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Connecting Earth observation to high-throughput
biodiversity data
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targeting the mitochondrial
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1 Poeciloneta varieqgata 14332 Vv 3096
2 Xysticus Sikkimus 12427 Vv 115
3 Leucauge celebesiana 13906 V 304
4 Dictyna namulinensis 16051 v 261
5 Hamataliwa spb 14432 V 961
§) Hahnia corticicola 14728 Vv 165
7 Thanatus sp. 14802 V 496
8 Uloboridae 14978 Vv 192
9 lrachelas alticolus 14632 Vv 1850
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0. ERSo: TS
B | PCGs(13) [tRNAs(22) | rRNAs(2) | &#it

BRIEX 251(12.55) 172(8.6) 29(1.45)  452(22.6)
LAY 102(12.75) 140(17.5)  13(1.62) 255(31.875)
KHEY 39(13) 66(22) 6(2) 111(37)
ey=2) 104(13) 176(22) 16(2) 296(37)
] o 107(10.7) 190(19) 17(1.7) 314(31.4)
GEE=2 466(12.26) 791(20.82) 70(1.84) 1327(34.92)
ISy 1069(12.38) 1535(18.31) 151(1.80) 2755(32.46)
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Table 1. Species information, mitogenome reference sequences, and assembly results for datasets extracted from Tang et al. (2014)

(5

Species Class Order Mitogenome reference Seed Mitogenome assembly Accuracy (%)
Aligned length
NCBI Genome Percentage
accession length (bp) Length (bp) coverage (%) to the (%)
reference

Araneae Arachnida Araneae KM244680 13689 mini-COI 14037 102.5 12225 100.0

Opiliones Arachnida Opiliones KM244669 10922 mini-COlI 6241 57.1 6192 100.0

Da/’h”’j—mag” Branchiopoda  Cladocera  KM244710 14377 mini-COl 16726 116.3 14377 100.0

Blattodea Insecta Blattodea KM244690 16139 mini-COI 15311 94.9 15311 100.0

Cheilomenes s oot Coleoptera  KM244706 17192 mini-COl 15993 93.0 15993 100.0
exmaculata

Pr OPV/I‘ZJ""/’O” Insecta Coleoptera  KM244660 15027 mini-COI 6265 417 6265 100.0

Coleoptera Insecta Coleoptera KM244695 15050 mini-COl 15184 100.9 15034 100.0

rbolum casta jnsecta Coleoptera  KM244661 15877 mini-COl 15883 100.0 15877 100.0

Drosophila.ere insecta Diptera KM244700 14853 mini-COl 15232 102.6 12973 99.9

Drosophila mel o 5 Diptera KM244693 12956 mini-COI 14972 115.6 12956 100.0

anogaster




fi. WiB: FERYARR

1. \BEYIMEZ SEERE VRS IRFEA

RERTS

it

:a. WEIRe AR T EITE,;
b REkEmirszi (<0.10)pESNF.

Biological sequence X

Biological sequence Y

Chimera formed from Xand Y



fi. W FERYARR

2. tHHRVIRIIERIDNARS G, AEMIFRINFREHA—
(MtDNA/nuDNAFHEIER:...) .

W 1.5G/F (>1G/#)

KRN FRE Bk R R E
_ 302 Homidia_sp2 487
Pardosa litangensis == 286 , 261
= 183 Entomobrya cf lanuginosa 473
Hygropoda = 216 ) —— ) /8
w345 Drepanura_mogolica = 117
Anyphaena SP.  re— 667 3641 - e ———— (] ()
= Aculepeira serpenting = 452 986 % Janetschekbrya_sp1 — 83
§ Trachelas alticolus 192_ 1850 - Entomobrya_sp2 _140229
Thanatus sp. —m 496 Drepanura_sp1 —102192
Hamataliwa sp6. -12_651 961 Paronellides_praefectus == 62 188
Leucauge celebesiana —1 13504 Entomobrya sp2 =e— 285
Poeciloneta variegata 3096 0 200 400 600 800
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NCBI-blast+?
BLAST : » blastn suite

Standard Nucleotide BLAST

J blastn | blastp | blastx | tblastn | tblastx |

BLASTN programs search nucleotide databases using a nucleol
Enter Query Sequence brog g

Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Query subrange &
From
p To
IR BRI | HOIREAA @
Job Title

Enter a descriptive title for your BLAST search &

Align two or more sequences &
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