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	Abstract of Taxonomy Proposal: 

	Description of current taxonomy: The genus Orthohepacivirus (family Hepaciviridae, order Amarillovirales) currently comprises 14 species for viruses of humans and other mammals, including three bat-associated species (Orthohepacivirus macronycteridis, Orthohepacivirus otomopis and Orthohepacivirus vittatae). Members have positive-sense, single-stranded RNA genomes of about 9–10 kb encoding a single polyprotein.
Proposed taxonomic change(s): Creation of one new species, “Orthohepacivirus vespertilionis”, in the genus Orthohepacivirus, for a virus, parti-coloured bat virus (exemplar isolate GSB2026-G, hereafter PcBV; GenBank accession PZ815567) detected in the liver of a parti-coloured bat (Vespertilio murinus) sampled in Lanzhou, Gansu Province, China, in June 2026.
Demarcation criteria for new taxon/taxa: Established species demarcation criteria for the genus are amino acid p-distances greater than 0.25 in a conserved region of NS3 and greater than 0.3 in NS5B (Smith et al., 2016). GSB2026-G exceeds these thresholds relative to members of all 14 established species (NS3 p-distances 0.407–0.537; NS5B p-distances 0.434–0.589) and forms a distinct lineage within the genus in maximum-likelihood phylogenetic analysis of the NS5B region (Figure 1).
Justification: GSB2026-G represents a distinct orthohepacivirus lineage from a new bat host species; its annotated, coding-complete genome is publicly available in GenBank under accession PZ815567.



	· Text of Taxonomy proposal:  


	Description of current taxonomy: The genus Orthohepacivirus (family Hepaciviridae, order Amarillovirales) currently comprises 14 species: Orthohepacivirus bovis, Orthohepacivirus colobi, Orthohepacivirus equi, Orthohepacivirus glareoli, Orthohepacivirus hominis, Orthohepacivirus macronycteridis, Orthohepacivirus myodae, Orthohepacivirus norvegici, Orthohepacivirus otomopis, Orthohepacivirus peromysci, Orthohepacivirus platyrrhini, Orthohepacivirus ratti, Orthohepacivirus rhabdomysis and Orthohepacivirus vittatae (ICTV Master Species List 2025, MSL41). Orthohepaciviruses have positive-sense, single-stranded RNA genomes of approximately 9–10 kb with a single long open reading frame flanked by untranslated regions.
Proposed taxonomic change(s): We propose the creation of one new species, “Orthohepacivirus vespertilionis”, within the genus Orthohepacivirus. The exemplar virus is parti-coloured bat virus, isolate GSB2026-G (hereafter PcBV; GenBank accession PZ815567), detected in a liver sample of a parti-coloured bat (Vespertilio murinus) collected in Lanzhou, Gansu Province, China, on 5 June 2026. The genome of GSB2026-G is 9,350 nt in length and encodes a single polyprotein of 2,829 aa with the canonical hepacivirus organisation (C–E1–E2–p7–NS2–NS3–NS4A–NS4B–NS5A–NS5B). This taxonomic change is presented in the accompanying Excel module (Orthohepacivirus_1nsp.xlsx).
Demarcation criteria for new taxon/taxa: Species demarcation criteria established for the genus are amino acid p-distances greater than 0.25 in a conserved region of NS3 (amino acids 1123–1566 of the H77 reference polyprotein) and greater than 0.3 in NS5B (amino acids 2536–2959) (Smith et al., 2016). Pairwise amino acid p-distances between GSB2026-G and members of the 14 established species were calculated from MUSCLE alignments of the NS3 and NS5B regions (Edgar, 2004). All values exceed the species demarcation thresholds: distances in NS3 range from 0.407 (vs. Orthohepacivirus vittatae) to 0.537 (vs. Orthohepacivirus hominis and Orthohepacivirus rhabdomysis), and distances in NS5B range from 0.434 (vs. Orthohepacivirus platyrrhini) to 0.589 (vs. Orthohepacivirus equi) (Table 1; full matrices in Tables 2 and 3). Maximum-likelihood phylogenetic analysis of the NS5B region (LG+G+I model, 100 bootstrap replicates; MEGA X; Kumar et al., 2018) places GSB2026-G within the genus Orthohepacivirus as a distinct lineage, sister to members of the species Orthohepacivirus platyrrhini (Figure 1).
Table 1. Pairwise amino acid p-distances between parti-coloured bat virus isolate GSB2026-G and members of the 14 established species of the genus Orthohepacivirus in the NS3 and NS5B regions.
	Species (exemplar)
	NS3 p-dist vs GSB2026-G
	NS5B p-dist vs GSB2026-G

	O.bovis (KP641127)
	0.452
	0.551

	O.colobi (KC551800)
	0.452
	0.479

	O.equi (KP325401)
	0.499
	0.589

	O.glareoli (KC411777)
	0.502
	0.512

	O.hominis (AF009606)
	0.537
	0.561

	O.macronycteridis (KC796074)
	0.520
	0.568

	O.myodae (KC411784)
	0.483
	0.463

	O.norvegici (KJ950939)
	0.476
	0.496

	O.otomopis (KC796078)
	0.531
	0.551

	O.peromysci (KC815310)
	0.479
	0.453

	O.platyrrhini (U22304)
	0.472
	0.434

	O.ratti (KJ950938)
	0.489
	0.470

	O.rhabdomysis (KC411806)
	0.537
	0.471

	O.vittatae (KC796077)
	0.407
	0.501

	Demarcation threshold
	> 0.25
	> 0.3

	Minimum p-distance of GSB2026-G
	0.407
	0.434

	Conclusion
	All 14 species exceed threshold
	All 14 species exceed threshold



Justification: GSB2026-G was detected in a bat species (Vespertilio murinus) and geographic region (northwest China) not represented among current members of the genus. Minimum amino acid p-distances between GSB2026-G and the most closely related established species are 0.407 in NS3 and 0.434 in NS5B — well above the species demarcation thresholds of 0.25 and 0.3, respectively, and within the range of distances observed between established species of the genus. The annotated genome sequence is publicly available in GenBank under accession PZ815567, in line with the ICTV requirement that exemplar sequences be publicly available and coding complete.
[image: D:/13065/Figure1_NS5B_tree (1).pngFigure1_NS5B_tree (1)]
Figure 1. Maximum-likelihood phylogenetic tree inferred from MUSCLE alignment (Edgar, 2004) of the NS5B region amino acid sequences (amino acids 2536–2959 of the H77 reference polyprotein) of parti-coloured bat virus isolate GSB2026-G (red triangle) and members of the 14 established species of the genus Orthohepacivirus, along with Pegivirus hominis (human pegivirus; GenBank AF121950,grey). The tree was generated by MEGA X (Kumar et al., 2018) with the LG+G+I substitution model and 100 bootstrap replicates; bootstrap values ≥70% are shown at nodes. Scale bar: 0.1 amino acid substitutions per site.
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Table 2. Pairwise amino acid p-distance matrix for the NS3 region (amino acids 1123–1566 of the H77 reference polyprotein) among members of the 14 established species of the genus Orthohepacivirus and parti-coloured bat virus isolate GSB2026-G.
	
	O.bovis (KP641127)
	O.colobi (KC551800)
	O.equi (KP325401)
	O.glareoli (KC411777)
	O.hominis (AF009606)
	O.macronycteridis (KC796074)
	O.myodae (KC411784)
	O.norvegici (KJ950939)
	O.otomopis (KC796078)
	O.peromysci (KC815310)
	O.platyrrhini (U22304)
	O.ratti (KJ950938)
	O.rhabdomysis (KC411806)
	O.vittatae (KC796077)
	"Orthohepacivirus vespertilionis" GSB2026-G (candidate species)

	O.bovis (KP641127)
	0.000
	0.493
	0.524
	0.502
	0.540
	0.530
	0.507
	0.497
	0.535
	0.507
	0.507
	0.508
	0.534
	0.446
	0.452

	O.colobi (KC551800)
	0.493
	0.000
	0.517
	0.539
	0.515
	0.511
	0.514
	0.473
	0.540
	0.508
	0.506
	0.478
	0.510
	0.433
	0.452

	O.equi (KP325401)
	0.524
	0.517
	0.000
	0.492
	0.358
	0.417
	0.540
	0.507
	0.414
	0.545
	0.508
	0.537
	0.533
	0.488
	0.499

	O.glareoli (KC411777)
	0.502
	0.539
	0.492
	0.000
	0.481
	0.486
	0.524
	0.548
	0.485
	0.549
	0.519
	0.541
	0.553
	0.498
	0.502

	O.hominis (AF009606)
	0.540
	0.515
	0.358
	0.481
	0.000
	0.435
	0.542
	0.530
	0.441
	0.538
	0.513
	0.548
	0.535
	0.485
	0.537

	O.macronycteridis (KC796074)
	0.530
	0.511
	0.417
	0.486
	0.435
	0.000
	0.565
	0.538
	0.383
	0.553
	0.539
	0.542
	0.525
	0.507
	0.520

	O.myodae (KC411784)
	0.507
	0.514
	0.540
	0.524
	0.542
	0.565
	0.000
	0.447
	0.547
	0.309
	0.510
	0.412
	0.544
	0.484
	0.483

	O.norvegici (KJ950939)
	0.497
	0.473
	0.507
	0.548
	0.530
	0.538
	0.447
	0.000
	0.520
	0.416
	0.477
	0.431
	0.530
	0.464
	0.476

	O.otomopis (KC796078)
	0.535
	0.540
	0.414
	0.485
	0.441
	0.383
	0.547
	0.520
	0.000
	0.529
	0.544
	0.537
	0.554
	0.528
	0.531

	O.peromysci (KC815310)
	0.507
	0.508
	0.545
	0.549
	0.538
	0.553
	0.309
	0.416
	0.529
	0.000
	0.494
	0.394
	0.553
	0.494
	0.479

	O.platyrrhini (U22304)
	0.507
	0.506
	0.508
	0.519
	0.513
	0.539
	0.510
	0.477
	0.544
	0.494
	0.000
	0.498
	0.559
	0.458
	0.472

	O.ratti (KJ950938)
	0.508
	0.478
	0.537
	0.541
	0.548
	0.542
	0.412
	0.431
	0.537
	0.394
	0.498
	0.000
	0.543
	0.474
	0.489

	O.rhabdomysis (KC411806)
	0.534
	0.510
	0.533
	0.553
	0.535
	0.525
	0.544
	0.530
	0.554
	0.553
	0.559
	0.543
	0.000
	0.503
	0.537

	O.vittatae (KC796077)
	0.446
	0.433
	0.488
	0.498
	0.485
	0.507
	0.484
	0.464
	0.528
	0.494
	0.458
	0.474
	0.503
	0.000
	0.407

	"Orthohepacivirus vespertilionis" GSB2026-G (candidate species)
	0.452
	0.452
	0.499
	0.502
	0.537
	0.520
	0.483
	0.476
	0.531
	0.479
	0.472
	0.489
	0.537
	0.407
	0.000



Table 3. Pairwise amino acid p-distance matrix for the NS5B region (amino acids 2536–2959 of the H77 reference polyprotein) among members of the 14 established species of the genus Orthohepacivirus and parti-coloured bat virus isolate GSB2026-G.
	
	O.bovis (KP641127)
	O.colobi (KC551800)
	O.equi (KP325401)
	O.glareoli (KC411777)
	O.hominis (AF009606)
	O.macronycteridis (KC796074)
	O.myodae (KC411784)
	O.norvegici (KJ950939)
	O.otomopis (KC796078)
	O.peromysci (KC815310)
	O.platyrrhini (U22304)
	O.ratti (KJ950938)
	O.rhabdomysis (KC411806)
	O.vittatae (KC796077)
	"Orthohepacivirus vespertilionis" GSB2026-G (candidate species)

	O.bovis (KP641127)
	0.000
	0.520
	0.597
	0.551
	0.635
	0.587
	0.540
	0.507
	0.587
	0.505
	0.527
	0.530
	0.521
	0.572
	0.551

	O.colobi (KC551800)
	0.520
	0.000
	0.589
	0.579
	0.581
	0.562
	0.505
	0.527
	0.534
	0.501
	0.532
	0.514
	0.511
	0.551
	0.479

	O.equi (KP325401)
	0.597
	0.589
	0.000
	0.577
	0.412
	0.545
	0.582
	0.583
	0.567
	0.591
	0.580
	0.573
	0.576
	0.559
	0.589

	O.glareoli (KC411777)
	0.551
	0.579
	0.577
	0.000
	0.562
	0.570
	0.544
	0.525
	0.563
	0.542
	0.531
	0.516
	0.529
	0.558
	0.512

	O.hominis (AF009606)
	0.635
	0.581
	0.412
	0.562
	0.000
	0.569
	0.608
	0.576
	0.576
	0.573
	0.587
	0.583
	0.587
	0.580
	0.561

	O.macronycteridis (KC796074)
	0.587
	0.562
	0.545
	0.570
	0.569
	0.000
	0.575
	0.564
	0.392
	0.566
	0.571
	0.561
	0.561
	0.592
	0.568

	O.myodae (KC411784)
	0.540
	0.505
	0.582
	0.544
	0.608
	0.575
	0.000
	0.372
	0.567
	0.270
	0.464
	0.312
	0.496
	0.500
	0.463

	O.norvegici (KJ950939)
	0.507
	0.527
	0.583
	0.525
	0.576
	0.564
	0.372
	0.000
	0.548
	0.364
	0.505
	0.361
	0.496
	0.522
	0.496

	O.otomopis (KC796078)
	0.587
	0.534
	0.567
	0.563
	0.576
	0.392
	0.567
	0.548
	0.000
	0.555
	0.563
	0.530
	0.532
	0.583
	0.551

	O.peromysci (KC815310)
	0.505
	0.501
	0.591
	0.542
	0.573
	0.566
	0.270
	0.364
	0.555
	0.000
	0.476
	0.322
	0.499
	0.510
	0.453

	O.platyrrhini (U22304)
	0.527
	0.532
	0.580
	0.531
	0.587
	0.571
	0.464
	0.505
	0.563
	0.476
	0.000
	0.463
	0.474
	0.502
	0.434

	O.ratti (KJ950938)
	0.530
	0.514
	0.573
	0.516
	0.583
	0.561
	0.312
	0.361
	0.530
	0.322
	0.463
	0.000
	0.481
	0.480
	0.470

	O.rhabdomysis (KC411806)
	0.521
	0.511
	0.576
	0.529
	0.587
	0.561
	0.496
	0.496
	0.532
	0.499
	0.474
	0.481
	0.000
	0.518
	0.471

	O.vittatae (KC796077)
	0.572
	0.551
	0.559
	0.558
	0.580
	0.592
	0.500
	0.522
	0.583
	0.510
	0.502
	0.480
	0.518
	0.000
	0.501

	"Orthohepacivirus vespertilionis" GSB2026-G (candidate species)
	0.551
	0.479
	0.589
	0.512
	0.561
	0.568
	0.463
	0.496
	0.551
	0.453
	0.434
	0.470
	0.471
	0.501
	0.000
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