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Supplementary Table S1. Genome assembly information for nine species investigated in this study.

. . Contig N50 Sequencing .
Suborder/Order Family Species Assembly Coverage Genebank accession
(bp) platform
Yangochiroptera Phyllostomidae Desmodus rotundus ASM294091v2 80250 Ilumina Hiseq 94x PEHR00000000
Miniopteridae Miniopterus natalensis Mnat.v1 29777 Illumina HiSeq 77.0x LDJUO00000000
Yinpterochiroptera  Rhinolophoidae Hipposideros armiger ASM189008v1 39863 Illumina HiSeq 218.6x  JXIK00000000
Rhinolophus sinicus ASM188883v1l 37803 Illumina HiSeq 146.44x  LVEHO00000000
Artiodactyla Delphinidae Orcinus orca Oorc_1.1 70300 IHlumina HiSeq 200.0x ~ ANOLO00000000
Pholidota Manidae Manis javanica ManJanl.0 38922 IHlumina HiSeq 60.0x JSZB00000000
Pilosa Myrmecophagidae = Myrmecophaga tridactyla ~ MyrTri_vl_BIUU 36434 IHlumina HiSeq 28.9x PV1Y000000000
Afrosoricida Tenrecidae Echinops telfairi EchTel2.0 20428 IHlumina HiSeq 78x AAIY00000000
Proboscidea Elephantidae Loxodonta africana Loxafr3.0 69023 Sanger; ABI. X AAGU00000000




Supplementary Table S2. Recombinant sequences and their parent sequences detected in this study.

Specie Breakpoint .
P . p ) ) . Detection Methods (P values)
S Positions Recombin  Minor Parent Major Parent
Beain End ant® Sequence Sequence RD GENECO Bootsc Maxc Chima SiSsc LAR 3Se
g P NV an hi era an D q
0.0 0.0
Dero 333 498 Dero_G25  Unknown (Dero_G1) Dero G6 03 0.026 NS 0.000 0.000 0.003 NS 00
551* 732 Dero_G19 Dero_G25 Dero_G1 (())(()) 0.013 0.014 0.000 0.000 0.000 O.(())O (())(())
Dero_G9 p Unknown 0.0 0.0
1* 76 - - Dero_G5 NS 0.000 0.000 0.000 0.000 NS
S (Dero_G20) - 00 00
0.0 0.00 0.0
553 825  Dero_G20 Dero_G7 Dero_G1 00 0.000 0.000 0.000 0.000 0.000 0 00
R 4 k : : :
Roae 1* 314 oae_GA0  Unknown Roae_G26 00 0.050 NS 0.000 NS 0.000 000 00
_ps (Roae_G13) - 19 0 14
0.0 0.00
9* 301 Roae_G20 Roae_G6_ps Roae_G27_ps 30 NS 0.015 0.000 0.004 0.000 0 NS
Roae_G18 0.00
238 430 " s Roae_G36_ps Roae_G27_ps NS NS NS 0.000 0.017 0.000 0 NS
Roae_G36 0.0
722 881 " s Roae_G1 Roae_G39 NS 0.000 0.000 0.003 0.017 0.000 NS 05
known : : .
Ptal 9* 310  Ptal_02# Ptal_05 Unknow 00 0.006 0.001 0.000 0.000 0.000 000 00
(Ptal_04) 00 0 00
KP862828 ptal 0 0.0 0.00
450 934* Ptal_0101# Ptal_03 102 Pl 49 NS 0.032 0.000 0.000 0.000 0 NS
461* 564  Ptal_02# Ptal_0102 Unknown 0.0 NS 0.017 0.041 0.013 0.002 0.00 0.0
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Note- Minor Parent: Parent contributing the smaller fraction of sequence. Major Parent: Parent contributing the largest fraction of sequence. Unknown: Only
one parent and a recombinant need be in the alignment for recombination event to be detectable. The sequence listed as unknown was used to infer the
existance of a missing parental sequence. NS: Not significant. * The breakpoint position was most likely overprinted by a subsequent recombination event. #

It is possible that this apparent recombination signal could have been caused by an evolutionary process other than recombination. ~ One of the identified

parents might be the recombinant in some events.



0.01

3.
2‘2“’59;24130

M_og;,
100101475,
N 7014,
M;Mouz;gj&,as
M32283 DLAAG

Oreg
01629 NW00443574, 635557_638696

Orcorc_G17_NW004438695_36273 39163
Orcorc_G1_NW004438695_503248_506150

NM_001114056_SLAS
AB646193_SLA-1

Loaf_GS6_NW003573542_1884698_1887799

o 100
e g
z = g 8 o
z 3 5 = & 5 2
: £ 225 8 g 8§ 3
Q2 3 8% g 8 5 &
g8 & & 249 & & N $ 5
Bg -8 § 5008 e 8
2 235 &8 & § @& 5 8
$: 33z 4 &5 & &8 & Fs
2 = 2 3 3 5 v & $ &
3 g8 8 g ] s§ & F8
28 3 88 5 § & S s &8
2 2 3 & & £ I &S I N o
3 g =~ 383 8§ = &8 S & ¥8 Fe
2 388 £ 7 8§58 £ &8 S8
22 S %9 5 5[88 £ &3 o5&
2E 22 5 5 3[/58§ § &8 S
CE ogye g2 §)/35 § §F FLE
25 g 88 88 J[gy o §#£ NN
28 rES S F 7 3 & S S S 0
<[5 &S FE &
' $

0
4 \,\"L,‘M
i
o
7
7 10
7
7,
Z
927
100
NM»omw/Hz,NB

NM_001115075_H2 M5

-2
ABG02434 SUA . 700
.
a N
- 13768 S
ShE
3502
86
Q! 100
P Qe
WO e E M o
0 000 LSy
W s e 105 100
W e
W@ O W 100
@\1 I o 100100 L%
F L€ Sy
W g 1007100 100 S 5 #2100 O,
IS < 100 %
100 | RS, . 100
W 1097100 4005 190 \100\Z %
00 100
100
100 100°
1100
R
100,
v 100
o 8 &
o (0 %,
LAk o . .
\Q@“’@@f&b‘f’a n’“\q@"““@ 5 @, ,%
. o o B %,
3 r SN o %, o, %
q;\/é W & K é”w §3o Y %fq, %, ‘:&7% %((o ‘& 100
(SN ¥ G N > QS . < B 2% Lo
g S e S8 8 2 g @ G o u G By Y
® P @Y N & ol § & SR o w23%h B2 B o B B B K 7
o @l ST IS T SErer sreztt 5532 %0 % %R %Y
<€ 2 & ¢ & g PO $ 5 IS E5 8 &8BZF G AR SR ST \ 45 B < %, p3
S FOCR RS TSy S S ITINY B8R Y 2R 2 B n B Y Y
5 37 S FFE S S SIIT s Tz e 223% 3 % % 0% T Y My,
G FE o V&5 85 g2 23385 229 3 EY 23 b %
D S s 8 e 28 8 g o 388 2 @ \ CUEEC - A N
e Pry § g 830 3088 S BR2% %R % % % % %
G Pey §SFFFIFF D55 E TRRT TR % % b ¢ 4
& F&e v &FFFLFE 583588 TRae e 3 g o %
FEE F§Fsefi 528883 235% % h % 3%
§ 7§ 55555 2882323 7% 2% 3
S geg £5 2 £ 2EEE Y SN
Y o8I g & &8 2 882 03 4535 & %
S L s £ 4 5 g gy in L 5 4B B
¢ ¢ -2 8 8 = 58379 2 ee 9 9
& §F <€ g = g | o P T 3 g %
€ £ 7 & §3 8 §§% 5 & =z
¢ 8 o o
g8 ¢ 2Ry
g
&

Rhsi_G101_NW017739099_6196_9794

W
e
®
N ©
S
a6°"
RS
o
100
100 100
7
_
105
02 Hl'M
o g
e\w . 04
. 5 w2
9938 o awaTe
100 NM_201611_H2-M106
= 100

NM_177923_H2-M10.2

DQ138606_Modo-UG

NM_001079820_MODO-UB.
NM_001079819_MODO-UC

Ptal e Pig

Rhsi Dog

Dero s Pangolin
s Hiar Horse

Mina s iller wale

Roae s Anteater
s Human s Tenrec
s Macaque wmssmm  Elephant
e Mouse — OpOSSUM

Supplementary Figure 1. NeighborNet network showing inferred phylogenetic relationships among MHC class I sequences of eutherian mammals, based on a segment from MHCI exons 2 to 5. Numerals are bootstrap support values for each edge, with only values >70% shown. Edges with high
support are thickened. Different colors indicate different species, as defined in the key at lower right. Abbreviations: Ptal, P. alecto (black flying fox); Rhsi, R. sinicus (Chinese horseshoe bat); Dero, D. rotundus (common vampire bat); Hiar, H. armiger (great roundleaf bat); Mina, M. natalensis
(natal long-fingered bat); Roae, R. aegyptiacus (Egyptian rousette bat). The sequence names and accession numbers at the tips of branches: GeneBank accession numbers followed by gene names were given for the sequences obtained from NCBI; gene name before the

scaffold accession number, start and end positions was shown for sequences derived from genomes in this study.
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Supplementary Figure 2 continued
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Supplementary Figure 2. Genomic map of
MHC class | (MHCI) genes for nine species
of eutherian mammals. Black boxes
indicate putatively functional MHCI genes;
gray boxes, non-MHC | genes; heavily
stippled boxes, MHC | pseudogenes. The
apex of each box indicates the
transcriptional direction. The a, B, and k
blocks are shaded and labeled. An outline
red rectangle indicates the Class Il region.
The thick, double-headed arrow indicates
the extended class | region. The lightly
stippled box indicates a class Il gene.
Accession numbers for scaffolds are at the
top for each separate fragment.
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Supplementary Figure 3. Alignment of deduced amino acid sequences, showing bat-specific amino acid insertions in the a1 peptide binding domain (exon 2) of MHC

class | genes. Three-AA insertions are shaded in red, five-AA insertions in blue.
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