Supplementary S1.- Alignment of sequences used to build up Figure 2

>Ubf1HMG-box3
TKPPPNSYSLYCAELMAN--MKDVPST-—---—-——
ERMVLCSQOWKLLSQKEKDAYHKKCDQKKKDYEVELLRFEFL
>Ubf1HMG-box6
KKPPMNGYQKFSQELLSNGELNHLPLK———-—-—-———
ERMVEIGSRWQRISQSQKEHYKKLAEEQQKQYKVHLDLWV
>Ubf1HMG-box2
PEKPKTPQOQLWYTHEKKV-YLKVRPDA-————
TTKEVKDSLGKOQWSQLSDKKRLKWIHKALEQRKEYEEIMRDY I
>Ubf1HMG-box5

PESPKRAEEIWQQSVIGD-YLARFKND-—-——— RV-
KALKAMEMTWNNMEKKEKLMWIKKAAEDQKRYERELSEMR
>Hmol

PKKPLTVFFAYSAYVRQE-

LREDRQKAGLPPLSSTEITQEISKKWKELSDNEKEKWKQAYNVELENYQREKSKYL
>Ubf1HMG-box1
PKKPLTPYFRFFMEKRAK-YAKLHPEM—-—-—-~
SNLDLTKILSKKYKELPEKKKMKYIQDFQREKQEFERNLARFEFR
>Ixr1HMG-box1
PKRPSSAYFLEFSMSIRNE-LLQQFPEA-———-
KVPELSKLASARWKELTDDQKKPFYEEFRTNWEKYRVVRDAYE
>Rox1

IPRPKNAFILFRQHYHRI-
LIDEWTAQGVEIPHNSNISKIIGTKWKGLQPEDKAHWENLAEKEKLEHERKYPEYK
>Sox30

VKRPMNAFMVWARIHRPA-LAKANPAA-————
NNAEISVQLGLEWNKLSEEQKKPYYDEAQKIKEKHREEFPGWV
>Sox5

IKRPMNAFMVWAKDERRK-ILQOAFPDM————-—
HNSNISKILGSRWKAMTNLEKQPYYEEQARLSKQHLEKYPDYK
>Sox13

IKRPMNAFMVWAKDERRK-ILQAFPDM————-—
HNSSISKILGSRWKSMTNQEKQPYYEEQARLSROQHLEKYPDYK
>S0x6

IKRPMNAFMVWAKDERRK-ILOAFPDM——-—--—
HNSNISKILGSRWKSMSNQEKQPYYEEQARLSKIHLEKYPNYK
>SRY

VKRPMNAFIVWSRDOQRRK-MALENPRM—-—-—---
RNSEISKQLGYQWKMLTEAEKWPFFQEAQKLOAMHREKYPNYK
>Sox15

VKRPMNAFMVWSSAQRRQ-MAQONPKM—-—-—---—
HNSEISKRLGAQWKLLDEDEKRPFVEEAKRLRARHLRDYPDYK
>Sox14

IKRPMNAFMVWSRGOQRRK-MAQENPKM——-—--—
HNSEISKRLGAEWKLLSEAEKRPYIDEAKRLRAQHMKEHPDYK
>Sox21

VKRPMNAFMVWSRAQRRK-MAQENPKM—-—-—---
HNSEISKRLGAEWKLLTESEKRPFIDEAKRLRAMHMKEHPDYK
>Sox1

VKRPMNAFMVWSRGQRRK-MAQENPKM—-—-—-—--—
HNSEISKRLGAEWKVMSEAEKRPFIDEAKRLRALHMKEHPDYK
>Sox2

VKRPMNAFMVWSRGQORRK-MAQENPKM———--—
HNSEISKRLGAEWKLLSETEKRPFIDEAKRLRALHMKEHPDYK
>Sox12



IKRPMNAFMVWSQHERRK-IMDQWPDM-————
HNAEISKRLGRRWQLLODSEKIPFVREAERLRLKHMADYPDYK
>Sox4

IKRPMNAFMVWSQIERRK-IMEQSPDM-—--—
HNAEISKRLGKRWKLLKDSDKIPFIREAERLRLKHMADYPDYK
>Sox11l

IKRPMNAFMVWSKIERRK-TMEQSPDM—————
HNAEISKRLGKRWKMLKDSEKIPFIREAERLRLKHMADYPDYK
>Sox10

VKRPMNAFMVWAQAARRK-LADQYPHL—-----
HNAELSKTLGKLWRLLNESDKRPFIEEAERLRMOHKKDHPDYK
>Sox9

VKRPMNAFMVWAQAARRK-LADQYPHL—-——--—
HNAELSKTLGKLWRLLNESEKRPFVEEAERLRVQHKKDHPDYK
>Sox8

VKRPMNAFMVWAQAARRK-LADQYPHL—-----
HNAELSKTLGKLWRLLSESEKRPFVEEAERLRVOHKKDHPDYK
>Sox7

IRRPMNAFMVWAKDERKR-LAVONPDL—-——-—
HNAELSKMLGKSWKALTLSQKRPYVDEAERLRLOHMQODYPNYK
>Sox18

IRRPMNAFMVWAKDERKR-LAQQNPDL-—---—
HNAVLSKMLGKAWKELNAAEKRPFVEEAERLRVQHLRDHPNYK
>Sox17

IRRPMNAFMVWAKDERKR-LAQONPDL—————
HNAELSKMLGKSWKALTLAEKRPFVEEAERLRVOHMQODHPNYK
>Nhp1l0

PKRPTNAYLLYCEMNKER--TRONGSL-——--—————
DVTRDLAEGWKNLNEQDRKPYYKLYSEDRERYQMEMETIYN
>Hmgb4HMG-box1
PKANVSSYVHFLLNYRNK-FKEQQPNT---
YVGFKEFSRKCSEKWRSISKHEKAKYEALAKLDKARYQEEMMNYV
>Hmgb2HMG-box1
PKGKMSAYAFEFVQTCREE-HKKKNPEV-—-—
PVNFAEFSKKCSERWKTMSGKEKSKFDEMAKADKVRYDREMKDYG
>HmgblHMG-box1
PRGKMSSYAFEVQTCREE-HKKKHPDA-—-—
SVNEFSEFSKKCSERWKTMSAKEKGKFEDMAKADKARYEREMKTY T
>Hmgb3HMG-box1
PRGKMSSYAFFVQTCREE-HKKKHPDS——-
SVNFAEFSKKCSERWKTMSAKEKSKFEDMAKSDKARYDREMKNYV
>Ubf1HMG-box4
PKRPVSAMFIFSEEKRRQ-LOQEERPEL—=-—-—-
SESELTRLLARMWNDLSEKKKAKYKAREAATLKAQSERKPGGER
>Nhp6A

PKRALSAYMFFANENRDI-VRSENPDI——---
TFGQVGKKLGEKWKALTPEEKQPYEAKAQADKKRYESEKELYN
>Nhp6b

PKRGLSAYMFFANENRDI-VRSENPDV—-—-—-——
TEFGOQVGRILGERWKALTAEEKQPYESKAQADKKRYESEKELYN
>Hmgb4HMG-box2
PRRPPSSFLLFCQDHYAQ-LKRENPNW———-——
SVVQVAKATGKMWSTATDLEKHPYEQRVALLRAKYFEELELYR
>Hmgb2HMG-box2
PKRPPSGFFLFCSEFRPK-IKSTNPGI-—---
SIGDVAKKLGEMWNNLNDSEKQPYITKAAKLKEKYEKDVADYK
>Hmgb3HMG-box2



PKRPPSAFFLFCSEHRPK-IKSEHPGL-———-
SIGDTAKKLGEMWSEQSAKDKQPYEQKAAKLKEKYEKDIAAYR
>HmgblHMG-box2
PKRPPSAFFLFCSEYRPK-IKGEHPGL-———-
SIGDVAKKLGEMWNNTAADDKQPYEKKAAKLKEKYEKDIAAYR
>Smcel

PDKPLMPYMRYSRKVWDQ-VKASNPDL—-————
KLWEIGKIIGGMWRDLTDEEKQEYLNEYEAEKIEYNESMKAYH
>TfamHMG-box1
PKKPVSSYLREFSKEQLPI-FKAQNPDA-————
KTTELTIRRIAQRWRELPDSKKKIYQDAYRAEWQVYKEETISRFEFK
>TfamHMG-box2
PKRPRSAYNVYVAERFQE-AKGDSPQ-————————
EKLKTVKENWKNLSDSEKELYIQHAKEDETRYHNEMKSWE
>Abf2HMG-box1
PKRPTSAYFLYLQDHRSQ-FVKENPTL—-—-——-
RPAEISKIAGEKWONLEADIKEKYISERKKLYSEYQKAKKEFD
>Abf2HMG-box2
PKKPAGPFIKYANEVRSQ-VFAQHPDK-————
SQLDLMKIIGDKWQSLDQSIKDKYIQEYKKAIQEYNARYPLN-
>Ixr1HMG-box2
PKRPSGPFIQFTQEIRPT-VVKENPDK—-————
GLIEITKIIGERWRELDPAKKAEYTETYKKRLKEWESCYPDEN



Supplementary S2.-Phylogeny analysis of HMG-boxes by the Neighbour-
joining method (excluding gaps): Out-put results
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