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Supplementary Figure S1 - Amino acid alignment of /ha-like proteins — The amino
acid sequence of /ha shares sequence similarity with several vertebrate proteins, but is not
overtly similar to any particular group of sequences. The alignment includes all
vertebrate blast hits to the predicted /ha gene from Latimeria and covers 141 conserved
amino acids from /ha. All sequences aligning to /ha are labeled by their GenBank
identifiers.



lha

CAM14370
XP_001148200
AAT13557
AAI26344
EAW82324
HP_659440
XP_001089591
XP_519987
XP_539185
NP_001075915
XP_001381738
XP_001489117
XP_001381736
XP_001380063
XP_424011
11P_001089601
XP_520284
XP_001152900
1P_931045
XP_001092549
XP_001092434
ARH21580
XP_001501275
1P_001094544
XP_548443
XP_001079981
HP_919316
HP_001016353
AAI28615
HP_001090371
P_001025863
XP_691225
XP_001520341
CAF89557
HP_001013508
HP_001070739
1P_001081092
1P_001089108

lha

CAM14370
XP_001148200
AAIL13557
AAI26344
EAW82324
NP_659440
XP_001089591
XP_519987
XP_539185
HP_001075915
XP_001381738
XP_001489117
XP_001381736
XP_001380063
XP_424011
HP_001089601
XP_520284
XP_001152900
HP_931045
XP_001092549
XP_001092434
AAH21580
XP_001501275
NP_001094544
XP_548443
XP_001079981
NP_919316
NP_001016353
AAI28615
NP_001090371
NP_001025863
XP_691225
XP_001520341
CAF89557
NP_001013508
HP_001070739
HP_001081092

- -AGSEs]
[RES]
[RES]
SKNS] LK ]
SKNS] i LK
SKNS] LK ]
SKNS] LBK]
SKNS] LEBK)
SKMS] LEK]
SKNS] SGLER]
Y SRLPRJ
SKET
TRHY .-
TRHY .- T
F
S| S| {H]
YRVIHFS) S|
LKKI
LKKI
LKKI
LKKI
LKKI
LKKI
LKKI
LKKI
LKKI
LKKI
LKKI
Q
K|
K|
THRT
K|
S| SKDL4
TV S
M S

r‘l‘l‘l‘l"‘l"‘l‘l‘[ﬂl{.

-

5 &

5 &

EE

k

5-5‘-
o

EEEEEEEEEET

IETHVHQILQLSHSHRIESS
HEVIVESILELDKK SRSRS]

R- - - - LLQETTH

ol

oI

ol

oo

ol
.

ol

o T O T T T T T T T T T

C b S 3 @3 3 3 3

L T T T T X




Supplementary Figure S2 - Structure of the pPAC-GFP-1054-RFP-iTol2-Kan PAC
clone — This clone was used for generating the 7g ( pPAC-GFP-1054-RFP-iTol2-Kan)
B6C3 mouse transgenic line.
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Supplementary Figure S3 - Southern hybridizations of /ha gene. — M = Low Range
PFG Marker (NEB #N0350S), marker labels are in kilobases. D, E, and H represent Lm
genomic heart DNA digested with Dral, EcoRI and HindlIll respectively. Left panel is the
ethidium bromide-stained gel and the right panel is the subsequent Southern blot-
hybridization with the /ha probe.
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Supplementary Figure S4 - Hybridization of /ha gene to a high-density filter of the
Lm BAC library. — The Lm BAC library was spotted onto 22 cm® nylon filters in a 4 x 4
grid pattern (18,432 individual clones per filter) for hybridization screening (Danke et al.
2004). This region of a high density filter represents ~400 clones from the library spotted
in duplicate.
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