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Species ID: mApoSyl1

Common Name: wood mouse

Scientific Name: Apodemus sylvaticus
Assembly Type: Not Haplotype Resolved
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Common Name: saddleback dolphin
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Species ID: mEriEur2
Common Name: western European hedgehog
Scientific Name: Erinaceus europaeus

Assembly Type: Not Haplotype Resolved

Data Source: VGP
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Species ID: mGloMel1

Common Name: long-finned pilot whale
Scientific Name: Globicephala melas
Assembly Type: Not Haplotype Resolved

Data Source: VGP
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Species ID: mGorGor1

Common Name: Gorilla

Scientific Name: Gorilla_gorilla
Assembly Type: Haplotype Resolved

Data Source: T2T Primate
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Species ID: mHetBru1
Common Name: Yellow-spotted hyrax
Scientific Name: Heterohyrax brucei

Assembly Type: Not Haplotype Resolved

Data Source: VGP
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Species ID: mHipAmp2

Common Name: hippopotamus

Scientific Name: Hippopotamus amphibius kibok

Assembly Type: Haplotype Resolved

Data Source: VGP
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Species ID: mLemCat1

Common Name: Ring-tailed lemur
Scientific Name: Lemur catta

Assembly Type: Not Haplotype Resolved

Data Source: VGP
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Species ID: mLynRuf1
Common Name: Bobcat

Scientific Name: Lynx rufus

Assembly Type: Not Haplotype Resolved

Data Source: CCGP
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3025746

Species ID: mMacEug1

Common Name: tammar wallaby
Scientific Name: Macropus eugenii
Assembly Type: Not Haplotype Resolved

Data Source: VGP
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Species ID: mManPen7

Common Name: Chinese pangolin
Scientific Name: Manis pentadactyla
Assembly Type: Haplotype Resolved

Data Source: VGP
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Species ID: mMarMar1
Common Name: European pine marten
Scientific Name: Martes martes

Assembly Type: Not Haplotype Resolved

Data Source: VGP
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Species ID: mMelMel3

Common Name: European badger
Scientific Name: Meles meles
Assembly Type: Haplotype Resolved

Data Source: VGP
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Species ID: mMicCall

Common Name: California Vole
Scientific Name: Microtus californicus
Assembly Type: Haplotype Resolved
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Species ID: mMunRee1

Common Name: Reeves' muntjac
Scientific Name: Muntiacus reevesi
Assembly Type: Not Haplotype Resolved
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Species ID: mMusAvet1

Common Name: hazel dormouse

Data Source: VGP
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Scientific Name: Muscardinus avellanarius

Assembly Type: Not Haplotype Resolved
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Species ID: mMusLut2
Common Name: European mink

Scientific Name: Mustela lutreola

Assembly Type: Not Haplotype Resolved

Data Source: VGP
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Species ID: mMusNiv1

Common Name: Least weasel
Scientific Name: Mustela nivalis
Assembly Type: Haplotype Resolved

Data Source: VGP
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Species ID: mMyoDau2
‘Common Name: Daubenton's bat
Scientific Name: Myotis daubentonii

Assembly Type: Not Haplotype Resolved

Data Source: VGP
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Species ID: mPonAbe1

Common Name: Sumatran orangutan
Scientific Name: Pongo_abelii
Assembly Type: Haplotype Resolved

Data Source: T2T Primate
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Species ID: mPonPyg2

Common Name: Bornean orangutan
Scientific Name: Pongo_pygmaeus
Assembly Type: Haplotype Resolved

Data Source: T2T Primate
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Species ID: mPumCon1

Common Name: Mountain Lion
Scientific Name: Puma concolor
Assembly Type: Haplotype Resolved

Data Source: CCGP
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Species ID: mTalEur1

Common Name: European mole
Scientific Name: Talpa europaea
Assembly Type: Not Haplotype Resolved

Data Source: VGP
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Common Name: Loggerhead turtle
Scientific Name: Caretta caretta
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Species ID: rPodRaf1
Common Name: Aeolian wall lizard

Scientific Name: Podarcis raffonei

Assembly Type: Not Haplotype Resolved

Data Source: VGP
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SUPER_Z

Species ID: rVipLat1

Common Name: snub-nosed viper
Scientific Name: Vipera latastei
Assembly Type: Not Haplotype Resolved

Data Source: VGP
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Species ID: rVipUrs1

Common Name: Hungarian meadow viper

Scientific Name: Vipera ursinii

Assembly Type: Not Haplotype Resolved

Data Source: VGP
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