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Bat CoVv YN2012_Ra3376 QBP43259.1 ~-MLLLNVTTIVGCIITASLQVDQLTITANTLERVDFHLASSRKVCQSSHSFNPTRYKEMNNNTLTLSVFE--GYKETFEVRCFVKD
Bat CoV YN2012_Ra4259 QBP43281.1 ~-MLLLNVTTIIGCMLTATIHSNYLSISADTLERVDFYLASGGKVCQHSHSFNPTKYK@MENNTLSVFVFA--GYKQTFEVRCFVKD
Bat Cov YN2012_Ra4125 QBP43270.1 -MLLLNVTTIIGCMLTATIHSNYLSISADTLERVDFYLASGRKVCQHSHSFNPTKYKM@MENNTLSVLCLL--DTNKLLRFVVLLKT
Bat CoV HKU32_TLC26A QCX35170.1 -MSVIACLVLVTV------ TVSHLNLFVDFNGRVDYYLGSGRKICSFGHSFNPQLYN[@MTNTSLSLDIWQ--GYIGEFSVHCVGD -
Bat CoVv YN2012_Ra4259 QBP43282.1 --MFFLLLIVVPV------ SCCNVSLVQY-NTTFQYTIDGEY--KKVEWKYNNTHLI[MSDGEVYEQFNTTVKCDNISLVFDIANYV
Bat CoVv YN2012_Ra4125 QBP43271.1 --MLFLLLIVVPV------ SCCNVSLVQY-NTTFQYTIDGEY--KKVEWKYNNTHLI@GMSDGEVYEQFNTTVKCDNISLVFDIANYV
Bat CoVv YN2012_Ra3376 QBP43260.1 --MLFIILVIVAVV----- DCCEVSVVPH-NSTFQYTIDGDY--KHINWKYNDSLII[@MSDGLVYQQFNLTVKCDNLSLEFDTLYYV
Bat CoVv YN2012_Ral3591 QBP43292.1 -MLVNCVYSLITVVT---LNCTWFLLDAN-TVTISLNVSGA---QRVDWFKNITKKL[@MSDGHSFQGD--VFICNKTTLTTQLKVG
Bat CoV HKU32_TLC26A QCX35171.1 MLSMLTPLIVIALSA---LHCCSCCTPY--INGSTVSVESNY--KSVEWKFN-NSYI[dSSGGVYDTFNATFTCENSTLTGNYSG -
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>PF02440.15 ; Adeno_E3_CR1 ; Adenovirus E3 region protein CR1
Probab=90.89 E-value=2.8 Score=29.56 Aligned_cols=38 Identities=18% Similarity=0.352 Sum_probs=0.0 Template_Neff=6.800
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>6JXR_n T-cell surface glycoprotein CD3 zeta; IMMUNE SYSTEM Homo sapiens

Probability: 62.4%,
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E-value: 84, Score: 22.12, Aligned cols: 126,
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Identities: 11%, Similarity: 0.052,
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>30Q3_B Interferon alpha-5, IFN-alpha/beta binding protein; Ectromelia, Mousepox Virus, Moscow strain; Mus musculus

Probability: 51.52%,
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E-value: 150, Score: 21.59, Aligned cols: 82,
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Identities: 12%, Similarity: 0.143,
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