Development 143: doi:10.1242/dev.133074: Supplementary information

human MSSYFVNSTFPVTLASGQESFLGQLPLYSSGYADPLRHYPAPYGPGPGQDKGFATSSYYP 60

mouse MSSYFVNSTFPVTLASGQESFLGQLPLYSSGYADPLRHYPAPYGPGPGQDKGFAASSYYP 60
B R R T e

human PAGGGYGRAAPCDYGPAPAFYREKESACALSGADEQPPFHPEPRKSDCAQDKSVFGETEE 120

mouse PAGGGYGRAAPCDYGPAPAFYREKDAACALSGADEPPPFHPEPRKSDCAQDKSVFGETEE 120
B R e e

human QKCSTPVYPWMQRMNSCNSSSFGPSGRRGRQTYTRYQTLELEKEFHYNRYLTRRRRIEIA 180
mouse QKCSTPVYPWMQRMNSCNSSSEGPSGRRGRQTYTRYQTLELEKEFHYNRYLTRRRRIEIA 180
e 36 3 ek K ke ok ok ok ks ok ok ok S kR ek Kk

human HALCLTERQIKIWFQNRRMKWKKESKLLSASQLSAEEEEEKQAE 224

mouse HALCLTERQIKIWFQNRRMKWKKESKLLSASQLSAEEEEEKPAE 224
R R R R R R R R e

Figure S1. Sequence alignment of the mouse and human Hoxb6 proteins. The
homeodomain (HD) is highlighted in blue, the hexapeptide (HX) in green and the
linker region (LR) in orange.” indicates positions which have a conserved residue
and : indicates conservation between groups of strongly similar properties.
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Development 143: doi:10.1242/dev.133074: Supplementary information

human AGGUGCUGGARAGGGAGGGAGGACGCGAGGGGARAGGCCUGUGGGG-AGCCGAGGGCGUC 59

mouse AGGUGCUGCRARAGGGAGGGGGGACGCGRAGGGAGAGGUCUGUGGGGGRACCUAGGGCACT 60
KhkAKK KKK KARkIAhhAkk Khkkkkhkk *kkk *kk *kkkkkhdk * %% *kkkk %

human AGAGAGACCCGGGAAGGAAGGCUCU-CGGGUGGGGGAGCCAGGAGACCUGCUCUCCGGCG 118

mouse CGARAGCCCC-----. AGAAGGCUCUGCGGUCGGGGGAGUCUGGGGACUUGCUGUCCAGAG 115
*k kk kkk kkkkkkkkk kkk  kkkkkkk k kk kkk kkkk kkk % %

human CA-GACAGGCGGGGCCCAGCGCUCUCCUGGACGCCCCCGCCCGCACAGCUCCCGGCGGGU 177

mouse CACGACGGGCAGGGCCCARGUGCUUGCCUGGAUGCCCCCUUCUGCAGAGCUCUUCCUGGGC 175
k% kkk Kk kkkkkkkk kkk  kkkkkk kkkkkk Kk kkk kkkkk %%k

human GCUCUGAGGCCUCACUACUCGAGCCCACCCAGCARUCCC--GCGCGCCCUUCCUUCCC-GA 234

mouse GCUUGGCGGAU--————————- GCCCACCCAGCACCCCCAGCGCCUCCUCCCUCCCCCGAR 224
Xk%x % K% Kk kXk Ik HkHk k¥kk  kkkkx  k¥k k¥kk k¥kk k%

human GGAACUCGCCUCAGCCUGAUCAGGCUUCCUGGUGAGARCUGAGGAGCGGACUCACUUGAU 294

mouse AGAACCCACCUUGGCCUCAUCAGGCUCUCUGGUGAGRACUGAGARUCGGACUCACUUGAU 284
Kkkk Kk kkk  kkkk KKK KKAKK  KkAKKKHKAKKKHKK Kk kkkkkkkkkkkkkk

human GUUUCCUGGAAGCAGAGCRRAAUGCUCUUGUCCCUGUCGCGUCUCAUUUUGUCCAUGUCC 354

mouse GUCUCCUGGAAGCAGAGCAGAAUGCUCAUGUCCUUGUCGAGUCUCAUUUCGUCCAUGUCC 344
ok KKK KKK KKK KKK I AHK Kk kkkhk khkkdk *hkkkk kkkkhkkk *kkkkkkkks

human CCCGUGCACGGUUCRAUGGUAGAUUCGCUGUCCCCUCAGCGGGGGCCUUGRAGACUCCCU 414

mouse CCCGUGCACGGUUCAAUGGUAGAUUCGCUGUCCCCUCAGCAGGGACCUGARAGACUCCCU 404
HHKKKHHIKHIKKKAHHI I KKK K I I IIAAR KK HHIAIKK *kd kkk  kkrkkkkkkk

human GAUCCCAGACCUGUCGUCUCUCCCACCCCCUCCCCRRAGCCACUGGRAGGAGCACRUACU 474

mouse GACCCCAGACUUGUC---UCUCCUACCCCCUCCCCARAGCCACUGGRAGGAGCACARUACU 461
Xk Kkkkkkkk Kkkk Jokok ok dokokok ok ok ok ok Rk Rk Rk Rk Rk Rk Rk R Kk

human ACCUAGAAGURAGARGAGGAGCCUCAGRAGARAACAAAGUUCUAUUUUAUUARARUUUUCUAR 534

mouse ACCUAGAAGGRAGAAGAGGAGCCUCAGAAGAAAACARAGUUCUAUUUUAUURAUUUUCUA 521
B R R i S T R R R T T e

human UGUGUUGUGUUUGUAGUCUUGUCUUAGCUCUGGACGUGARAUACUUCGAUGAUGAUGAUG 594

mouse UGUGUUGUGUUUGUAGUCUUGUCUUAGCUCCGGACGUGAAAUACUUCGGUAARUAAUAUUA 581
KA AKKHKKK K I I KK I IIK A KR I IR I AR, ok kkh ok hkkhkkhhkx % %%k *x% %

human AUGAUGAUGAUGAUAAURRURAUARURARURACAARCAARCRAACRACARUARURRAGARUGUGA 654

mouse AU----RAUUAU----—- URRURRUGAUURUGAUGRUGRUGAUARURRUARURARAGAUGUGA 632
* % *k kk Ykkkkkk kk Kk Kk Kk ok  k kk kkkkkkxkkkkkkkkk

human ARACUCGACGCUCGGUCACCUCRARRRARRRRR 686

mouse AAACUCG-CARRAARRAARARAARRARRRARARR 663
XxkKKXK X * Fk kKKK KKK K

Figure S2. Sequence alignment of the mouse and human 3’'UTRs. * indicates
positions with conserved nucleotides.

C
o
-

@©

£

-
qg
£

o)

C

©
i)

[

()

£
Q

Q

Q

3
wn

L]
e

C

()

£

Q
ko)

()

>

()
o




