaza

Gymnogobius isaza mitochondrial cyib gene for cytochrome b._partial cds_haplotype: 17445 Gymnogobius isaza 1000, 0.0

inogobius isaza mitochoendrial cyib gene for cytochrome b_partial cds,_haplotype: 12448 Gymnogobius isaza

(CH <N
G,

Gymnogobius isaza mitochondrial cyib gene for cytochrome b_partial cds _haplotype: 17447

Descriptions Graphic Summary Alignments

Reports Lineage Organizsm

100 seguences selected 9

Taxonomy Number of hits Description

Bl Gymnogobius

. Gymnogobius isaza Gymnogobius isaza hits

2.3
. Gymnogobius urotaenia 1 Gymnogobius urctaenia hits
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# from icrawler.builtin import GooglelmageGrawler

# S FOERE00HERTS

# crawler = GooglelmageCrawler (storage={"root _dir™: "Gvmnogobius isaza"}ﬂ
# crawler.crawl (kevword="Gyvmnozohius isaza™, max_num=1007

from icrawler.huiltin import BinglmageCrawler

# o OER T 1 00HERTS

crawler = BinglmageCrawler (storage={"root _dir™:

“Gymnogobius isaza’l)

crawler.crawl (kevword="Gyvmnozobius isaza”, max_num=100)

2022-01-26
2022-01-28
2022-01-26
2022-01-26
2022-01-26
2022-01-26
2022-01-28
2022-M-28
2022-01-26
2022-01-28
2022-01-26
2022-01-28
2022-01-28

2022-01-26
2022-01-28
2022-M-28
2022-01-26
2022-01-28
2022-01-26
2022-01-28
2022-M-28
2022-01-26

av:
a7:

113,518
113,521
113,525
113,530
113,534
113,872
114,421
114,881
116,803
118,569
118,694
119,347
118,551
120,064
121,638
123,087
123,397
123,941
124,986
126,683
126,845
127,006

IHFQ
IHFO
IHFQ
IHFO
INFD
IHFQ
IHFO
IHFO
IHFO
IHFQ
IHFQ
IHFO
INFQ
IHFO
IHFO
IHFO
IHFO
INFQ
IHFQ
IHFO
IHFO
IHFD

icrawmler.crawler - start cramling...

icramler.crawler - starting | feeder threads...

feeder - thread feeder-001 exit

icrawler.crawler - starting | parser threads...

icrawler.crawler - starting 1 downloader threads...

parser - parsing result page https:/Ywww.bing.con/inages/asvne?e=Gynnogobius isazadfirst=0

downloader
downloader
downloader
downloader
downloader
downloader
downloader
downloader
downloader
downloader
downloader
downloader
downloader
downloader
downloader
downloader

image
image
image
image
image
image
image
image
image
image
image
image
image
image
image
image

#1 https:/fzukan.com/mediafleaf forizinal AOT306Y.jpe

#2  http://zakonomizube.web.fcf.con/inages/isazal . ipg

#3 https:/ftansuievo.net fafch/c-095.ipe

#4 http:/fwew.biwahaku.infenzlish/facts/imazes/isaza.ing

5 httes:/fi.ebavine.con/imazes e/ i 2eph08wk? [ fynlly/5-1300.ipne

6 https:/ftansuiegvo.net/alch/c-034.ipe

B? https:/fcdn-ak.f.st-hatena.comfimages/fotolife/n/neni in/20190529 /2019052901 4476, jpe
8 https:/ftansuievo.net fafch/c-GT0.ipe

#9 https:/fwew.sumeshiva.com/blog/files/isallG 7HI0.ipe

#10 hitp:/ftansuisevo.net fa/ch/c-B52. jpg

11 https:/fwww.sumeshiva.com/blog/files/isallG T613.ipe

B2 http:/Swuw.cumeshiva.con/blog/files/isallG 7589.ipg

$13 https:/fwww.zukan-bouz.confpublic inage/Fish/B41 /ThumbB30/ isaza.ipe
#14 https:/fMtansuisvo.net fafch/c-608.ins

15 httes:/Swww.sumeshiva.com/bloz/files/isallG THIT. ipe
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ttps:/fwww.sumeshiva.com/blog/files/isallG 7593, ipe
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) Trkn BEE BRE TRV BEG TR O F-SHMm AMTH) » import cv2 « Untitled-1 - Visual Studic Code

R ) Get Started EY)-X J-k 1611 @ import cv2 Untitled-1 @

1 import cw2

import matplotlib.pyplot as pyplot

2
3
4 img bgr = cv2.imread('isaza@l.jpg’)

5 img gray = cv2.threshold({img bgr, cv2.COLOR BERZERAV]
6 retval ,thresh = cv2?.threshold(img gray,88 ,258,8})

7 img, contours, hierarchy = cv2.findContours(thresh,cv

#
plt.imshow(result img):
plt.show()

!;>. result img = cv2.drawContours(img, contours,-1,{8,8,2
5o

CELE
Cv2.findContours()
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