Supplementary material S7. BLASTN (with coding sequence (CDS) feature) analysis showing the alignment of the putative
replication associated protein (Rep) CDS (shown with brown line) of mongoose associated cyclovirus strain Mon-58 (Query
sequence, Rep CDS: join nt 1771-nt 1611, nt 1512-nt 840) with that of Pacific flying fox associated cyclovirus-3 isolate
That H_ 103923 (GenBank accession number KT732788) (Subject (Shjct) sequence, Rep CDS: join nt 1788-nt 1628, nt 1515-
nt 843). The putative intron with the canonical splice donor site (GT) and splice acceptor site (AG) (CA and TC, respectively,
in the reverse complemented sequence) is shown with a red line. The 3’- end region of the putative capsid protein (Cp) CDS is
shown with a blue line. The stop codons are highlighted with asterisks <*’.

CDS: Putative 1 230 Q L F < Rep
CDS: Putative 2 277 FEE % ¢+ E F H K I V DM RR
Query 820 AATTGTTTTAATAAAAATCTTT -~ -~~~ ATTCAAAATGTTTGATTACATCCATTCTCCTC 873
O O L 18O FELEREEE 1 il (AARARAAN
Sbijct 817 ATTTTATTAAATAAATATGTTTCAGATTATTCAAAAAATTTTATTGTTGTCATTCTCCTT 876
CDS:capsid protein [ 229 F Y FEE
CDS:replication-asso 277 E F K I T % M R R
CDS: Putative 2 267 E L P A KD VY N L F R Y X TD L.;P YN 5
Query 874 TCTAGCGGCGCCTTATCATAGTTTAAGAAA -CGGTAAATAGTATCTAAGGGGTAGTTGGA 932
L) 000 0 RO O O O OO S IO N (AARABNE
Sbjct 877 TCCAACGGTTTACAATCATA-TCCAATAAATCTATATATACGATCTAATCCGTAGTTCGA 935
CDS:replication-asso 267 E L P'K & DY B 2 F R YI N D L S:Y' N 5
CDS: Putative 2 247 T I W I R K S V F N E Y G G K V P V R Y
Query 933 GGTGATCCAGATTCGTTTGCTAACAAAGTTTTCATATCCACCTTTAACTGGGACTCTATA 992
D FREEERT e veree e ee e e e e e beerrrer Ceerereenl
Sbijct 936 GGTAATCCAGATTCGTTTACTAACAAAGTTTTCATATCCTCCTTTAACGGGGACTCTATA 995
CDS:replication-asso 247 T I W I R K S V FNE Y G G K V P V R Y
CDS: Putative 2 227 P YR D CTIKI UL LEDYK I WG Y F DD
Query 993 AGGGTATCTATCGCAGATTTTGAGCAGTTCGTCATATTTAATCCATCCGTAAAAGTCGTC 1052
FEERLEREEERr e en et veee e peer e ee ey beerrrirnnl
Sbijct 996 AGGGTATCTATCGCAGATTTTGAGCATTTCGTCGTATTTAATCCATCCATAAAAGTCGTC 1055
CDS:replication-asso 227 P Y R D CTI K L M E DY K I WG Y F DD
CDS: Putative 2 207 I V VN P Q G C Y G D W W E G R P K VY Y
Query 1053 GATGACCACGTTAGGTTGTCCACAGTATCCATCCCACCACTCTCCTCGTGGCTTGTAGTA 1112
PEREEEEEE PErer Peer e e ee e e e e e e e e e et
Sbjct 1056 GATGACCACATTAGGCTGTCCACAGTATCCATCCCACCACTCTCCTCGTGGCTTGTAGTA 1115
CDS:replication-asso 207 I V V N P Q G C Y G D W W E G R P K Y Y
CDS: Putative 2 187 T D E G T A K S E E R A AR S K G L G T
Query 1113 GGTGTCCTCTCCTGTAGCCTTGCTTTCTTCGCGGGCGGCTCGAGACTTGCCCAAACCGGT 1172
UL L LERRrerr e berer e eer e ey v v eeel rentl
Sbijct 1116 GGTATCTTCTCCTGTAGCTTTGCTTTCTTCGCGGGCGGCTCTGGATTTTCCCAGTCCGGT 1175
CDS:replication-asso 187 T D E G T A K S E E R A AR S K G L G T
CDS: Putative 2 167 K G W Y F Y C E T K F DREG S G H AV
Query 1173 TTTTCCCCAGTAAAAGTAGCATTCGGTCTTAAAGTCTCGTTCTCCACTTCCATGAGCGAC 1232
LT | PEVERERREREEr e verer et
Sbjct 1176 AGCTCCGTAGTAAAAGAACACTTCGGTCTTAAAGTCTCGCTCTCCACTTCCATGAGCGAT 1235
CDS:replication-asso 167 A G Y Y F F ¥ E T K F DR E G S G H A I
CDS: Putative 2 147 R I ¥ E G I G K Y Y K I F AV P F Q VA
Query 1233 TCGTATGTACTCTCCAATTCCTTTGTAATATTTGATAAACGCGACTGGGAACTGAACGGC 1292
IIIIIIIIIII FERLErrrerr e Ceerr e beeerrr teererrerrnind
Sbjct 1236 TATGTACTGTTCAATTCCTTTGAAATATTTGATATACGCGACCGGGAACTGAACGGC 1295
CDS:replication-asso 147 R Y §.98- L 6 K,F Y K I''% ANV PP QN A
CDS: Putative 2 127 L R KL NIKTEGG E I C S V V EQL DT
Query 1293 CAATCTTTTAAGGTTCTTTTCTCCTCCTTCAATGCAAGAAACAACTTCTTGGAGATCAGT 1352
PELELEEEEr e e e e e e ee e e e e e e e e et
Sbjct 1296 CAGTCTTTTAAGGTTCTTTTCTCCTCCTTCAATGCAAGAAACAACTTCTTGGAGATCAGT 1355
CDS:replication-asso 127 L RRK LN KE 6G6G ET €C S V'V EQ L DT
CDS: Putative 2 107 R A G Q T S P E G H MWV E G S K S C Y
Query 1353 TCTAGCTCCTTGAGTACTAGGTTCTCCGTGCATCCATACCTCGCCAGACTTAGAACAGTA 1412
PLERLEREERERrr reerrer berern e eerer e Ceeereerr brerrerrnnl
Sbjct 1356 TCTAGCTCCTTGATTACTAGGCTCTCCGTGCATCCATATCTCGCCAGATTTAGAACAGTA 1415
CDS:replication-asso 107 R A G QN S P E G H M W 3 E G S K S C Y
CDS: Putative 2 87 T K ND L DT G K A P E I HARGG F I
Query 1413 TGTCTTATTATCGAGATCCGTTCCTTTAGCCGGTTCAATGTGCGCTCTGCCTCCAAAAAT 1472
FEREELEREEE el PECLELEREREEr rerrerrtl
Sbjct 1416 TGTCTTATTATCGAGATCCGTTCCTTTAGCTTTCTCAATGTGCGCTCGTCCTCCAAAAAG 1475
CDS:replication-asso 87 T K ND L DT G K A K E I HAUR GG F L
CDS: Putative 2 67 K R V S S F R R P R Q L N cr
Query 1473 CTTCCTAACGCTTGAGAATCTCCGGGGTCGCTGCAAATTGCTGTAA-ATACAACGC -~~~ 1527
(NRAREAAN I PEERREERLERrrerr e ol
Sbjct 1476 TGCCCTAACGCTGTTGAATCGTTTGGGTCGCTGCAAATTGCTGTAACACAAAAGGCGTCC 1535
CDS:replication-asso 67 A R V S N F R K P R QL N
Eutgtiveinion
CDS: Putative 2
Query 1528 - -AAGT---TA---GTTCCACA-CACAC-CTCGAGGTATGCCGCGAGCGGTAGCGAGCGC 1577
i I PEE e Frrer ter P err e e e el
Sbijct 1536 CTCACTGTCTAGGCGTTTAACACCACACACTCAACGTATGCCGCGAGCGGTAGCGAGCGT 1595
CDS:replication-asso
AC
CDS: Putative 2 54 ~~C F G Q L H K T G
Query 1578 AGCCTGCCCAGACTATCCAAGCATTGTACTTACCAAAATCCCTGCAGATGTTTTGTTCCA 1637
PLERLERrerererr e e perre e e e eee e e e rrnnl
Sbijct 1596 AGCCTGCCCAGACTATCCAAGC-GTGTACTTACCAAAATCCCTGCAGATGTTTTGTTCCA 1654
CDS:replication-asso 54 C F G Q L H K T G
CDS: Putative 2 45 T T P C I E R G F I A F K C L E T L D K
Query 1638 GTAGTAGGACAAATCTCTCTACCAAATATAGCAAATTTACATAACTCAGTGAGATCTTTC 1697
PEEEEEEREEr e veeet beeereree e e ereerer e peeer ey Pl
Sbjct 1655 GTAGTAGGACAAACCTCTCGACCAAATATAGCAAATTTACATAGCTCAGTGAGGTCTTTC 1714
CDS:replication-asso 45 T T P C V ERGF I AUFKTCLETULDLK
CDS: Putative 2 25 Q. L GG P L E D E T YN N L T W € F R R I
Query 1698 TGTAGGCCAGGGAGTTCATCTTCGGTGTAGTTATTGAGCGTCCAACAAAAGCGTCTGATC 1757
PEEE L0 Fererererrer e eeee er rerrerereerrr e revereny i
Sbijct 1715 TGTAAGCGAGGGAGTTCATCTTCGCTGTAATTGTTGAGCGTCCAACAGAAGCGTCTAATC 1774
CDS:replication-asso 25 Q L 8 P L E D E'S Y N NULTMWEFRRTI
_Rep
CDS: Putative 2 S T K N A M
Query 1758 GTCTTGTTTGCCATTTGTCGACTGTGCGTTGGCTTGGCG-TAGCTGCGCCCGTCGTAAAC 1816
| PEEELEREEE el I A O 0 Ao 10 o e I B 4
Sbjct 1775 GATCCGTTTTCCATTTCACGACTGCG- -~ -GGC - - - -CGAAAGCGGCGCTAGGCGTAATC 1826
CDS:replication-asso S S G N E M
Query 1817 TTCGAGGTGGCGG 1829

FELLEEEELET)
Sbjct 1827 -TCGAGGTGGCGG 1838



