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Comparison of genomic regions of MHC class | lineage genes in Salmonids and Northern pike. Genes are depicted as grey boxes apart from
MHC class lineage genes are shown as red boxes and in red font. Chromosomal location or unplaced scaffold names are shown below and on
the left hand side of each. Scaffolds with MHCI genes only are not shown (see Additional file 4). Typical regional genes are shown using green
boxes. Phylogenetic clustering of MHCla and MHCIb U and Z lineage genes is shown using colored boxes covering the gene names. Arrow in the
MHCIb regions indicate direction of the extended MHClb region shown on page 3 and 4. Large regional gaps are shown using solid black line
where gap distance is shown in megabases (Mb). Definite pseudogenes are shown in gene name with a ps extension. Many gene names also
have an _L extension for _like as functional verification is needed to define them as orthologs of mammalian molecules. Page 10 * : The single

Atlantic salmon S gene region located on Chr. 09 originates from main text reference Lukacs et al.2010, while the six S lineage gene sequences
identified in the Atlantic salmon genome all reside on small scaffolds with MHC genes only.



AF2.1. MHC class la regions

AF2

PSMB8 TAPBPa TAPBPa TAPBP3 TAPBPa TAPBPa TAPBPa
PSMB13 ULA UBA UBA TAPBPa UBA UBA UBA
PSMB12 UBA PSMBSa PSMBSal IL)’SBGBg PSMB8a PSMB8a PSMBSa
PSMB9 PSMB8a PSMB133 PSMB13a a PSMB13a PSMB13a PSMB13a
TAP2 PSMB13a PSMB123 PSMB123 PSMB13a PSMB12a PSMB12a PSMB12a
BRD2bX2 PSMB12a PSMBO3 PSMB93 PSMB12a PSMB9a PSMB9a PSMBYa
HSD17B8 PSMB9a TAP?a TAP22 PSMB3a TAP2a TAP2a TAP2a
Col11A2 TAP2a BRD2: PSMBSE -lI;IARPDzZa BRD2a BRD2a BRD2a
RXRBb BRD2a Col11A2a BRD23 a HSD17B8 Col11A2a Col11A2a
stc3oa7 | Col11A2a RXRBa Col11A2a RXRBa Col11A2a RXRBa RXRBa

2| rRiNG1 S RXRBa SLC39A73 RXRBa SLC39A7a [ RXRBa SLC39A7 o] sLc39A7a

~B rps18 S sLc39a7a D5 L SLC39A7 RING2a_L =1l sLC39A7a 2| RING2a_L =[] RiNG2a L

Q VPS52 - RING1 o iy 4 2 RPS18a pod RING2a = RPS18 - S a

b = @ S RING2a_LZ ] RING2a_L = VPS52a @ 2 a =k RPS18a

o] ViV SHH RPS18a [ ppsiga @[l RPS1sa o o RPS1&a T VPs52a =l vpss2a

R ATF6 S VPs52a 2B vpssza 7| vpss2a & XIT-isgla § VPS52a s [ VHSva Sl VHsva

S TNX S RGRCRE i VITVA] ) RV X aLa g VHSVa 2 ATF6Ba 21| ATF6a

—

Ji PsMB10 o - SH AtFea 3 — S| ATF6a SH TNX_La SO TNX La
CENPA ATF6a  off| ATFea S|l TNx 1o ofel SENPA2 ol TNX La Sl psmB10a = psmB10a
LHX9_L TN La  SH tnx 2 S[| psmBi0a o PSMB10a Z | CENPAa CENPAa
ZAA PSMB10a 2[H psmB10a 2 || CENPAa ZCAa CENPAa ZBAa ZBAa
ZBA CENPAa CENPAS ZDAa ZBAa_pt ZCAa
ZCA Onts#13 [zDAd Saal#31
ZDA ZCAa COLI2A1 L Onnett04
ZEA ZDAa

Onmy#18
Eslu#10 Sasa#27 nmy Onki#17
Satr#34



AF2.2. MHC class Ib regions
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NC_027313.1:59.2-59.8 Mb

AF2.3. Extended salmonid MHC class Ib regions AF2
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NC_027320.1: 48.5..49.0 Mb

AF2.4. UHA lineage regions
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AF2.5. L lineage region 1
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NC_025987:10.6-11.1 Mb

AF2.5. L lineage region 2 AF2
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NC_027311.1:80.4-80.8 Mb

AF2.5. L lineage region 3 AF2
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AF2.5. Unique L lineage regions
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NC_025968:29.4-29.9 Mb
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NC_025970:32.5-33.0 Mb

AF2.7. H lineage regions
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NC_036871:14.0-14.5 Mb
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NC_027306:43.0-43.5 Mb

AF2.8. P lineage regions

S1

PAWR
FRRS1

PPP1R12A_L

PAAps
ZFP2
Ig-KV
Ig-KC
PARP12_L

Sasa#07

NC_042964:41.0-41.4 Mb

SYT1_ L
PAWR_L
FRRS1
PPP1R12A
PAAps
ZNF34_L
ZNF33B_L
Ig-KC
Ig-KV

Satr#08

NC_035097:13.9-14.4 Mb

SYT1_L
PAWR_L
FRRS1
PPP1R12A
PAAps
ZNF34_L
Ig-KC
Ig-KV_L
Ig-KV_L

Onmy#21

NC_037111:3.1-3.5 Mb

PPP1R12A_L

PAAps
ZNF260_L
ZNF419 L
Ig-KC_L
lg-KV_L
PARP12_L
TMCC3_L
SYT1_L

NDUFA10_L

PPF1BP1

Onts#15

NC_034182:5.3-5.8 Mb

SYT1_L
PAWR_L
FRRS1
PPP1R12A
PAAps
ZNF184_L
Ig-KC
1g-KV
MUCIN2
PARP12
TMCC3_L
NDUFA12

onki#09

NC_042542:3.2-3.7 Mb

SYT1
PAWR
FRRS1
AGL

PPP1R12A_L

PAAps
ZFP2
ZNF419 L
Ig-KV

NDUFA12_L

FDG6_L
VEZT L
METAP2_L
USP44_L
NTN4 L
SNRPF
AMDHD1

Onne#08

NC_036840:4.5-5.0 Mb

AF2

PAWR_L
FRRS1
PPP1R12A
PAApt
ZNF34
lg-KV_L
lg-KC_L
PAH

TH_L
NUP37
MCH1_L
IGF1
WASHC3
DRAM1
GNPTAB
CHPT1

Saal#03
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