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Figure S13. Mean coverage of the lycPyr6 chromosome models or scaffolds/containing
MHC genes. Coverage calculated using PacBio reads per contig, and plotted as a dot at
each contig midpoint. Black dots: contigs with identified MHC genes; grey dots: contigs
without identified MHC genes; red dot: contigs with coverage >100X (placed at the
bottom).
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Figure S13. Continued.
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Figure S13. Continued.

1.0e+07 1.5e+07 2.06+07
chri2




° ° ) ° .0 ®
o X ) % " PR LTS Ty Gy
®o ) o o
° e o ’ ‘...‘
° o o O L
® o " .- )
o e % °o® ° o“
....f oo o 0..
LX) @ © [ ] .. .Q’ ‘
° ®e . ot ¢ 2o > 0
e © oooooooo “oo o oooo
®
©
o
: 3 :
abeianon

5.0e+06 7.5e+06 1.0e+07
chr24

2.5e+06

0.0e+00

Figure S13. Continued.



100
[ ]
[ ]
Py [ ]
751
®
® Y [ ]
[ ]
® °
o
(6] & ® ®
g 50 A . ve =
Q .
(@] ° »
(&) ,® o o %
S °
'Y [
® ®
25 - . o e
fe)
® O
° o o
o. ® o® [}
PY o PY @
° o oo
[ ] ° g ] { & : :. o
@
0 - Ve fan o ¢ | .l %° me o 08008
0 500000 1000000 1500000 2000000
chrUN2

Figure S13. Continued.




100+
@
[ ]
75 - 2
@
>
@ 50 - .
g) @
o) o ®
O ®
[ J ®
® 'y ® ]
® °
& »
® o o o © ® ©
° ° ® ©
25 b & ® 5 .. °e ® °
... [ ] [ J
° @ ® @ o o
o o
) - ° [ ] Y
@
© P~ &
[ J ' ®
&) ® do
04 dasudveobme® oo o o ® Y
0 500000 1000000 1500000 2000000
chrUN4

Figure S13. Continued.




60

40 -
(0]
()] ®
@
(0]
3
(&)
@
20
[
®
[ ] PS PY
o © ® ®
[ J
0- Godd © s

Figure S13. Continued.

500000

chrUN5




.
60 -
40+
o
(@)
5
3
&
20
0-
o |

0 250000 500000 750000 1000¢
ScjS1mf_1382_unplaced

Figure S13. Continued.



